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Abstract. The freshwater bryozoan Fredericella sultana is the most common primary host for 28 

the myxozoan parasite Tetracapsuloides bryosalmonae, causing proliferative kidney disease 29 

(PKD) in salmonid fish. An Illumina next-generation sequencing library containing genomic 30 

DNA from both T. bryosalmonae and F. sultana yielded 10653 microsatellite motifs. Twenty-31 

four loci were tested in both species and 12 novel polymorphic tri- and tetranucleotide 32 

microsatellite markers were developed for F. sultana. These markers provide a valuable resource 33 

for population genetic studies of F. sultana, whilst the apparent lack of microsatellites in the 34 

PKD agent suggests a low frequency of tri- and tetranucleotide repeats in the T. bryosalmonae 35 

genome. 36 

 37 

Main text. Fredericella sultana Blumenbach, 1779 (Bryozoa: Phylactolaemata) is a common 38 

freshwater bryozoan across Europe and also occurring in Asia, Australia and New Zealand. It is 39 

the most common host of the myxozoan parasite Tetracapsuloides bryosalmonae (Okamura & 40 

Wood 2002), which causes Proliferative Kidney Disease (PKD) in farmed and wild salmonids. 41 

As no direct transmission between fish is possible, F. sultana plays a key role in the spread and 42 

occurrence of PKD. Since bryozoan colonies can grow rapidly, reach high densities and disperse 43 

via colony fragments, understanding the population genetic parameters of both host and parasite 44 

is important for assessment of potential parasite dispersal and the spatial distribution of PKD 45 

(Okamura et al. 2010).  46 

 47 

Here, we used Illumina MiSeq paired end sequencing to generate novel genomic sequences and 48 

to develop novel microsatellite markers for the F. sultana and T. bryosalmonae host-parasite 49 

system. Approximately 1000 T. bryosalmonae sacs were collected by dissection from F. sultana 50 

(River Itchen, Hampshire, UK). Genomic DNA (gDNA) from parasite sacs without any visible 51 

host material was extracted using a Qiagen Blood and Tissue kit. A Nextera library (40ng of 52 

gDNA) was prepared and sequenced on a 50% of a paired end (2x150bp) MiSeq run in-house at 53 

the Natural History Museum, London. The paired reads were quality controlled separately using 54 

PRINSEQ v.0.20.4 (Schmieder and Edwards 2011) (right-end-trimmed until the first base of 55 

quality score >25 was encountered, reads with average quality score <25 and those containing 56 

any ambiguous bases discarded). Post-cleaning, paired end reads were joined and 5,775,223 57 

contigs were searched for microsatellite motifs. 58 

 59 

A total of 10653 microsatellite motifs (di-, tri-, tetra- and pentanucleotides) were identified from 60 

the raw reads using msatcommander v.1.0.8 software and primers for 865 microsatellites (repeat 61 

number 6-47, potential duplicates removed) were designed using Primer3 software (Electronic 62 
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supplementary material, Table 1). Twenty-four microsatellite loci were tested in a panel of 17 F. 63 

sultana individuals from seven populations consisting of 10 T. bryosalmonae infected and 7 64 

parasite-free specimens. Also, 6 T. bryosalmonae-infected brown trout (Salmo trutta) kidney 65 

samples collected from five rivers (Estonia) were screened. 66 

 67 

PCR amplifications were performed in 6.1 µl total reaction volume, which included ca 10 to 100 68 

ng of DNA, 0.6 µM of forward and 1.2 µM of reverse primers, 0.5 µM of FAM, VIC, NED, 69 

PET-labeled universal M13 primer and 3.0 µl of 2×QIAGEN multiplex Master Mix. 70 

Amplification conditions were: initial denaturation at 95°C for 15min, 15 cycles of 30s at 94°C, 71 

1min 30s at 58°C, 60s at 72°C, followed by 25 cycles of 30s at 94°C, 1min 30s at 52°C, 60s at 72 

72°C and a final extension of 10min at 60°C. Fragment analyses were carried out on ABI 73 

PRISM 3130xl (Applied Biosystems, USA) with LIZ600 size standard. Genotyping was 74 

performed using the software GeneMarker v. 1.6 (Soft Genetics, USA).  75 

 76 

Of 24 screened microsatellite loci (22 tri-, 2 tetranucleotide repeats), 12 primer pairs were 77 

polymorphic in F. sultana (Electronic supplementary material, Table 2). These loci did not 78 

amplify in PKD infected fish kidney nor in gDNA extractions from single parasite sacs, 79 

indicating that they belong to F. sultana. No loci amplified from material expected to contain no 80 

F. sultana, suggesting all 24 loci originated from F. sultana. The number of alleles of F. sultana 81 

microsatellites ranged from 7 to 16 (mean 10.7). The expected and observed heterozygosity 82 

ranged from 0.82 to 0.97 and from 0.45 to 1.00, respectively. 83 

 84 

Interestingly, none of the tested microsatellite markers amplified in T. bryosalmonae, despite the 85 

fact that the gDNA extraction for the MiSeq library was purified parasite material, with only 86 

residual host carry-over. To check the proportional representation of F. sultana and T. 87 

bryosalmonae in the genomic library, blastn searches with 300bp sections of the small subunit 88 

rRNA gene of F. sultana and T. bryosalmonae were conducted against the joined MiSeq reads. 89 

For F. sultana and T. bryosalmonae, 81 and 495 ssu rDNA matches to the respective queries 90 

were found. Despite potential copy number and genome size differences between the two 91 

species, these results confirm that T. bryosalmonae should have been significantly 92 

overrepresented in the MiSeq library. Therefore, it is likely that the frequency of tri- and 93 

tetranucleotide simple repeats in the genome of myxozoan parasite T. bryosalmonae is much 94 

lower compared to its bryozoan host F. sultana. 95 

 96 
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This study reports the development of twelve novel microsatellite markers for F. sultana that 97 

will complement the relatively small number of existing microsatellite loci in this species 98 

(Hartikainen and Jokela 2012). Our work also revealed that trinucleotide microsatellite motifs 99 

are likely rare in the genome of T. bryosalmonae. 100 
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Acknowledgments. We thank Meri Lindqvist (University of Turku, Finland) for her help using 102 

msatcommander software. This work was supported by Academy of Finland (AV), Estonian 103 

Science Foundation (grant number 8215 to AV), Erasmus Mundus research mobility (project 104 

2011467 to DF) and research funds from the Natural History Museum, London (HH, BO). 105 

 106 

References 107 

Hartikainen H, Jokela J (2012) Characterisation of polymorphic microsatellite loci in the 108 

freshwater bryozoan Fredericella sultana. Cons Gen Res 4: 457-477. doi: 109 

10.1007/s12686-011-9578-1 110 

Okamura B, Hartikainen H, Schmidt-Posthaus H, Wahl T (2010) Life cycle complexity, 111 

environmental change and the emerging status of salmonid proliferative kidney disease. 112 

Fresh Biol 56: 735-753. doi: 10.1111/j.1365-2427.2010.02465.x 113 

Okamura B, Wood TS (2002) Bryozoans as hosts for Tetracapsula bryosalmonae, the PKX 114 

organism. J Fish Diseases 25: 1-7. 115 

Schmieder R, Edwards R (2011). Quality control and preprocessing of metagenomic datasets. 116 

Bioinformatics 27: 863-864. doi: 10.1093/bioinformatics/btr026  117 



Characterisation of polymorphic microsatellite loci for the bryozoan Fredericella sultana , the primary host of the causative agent of salmonid proliferative kidney disease

Journal Name : Conservation Genetics Resources: Microsatellite Letters

Authors : Dmitry Filippenko, Hanna Hartikainen, Beth Okamura, Anti Vasemägi

Electronic Supplementary Material Table 1

Table 1  Information on 865 primer pairs for microsatellite amplification in Fredericella sultana and Tetracapsuloides bryosalmonae host-parasite system

File name Sequence records_id msats_id

M00328:4:000000000-A3DTF:1:1105:21563:21567:1 GTCGTGAATGTAGTCTGGCACACACACACACAGACACACACACACACACACACATTAAAGCTCTGTTTAGACTGTCGGGCTCGATCGTCTCGAGCTCGACATGAT1017247 1969

M00328:4:000000000-A3DTF:1:1107:20673:17734:1 GGTATATAATATACAATTTATGCATATATCGCACTATGTCTCGTTCGCTCTCTCTCTCTCTTTCTCTTTCTTCTTGCACGCGCGCACGCACACACACGCGCACACACACACACACACTGTCACCCTGTCTCTTTGATTCCTCTTCTATAGCTC1390522 2652

M00328:4:000000000-A3DTF:1:1108:23202:12612:1 GAGTTTGCTGCCATCCTGGAGCAAAGATCGTAGAGCATGGTGCAGGGATTTAACGTGTGTCTGTACCTGTGTGTGTGTGTGTGTGCGTGCACGCGCGAGAGTACGCCTAGCTCTTGAATCTCAAACGTTGAAAGAAGTC1540471 2919

M00328:4:000000000-A3DTF:1:2107:10147:12262:1 TGCCATGACCATTGTGTCACACACGCACTCACGCACGCACACACACACACACACACACACGCACACAAATGAGCACGCACGCACACGTGGCT4243710 7931

M00328:4:000000000-A3DTF:1:2108:5850:11303:1 GTCCTAGATAGATGAAGAAACGAGGAGAGTGTGCGGGTGAGAGAGAGAGAGAGAGAGAGAGAGAAGTGGCAGAGGGAGTTATGAGGAAGTGTCTATGATGAAAGTATAAACTCTCGTTGCCCCTTAACTGGAGTTGTCT4433214 8276

M00328:4:000000000-A3DTF:1:1101:16828:13095:1 GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGAGCGAGAGAGAGAGAGAGAGATGAGCGAAAGAGAGAAAGACTGAGAAACACCCACAGAGAGAGAGAGAGAGAGAGAGAGTTTTCACATTCTTAGTTATTGAGGAGCCGCGTGCCGTGATCTATACTATCGTCGTGGGGGGTGGGGTGAGAGGTATATATGAGAGAGGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAGCGAGAGAGAGAGAGAGAGAGGAGCGAAAGAGAGAAAGACTGAGACACACCCACAGAGAGAGAGAGAGAGAGAGAGAGAG82664 158

M00328:4:000000000-A3DTF:1:1105:3137:16391:1 GTCTGAACCCCCTCCCCCCCTAGGTGCGTGACGTCGTTTATGGACGGCCCCATAGCAGCTGTACACATGAGAGAGAGAGAGAGAGAGCCAGCGCACTAGGGTCACACCCTCCTAAGAAC961636 1838

M00328:4:000000000-A3DTF:1:1109:11895:15557:1 CGATTGCTATGGCTCTGTAGAGTTACGAATGGATACACTTACGTAGTGTAGGCGGGGGTGCTGAAAAACCGGCGCGATGGTCAGCTATTAGAATTACGAGAGAGAGAGAGAGAGTACTGGCGATTGTTAACGGGTATGATACTATCTGCGTCTCAGTTATTAGAAACCGGGCATATGACTATGGAATATCGGACTGTGGAGTTAATAAGTCAGATGAGCTAAGTC1782991 3392

M00328:4:000000000-A3DTF:1:1113:13109:14153:1 GACGGAGACAGACGGAGACAGACGGAGACAGACGGAGACAGACGGAGACAGACGGAGACAGACGGAGACAGACGGAGGCAGACGGAGACAGACGGAGACAGACGGAGACAGACGGAGACAGTCGGAGACAGACGGAGACAGACGGAGACAGACGGAGACAGACGGAGACGGCCACATACAAGAAGAGAGAGAGAGAGAGAATAAGAGAAGCTCAAGAAGCCCGCGACAGAGTGAAGTACGCATGTGCTCGTGAGCATTGCACACAAAGGCATATAA2606396 4911

M00328:4:000000000-A3DTF:1:2102:16874:22636:1 GAGGGGGAGGGGTGGGGGGGCTTGGGAGGAAAGGAGGACGAGACAGTCTTAGAAAATCAGAGAGAGAGAGAGAGAGAGGAGAGCAGGTGTGGCATTAGCGACTCCTTCTCATGGCGTAAGGCCGGTCCAGCCTCGTCTGCAAGGGCGGCCCCTGCTGTGACCGTTGTCGGTAGATACTCTGTCAATTCCATGACATTTGCAGTTCACTCAAAATAGGCCTTCACATGATGCACATTGTGCTCCTCTCTTTCTAAACGGCCATTGCTGCTAGTCATCAGTCGTCCACGGTATCTAAGG3362186 6313

M00328:4:000000000-A3DTF:1:2109:5148:12938:1 GTCACCCTGTTGCCTGAGGCATGGAGGGTGGTGCCTGGCAGTTTGAGAGGGTTCCTCTGCCGAGCATCATTGCTGCTGCTGCTGCTGCTGCTGCTGCCGGTAGTGTCTGGCTGTATGTAGTCCCTACGTAGTCCCAGCTCATCGGACCTTGTCTTTCCTGAGTAGTGACGCCACGTAGATCCAGAC4647938 8653

M00328:4:000000000-A3DTF:1:2114:10294:19917:1 TTTCTAAAGAGCGCACCCGATGACAAACGCTTGAATATTGCCTCCTGGCGGCAGCTTTATCTGGATTACAAAAGGGGATTCCGACGGTGCGTGCTGCAGGCGGGAAACAGAAAAGGACGCTGGAAGGTTCGTTGTGGGACCGGGGGCCTTATAATAATAATAATAATAATAATAATAATAGCTTACTTGTACAGCGCCCTGCGAGAACCCAGTCTCGAACTAGGAGCTTTACAAGTGCTGAAAGAGCCTTTAAGTTGTAAACCAGTCTGGCGCGCCGGGCGGATCAGAGAAGTCTATCACAGGATCTGTCTGACACCCGGGATCACGTCTTACC5718405 10535

M00328:4:000000000-A3DTF:1:1103:21176:19532:1 GGCCTAACCATTCTTGATGATGTCACTTAGAAGTAAGCCTCACTAACCTATCAGCTAATATGAATCTCCAGAGAGAGGCCACGTCGGAACGAGAACTCAACTTCCTGGCGAATGCTAACGGATATATATATATATATACCTAATAGTTGGCTTTAAGCTCGCATATCTCCCAATAATCTAAACGAAGGCATCACAT583282 1172

M00328:4:000000000-A3DTF:1:1106:9400:17523:1 CACCTTCACTGGCCGCCAGTCAGGCAGCGTATCGATTTCAAGGTCCTCTCTCTCTCTCTCTCACGTATAGGTCTCTCTATGCCTGTGCTTCCACCTACCTATTCCTGTTGCTGACTCCTCAGC1181536 2263

M00328:4:000000000-A3DTF:1:1107:13217:22886:1 CGTACACTCTGTGCTTCATTTTCTGTCTGTTGCTCTGTCCTCTCACCACCTCCGTCTCTCCCTCGACATTGCTTTCTCTTTCTCCCTCCTCTCTCTCTCTCTCTCTCGCTTGCTTGCTTGCACTTTCTTTCTCTCCCTCTCTCACTTACTC1447035 2754

M00328:4:000000000-A3DTF:1:2111:12076:14107:1 ACCAGCAACTTCCAGCCCTTGAATTAATTATCAAAGAGAGAGAGAGAGAGAATCTCCGGCTTCCGTCACACAAGCAGCGCATACGAC5052582 9379

M00328:4:000000000-A3DTF:1:1101:12480:5856:1 GCTGAGGAATCAGCAACTGGGATAGGCAGTAATCAACCCATTTCTGATACGAATTATGACATCACTTAAGCTTGATCGGTAACGGTATTGAGATAAGTATAATAACAAGGAAATTGTTGAGCATTTCCACATCTCTAGCAGGTGCTGTACATAGCCAGAGAGAGAGAGAGAGAGTGACAGACAGGCAGACAGCGCACGAGAGAGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGAGAG11994 12

M00328:4:000000000-A3DTF:1:1103:17834:9894:1 GGCAGAGACAGCAATAGATGGACATAGTGGGAGAAGGTAATGAGAGATGAGGAGACACACGAGGTAGTGGGAAATGGAGACAGTGGGAGACGGAGACAGTGGGGGATGGAGATAGTAGGAGATGGGAGGAAGGGACAGAGAGTGAGCAAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACGAACGGGCAGACTGTGAGCA479341 949

M00328:4:000000000-A3DTF:1:1110:26386:19202:1 GGGCGGCGCTTCTTCCACAGATTATCCATAGAAAGCAGGTACCTAATATCGTCTCGGAAGAACTACAGCAGAGGAGAGAGACAGGAAGAGAGAGAGAGAGAGAGAGAGAGAGAAAGACCTCGTGACAACCGATCGTAGACCGATTCACAATCGAAAAACGATAGCACAAGCAAAGCTACGTGCTTACTACATACCTTTGTGAAGAGCTTCTCTGCTGCATACTGGCACGAAAAAGCCCACGCACGTGTTGACTTCCTCTCGACAATATCAGCTGGCATTGCTGAAATGCCATTGCCATCACCTTCATGA2031030 3864

M00328:4:000000000-A3DTF:1:1114:19193:14433:1 GAGACGGACAGAGAGAGGAGCAGGCAGAGACAAAGCAGAGAGAGAGAGAGAGAGACAGCGAGACAGACGCGGACGGACAGCGACGGATAGAGACGCAGGACGCAGAC2822743 5325

M00328:4:000000000-A3DTF:1:2105:3102:12871:1 CATTGTGTTGACACACAATCTACTAATCTTCGTACCTTGCTAACTCCTCGATCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTAGTTCTACCCGGTCTTCCTCTCGTTCCCTAGAGTGACTGTAAATAGCAATACAATTCTTCTAATTTTTCGCTGCTTGTGAGAAAGATCTGGTCCTGGATTGTGGG3858154 7166

M00328:4:000000000-A3DTF:1:2109:8355:7290:1 CACACACACACGAGAGAGAGAGAGAGAGAGAGAGACAGGGGCGAGAGAGAGGGAGAGAAATAGGGACGGAGGGAGGGAGGGAGAGAGAGAGGCATTTACAACATTTTGTGGCGTAGGAGTTTTGTATTAATACTGAAACGACATGAGTTCTTTTTTCTTTTTTTTTTATAGATCCGGCGACCCCCGAGATGTCCACTCTCCCCTCCGCGGGGAGCGTGAGATGTGTGTAAGAGAGAGCGCACACACACGAGAGAGAGAGAGAGAGAGAGAGACAGGGACGAGAGAGAGGGAGGGAAATAGGGACGGAGGGAGGGAGGGAGAGAGAGAGGG4592615 8546

M00328:4:000000000-A3DTF:1:2113:7805:13474:1 ACCCTGGCAGTACTGTGCCGGCTGGCCGTCCAAACAGGCGGGCAAGGTGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCTCGTGAGCTGGTTTGGTTCGATATATAGGCAATCTTCATTTAGCCACGGCTGCGATACAATTCTGTGTGGCCGCCTCCCATGCGGTCCAATGCGGTCCAAATGTTCTTTTTTCTACTATAGCATTAGCTCGTTACTGCTCGATCGCATACGCGCGCTCGCATCTCGGCTGCGAGCGAACATCCTTTCCATTGGGCCGCAAG5446426 10034

M00328:4:000000000-A3DTF:1:2114:21404:18282:1 GCCTGAAAGACAGACAGACAGACAGATAGAGAGAGAGTGTGTGTGAGGAGGGGGAGAGAGAGAGGGAGAGACAGAGAGCTGACATACGCACGCACACACACACACACACACACACGCACACACACACACACAAGCACACCACACGCGGGAGAGAGAGGGAGAC5700394 10505

M00328:4:000000000-A3DTF:1:1101:6792:9852:1 GTGAAGTGCAAGCAGCTGGACCCCTAGGCTATGACCTAGCTCTCTGTGTGTGTGTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGTGTGCGGTCTAGGAACCGATTTAGTCGTCATCAGCTCCGCGAATGTACTTTGTAAATAAGAAATAATCGTTTTTACAGGTTACAGGCTGGCATGCACTGCTAGAATACGTTCTTGTACTTGATCTATCATTGTTTTGCAT46421 71

M00328:4:000000000-A3DTF:1:1101:9407:24490:1 CATATAGGTAGACAGAGAGGGAGTTAGAGCCTGAGTGAGAGAGAGAGAGAGAGAGAGAGAGGGAGTTAGAGAGTGACAGAGAGAAAGGGCTGTAGGAACGGAGGGAGGGAGGGGAGACAGGAAGGG208264 441

M00328:4:000000000-A3DTF:1:1105:18146:13864:1 CCCTTGACTTCCTGAGCGTCACGCGGTTTAGCCATATATATATATATATATATCTAATATATATACCCGTCTCTCCGGTAGCTGTATCGTTCTTCCAT933439 1792

M00328:4:000000000-A3DTF:1:2105:10486:14177:1 CTCTTTCTCTCTCTCCGTCCATCCGGTGCGCTCCCTTTCTCCTTTCCCTCTGTCGAGCTCTCTCTCTCTCTCTCTCTCTCTCCCCAGCTCTCACTCTGTCTCTCCGTCCCCGGTTCTCTCTTTCTCTCTTTCCCTACCAGGCGAGCTCTCTCTCTCTTTCTCCCTCCGGCACTCTCTCTCTCTCTCTCTTTTTCCCTCCGGCGCTTTCTCTTTCTTTCTTTCTCTCTCTCTCTCCCCCGTATCTCTTTCTCTTCGCGCCTCTCTCTCTCTC3872361 7201

M00328:4:000000000-A3DTF:1:2107:13284:22248:1 ATGCAAACCAATGCCGAAAGGACTGCACTGCTGTGCAGCTTGAGATTGCCGTGCCCCACGGGTGTGTGTGTGTGTGTCACTGTGGGGTGTAGCTGACCCTGCTGCGTCACTGAGT4349623 8140

M00328:4:000000000-A3DTF:1:1101:20283:6311:1 GTTGTGCACTCATCTCTTGCACGTCCTTATAATAATAATAATAATAATAATAATGTTAGTAATTTACTCAGTACCTTCGAGAGCCTAGTCTCGATCTAGGCACTATACATG14552 17

M00328:4:000000000-A3DTF:1:1106:12299:10116:1 ACTGCATGCATGGACAACAAAGCTAGCACATGCTAACCCCATGGAGGAATGCACTTTGCAGGCACTTGACGGCTTGACTGCTTGGTCTTTTGATGCAAAAGTGTTGTGTGTGTGTGTGTGTGTGTGCTCGCGTATATGCATGCAAGTGTGTGTGTGCGCGTATGTATATGCGTATGTATTTGTGTGTGTGTGTG1101622 2116

M00328:4:000000000-A3DTF:1:1107:19791:8728:1 GTCTTTAGATTTAGTGCGTCGAAGTTGACAGCTCCGCAATAATAATAATAATAATAATAATAATAACAATAGTTTACTTGTATAGCGCCTGTGAGAACTCAATCTCGAACTAGGCGCTTTACAAGTGCTGAGAGAGAGCGTGATC1291283 2453
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M00328:4:000000000-A3DTF:1:1113:11009:8254:1 CTGCTGCAGCTTCCGTCGAGTGGCAGATGCACTGAACAATTCTTTTTCTAACCATCTTAACTGTGTCTCGCTCTCTCACACCCCTCCCTCCCCCTCCTTGAACTCATTCTTTCTGTGGCGTTCATGTCCGCCACAGGTGTGTGCGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATATGCGCTGTGTCTGTGACGTAATAC2547069 4795

M00328:4:000000000-A3DTF:1:2102:20943:15017:1 GGCTCGAACACTACCGGTCGGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCCCCCAGCGAGGGCAGTAGCTGACTGCGCCCGACATAGCGT3284772 6164

M00328:4:000000000-A3DTF:1:2105:4021:10525:1 CCATGGAGGAATGCACTTTGCAGGCACTTGACGGCTTGACTGCTTGGTTTTTTGATGCAAAAGTGTTGTGTGTGTGTGTGTGTGTGTGCTCGCGTTCATGCATGCAAGTGTGTGTGTG3833302 7122

M00328:4:000000000-A3DTF:1:1110:14632:12699:1 CATACGCACATACATACGCGCACACACACTGGTATGCACATACGCGAGCACACACACACACACACAACACTTTTGCATCAAAAACCAAGCAGTCAAGCCGTCTAGTGCCTGCAG1954515 3721

M00328:4:000000000-A3DTF:1:1111:21934:21060:1 GTGTGTGTGTGTGTTGTGTGTGCGTGTGTACTAGCACACACACACACACACACACACACACATAAAGACTCATGGAGAGGAGAATGTGCATAAACGCATGCATGCAGGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGCTTGTGTAGGTTTGTGCATGCATGTGTGTTTGCG2266882 4287

M00328:4:000000000-A3DTF:1:1114:11129:25851:1 GTAGTCAGTAGTTCTTGTTAGGATTTATGTCTGCCCTGCAAGTGTGTGTGTGTGTGTGTGTGTGTCCGTGGGTAACCACTGAGCTGGCCAGCCCACGTTTCTGTAGACC2950758 5584

M00328:4:000000000-A3DTF:1:2109:20696:12200:1 GAGTATCATGCCCTGGCTCATAACCCGAACTTTGGCTCTCGACTCAAAGCAATAAATTGGCTGCGAGAGAGAGAGAGAGAGAGAGAGAGAGCTCGTCTCTCAGAACGCTCGTATGTCGAGATGCAAGAAAGCCGAGGTACCATTGTAT4640030 8635

M00328:4:000000000-A3DTF:1:1104:17550:24294:1 CGCACAAAAAGAGTAGAGTGACAGACAGGTGACAGGCGGGCAGACGCAGAGAGAAAGGAGAGAGAGAGAGAGAGAGAGGAGAGAGGCAGCGAGACAGTAGATCCTGCATGTGTGTGTGTG833852 1627

M00328:4:000000000-A3DTF:1:1112:13049:23162:1 TCGTATGTGTGCCAAGAAGTTGAGAGAGAGAGAGAGAGGGAGAGAGATTACCAGGTGTTCCGGTTCCTTCGTGAGGTGTCATTGGAGTGAGTTTTTTAACAGTTGCGGTCATCCAGTGTAATAC2501111 4716

M00328:4:000000000-A3DTF:1:2101:16369:21013:1 GCCCAATAACCCACAGCCACGCAACCCTATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAATGCAGTGCCTCATGACCTACCAGCTTCCTCGGTGTGCTCATGCACAACGTTCGAGCGGGGGCCTTCGCCATTGCTCGTACGTGCTGTTAGGCTGATGCTGTAAAGCGTGTTCGGCACGAGGTCCTCGAG3139249 5884

M00328:4:000000000-A3DTF:1:2105:13263:12202:1 GATAGACACAGGCAGAGGGATAATGATTGATAGATGGATAGTTAGGCAGAGAGAGAGAGAGAGAGAGAGAGAGGAGTTGCAATAGGGCGCTTTGCAGGCTGAGAAATTATGTGAGAAACGGAGATAGCTGGGGGTTTAGAAAAAGGGAGAGTGAGGAGTAGAGCCAGTGAGAGAATGAAATGAACAATGACAGTTACGTAGGAA3850815 7148

M00328:4:000000000-A3DTF:1:2106:22705:11367:1 GACTACTTTATAATCCAATGAAACCGACTCAGACTTGTCGGGAGCTTCAAGCTTTTCCGCCGTTTCCCGACTTGAGAGAGAGAGAGAGAGAGTTTTCCGTAGCTCGTCACACCTGCGC4040522 7538

M00328:4:000000000-A3DTF:1:2106:10235:20831:1 CTCGATCTGGACGCGCAGCCTCGCCGCTCTGCTCCAACCGAGTGACAAGCGAGCGAGGGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGAACGACTCTGTCTGCGGCGAGGTGAAGGGGGA4139357 7721

M00328:4:000000000-A3DTF:1:2113:4690:8451:1 GAGTGAGAGAGAGTGAAGGAAAGAGAGTGTGAGAGAGAGAGAGAGCTAGTGAACGAGTTAAAGAGAAAAGTTGTGAGGGAGAAAGAGAGCGAGCAAAAGGGAGTGAGATTGACCGAGAGGAGAGAGAGAGAGAGAGAGAGAGAGCAAGCGAGTGAGAGATGGAGAGAGCGTGAGCGTGATCGACAGAGTGAGTGAATGCGAGACCTAGTAAGAGAGATATAGACAGAGAGAGAGAGAGAGGGAGGGAAGGGAGAGTGAGCGAGTGACTGAAGGAGAGTGAATGACCGAAATAGTGAGTTAGTACGTGAGAGTGAGTGATGGAAGAGGGAGTGTGAGAGAAGAGTGAATGAAGGAGCAATTG5395770 9938

M00328:4:000000000-A3DTF:1:1102:4916:9594:1 TGACTGGATACATTTAGCGACACCATTTAAAACGCAACGCAGTTACAGGTGCGTGTCATCGGGAAGCATAATAATAATAATAATAATAATAATAGTTTACTTGTACAGCGTCCTGCGATGCCTCAATCTCTATCCAGGCGTTTTACAAGTGCTG266089 543

M00328:4:000000000-A3DTF:1:2102:10969:25213:1 GTATGCTGCAAAGCATATTCGTGACGTAGCACAACCGGTGTGCTCACACTTATGCAGGATTCGTGTGTGTGTGTGTGTGTGTGCTTGTCTGTGCGCGCGTACACGAGTGG3379738 6338

M00328:4:000000000-A3DTF:1:2106:14030:9193:1 AGCAAATAGCGGTGAAGCGAGAGAGATAGGGTACAAAAGGTGCAAGAGAGCTCGACAGAAAGGATATGTGATGTGTGAGGTGTGTGCCGCGCACCCACTAAGTGTGTGTGTGTGCATAAACATGCACAATCGCGCACAAGTACGCAAATGCACAGATAGGCATGGGCTTGTGCTCGCACGTGTGTGTGTGTGTGTGCGCGTACAACATGTTAGGTAAAAAATGCGCATGAACACACACACACAAG4018678 7495

M00328:4:000000000-A3DTF:1:2113:5280:23182:1 CGTTAATCGTGCTCTCTTTCAGCACTTGTAAAGCACCTAGTTCGAGACTGAGTTCTTGCAGGGCGTTATAAAAGTAAATTATTATTATTATTATTATTATTAGGTCCTAGGTGCCAGTACGCAGCAGACCTTTGGAACCCATACCATGAAGCTTTCTGTAGTCAGACAGTGTAACGG5551743 10231

M00328:4:000000000-A3DTF:1:1107:8946:12305:1 ACATTTGGCTACAAGTCGCAAGGTGAACAGAAGAGGAAATGTCTGCATGGACTCTTGCAATTTATCTATCTATCTATCTATCTATCTACATATCACCACCTCCTGCC1327340 2520

M00328:4:000000000-A3DTF:1:1109:25562:20326:1 GGTTGACACGACGCGACAACGGAGAAAAGTTCCGCTTCGTTTTTGTGGTAAATTACATTCCTCTCAGAAGTGATAGCAGTGGGTTGACTTTTTTAGTTCTGCTCAATCTCTCTGCAGCATTAGGTGATATATATATATATATTTATGTATATATACCTGTATATACGAAGCCCTCCTAACTTCAGAGGATGAGTGCAATACATG1837077 3498

M00328:4:000000000-A3DTF:1:1113:18257:19678:1 TAACTATACTTCACGTTCGATCCGACAACACCAGCCGCTATTAGCAGGATCTAGCTGGCAAGTCCAGAGGATGCAGGCTGAAGTGATGCCACGGCTGAGCTACGTATAAAGGAGCCAAGCTGTTGTGGCCACTAGGGCCAGAGAGAGAGAGAGAGAGAGAGTCGCATCATCCGCCGACCGGCCATAGCCATCTCAGGGTCTTCAGTCGGGTGAACTTTTATTGAGTCTCTTTGAATTGGTAATGCCAAGTGGCGCCTGCTAGCCCTGCACATAAATATAAGCTAGCTCCGCAAAAAAGAGGTTTCAAAATCGAATAAAGGGCACCTATGATCATATTGCTAATG2674272 5042

M00328:4:000000000-A3DTF:1:2104:14248:24802:1 CTACAACATTCATGCTGCTTGCTTCGCTCCTTTCGGCTAATGCTTGTCACAATTTTTTTGTTTAGCTTTCTGTTGGCCTGATACCGGTGCCTCGTTCGTTGCTCTTTGATCCCAATAATAATAATAATAATAATAATACTTCGCTTGTTTAGTGCCCTCCGAGAAAACGGTTTCAATCCTTCCCTTAGCCAGATGCCTGATGCCATTTCGGC3773478 7015

M00328:4:000000000-A3DTF:1:2108:17653:10850:1 GTGCAGAGCGGACAAGAAGAGAGACAGAGGGCGACAGAGAGAGAGAGAGAGAGACAGTGACAAAGGATAAGACAACGGCAGAAAGAGTGAGCC4428580 8266

M00328:4:000000000-A3DTF:1:2109:13152:10110:1 CGCCTGTGGGATGCATTCGGACGCCCGAGTGAATGGCTGCACACTTACCAGTATAGGCAGTGATCTGAGATCCTGCGGGCCGGCTATGCTCGAGTATCCACTGATATTCAGCTGCAAAACACACGAGGGGACCGGCATGACAATGTCTGACGTCCGGGCAGTCACGGGCTACGATCACGCCACGCAGCACGTATCTGAGAAGTTCAGCTATCCACATGCAATGAGGCAGCAGAGTCTCAAAGTAACGGCCATCCAATTGATAACCAGTATGCCCACTGACCTGCTACTTGTCTGCTACGAGTACGGAGCGAATGAGTGAGCAACCGAGAGAGAAAGAGAGAGAGAGAGAGAGAGAGACGGAGGGATAGAGAGAGAGGGCCGGAGGGATAGAAGTAGAGAGAGAG4618442 8606

M00328:4:000000000-A3DTF:1:2113:20506:9451:1 GCTCATGGGCGTGCGGGTAGGAGGGTGGAGAGGAAGGAAGGAAGGAAGGAAGGAAGGAAGGAAAAAGGGAAGGAAGGATGGATGGATGGAAGGAATGGTTGAAGGAAGGAAGGAATGAAGGAATGGTGGAAGGAAGGAAGGAAGGAAAAATGACAAGAGGAAGGAAGGAAGAAAAGAGGGAAGGAT5404812 9955

M00328:4:000000000-A3DTF:1:1101:6812:8128:1 ATGCCACTGTTTCTGATTACGTAAATCATGCTCTCTTTCAGCACTTGTAAAGCGCCTAGTTCGAGATTGAGTTCTCGCAGGGCGCTAAACAAGTAAATTATTATTATTATTATTATTATTATGCTTACCAACAACGACACGCGCACTTACTATTTTTGCTAAATTATGATAGCTGCCATGCTCGGATATCGTGACCCTCATCGCAGGCATTTAAGC29293 46

M00328:4:000000000-A3DTF:1:1114:7474:7840:1 ACTCAGGGGAACATATGCACTTCCAACCGTCCCTAACGTCCACTATTCCGACATGCTGGGATTTCCATTAATAATAATAATAATAATAATAATAGTTCTACTTGTATAGCGCCTGAAGAACTCCATCTCGAACAAGGGGCTTTACAAGTGCTGAAAGAGAGCATGATTAAAAC2756980 5201

M00328:4:000000000-A3DTF:1:2106:18996:11773:1 GTAAAGCGCCTAGTTCGAGATTGAGTTCTCGCAGGGCGCTAAACAAGTAAATTATTATTATTATTATTATTATTAATCTCGGACTAGGCGCTTTACAAGTGCTGAAAGAGAGCATGATTAAAGTAATCTAATAC4044558 7551

M00328:4:000000000-A3DTF:1:2113:22354:6991:1 GCGCACGGCTACGCTGCCAAGCTGCAGTGACGGAACCAGAGCAGAGTAGCAAACACACACACACACACACTCACCGGCACCAGCGTCCTCGGCTGCGCTCTCATAGTCGCCAAGCTTCAGGTGACAGGCCGCTCGGTTCTTGAGCAGCGTGGCCCTGTCCTTGCCGTCCTGGGC5384248 9906

M00328:4:000000000-A3DTF:1:1101:13778:23784:1 GCTGTACATTATAATTATGCAGCCACAGTAATGCCGTGCAGCTTGTCTCTGAGCGTGCATGTGTGTGTGTGTGTGTTTGTTTGTGTCCTGCTAAACGAACATTGATGCTTTTATAGTCCTTCTTTCCTCAATATAAGCTGTGGTGACATAACA202361 423

M00328:4:000000000-A3DTF:1:1107:12256:18593:1 GATGTAAGCAGCAGCAGTGGCAGCAGCAACATCGGGGTGTGAAGTAAGTCCGGACAAGTGTGTGTGTGTGTGTGGGTGTGTGTATCTCCGTTCGCAACACGACAAAGCCACAAAGCCACAAGGACTAGGTGGATGTCACATGGAGAGATTTGATAT1400516 2671

M00328:4:000000000-A3DTF:1:1107:11905:22924:1 GCCTGCCCCTTTCGCTTAGCTTCTGTCTACCCCGTTTATGTCTACGAGTGCTTTGCATGCTTACCGGGTAAATGGCGTCGCTTGATTTACGTGAAGCTCTCTCTCTCTCTCTCTCTCAGCAATCACAAAGCGCCCAGGACGAGATTTGGTTCTCTAATCCGCTCTACATGTAAATTACTATTACTATCGTTATAGTAGGTGCCCTGAGAACTGATTTTTGCAGCTACTGCAG1447444 2755

M00328:4:000000000-A3DTF:1:2110:21134:12171:1 GTATATAAGCTCATTAGTAAGCACAATACCAAAATTGAAAATGGCTTGAATTCTACGTCCGGGATAGTACAGGTATGTCGCGCCGGGGTAACTGCAGCCTCTTCACCATTGATCTTTGACCTACACTCTCTCTCTCTCTCTGTCGAACCACAGTATGTGTCTTGGTCCTTCATTCACCGTTCACGTCGCATAAT4834335 8980

M00328:4:000000000-A3DTF:1:2111:15047:24782:1 AACTCAGTTAGTGAGCTTGCTACAGAATGGAAGCAGAGCTACCGCTCGCTTGAGAGTGCGAGTCTGAGCTAGTGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAATGTGAGCGATCAGATCTCGGTTTCGTCATTCACAGGTAC5163216 9579

M00328:4:000000000-A3DTF:1:2113:16309:7477:1 CATATAAGGTGCGTGCATAATTGTGCAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAAGAAAGAGAGAGAGAGAAAAGTGAGATGGAGCAGGTGGTTAGATAGATAAATAGATAGATATATACAGAGACGGAGAGCCGGACAGAGGCAGACAGGCAGAGACAGAGAC5387787 9916

M00328:4:000000000-A3DTF:1:1106:16415:8155:1 GTCGTAAGTAGGCCTAGGATTACTCATCGAAATATGCAGCACGACTAACGGCTGTCTAATGGCTGCCTCCGCGTCACCTGGCGGGGATTGCCGGCGCTTCTTATCCACCTTTCCTCTTTCTTTCTCTCTCTCTCTCTCTCTCTCTCCGACCCGTTTTTAGCGGATAGCCGAGGTGATCAGGGTTCAACAATGGTTTCCGACTCAGTGTCATATTGGAGCGCTGTCTAACAGCAATTTATTTTGCTCTACGCACGAGTATGCGGACAGCGGTACGACATTCTGGCCACGGGTTCGAGCGAGCACGCAACCCT1083539 2083

M00328:4:000000000-A3DTF:1:1107:19353:19800:1 CTAGTCGTGTCAGCGACCAAGCTGAAATCTTTCGGGGCACACCAGAAGCACGGGGACCTGTTACCTGGATTCGATGCACTACCCATCCACCAGTGTGTGTGTGTGTGTAACGATAGGCTATTGCTGGGACAACATCGGCATACATCGAAGCGGCACACATGCATCTCACCAGCGGTGACATGCCCCGGCACTCGTTGTTACCGTTTCCAAGCACCAGTAAGATGGTATGTAC1414232 2698

M00328:4:000000000-A3DTF:1:1111:4014:20159:1 CACACACACACACGCACGCACACGCACACGCACACACACACGCGCACGCAGAAAAATAGCTGGAGAGATAGAGTCGGGAAAGAAGGCAGACAGAGCGAGAGAGAGAGAGAGAGAGAGAGTACAAGAAAGTGATAGTGACAAAGGTAGGTAAGAGGAAGCGAGAGAGGAGGAGGAGAGAGAG2256448 4269

M00328:4:000000000-A3DTF:1:2102:16424:21182:1 CTGTTAGAGTACTTTAATCATGCTCTTTTTCAGCACTTGTAAAGCGCCTAGTTCGAGATTGAGTTCTCGCAGGGCGCTATACAAGTAAAGTATTATTATTATTATTATTATTATTAACTCACGTGTGGCTCTGAACTTAATTGTAATGGGTAAGCCCGGTGCAATAGAAAAATTAGGAAAGCTAACACTCAAGATTGACTTGGCTGACATATCCACTGTAACATCTGTTAGGAAC3349275 6293

M00328:4:000000000-A3DTF:1:2103:12359:25082:1 GCATAAAGTTGTGACAGACGCCGAAGCTACGATACCTTAATAATAATAATAATAATAATAATATTTTACTTGTATAGCACCCTGCGAGAACTCAATCTCAAACTAGGCGCTTTACAAGTGCTGAAAGAGAGCATGATTAAAGTAATCTAACAGTGGCATGCCCGCGGAAGCAAGCAAAAGCAACTCATAGATACGCGATTTTAACCCGACAAAGCAAAAGCTGAACGGAACAGCTGGGTTTTTAACTTTCTTTTAAATGAAGTCATGTCAGGGG3577863 6679

M00328:4:000000000-A3DTF:1:1101:9698:22459:1 GTACATAGACAGAAAGACAGGCGCAGAGCAAAAGAGACAGTCACATAGAGAGAAAGAGAGAGAGAGAGAGAGAGCAATGAAAGCAGAAGGTCACGAGCGAAAGGGCTGCACGGCTTACCTG189940 396

M00328:4:000000000-A3DTF:1:1111:18941:17417:1 ATATACCGAAGAGGAGCTATACACAGGGAAAGATGCGGGAGTGACTGACTGTCAATTGAGAAAGACGGAGGCCGATTCTCGATATATAGGCGGAGTGGTTAGAAAGAAATACAGATGAGGCACGACAGACAGGTGGAGTGGTGCGACAGGCGGATGCTGAAGCTCGAGAGAGAGAGAGAGAGAGACAGAAATGTGCGAGTGACAAGATTCACAGATTCACAGAGGCAAGATTCACATACCGAAGAGGCACAATGC2223304 4211

M00328:4:000000000-A3DTF:1:1113:23602:13048:1 AGCCCGGCTCGCCTGGAGTACAAGGCAATGTCTGGCCTGGAGCCAGCACATGCCAATAGGCAGGTAAAAGGAGCACCACACACAGACACACAAACACATACATGCTCGCGCACACACACACACACACACAAACAAACAGAGACACTAATCACAAAGACACATAGAACGCCACGTGCCCTACAGAAC2593564 4890

M00328:4:000000000-A3DTF:1:1113:14579:16266:1 GATTAATGCTCACGACTTAACCAGTCAATCATTCCCACGGCGATGTTCAATTGTTCAACACTGCTGGCACCCAGGTTCTTGCTTGTCAACCACGTTCCCATGACCCAATTATGATTTCTCTCTCTCTCTCTCTCTCTCTCACTCACTCTCTGGCTCTCACTATATCTGGACCAGCGT2632279 4958

M00328:4:000000000-A3DTF:1:2108:18298:4644:1 GAAATGCACGGCTTCGAGACAAATGGTAAAAACTGGCTGATTGAACAGCCTCATTTATATAGCGGCAAATAATAATAATAATAATAATAATAGTTTACTTGTATAGCACCCTGCGAGTACTCAATCTCGAACTAGGCGCTTTACAAG4379356 8189

M00328:4:000000000-A3DTF:1:1113:16078:19806:1 GTGTGTGTGTGAGAGCGAGAGAGAGAGAGGGAGGCGAGGAACTTGCTAATGAGAGTGAGTGAGAGAGAGAGAGAGAGCGAGAAAGAGAGAGAGAGAGAGAGGAGAGCAAATGGGAGAGCGAGCGAGCGAGCGAGCGAGAGAGAGAGAGAGAGAGAGAGAG2675822 5045

M00328:4:000000000-A3DTF:1:2106:7018:9685:1 CTCCTGTCTGTCTCTCTGCCAGAATGTTTCGCTCTCTCTCTCTCTCTCTCTCTTTCTCTCGATCTTTCTCGCTTCATTTAGCGTCTGTTCTTGGTGATTCTTGTGC4023482 7504



M00328:4:000000000-A3DTF:1:2109:15262:14257:1 CATAGAAATAGCGTGAAGACGGCGCGCGTTGCAGAGGATATCGAAGAAGCGTGAACTGGCAAATTGTCCGGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAACATCTAAAAGCCAGCTGTGGGGAGACCGTCTACATGCCAGCTATGACGA4662166 8674

M00328:4:000000000-A3DTF:1:2101:19271:6042:1 ACCTATTGGTTATTATTAGGGTGGCCGCGGATTTCGTATACTAGTATATATATATATATATATATGCATATAAGCATAGATACAATTGGGTGTCGTCGGCATAGAAATGAAATCCTAGATTGTGCCGGGCAATGAAATCGGCGAGGGGAAGTGTGTAAATCGTAAAAAGAAGAGGACCCAAAACAGAGCCTTGTGGCACCCCATACTTTACAGGTTCAGCTGATGACCGG2977517 5612

M00328:4:000000000-A3DTF:1:2104:6290:15116:1 CTGTGGACGTACGTGTGCGCGAGTGTGTGTGTGTGTGTATGCACGCCTGTGTGAGTGTGTGTCTGTGTGTCTGCGTGCATACGTGTGCCTGCTCATTCATATGAGTATGTGTGCGCGTGAGTGTCTTGAGTGTGCGTGCCTGTGTGTGTGTG3684192 6859

M00328:4:000000000-A3DTF:1:1107:10019:13666:1 GTTCGAGATTGAGTTCTCGCAGGGCGCTAGACAAGTAAATTATTATTATTATTATTATTATTATGTTCCCATGCTAGTAGTCTTAAACGCTTTCCAGTTACGTCAAAACTCTCTACATG1342579 2549

M00328:4:000000000-A3DTF:1:1108:10054:16775:1 CTATCAACCAGTGCATGATCAGTCTCGCCATCGGCATAGTACTTGTGTAGCCCTTCAAAGCTTGTTAGACCCAGTCGTTTGTGCCAGCTTCGCTAACTCCAAATTCCACGTGATAACCTCCTGAGCAGAAGAGCAGCTTAGCCCAGGCATCCAGCCTGAAGAATCACATACACACACACACACACACATAATGCTTTGCGACCATATGCATGTGACCAGTGTTACAAAAGGTTCTCGCTGACATTTAGGCTGAAGAATCACCTGCCCATGCAAACTGCTGAGC1588824 3023

M00328:4:000000000-A3DTF:1:2101:16421:4532:1 CAAGAAGAGTAGACAAATTGTCACACCATATCAGAATCTTGAAGGACCACACGCACGCACGCATGCACACACACACACACACACACACACACACACGCCGTGGAAGGGACTGCGTGTAGCACCAAGGGCAGGCGCTCGCACCCTGCCCTCCGGGTCGATCCACAAAAGAAGTACGGCTGGTACACCCATGGGA2967439 5601

M00328:4:000000000-A3DTF:1:2104:18461:21211:1 GCCTAGTTCCTCCTATAATTGATCAAGCTTTTTAGCCCTAACGGTAACTTTGGTCTTATACATGTAAATACACAGGTTCCGTATAAATATATATATATATATATGTATATGCACCTGTATATACCTGTGTGTATATATAC3746320 6971

M00328:4:000000000-A3DTF:1:2109:16693:18422:1 GTCTATTTCTTTTTAGTTTACCCCTCCAATGCCACTGTTAGATTACTTTAATCATACTCTTTTTCAGCACTTGTAAAGCGCCTAGTTCGAGATTGAGTTCTCGCAGGGCACAGTACAAGTAATCTATTATTATTATTATTATTATTATTATTAAGTGACGTCGCATAACACAAGAGTCAAAAGTCGCGCATGCATTCATAACTGCCCTTTTAGTTTACTATCTTATCTGTAAGGGTATCACAACAAGATCTCTTAAAC4708663 8758

M00328:4:000000000-A3DTF:1:2111:12461:15260:1 GATCGAGACTGGTTCTCGTGGCGAGCTATACAAGTAGATTATTATTATTATTATTATTATTACGTGCACGCGAAGCCTGACCAGTCGCGCAGAGGAAACACTTGGCCAGCATGATCAACACGTGTG5065850 9411

M00328:4:000000000-A3DTF:1:1103:12516:27247:1 CTTGTAAAGCGCCTAGTTCGAGATTGAGTTCTCGCAGGGCACCATACAAGTAAACTATTATTATTATTATTATTATTATTTTGGCTGCTGTCTGCCTATGTCTGGTGTCAAGTGATCAATTGTGGACTTCTCTTTGGGAC642546 1303

M00328:4:000000000-A3DTF:1:1112:13882:26737:1 ACGCACTACACGGTACTCTTAAATTGTGGCAGCTGCCTGCTGCAGAAGCAAGCACGGGAGACATTGGCGAACATGACTATCCGTATACTTACGGATTGAAGCGATACGTTTGCCGATACTGATAAAAACATAAGTGTGTAGGTCACTACAAAGTCCGAAAGCCCGGCATGTATCTCTTGCCTTGCCGACAACGTAACAGTAGCAACTGGAAAAGGTCTGAGGTCACGCTTACTTTTCACCGACAACCAATTGCCTGCGATGCCCTTAAACTGCAACCATAATAATAATAATAATAATAATAATAGTTAACTTGTATAGCGCCCTGCGAGAACTCAATGTGGAACTAGGCGCTTTACAAG2530579 4763

M00328:4:000000000-A3DTF:1:2109:7503:7926:1 CAATTTGCATATAACAACACTTTTTTTTACATGCAATCAAAAAATTCACGCCTATTGCATTGACTGGAGTTAGTTTGGTCCTCTCTCTCTCTCTCTCTCCCATCTCGCTTCTGCCTCCGTTTCGTTTCTCGCCTCCCTTCAGTTCTCCCTCTCCGCCCCCCTTCGTCCTCTCCTCTCTCGTATTTCATGTGCATTCCTCCCCTCCTTTTGTTTTCGGCCGCCAATTTTATTGGTCCATTATTCTAAATGAAAAAGAGAAATGCACACATAATACGCTGCATCGTGATTGGTTTTAGCTCATAAGACGTCGAAACTGGTGCGTTGGCTGGAAGCTCCTTAGCGGCTTCGCGATGCCAACGAGCACACGCAGCATATAACATGAG4597892 8559

M00328:4:000000000-A3DTF:1:2109:23867:10319:1 GCTCCGGATTGTGCGGTAAATTGATCTCACTGGTCCACTGATAATAATAATAATAATAATAATAATAGTTTACTGGTATAGGGCCCTGCGAGAACTAAATCTCGAACTAGGCGCTTTACAAGTGCTAGCTAGCTAGGATAAAC4620639 8608

M00328:4:000000000-A3DTF:1:2112:13709:26030:1 ATATCGCATTGTCTTCCTCGCTCCGCCCCCGTTGCGCTCAGGACGGAAATAGAAATAGCAATGCCTTCCGGCAGCAAAATCACCAGAGATACTAGCGAGTTGAGTTGTTCTGAAGCGCCAGATTGTGAAACACATTCCAAAGAGCTGCGAAAAACAAGTGCGAGAGAGAGAGAGAGAGAGAGAGAGCGAAAAGCGTGCCGGAATTAGCCAGTAAGTCAACGAACATGGTACCTAGTATCATTATTAAAATTAGCCGCAAT5373004 9885

M00328:4:000000000-A3DTF:1:2113:17927:25371:1 GAGCACAGGCATGGATAGAATTGTGCGTGAGAGAGAGAGAGAGAGAGAGAGAGTACCATGAGACAAATACGCTGCCTGGCAGGCAGCCAGTAAAGGTTCGGCAAAAGTGATATGATGTTGCAGTTACGAAGTTCACAGCAGACTAGACTGGCTGCAGAATTTGCAACTGCTTTAATTTGTTTAGCAATTTTATTGGAATACCCGTAAAATGAAAGTTACAATAGTCTACGC5569117 10267

M00328:4:000000000-A3DTF:1:2101:18952:23878:1 GTGCTGTGTTGGTGCATGCACCTTATAATATCGAAGTCTGTTTCTGTTTCGTATCCCAAGTGGAACCATCATTCACCAAACAAAGAGACGTCTCTCTCTCTCTCTCTTTTGGCATGTGACAGAGGAGAGAGGCCATCGTCTCTCTATTTTCGGGACATGGCAATACGCCATTTCCCCATTCAAGAAAGGAGACGTGAACGG3164970 5933

M00328:4:000000000-A3DTF:1:2105:10431:23814:1 GCTGTGTACCGTCGCGTCGTTCGTTTGCCGCCGCCGCCGCCGCCGCCGCCGCCGCCGCGACTGGTGGGGTTGCTGGTGTTGCTGGTGTTGCTGGTGTTAGGGACCCGAACGTCGTAGTGGTTCCATTTTCGGCTTCTTGAGGTGG3969440 7398

M00328:4:000000000-A3DTF:1:2112:21930:22851:1 GGGTGGGCGAGTGGGTGTGGTGCTCGTGTGCACGTGAGTGTGCATGCTGAGGGCATGCCAGTGGGTATGTGTGTGTGTGTGTGTGTGTGTGTGTACATACTAACTTGCGGTTACGTCATATGTGTGTGCATGCGAGCACCCGTGCGCGTGCGTGCACACCCGTGAATATGCTGTTTGTTTCACATGAACCTGGAAGGTCCGCATTTG5348441 9852

M00328:4:000000000-A3DTF:1:1102:4271:9508:1 GCATAGTTTTGATGCGCCTGATTATACTGCAGGTGCCCTGGAGTTAATAATAATAATAATAATAATAATTTACTTGTATAGCGCCCTGCGAGAACTCAATCTCGAACCAGGCGTTTTACAAGTGCTGAAAG265219 538

M00328:4:000000000-A3DTF:1:1103:16024:6679:1 CCTCAAAGGCTCTGGTAAATAGGATCAGTTTGGTCACTTGACCAGTGCGTTTCGTGTGCGTGCGTGTGTGTGTGTGTGTGTCCTATAATAAGCTCGCTAGGGAACGCAGCTGAAGTCGCGCATGATGATTGACGAGAAAAATCTCCTTGTTTCAATAAAATCATATTGATTCGCTT451012 900

M00328:4:000000000-A3DTF:1:1106:10673:13337:1 CTGCAGGAGTGCCGGTCCATGCGTCATTGACGTTTCGCCAGACCTACTATAGCTCTCTCTCTCTCTCTCTCCCCCCTGCACGGGTGCTCCCACAATATGATAAACCGGTCAGAGATATTGCACAAAGCCGAAGTTATAATTAATATTCTTGGGAGTCGGACCTGCCACATTACGCGACGTCTCTCTCTCCTCCATGGGCTACCAATCAT1134892 2183

M00328:4:000000000-A3DTF:1:1113:13417:10847:1 CTCTCTACCAATATATTATGATTATCCGTTGTTGTTTCGCCCTCACGTTAGTAACATAATTTATACTTGTTGTCAAGTCTCTCTCTCTCTCTCTCTCTCGCTTCCTCTGGACAGCACGATCTAATCTTAATTAACATCTCCTCCGGTATTAGCACGTGATAGTCTTCTGATTTTCTTTTCATACTCCGTGTGTGTGTGTG2570236 4841

M00328:4:000000000-A3DTF:1:2103:12019:25337:1 CCTCTAGGCTAGCGACAGGTGGCGCTGGCCTCCAGGGCGTGGGCGTTACATGTGTGTGTGTGTGTGTGTTTGTGCGTGTGTGTGCGTGGATAAAGACAGACG3579070 6682

M00328:4:000000000-A3DTF:1:2110:20807:17363:1 GGGGGCGCCCACTACGGTTGCCTGTAGCCATCGCAATTCAATAGGATAACAATAATAATAATAATAATAATAATTTACTTGTATAGCGCCCTGCGAGAACTCAATCTCGATTGCAGGATTAAATTTCTGGGTATGCACATGCACGCTCGAACGTCCAAAGACCACTCACATG4890432 9081

M00328:4:000000000-A3DTF:1:1104:10018:6992:1 GTTTTGTGTAATGCTACAGCAACTAGCATATTTGTGTGTGCGTGTGTGTGTGCCTGTGTACGCCGTGTATGTGCATATTGAAGAAGTGTGCATAGGGGGTGTGTGCATACGCAGTGTGTGTGTGTGTGTGTGTGTGTATGTGCGCGGCATCTGTGTATATGTGTGTGTGAATTTGTGTGCCTTGTGCATGTGTGCATGCTTGTGCAAACAGAAGTACTTCTTGATACCTGGATTTCTTGCGAGCATTTATCTGCTTTCTCGTGTGTTGTGTGTGTGTGCAGTGGACTTCTGTAATTCTCTAGTACCTTGCACGTGTGAATAC660536 1334

M00328:4:000000000-A3DTF:1:1105:6465:20610:1 CTTTTGCTTTTTGCGTGCTTCCGCATGCATGCCACTGTTTCAGATTACATTAATCATGCTCTCTTTCAGCACTTGTAAAGCGCCTAGTTCGAGATTGAGTTCTCGCAGGGCGCTATGCAAGTAAATTATTATTATTATTATTATTATTATTAAGGTGTCTGGACCTGCAGCACCCTACAATAACCAACATAGTAAACATTTCC1007791 1946

M00328:4:000000000-A3DTF:1:1107:3822:17020:1 GCATGACGGCCGGCAAGTGCAGCATGCAAGGAAAAATTACAAGTCCAAGCTTGAACGGTAAGAAGTCTGTGATGACGAGACAGCACCCGGCGATGTCAGCGGGAGCTTTAGCTTACAAGGTATGGACGCGTCTGTTCGATTTTTTTTACCCAGACCTCATGTATCGACGTTCGCTGCCATGAAGGGGCTCTGCTTTTGTGATGAAGAGAGAACGGATTGTGACCTCGAAGCGCATCAGAGAGCACCCTCGGTCGTGCGGATGGCACGAGACGCTAGCTCGTCAGAAGGACTGCCTAGTTCCAGCAACGAAGCACACTGGCACGTACGGGTGCCATTCATTAAGCTCGCGTTTGTCTTCACGCACGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGATAGGAAAAGCGGAAACGAGAGCAAGGGAACAGAAAGAGACGCAGACAGACGGAGAAAAAGAGTGGGACAAAGAGTGGCTG1382200 2627

M00328:4:000000000-A3DTF:1:1112:13399:11329:1 CTTCCATAGTATGTCATAAAGTGTGTGTGGTGTGTGTGTATACTCGCGCTTGTTTGCATGCGCGCGCGTGTGTGTGTGTGTGTGTCTGCGCGTGTGCATGTGCTAGGTAACGTTTACATATACTGGATGATGCATGCTTCGAAAATATAGCTATGCAACAAATAGTTTATAGCTCTTTTTAAAAGAATAGAAGCTTTAGACAGCTTGTGGCATGTCTCTTCAC2364016 4443

M00328:4:000000000-A3DTF:1:2113:25878:11343:1 GGCTTGTACAGTACGGCACCTGCTCCTTCAGCACATTTGGTCGTTAGAAACAGTTAATAGGAGGGTAAAAAGACAGACAAAAGTGCTTATCCGACGTGCAATATATATATATATATGTGTGTGTGTGGGTCATTTATGAAAGCCATATATGCAGCCATATTGCGCAAACAAATTAGCCCAAAGCAGGCTTATTTCGGGCCTCGTTTATGT5423584 9987

M00328:4:000000000-A3DTF:1:2101:15549:17099:1 ATGGTAGGACTTGCGGCAGAGAGAGAGAAAGAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGACAGAAAGAAAGAGACAGAGCACCCGTCATCTGTACCCGCTAATAAATAGGCGGCCGTCGTTGAGTCGCTTAGTAGGTGGCTAAGTTGTAGTGTTAACGCCAGCTTAGCGCCATATTTGAACACTGCCCCAGGACGTAATGGACTTCTCCATTAGCTACTCCGCATGGCGGATTATTTGTCAGTGTGATCCAGGAATCAGCCAGAAATGACGAGAACTTATTTTCAACCCAACGACCGCCTGTCAAGCGCCCTGACTCTGGCCGAGCAGAGTAACAGATCGTACACGTCTTCCTCAGGATAAAGCTATTGCACGTTAAAGAACTACGAAACCCTGAACAGGTTACTAGGAAG3097764 5813

M00328:4:000000000-A3DTF:1:2108:5964:12442:1 GAGCAGGTTCCCGGCGTGTGCGCGGGTTCCGGTTTTGTGGCAGCACGAGCCGGCTTGCCATCGGTGTCACCTGCGAGCGTGTCTCTCTCTCTCTCTCTCTATCCAGCTCTCGATTCACGCCAGAAAGCCCTCCACGGGGGTAAGCGCGGCCTTACGCGGTTGCGGTTAGCGGTATACC4445057 8304

M00328:4:000000000-A3DTF:1:2114:9360:9232:1 CCTTCGGTCCCTGTCTCTCTTTGTGCAAATGTTCTTCTAACCCAATCTTTCCGGCTCTAATCTCGCGGCCCTCTCATTTGTCAGCAGATGAGCTGGAGGGATGGAGAGAGAGAGAGAGAGAGAGGTTGGCTGGGCTCTTCTGCCACTGTGCCACTGATGATGAGGCTGGTTAGTCAGTTGCCTTGAGCTCTTGTTACCCTTAATCGAGCTGCTGTGTGAGCATGCTTGGGC5602482 10314

M00328:4:000000000-A3DTF:1:2114:21401:16304:1 AGCTCTCGCTTTGTCGTGTGCATGAGCATCAGAGTACTTGTATAAGTGGTGTGTGTGTGTGTGTTTAATGCAGCTTACCAGTGCCGTTAGCTACCAGACCAGACGTACTTCTGTATCAAAACAGTTTTGAAATTATTTCATTAACTCTTGTTAAGTGCCTGTTTTATTGAGCAGAGTCATTGGG5677881 10453

M00328:4:000000000-A3DTF:1:1106:11447:8131:1 GTGTCGAGGGAGCTGGAGACTCGAGGAACTGGCTGTGGATACAGCTGCATGTGTGTGTGTGTGTTTGTGAGAGAGAGAGTGTGTGTGTGTGTGTGCGTGTTTGCAGCATTCATTATTGAGGCCATGCAACAGCCTTCGTTCTTACTCGGCCGCATGTGATGGAAGGAAAAGACAGTGTATTATTTAGCTCAAGCAAGCTACTCCAAGTGGAAAGGCAT1083354 2082

M00328:4:000000000-A3DTF:1:1114:19808:16133:1 CTTTTAAAGCGCCTAGTTAGCGATTGAGTTCTTGCAGGCCACTATGCAAGCAAACTATTATCATTATTATTATTATTATTATTATTGTTTCTCTAACGGCAACATGTCCCACTATTCTGTCCCGTTAGTTGTGTGGCATGTGTGATGC2843459 5375

M00328:4:000000000-A3DTF:1:1114:17884:15679:1 CCCACACACAGTTCAACATAAACACACATATACAAGCGTACCAAAGCACCAGCGAACACACTCTCTCTCTCTCTCACACACACACACACACACACACACACACACATGCACACACTCGCTGACACAAACAAAGCTCACATTCACAAGGGCAATTTGATGTCGTGTACCCTGTTTTCTAACCAGCGTTTCTAAGTACCCCTAAGTAC2837668 5354

M00328:4:000000000-A3DTF:1:2105:21302:21227:1 GTCACTCGCTCACTCATTCCCTCACTCAACCTCTTCCTCTCTTGTCGCTCTCTCTCCCTCTCTCTCTCACACACACGCGCACACACACACACACACACACACACATATGCACTCCCTCCGTTCATCCCCCACC3947011 7350

M00328:4:000000000-A3DTF:1:2106:9468:16502:1 TACACACACACAGACAAACACACACACACAGATACACACACACACATTCGTCCGACTGTCTGTTTCTCTCTCTCTCTCTCTCCCCCCTCCGTCTCTCTCCCTTTTGCTCCGCCTCTGAGTATGTGTGCGTATGTCAGCTCAAGGTGCCCGAATGAATTACTTTCTGTGTCTGTGGGCTCGTGGTTTTGAGCTTTATTAAGTTTTCAGTTCATCGTCTAGACTGTGTCTTCCTCTCTTTGCCGTTTATCACACCTGTAAGC4095350 7661

M00328:4:000000000-A3DTF:1:1103:19696:16256:1 CTTTTAAAGTGCCTTGATTTGAGATTGGGTTCTCGCAGGGCGCTATACAAGTAAACTATTACATTATTATTATTATTATTATTATTATCCCAATGTTATGCTTCACCTGTGCCTGGC547885 1090

M00328:4:000000000-A3DTF:1:1105:10576:13901:1 ATGGTGAGGTGGGCTATATAAATTAGAGATTCAGTGCGCGCGCGCGTGTGCACGCGTGTGCGCGCGTGGGTGTGTGTGTGTGTGTGCATGTGAGGCTGACAGACAGATCGGCCGAAAGAAAGAAAGGGCAGCACAGCGAAAGGCAAGGAGCAACAACAGCCTTGTTTACAC933837 1793

M00328:4:000000000-A3DTF:1:1109:20397:16150:1 GTTGGGCACCAGCTATAGAGATTGACTTTGCTGAGATGCCCGTGAGCAGAGCTACATCAGTCTAGTTCGGGAAGTCGTGAATGCTTTGGCAAGGTTTGCCGTTTTATTATTATCAATGCACAAGCTAATTTTTGGAGGTTGCTTAGCTGAATGGAGACGGACTTGACGGTGGGGTTAAAATCTGTGATCACGATAGGTCAAATTGCAGCCGAACGCCCGGCATCTATAATAATAATAATAATAATAATAATAATTTGTTTATAGAATACCCATCTAGAACCGAATGACGTCCAAGGCAGTGTACAAACGGGATATAT1789868 3409

M00328:4:000000000-A3DTF:1:2107:7123:13411:1 CACGAAGACCGAGTGAGTGCGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGTGTGTTTGCCCGCGGCAGAGAGTCTAGCTGTACGATCATCCTTGCATCACTAGTCGGGAAAAGTGACTAAACAAATTGCCACCAAGAAGTACGGATGGAAAAGCTAGAGCCAGTGCTGTCTCCTCCAGCTGAACTAAAGAGTGTCAGTTCCATTTAGTCTCTGGCAAACTGGGGTACAGATAACTAACATCCATGAGGGGCCTATGTTTCTTTCATCCCATTCTATTTCCGGTCTCTGCTGGCCTATGGTGCGTGGCTTCCTGTCGTTTGCCTCTGTTTGTCTCTACGGCCTCCGCTCATTGCCCCACTCTCTTTCCTCTTTTTCAGTCCAGCGCCCTCCTGATCCCTCTCTCTC4256235 7954

M00328:4:000000000-A3DTF:1:2110:17325:23775:1 GTCTACATGCAGAACATCTACATAGTAGCTCATTGGTTGTACATACAGCAGATTGTGCATTTGAAACCCACACAATCTAAACATTACTTGCGTGTGTGTGTGTGTGTGTGTGTGTGGGTGCGTGCGCCGCGTGCAAATGTGCGCATGTATGTACGTGTTCGTGTCCGTGTGTACTCACGTGTATACTGTGTGAATG4954477 9188

M00328:4:000000000-A3DTF:1:2111:20832:17116:1 TTATTTACTTGCTCAGCCTTTACGCGGGCACTCGATTTGTTGTCAGCCGTGAGACAATCTCTCTCTCTCTCTCTCTCTCTCTCTCGAATGGTAATATCGAAGCAAATTCTTGACTATTGTGTTTCGGCCATAGTCGAGTTTACCTCTAGATTTTTAAGAGAGAGTGTGGCCCTCAGAACAGA5086903 9447

M00328:4:000000000-A3DTF:1:1101:10330:17367:1 ATCCTTTACTGCCCCCTGCAAGTGGCAGTGAAAGCCACCCAGGCTTTGTTTACAGCTATACAGCTTGTCTTCATTTTTTCTTCTTTTTTTTTATCTGAAAGCAGGCAGCTACTTTAGCGCTTTTGAGGACCGCCAATGACGGTGAGAGAGACGGATTGGATTGTTCGACGCTGCAGCAGCGGCAACTGAGAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCGCGGGTATTTCTTCATACAAAGAGAAGTACAGAGCCACCAAC133611 275

M00328:4:000000000-A3DTF:1:1103:15900:20237:1 ATAGAACCCCGCAAGGACGGGCCCATAGCACAGCCCGCTTAGAAACGGTGTTGTAATATATTTCATTTCATTTCATTTCATTTCATTTCATTTCATTGAGGGAGCCTATGGGGCGGCCGGCGAGCGTAATGTGTGCCAGTCTTGCGCGAAGTGCATCATCTCGTTCGGTTTTGCGGTGTATTTTTTTTAGCTCGTGGATGTAGGCCGTGACCTTACATTTACCCACGTTTAGGT590450 1187

M00328:4:000000000-A3DTF:1:1104:9802:9754:1 TGGATAGATGGACAGAGAGAATAGGCAGGTAGATAGATAGACAGATAGCTAGATAGAGATAGATAGACAGATGAATAGATGGACGGGGACGGAAGAGGGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGGGAGAGATGTGGTAGCAGTGGCCAACAATAAGTCAGCCGACAAGGCAGTTAAGGGTAGCTAGGGCAGATG684687 1376



M00328:4:000000000-A3DTF:1:1106:6494:20890:1 GTGTGCTTCTGCTTTTGCGTGCTTCCGCGTGCATGCCACCGTTTTTATAACAATGTAAATCATGCTCTCTTTCAGCACTTGTAAAGCGCCTAGTTCGAGATTGAGTTCTCGCAGGGCGCTATACAAGTAAATTATTATTATTATTATTATTATTAAGCGATCTACCTGCCCTAGCCAGGAGACACGCCCTCAGCT1217401 2320

M00328:4:000000000-A3DTF:1:1108:20329:11052:1 CTCTCTCTCTCTCTCTCTCTCTTCCTTGTAACTCTAACCTTTTCATGTCTAGCTCGTATTGGCGTTCTCTTTCCTTTTCCTCTAGTTCCCGAAGTCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTTTGCCTCCAATTCACGCTGTCGTTCCTCCATTTGGCGTTGTCGTTCCCCTTCCCGTTCTTCGCTTTCTTCTATTTCGTCTTTTTGCTTTCTATTTTCCATCTCGCGCTGCAGCTCCCTTTCTTTGCGTTGCTCTTCTCTTTTCTTTTCTTGTTGTTCCGCCACAAATCTCTGTAGGTCAGTCTCCTCGTACCCCCGCTC1523822 2879

M00328:4:000000000-A3DTF:1:1111:14177:22863:1 GAACTCGCCCGACACCAACACGTCAAACGCATACTCGTCAGTGAAGCACTTCTCTGTAGCGACAAACAACGTCAGCCGCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCGCGTGGATTCTCACCCGCTGAGGGCGGCAAGTAGAACATGAGCGCATCGCTCACGCTCACAAGCGCCACCACCAACAAC2286836 4321

M00328:4:000000000-A3DTF:1:1112:4874:17901:1 TTTTAAGCTTTCATGATAATTCCCAGGGTGTGTAGATTTTATGGGCCCCCACACTGTGTGTGTGTGTGTGCGCACGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATATATACACACATGCCTATATGTGTACACGCCTATATACATATATATATATATATACACACACACACACATATATATGCGTGTGTGTATATACTCTATATGCCTGTACACCTATACCGCCTGTTTAGCTACTCTCTTTATGGTTCGCTGTTACATCCAGGAATGCTTCTGCCAGGAAGTCAGATAGATAGGC2440202 4593

M00328:4:000000000-A3DTF:1:1113:18125:20785:1 GTAGAGGAGAAAGAAAGCGGTATAATTCGGCAGCTTTGCATGACAACTAGCGTGACGACAGAATTGCGCCAGCTTAGGGAGCTCGCTTGTTTTGCGGGTATGCACATAGGGAGGGGAGAGAGAGAGAGAGTGAGAGCTAAAAAGAGAGAGAGAGAGAGAGAGAGAGACAGACAGACAGACAGACAGACACGTAGCTTATGTGGGAGTCACAAATG2687362 5067

M00328:4:000000000-A3DTF:1:2101:19488:14585:1 GCTTCTCACCCCTCCCTCCATCCCTCTCTCAGTCGCTTCCTTCCTCTCCCTATCTGCCTGTCTCTCTCCCCCACCTCTCTGTCAGTTCCTCTCTCTCTCTCCCCCTCTCTTGTCTCAGCTCACTCCCTCCCTCCATCTCACTCTCAGTCGCTCCTTTCCTCTGCCTCTCTCTCTCTCTCCGCACCTCTCTGTCAGTTCCTCTCTCTTGCTCTCTCTCTCTCTCTCTCTCTCCCTTTCTCTCGTATGCTCCACTGCCTAAAGC3068608 5758

M00328:4:000000000-A3DTF:1:1102:7449:21041:1 GATAAGCTTAATGCTAGCAACCCAGTCGTTTACAATTTGTTTCGGCATTGTCGTAATGCTAAATTCAATAACACTAAACAGCTCTGGCAGGTCACTCCTAATGAGCAGCAAAGACGATAACCAACTTTACCACTGAGGTCTAAAATTTGTAATGCCAATATCCCAAGGTGACAGTATCAATGTGTTACGTCTGAAAGAGGCCTGAAGCTTAATAGCTTAATCCCAGAGGGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGATTGAGAGCTAGCTCGGCATCTTGGTACCCATTGGACATTCTTTTCGGTTGCCGTACTTCCTGGGGGTGCTGTGCTCTGAATGTACCCTGACTGCTTGGGAAATATCCTTGGGTATATCATTCGATAAGGAACCAGCTTAGCATAAGAC390591 791

M00328:4:000000000-A3DTF:1:2106:23381:8020:1 AGAGACAGCAGACAGAGAGACAGCAAACGGAGAGACAGCAGACAGAGAGACAGCAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGAGACTACAGCTTAAAGTCAGCAGTAGTTTAAGGCAGCTTGGCGAACCTGCCTTCAGAACACCCAGACAATGCAAGCACAGGCTAGATGACAGCTATGCTGGCC4007771 7467

M00328:4:000000000-A3DTF:1:2106:13280:9723:1 CTGTAATCCATCAAATGGAAGTGCGATAGACAGATGCCATTAGTGAACTAGAGAGCGATTAACTGAGAAAAAAGGAGAGAAGAGAGAGAGAGAGAGTGAAAGTGAGAGAGAGCTCAGCAACAGGCACATGCACGGTACATCAAGAAGAGATA4023870 7505

M00328:4:000000000-A3DTF:1:1112:5707:13468:1 GCAGACTCCAAGGGAGTGGGACGAAAGGCAAAATCAAGCGACAGCAGTTGCAGCCAGAGAGAGAGGAGAGAGAGAGAGAGAGTGAGAGAGAGGAATTGAGACGAGGCAACAAGGTACTGCACATATAGGTTTCCAAAATAACAGCTCAGTGCAATAGGGCAACAAATGGGC2387125 4489

M00328:4:000000000-A3DTF:1:2105:11446:24544:1 CACGACAGGAAGGCACCCGGCCTCCATCGCTTCCCAAGGGGGCGCCAGCTGGTAAGAATAATAATAATAATAATAATAATAATAGTTTGCTTGTATAGCGCCCTGCGAGAACTCAATCTCGAACTAGGCGCTTTACAAGTGCTAAAAG3974077 7409

M00328:4:000000000-A3DTF:1:2108:14608:10733:1 GGCTTAGAATGAGCTGCTAATCAACCAAATCAAGGCCGGCCAAATACTCTTGCGCTTGAGTGTATATATATATATACACACACACACACACACACACACACACACACCAAGCTCGATTGGACACAGTTCCAT4427382 8265

M00328:4:000000000-A3DTF:1:1102:11907:3685:1 GCCAGTGCGCATGCGAGCAAAGCAGCCCGTGCAAGCAGGCAACCACTTTCTGGCCTCTGCTTTGCCGATCGCAACCTGTCAGGCCTCGGCATGGGTCTTGCGAAGGTGTCCTGCAGGGAAGTTACACGAGATGCTGAGGGCGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACGAGAGAGGGGCTTCCCTTGCACTAGCTGCTGCGCACTGATTCTGGTCTCTTGGTAATGG225238 465

M00328:4:000000000-A3DTF:1:1104:6903:18295:1 ATGCACAGACGCATGCAAGCACACACACACACACACACACATATCCGCGACACCGTCAGTGTGCGCATTGACCAGACAGTACTCGATCTTGGCACACCACTCCTTCCAGACCAAGCACACACAAGTACGTTGAACACTTGTACATTGTACAAGTACATTGGCACGGTTTGTCACGAAGCTCTCTGCGGCACTCGACTGCTACGGGCGGGTCCAGAGGGCAAAAACTAACAACGCAAGGTTCCAGCTGCTGATCTGTGATGA775915 1534

M00328:4:000000000-A3DTF:1:1111:19877:15642:1 ACTAGGCACTGTTCGTCCAACGTGCACATCGATTTGGATGCATGCAGTGTATGCAATGCGTAGCTGCGGAGACCACTAAGTCTGAGTGTGTGTGAGTGTATGTGAGCGCCCGCGCGCGCGCGCGCGTGTGTGTGTGTGCCCTTGTGATTTTCGGCCACGTACGCTTAATTCCTCTCGCCGTCAGACGCCCGAAGGCTAAAAAAAGTAACGTGAACTTAAAGCCGTTTAGCAAAATGTAGCCTTTTGAGGGCGAGATGTTGGTTAATATGAATCACACGAGCGACAATGCTGACCACCAAGAAGCGCATATTGATGAATTTATACACATAAGCT2201530 4166

M00328:4:000000000-A3DTF:1:2110:22669:14499:1 ACCATGGCGCTTGAGGTATGCGTGCAAGCACACACACACACACACACACACACACCTGTGTGCCCGTGTGTGCTTGCATGCACACACGCAGTGCCGTGCACACGATGGAAGTGGTGGCTACGTCCCCGGTCTCATAGTTGAGCAG4859198 9033

M00328:4:000000000-A3DTF:1:1105:14828:26796:1 CCCCCCACACACACACACCGAAGCCTACATACAAGAATTACATACATACACATGTCTATGTACATATCTCTACTCATAATAAGCTGTGCCTACCTCATCCTCTCTCTCTATCTCTCTCTCTCTCTCTACCTTTTCATCATCCATCACTTCTCTCACGCTCTCTCTCTCTACCTGTCCATCACTTCGAGGCCTAATGCTACCAACGATCCTGGTACTCACCTTGAAGGCCATGTGCTCCAAGAAATGAGCAACGTCATTGTTCTTGTCATTCTCATAGC1057380 2044

M00328:4:000000000-A3DTF:1:1106:10893:13059:1 GAAAAGCAACAGACATACCTACTCACGAAATGACAGCCGGATACAAGTTATGGGAGAGAGAGAGAGAGAGAGAGAGGAGAGAGGAAAGGGGGGACAAAAAGATAGTTGGGTAGAGAATGAGGGAATAAGAGGCAGAGAAAAAGAG1131869 2176

M00328:4:000000000-A3DTF:1:1108:4356:20319:1 GCATGCATACATACACAGGGCACATCCATGCAAACACACACATTTGCACCCGCGTACACACACATACACACACACACACACACGTGTGAATACACACATGCACTAACACAGCACGTTCATGCATACAC1629981 3111

M00328:4:000000000-A3DTF:1:2103:13763:13515:1 CTTGTGAACTGGCTGCCCTGCGAGAACAGGCTCTGGTTCCATGTACCTTACAAATACTAAGAGAGAGAGAGAGAGAGAGAGAGAGGGAGAGAGCATATTTAATGTAGATCTTGCAACGGCATGCGCGGTAAGTAAGCAAACGCGATGACAGAGATACGATTAACTCAGCCAAAGACAAAGCTGAACGGATCAGGCGGGTT3469330 6480

M00328:4:000000000-A3DTF:1:2104:12494:4170:1 CATGGGAGAGAGGGAGTCAGATAGAGCAAGGATGGACGGATGGATGAGCTCGTGTGAGTGGTGGAAATATAGACACATGTACGTGTGCTTGTGTGTGTGTGTGTGTGCTGTGCATGTTCGTGCGCGCACTCTAGATCTTGGCCTAGCAGCCAGGAGCTTGCCTTTCACGACACAGATAGTGGGTTCAAGCCCGTCAATGGGCAATTCTTTATTGCCC3584855 6692

M00328:4:000000000-A3DTF:1:2105:8587:17988:1 ACTATTGACTTACCAAGTCCGGAAAGGGCCGCCGCGTGAAATCGTCCACCTTTCTAATCGGTGCTACGCAACAGAGGAGGAATTAATCAGGACATGCATCTTTTTACGGGCCAGAGAGAGAGAGAGAGAGGTCGTAGAGAGCAGGTGCTGAAGAACCGAAGAGTGAATGGTGTGAGTAGCAG3914385 7292

M00328:4:000000000-A3DTF:1:2114:12197:15419:1 GCTCTCGCCTTTGCTACGTGACGATTGAACGTAGCGAAGGCACCTGCGAATGCAAGAGGACGAGGGGGAGAGAGAGAGAGAGAGGGGGAGAAGCCTCGAATGCAAGGGAAAGAGGTGAAGGAGAGGGTGAGAAAGAGGGGGAGAGAGGGAAGGA5667741 10436

M00328:4:000000000-A3DTF:1:1106:14110:18386:1 AGCCAGCAGTAGCTCGGGTGAGCCAGCTCATGCTGGCACCGCTACCGATGATGATGTGCTGGTGGGCTCGGAGGCTGCCCAGCAGGTGGAGTGATGCTGCCTCTGAAGACGAGCAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGGAAAGCAGCAGTGGGAAGTGTGGTTTGTACCTGTCAAGTGATCGGGTGGAATTAGCCGAGGATTCAGCAGTTTGCAAGTGTCTGCCACCGAGCGTGAAAGCTATCGTAAGCTGCATGCGTGTGTGTG1191151 2275

M00328:4:000000000-A3DTF:1:1107:13829:23787:1 CTGCAATTTAGTGTCTCATTTACCATCTCGCTTTTCAACGTGTCATCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTATCTATTTTACTTGAGGCGAAGTTAACTGGCTACAGAACGTAAACGGAAAATAACTTAAGATCCAGACTCTCAATCAAACTCGTCAGAAT1455706 2772

M00328:4:000000000-A3DTF:1:1112:9429:11257:1 ACCTACTATTTCATATGCTTTCGGTTGTTCAAGAGCCAATCTCCCATGAAACTGGCCCTTTTAACTGGGCCATGGTCATCACACAGACAAACACACGCACGCGCGCACACACACACACACACACACACACGCACACGCGATTGAATGTTTGTTAGCC2363288 4441

M00328:4:000000000-A3DTF:1:1112:11489:18771:1 AGCATGTACTGCTCGGGTCTAACCGGACACTGTCATTGATCGCCATTTTCCCGTTGTGCGTGTGTGTGTGTGTGTGTGTGCGCGCGCGCGTGCGTGCGCGTATGTGCTGTCTTCCGAAGGGACTAAGTACCTGTACGAGCGCCTCTGACGCCGAGCTTCACGGTCATGTCGCCGGGCGCAGAGCGCACTGTGAGTGAGCAGAGAGCGCCCGCTCGAAGGT2450794 4610

M00328:4:000000000-A3DTF:1:2107:13721:16078:1 ATGTCGTGCCCCGCCGGCACCTGCTAGCAACCGGGCATCAGTAGTTTGCAACAATGGGCAGGGCACATGAGCAGGACTGTTCTGAGTGTCCGGATCACAATCCGTTAAAGCTGCCGCCACAGTTTGCAACAATGATGCCTGTGGTCACAGTGCACACACACACACACACACACACACACACACACACACAGGCATGCACTTAGACGCAAACGTATGCCGTTATCGATAGCAATTTGAGCGCCCACGTTTACTCAAAACCAGGAAAGCCTCTCTAGGACTTTTCTAGACCTGTGTATCC4285562 8019

M00328:4:000000000-A3DTF:1:1111:9147:24577:1 GCGCCTAGTTCGAGATTGAGTTCTCGCAGGGCGCTATATAAGTAAACTGTTATTATTATTATTATTATTATTATTATTATCGTGGACGTCACACCCACAGACCAACAGAAGCGTGGGGCGAGATCCGCTGCAGGCGGTCCTGCAATGCCTGCCGCCTCGCCTACTAGGCACTAAAGGTCTTCGGCATTATATGCAAATTAGCTTAAACGAGCACCTGTCTCTCATTCTATTAAGTGCTAGGTGAAAACTGGATTATGCTAGCTATGCCGGCGCGATCGATGAAGCCTCTCGGCGGCTGCAGCAAGTTCCCACCGGTAGAAGG2303664 4349

M00328:4:000000000-A3DTF:1:2101:5538:6724:1 CTATAATCATGCTCTTTTTCAGCACTTGTAAAGCGCCTAGTTCGAGATTGAGTTCTCGCAGGGCGCTATACAAGCAAACTATTATTATTATTATTATTATTATTCTGCCCGGAACCGCTACTCGGGCGTTTGTACCGAGCCCACAAGCTGTATCC2983165 5620

M00328:4:000000000-A3DTF:1:2102:3885:8623:1 GGCCTGCCAACTGCCGGCCGACGTTATCTGGCAAACGTTCAGCTGGTCACTGCTTGGTCTGCTCACTAGTGCCCTACCTGACACACACACGCACACACACACACACACACACACACACACTCGCCTACAACACTGCTGGTGCACATTCCCGTGCTGCTGCTGACCGGCAC3215945 6013

M00328:4:000000000-A3DTF:1:2102:17737:21846:1 CACATACACACACACATGCACGCATGCCCGCCCACATGTATGCATGCCCGCGCATGCACTATATGCACACGTACACATCACACATAGAGCTTCCACTCACAGACCCGTGTGCATGCGGATGCATGCAAGCTGTCGTGCACTCACGCACACAAGCACGCACACACACACACACACGTGCATGCGCTCGCTGTGCACGACTTTCATTTCATTATCTGGATGTCCGGTTGACTTGAGTCTCACAAGCAGGTCTACGTTCATG3355175 6300

M00328:4:000000000-A3DTF:1:1105:15501:12427:1 AATTACTGGAGGAGCTACTACAATGCTGCTCCTCCTTTTGACATTGCAGTTCCAAGGAACTGCGTCCATAGCACTGAAGACACCAGAGAGGGCTGGAAAGGCAGTGCCACAGTGGGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGGGAAGACGTCGCCTACTCAAGCAGTGGGAAATGAGTCCAACAGAGTGAGACCCGCAGAGCAAAAGCTTCTGTCACCAGCAGTCGTTAGGTGGAAACAGACAAAGCTGTTTGGCAGCCATCATAACTGATTGAATAAGATGAGATC917450 1766

M00328:4:000000000-A3DTF:1:1105:4891:20717:1 ATAAGAACGAGCGTAATACCTCGCGGGACGCTGGGGCTGGATCAGACATAGCAGCAATGATAACGAGCTTAACGCCTCGCAAGGTTCTCGAGCTTATGCAGCGAAGCTGTGAAAGAGCGTACGCTTATATAGACGTTGAACGAAAGCACATTCAAAACAAGTTATGTAATTTTCATGCACGGGCTAAGCAAGAAAAGCACTACATAGATAGGACTTAAAGAGGCGAAGAAAAAGCCGAACCTAATAGACGAGTGAGACGCCGTGGGGGAGGGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTCCTAATGTCTATCGGAAGCGGTTTGAAGGCTTTAGGATCGTACGAGCTGAAGGCAGGTAGCAAAGTATTTTGATCTGGAAGGTGCGTATGATTTAACGACCAGACTAAGAGTAGCGGATGACTCGGTAGACAAGCCGAGGGGCCTGCATGTAGGACAGGAGATAAG1008891 1949

M00328:4:000000000-A3DTF:1:2102:21053:17403:1 AGGTAATGTGGGTGGGAGAGAGAGGGGAGGGAGGGAGATGCGGAGGTAGGGAGACAGAGGGAGAAGGAAAGAGAGAGAGAGAGAGGCTCATGCGTGCAACCACACAGGGACCCAAACACACACGCCCACACTCACGAGAGAGACGGACACGCATGCACTCACCGGGACATTCGCGTGAAACGCACATTCACTAACACAATAACACAGAACGAGTTAGAC3311211 6223

M00328:4:000000000-A3DTF:1:2102:13139:22215:1 CTCCGGATGTTTGAGCTCACCTTAGGGCACCAAAATGCTTTGCACCGATCCTTCAGCTCTCTTCCTCTCTCTCTCTCTCTCTCTTTTTCCTGTGTTCGTTCTCTTGGCCTGGCCTACCTATCTAGGTTCAGCTCACTTCTGGCTGATATCGCGGCCTTCCTTGACTTGTAAAAGGAAGCTATAATAC3358555 6305

M00328:4:000000000-A3DTF:1:2103:9506:19535:1 CTCTTCCCCCCTCTCGCTCCATCTCCCTCCCTCTCTCTCTCTCTCTCTCTCTTGCTCTCTCTTTCTTGCTCTCTGTTGCCCTCTCTCTCTTGCTCTCTCTCTCTCTCTCTCTTGCTCTCTCTGTCTCTCGTGAAGCTGTGAAAGGACAGGCAGATAGCAGCCAATGATGTCCTGGTGCACTGTGCTTATGCATGTGCCG3533373 6602

M00328:4:000000000-A3DTF:1:2104:20547:19636:1 CTTTCAGCACTTGTAAAACGTCTAGATCGACGTTGGGTTCTCGCAGGGCGCTATATACAAGCTAACTATCATCATCATCATCATCATCATCATCATCATCATTATTATTATTATAAAGCCGGCGTGTCAAATGGAATGAAACATTATTTTTATACACAGTATAAAGCCCCATAGCCGAGACGTCGTTGCAAGGTCTAGTAAATAT3731573 6943

M00328:4:000000000-A3DTF:1:1107:10158:9731:1 GAGAGAGAGAGAGAGACAGAGACAGAGACAGAGACAGAGACAGAGACAGAGACAGAGACAGAGACAGACACAGAGACAGAGAGCAAGAGAGGGAGAGAGAAAGGGAGGGCGAGCAAGGGGGGTGAGAGAGAGGTGAGAGGTGAGAGGGAGTAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTAGGGAGAGACTAGACCTGATCACACCGGCTAGAAG1300658 2466

M00328:4:000000000-A3DTF:1:2101:19481:12050:1 GTCCCCGTACTGCGACAGCACAGCAAACAAGAGTGAAGCCCAGTTGACGAAGCTATCCACTGACTTGGCACGTGAAGAAGAGACCAAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGGGGGTTGTGTCAAAGCACTGTTACACTCAACGAGCAAGGCTGCGCAGAGAAATAAATGAGCAACTGAGCATCGGATTGCTCTGCACACATACAG3039188 5701

M00328:4:000000000-A3DTF:1:2106:21703:20229:1 GCAGTTGAGCCGTCTAGCCGAGCCCAGACTAGTGGCTGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGTGCAAGGCCAGCACCGGCTGGGCGGTACATTGAGCTAGGGCACTCATGCAGCAGTGCTGGCG4133603 7708

M00328:4:000000000-A3DTF:1:2107:11677:16833:1 GTGTATCATTGAGCCCGGCAGACTATCCGAACGCATTAGCCACCTCACGGGCTATATTGTTTGTGAGGACGTGCGCGCGCCCTTGTGTGTGCGTGTGTGTGTGTGTGTGCGTGCGTGCGCGCGTGTGTGTGCGTGTGTGTATGTGTGTTTGTCGACGGCATAGATCTCGCTAAGCTAACTGTTTTGAGCTTCTCCGTTGCCCGGCGAGTATGCTGCCTATGAGTTGCTGACTACGAGCGGCTGCTTAGTGATTTGTCGCGCCGATAGAGCACTAATGTCAAATGCATGGCGCTCTGCATACTAGTGCTGTTCACCGTCATGGTCGGATACATCCGTTATGCGGACAGGTAGCCACTGAC4294075 8040

M00328:4:000000000-A3DTF:1:2109:17784:4530:1 CGGTGAGATAGGGACATAGAAAGATTGAGTGGGAGGAATACAGGACGGGAGAGAGATCTGAAGAACAGAGAGGGGGAGAGAGAGAGAGAGAGACCAAACGATGTCAGAGACCAAGTCAGGAACATACAGTCTGAAAGAGTTTGCAAGC4578287 8525

M00328:4:000000000-A3DTF:1:2112:16527:13746:1 GAGAGAGAAAGAGAGCCCGAGAGTGAGAGAGATGGACACACACACACACACACACACACGCGCGCGCACACACACATGTAGAGAGACCGGCAGAGAGGAGAGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGCAGCGCGCACAGAGCCGGGCTCACAGAAACTGAGACAGACAGAGGG5248688 9691

M00328:4:000000000-A3DTF:1:2113:16740:8057:1 AGAGAGGAGACAATGAGAGAGAGAGAGAGAGGAGAGAGAGAGAAAGAGAGAGTGAGAGAGGGTGACGATGAGAGTGAGGGAGAGGAAGAGGGGAAGACGATGAGAGTGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAATATAGATGCAGACGCCGTGTATGGTGGAGGAGAGGCAGCCTTAGTAAGAAACGGAGCGCGACGTGTGTGTGCAGTAGCCCCAGCAGAGACAATGGACCACCTGGCTTTCTCACCATCCGCCTAAGCTCACGT5392397 9930

M00328:4:000000000-A3DTF:1:1101:18822:8144:1 CCATTATTGTTGTAGACGGAGGGCGAGCGAGCCGATGAGAGAGAGAGAGAGAGAGAGTTAGGGAGAACGAGAAGACGGGAGGTGCTCAGAGCAACTCAGGAGCGGGTGGATCGGACTAGCATTTTTACATATGACTCTCAGGCGGATTGACCTCGTGCACCGTCCTTGGAGAGGTGTCGCAAGCAACTGTGGCTCAGCAACAGAGCTACGCCCCTGGGGACCAGCGGTGGACAGCTGCAGCTCAGGTACAGGAGCAGCTGTCCGCCGACAATGTCAGGCTCTC29450 47

M00328:4:000000000-A3DTF:1:2101:9219:18078:1 GTTTTTGTCATGTTATTAATTCTTTTGACTGCCTAGCCTAGTAGGCACTCGTTCTGTGGCTGTGCTCGTCCCGTAATTCTCCAGCGAAGCTGCTGCGGCAGCTGCAGATGTGTGTGTGTGTGTGTGTGTGTGCTAGTAGTTTCTGACAGTGAAGTGCTACTGCAGTTGTCATTCAGCTTCTCTCTCCTCTCTCGCTC3108661 5832



M00328:4:000000000-A3DTF:1:2107:11158:10266:1 GAATACCGGTGTGGACCAGCTCATCCGCTCACTGTGACAAGAAGTCGACATAGAGAAAGAGAGAGAGAGAGAGAGAATAAGATAGCGGATACGTGCATGCGTCCGCACGAATTCTTTTCCCGTCAGAGCATCCTTAATGT4222796 7873

M00328:4:000000000-A3DTF:1:2111:4958:10118:1 CCCCTGACACGACTTCATTTAAAAGAAAGGTAAAAACCCACCTGTTCCGATTAGCTTTTGCTCCGTCTGGTTAAAGTCGCATGTTTATGTGTGCTTTTTGCTTGCTTCCGCATGCATGCCACTGCTTGATTGCCTCAAACATGCTCTCTTTCAGCACTTGTAAAGCGCGTTGTCGAGATTGGGTTCTCACAGGGCGCTATATTCAAGTAACTATTATTATTATTATTATTATTATTATTTAGTAATCAGATAATCGCTGGACTGAAAAGCATAGCATACTCAGGAGGACAGCTGATGTAGTAAGTAGC5009802 9295

M00328:4:000000000-A3DTF:1:1101:12529:9092:1 GCATGCAGTTTGTTTCCCCCAACCATGCAATCACAATGTGAGTGTCCACAAACACATATACACACACACACACAGAAACACACACACACACAAGCATTTGCAAGCCTGTACGATGCTTCCCTGAATGCATAGGCTAACCTACCAGCATGAACATGTATACACACACACACACACACACACACACACGCGCGCGCGCACACACTTCAGGCATACTCCTGAAC38760 59

M00328:4:000000000-A3DTF:1:1104:16702:13431:1 GGTCACAGCTGCAGCCAAGTGTTGATATATCAGGATCTCCTTCTCATCTGGCCCATCTGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGTTTGAAGTGATGCAAGCGCCAACCGAGCATGGATTTCGCCCAGAACACAGTGTCGAGTGGTTGCAAAAACTTGTGGAGACACACAAAACAAAATCAGAACAACTATTGACAAGCCTTCGTGCTCAGGAGCAGTGGGGTAGTG722255 1437

M00328:4:000000000-A3DTF:1:1111:12949:14409:1 GGGTAAGCGAGACGACCTTGACCTATTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAAGGGGTCACCATTCTCTGTGTGGAAGTTGACAGATTTGTCTAACGAATGTGAGCACGTGTTGACACTAATGTTGTTTGGTGACGTGCACAAGCAGCTGTGGAAGACGTGTGTGGGCACCACGGTGGCACTGCTTAACGCTGATATTATG2186415 4134

M00328:4:000000000-A3DTF:1:2102:16614:18572:1 GACTGAGAGGGGTGAAAAAGAGAGAGACAAAGAGAAGTGAGAAAAACAGGAGCTAGTGATGGGGGGAGAGCGAGCGAGTGAGTGGAGTTAGCGATAGAGAACGGAAGAGAGCGAGAGATTTGGGGAAGGAAGCGAGAAAGAACGAAGGCGAGAGAGAGAGAGAGAGACTGAGGGAGATACAACGTCCCTGTTAGTCATCGAAACACCGAAATTCAGTCGGGTCTCACCCCTTGAGAAGCCGCATGAATTGTTGCTAAGAGAATTTTTTATTGTGCCACAACAAAGCCCGCCAGTGATTGTCTGTCTAACATCCAGCTGAACTTGTTACTCCATTTTCAGTCTCCTTGCACTCCCCTGCCCTCCCAGGAGATGTTACTGAGCCGCGCTGTTTTGACGACTGTTCTAAACATATGTTCGATTTTCGGGTCCCAGGCTGGGGAAAGTCACTAACGCAATTTGAGCAATGGCATGTATTACTG3323848 6238

M00328:4:000000000-A3DTF:1:2114:17981:20138:1 CTATAAACACGATGATAAAAGTCAAGGTAGGCCCCTTTGATTCCTCTCATTCGCTACCACTATCTCTCGCCCTCCATATCTCTTCTTTACTCTCACCCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCTCTGTCTTCCCTCACACACACGCCCCTCTCTCTTCCCCCTCGCTCTCCCCCTCTCCCTCCCCCTCCCTCTCCCCTCTCTCACTCCCTCTGTCTCTCTCCTCCTCTCTTTCCTCTCTGTGTCTTCCCCCTCTCTTGCTCTCTCTCTCTCTCTGCTGTGTGTGTGTCTCCCTCGCTCTCCCCCTC5720895 10541

M00328:4:000000000-A3DTF:1:1104:17725:5210:1 GCCGAGCGGCCTTCGTGAGCACCGGAGAAAATGTCGGCCGGCGCATGTGCGGTCGAGCTTCGGCACCGACTGGCGACCACTTTGGTGCCAAGGTGCTGGCGAGGGCCCGACCAAAAAGACGCCGGTCAGCTGGTGTTTCTTTTCTTTTAAGTCGTAGGCCGGGCAAAAAATCCCGAGAGGCGCGAGCAAGAACGTTATGAAGAGGAAAAAATGGCGAATTTCGGGACCGTCTCCGGGACGTAATAATAATAATAATAATAATAATAGTTTGCTTGTATAGCGCCCTGCGAGAACTCAATCTCGGGACCGTCTCCGGGACGTAGGACAATTACTGACTCAGGCG649876 1316

M00328:4:000000000-A3DTF:1:1104:10288:12875:1 TATATGAACTGAGCGAATCCACTAGGCTATTTGCCTCAGCCATTATCGATCCGGCCGCCTGGTAAAATCAATGTAATGTAATGTAATGTAATGTAATGTAATGTAATGTAATGTAATGTAATGTAATGTATCTCCGTTCGCAACACCACAAAGCAACAAGGACTAGGTGGATGTCACATGGAGAGATCTGATATAG716247 1424

M00328:4:000000000-A3DTF:1:1104:9294:14688:1 TGTGCACTCTGAAGGCCGTGAAGGCTCTAAGGGGGCTATATCAAATCTCTCCATGTGATGCTCACGTAGTCTTTATGGCTTTGTGGAGTTGGGAACACAGACACGCACACACATGCACACACACACACACACACACACACACACACACACACACACACACACACACTGCTGAAGTTAGCATAGACGACTGTGACCC736185 1456

M00328:4:000000000-A3DTF:1:1110:13226:20915:1 GCCTCAATCTCTCATTCCCCCTCTCCCTAGCCCCCCCTTCACAGTCTCGTTCTCTCCCTCCACCTCCCTCCCCTTCGTCGCCTGCTTCTTTCTCCCCTCTCTCTCTCTCTCTCTCTCTCTCTTTCGCGAGCACGCTCTCCCTCTCCCTCTCAGTAGCTTGCTCTGGCTATCTAACCTTCACTCCAGCTTGCTCTCTGTCTATCTATCTATCCATCCATCCATCCATCCATCCATCCATCCATCCATCCATCCATCCATCCATCCATCCA2050586 3896

M00328:4:000000000-A3DTF:1:1114:20112:14736:1 ATGTCACCGAGCCTGTGGGTGTCCAGGCAACTGATCAGACCCACCCGGTGTGTGTGTGTGTGTGGGGGGGGCTTGGATGTATCGTTCCCGACTGTGGTGCACCTTGATGGGTCAGGCGGTCAGTCCTCTGCCTCGACATTGTTCTGCAACAACTATTCGCAGGGGCCGAGGGAGCCACCTCTTACAG2826335 5330

M00328:4:000000000-A3DTF:1:2105:14069:15260:1 GGTTATGTCACTGCGTTGGTCCTCTTCGATCTGTCTGAAGCATTTGACACTGTCGATCATGGATTCTCATCGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGGGTGGCTTTAAGGGTCGGTCTGGCAGACGGGACGCTGGCTTAGTTTTAATTATGC3884458 7221

M00328:4:000000000-A3DTF:1:2112:16337:14484:1 CTCCCATCTTCTCTACGTCTGTCAGCCAGCTCACTCTCTCTTTCTCTTTATAACAGTCACTCTCTGGCTCATACCGGTAGAAACGCACACACACACACACACACGCACACATATATATTCGGCACTCCACCGTCTGCCGAGTGTGCCGCTCAGAGCCGGAGACGGTGCGTCACGAGATCTCACACTGCCGACCGATGC5257187 9702

M00328:4:000000000-A3DTF:1:1104:19531:12118:1 TCCCAGGGCCACATCGACTCACTCTCTCTCGCTCTCTCTCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGCACGTGCATGCGACTCGTGCATATCCGGTTCGATGGCATGCGATCTGAACGTAGAGAATCTTGTGCTGGTGCTGCTGCTACAATGGCACCTCCTTGAACTGTAGTCGAGAGTCTTTCAAGATATGAAGATATTTGTGGACTCCCTTCGTTCCCACGCTCTGAGAC708235 1409

M00328:4:000000000-A3DTF:1:1104:17380:12722:1 GGCAGTGGGTCCGCAGAGACAGGCTCTCGTGGCACTGGTACGTGTTTGTTGTTGTTGTTGTTGTTGTTGTTGTTGTTGTTGTTGTTGGCAGTTTCCTGCGCGCGTGTTCCCACACGTGCGCAGGCGACACTCACTCGCAAGGCACGACGGCGTCGGATGAGGCGCGCAGTGGCGGCAGCCGCACGCCGCCGCAGTCGCGCCA714637 1420

M00328:4:000000000-A3DTF:1:1104:20111:14107:1 GTTAAAAGCAGATGACCATTTATCACTATGGAAAGATAGTGAGAGTGTAAAAGCTGCCTCTTTTACTGAAAAACAAGTCATAAAAATAATATCAGTTCTTGGTACTTTCTTACCCATGAATCATTTCGCCAAGCTAACTGATATATATATATATATATGTAGAAAAGAAAATGGTAAAAAAAAAGGTGACAACTAGAACAAATAACGTTTTTCTCTGTTCCCAAACTACCTCGAGCGATAATGCCTTGAGAATACCAATTTCCTCAGATCCTGAATTGGTAATGGTTGAAAAAGGATCAGGGAAGTTAGATGAACCTAATGGAAAATATGCGAAATTAATAAGTCTGAAATTCCCACATATATTGTCAAATGGTTCTGACATTATATGTCGTATATGAAAACTTGGATACAGGGATAATAGTTTCTTTATGGAACACTTAATTTTATTTCATAAACAAACAAAATGATTCTGTGTATATG729749 1444

M00328:4:000000000-A3DTF:1:2103:13302:22795:1 GGCCAACTGACGTGTACTACACTTTAAAGAGGGTTAAAAATTGACCTGTTCCATTCAGCTTTTGCTGTGTATGAGAAATGTTGCACGTCTAAATGTGGTTCTGCTTGCTTCAGCCTGCATGCCACTGCCAGATTCCTTTAACCGTGCTCTATTTTAGCACTTGCAACGTGCCTAGATTGAGAAATGGTTCTCACAGCGCACTATAAAAGTAAGCTATTATCATTATTATTATTATTATTATTATTACGATTATTATTATTATTACATGAATGTCACTGCTTGGCATGACCAGGCAGAGTTTCTGCCTCAGGCAAGCTT3562991 6654

M00328:4:000000000-A3DTF:1:2107:14528:9713:1 GGCTCTAAGTGCGCTATATCAAATCTCTCCATGTGACATCCACCTAGTCCTTGTGGCTTTGTGGTGTTGCGAACGGAGATACATTACATTACATTACATTACATAGTCGTAGTGGACAAGTTTGGGCCTCGACCTGATGGCCGCCAAAGCCTGCATTCGAGCCACATGAGAGAGAGAGAGAGAGAGAGAGAGAGTAAAAAGTAGCGCCGAAGGATCGTGCAGCAGACAGCTGTCCACATC4217301 7862

M00328:4:000000000-A3DTF:1:2109:10237:26154:1 CCATTGATCGCTGCCAAATCTTACTTATGGTGTTCTACGCAGACACACACACACACACACACACACACATGCGTGCTATATCAAGGCGATGTGCGACTGGTGACGGAATGCTCGAGATTGGCGAGTGTCGTCACCGCGGTATACCAC4775928 8875

M00328:4:000000000-A3DTF:1:2111:23034:17132:1 ATGGGCTGCAATCGAGGAACCGCAAGGGACAAGACTTGGCGAAGAAGCTCGAGAGAGAGAGAGAAAGAGAGAGAGAGTGAGAGAGAGAGAGAGAGAGAGAGAGAATATGAAGGGAAAGCAGCAACCTGGAGCAGAGGAGTAGCAAGAGCCAATGGGCGACGAGGTGGCGAATAAATACGAGTCGCCTATGCAGCCCCGAGGGTCCGCGATCGATCTGAACAAGCTTTGAGCGAGAGAGCCTCTTACGTGAATGCGGACCGATGAGAGC5087069 9448

M00328:4:000000000-A3DTF:1:2112:17483:12955:1 GAATAGGCTCTTTTAACATAAGTATTTAAAGCGGTTGATTTAGAGGATTTCGAAAAAATGTTATTATTATTATTATTATTATTATTATGTCTAGATTTAGTGAACATTCCAACTATAGCTCTAACATTACCAAATGAAGGTAGCTCACTGTTTTCATCACTTCTAAAATTATAATAATACAAACAAAAGTCAGGTTATTAATAATTCATTAGTAGCTTATGCAAAATATGTTACTAAACATTTAATTATGAAAAATTAATGTGTTGAAACTTTTGATTATCAAGAAAGCATTTAGGATCAATAAAAGAGGTCTTATCAACAGTCCTTGTTGGATTAACAGTAAGAAATTTATGCTTTGTTCGATTGACTGTAAGAAAATTGAAAGGTTGAAAAACAGCAGAAGTAGTAGAG5239968 9678

M00328:4:000000000-A3DTF:1:2114:20027:9059:1 CAGCATGGCCAGGCACCCACGAGTGAAGTCCACTAACCACAACTGTAGGCTCTCTCAGTGTCACTTCACAGGACACACACACACACACACACAATACGTATAATCCAAAACTCCCAAGAATATCTTCAGGCCAGGCATGTGACGTCAGTGCCTACCACCACTGTGCAAATCGCAAGACTACATGTTATGT5600859 10307

M00328:4:000000000-A3DTF:1:2114:15530:13336:1 TGGTAGGACTGCTGTTAAAAGCAGATGACCATTTATCACTATGGAAAGATAGTGAGAGTGTAAAAGCTGCCTCTTTTACTGAAAAACAAGTCATAAAAATAATATCAGTTCTTGGTACTTTCTTACCCATGAATCATTTCGCCAAGCTAACTGATATATATATATATATATGTAGAAAAGAAAATGGTAAAAAAAAAGGTGACAACTAGAACAAATAACGTTTTTCTCTGTTCCCAAACTACCTCGAACGATAAATCTTTGACAATACCAATTTCCTCAGATCCTGAATTGGTAATGGTTGAAAAAGGATCAGGGAAGTTAGATGAACCTAATGGAAAATATGCGAAATTAATAAGTCTGAAATTCCCACATATATTGTCAAATGGTTCTGACATTATATGTCGTATATGAAAACTTGGATACAGGGATAATAGTTTCTTTATGGAACACTTAATTTTATTTCATAAACAAACAAAATGATTCTGTGTATATG5644640 10402

M00328:4:000000000-A3DTF:1:1105:5453:23488:1 CTCCGTAACTGCTATCGGAACGGCTCTCTTCTTGATTTATGTATATTTCGAACCTAAGCCGTAGTTCAATGGCCGTTAAAGATTGTTCTCTTTCAGTCCGTCTCTCGCTCCCTTTCACCTTTTTTCTCTCTCTCTCTCTCTCTCTCCCGCACTCGCTCGGAAGGAAAC1035549 1995

M00328:4:000000000-A3DTF:1:1110:11231:7607:1 CACTCTTTCTCTCGCTTGCTCGCGCTCTCACTCTCTCTCGTTCGCTTGCTCTCGCCCTCTCTGCGTTTGTCTCTCACTCTCTTTCTCTATCTCTCCCTCCTTTCTCTCTCTCTCTCTCTCTCTCACGCTCGCACTCACTCTCCATCTAGCTTGCTCGCTCTTGCTCTCTCTCTCTATCTTGCTCGCTCGCTCTCACTCTGTGTGTGTGTCTCTCACTCTTTTGCTCTCTCTGTCTCTCTCTTGCTCTCACTATCTCTCTTTCTCTCGCTCACTCTCTCACTC1906810 3618

M00328:4:000000000-A3DTF:1:2102:14294:13483:1 GTTTTGTTTGTCTAAAGGTCGTGACTGGTGCCGATGTGTCGCTTCCTATTAGGTCCGAGCTCTGGTCCCAAATGACATTTCTCCTTGAGGCCCAGACAGAGGTGCGCACACTTAAGCTGAGCGACGGCAACAGACGTACTAGCATTTCCGTGGTCGCTACAGGTTTCGAGAGAGAGAGAGAGAGAGACAGTCCAATATTGAATGTTTAGCACTGTAAACAAGTGGCGACTCACTTTCCGGCCATCTAGCATCCCCTGGTCGTTCCAGGTAATTTTCGTGCAGCAGCCTGTACGAGAAACTCTTCGGTCTTGGTTGACATG3267629 6120

M00328:4:000000000-A3DTF:1:2104:8877:21026:1 TCGCTAGCCGGCGGCTGCAGAAAGTCACTACGTGAGAGAGTGAGTGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGGAGAGAAAGAAAGAGAGAGCTGACATTCAGAAAGACGCATAGCAGGTGACTGCTGTATTTTTTTTTTTAATGGTACGGCGAACACCGAGATCTACGCTCTCCGCTGCGTCGGCAGCGTGAGATGTGTGTGAGAGACAGTCGCTAGCCGGCGGCTGCAGAAAGTGACTGCGTGAGAGAGTGAGTGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGGAGAGAAAGAAAGAGAGAGCTGACATTCAGAAAGACGGACGGAAGG3744691 6959

M00328:4:000000000-A3DTF:1:2105:10121:18791:1 GTTTATGCGTGCATGTGCGTGCATGTTCTCTCGCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCAGCGATAGATCGGTTAGTCGGCAAGCGGATGGCAGAACGTGTAGCTCTGAATACTGG3922865 7306

M00328:4:000000000-A3DTF:1:2113:12861:6190:1 CTCTTCTCCTGTCTGACTCATTCGGCTGTCTCTCTCTCTCTCTTTCTCTCTCTTTCTCTCTCTCTCTCTCTCTACTTGTTTCTCACGCTAGCTCGTCTGTCTAAACTCCCCTAGCCACTCATTTCGGTCTCTCTATCTCTCACTCACCTGGTCGCTCTCTTACTTCACTCTGTCTCTCTCCATCCCTCTTACTCCTCTCTCATATCACCTTCACTCCATGTCTTTCTCTCGAATTTGCTAAATACGTTGTCTCTGCCTCTCT5379361 9899

M00328:4:000000000-A3DTF:1:1101:10836:7487:1 TACATGGTGTGTGTGTCTCGTGCATATGTGGTGTCTGTGTGTGTCTGTGTGTCTTATGCGTACATGCGTGTATACATGGTGCATGTGTCTTGCGCTGTATCTTGTGTGCATGTCTTGTGCATACATGGTGTGTGTCTTTGTGTGTCATCGTGTGTGTGTGTGTGTGTCATGTTGTGTGTCTTATGCACACATGGTGTTAGTCTCGTGCATGCATGGTTTATGTGTGTCTTATGCTTGTCTTGTGCATACATGGTGTGTGTCAATGTGTGTGT23651 34

M00328:4:000000000-A3DTF:1:2104:26779:12761:1 ATCTAATTCGACCGCCGACCTGATGAGCCAAAGGTCTTCCACTAGAAGAGCAAGTCTGCAATAATAATAATAATAATAATAATAATAATAGTTAACTTGCATAGCGCCCTCTGAGAACCCAATCGTGATCTTGGCACTTCGCAAGTGCTGAAAGAGAGCACGATGATTTTAAAGTCACCCGGCTGCGGCACGCACGCGGAAGCACGCAGAAGCACGCGCACACATGCGACCTTACTCGGGCGAAGCAAAAGTTG3658604 6813

M00328:4:000000000-A3DTF:1:2107:9332:17215:1 GTCTTCATGTTTGACAAGGTAATCTGAACAAGATCCTCACTGTTGATTTGATCACACACACAGACAAAACCAACCGGTGCAAGGCATTGCACGAAATTGTCTCTCTCTCTCTCTCTCTCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCGGTTTCTGCCATGACACACATAAGTCAGCGAGAGCCAAATCACCTTCTGAAAGCACTTAGGACAGACGTATGCTGCTCTCGCTACTATTTAGGGAATGTTGGGAACCACGAACGCACGAAGTGTCAGAGTTAGCCGGAACTGTGG4298356 8047

M00328:4:000000000-A3DTF:1:2107:21634:18425:1 CTTCTCCGCCTCTCTCTCAGTCTCCCATTTTCTGTCTGTAAGCTCGTTTTTATTGACTCGCCATCTTTCCTCTCTCTGTCTCGCTCGCTCTCGCGCTCTCTCTCTCTCTCTTTCTTTATTGCATTTTCCGTCTTTTTTCTATTTCACTCTATAACGTTCTGTCTTTCTCACGCGCTCTCTTTTTTACTTACTTTGTCTCTCTCTCTCTCTCTCCCTTGCTC4311581 8071

M00328:4:000000000-A3DTF:1:1101:20453:12526:1 AACATGTGCATTGTGCATATACACACAAACACACACTTTGTACACACCTGAGCACGTGCACTAACGCATCAGGCACACAAACACACACACACACACACACATGGGCAGTTTTTTTTTTAGCTAAATCGCTAGAGCCTATTCGCGATGTACTGTCCGAATGCCTATACGGCTTTTAAATTTTGCCACAACCGTTAAGCCGGATGTGTTTGGAGACTTGAGCTAGGGTGAGAGCTGGATTTGGGGTACTCCTCGGACC75946 133

M00328:4:000000000-A3DTF:1:1114:6737:12095:1 AACCACGGCAGCAGGCAAAGTAGTGCATGGCTGAACCTGTCCCCATGTCTGTTCAATCTACATCTTCAGCTGCATGCCTGGCTTTCTCTCTCTCTCTCTCTCTCCTCTCTCTCTCTCTCTCTCTATCTCTACTATGTCTTTGTCACTATGCCTGCCTGTCTTACCCAAGGTCTCGTCCTTGTCTGTTGCTTGGTACACCTATCTGTGTCTCTCTGTGTTCCTAGGCATGCCTGCCCCACTCTCCCCCCCCGTCTTCCCTCAATCTGCCCCTCAGCTT2795869 5271

M00328:4:000000000-A3DTF:1:2106:21369:11957:1 GCTCTCTCTTTCCCTCTGCTCGGCTGTTTGTCGCTGTCTGTCTGTGTGTGTGTGTGTGTCTGTCTGTCTGTCAGCCTGTCTGTCTCTCTATCTGTCTGTCTGTCACTCGCTCCCTTGCTGTCCCTCTCTGTCCGAACCTGTCACTGTTTGCCAGTCAGTCTATTCATTTCACTGTCTATCTACC4046390 7553

M00328:4:000000000-A3DTF:1:1101:5856:16394:1 CAGTTAGTGCATATCTAATTTCAAATAGCCCAGTGAGTCGAGAACGTCGAAACTTGACATTACATCACCATCTCTCTCTTTCTCCCTTACTCTTCCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTTTATCGCTTAGTCTTCCTGTCTGTCTCTGTGTCAGTTTT122077 251

M00328:4:000000000-A3DTF:1:1107:9332:7855:1 CCTCAGTACAGCCTGGAACCTTGAACTAATTACTGCTCGGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCCCGCCCTCTGTACGCACTCACCGGGGCACTCTCGCTCAATTCGTGTACACTGAATCGCCAAAGCGCGCCAGAGCGTTCTAGACTATATATAGAGCCACTCACTCCACAGAGTGTCTCTCTTAAACACATCTCCGCGATCTCTAGACAACACACGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCCTGCCCTTTGTACGGACTAACCGGGGCATTCCAGCTAAATTCGTGTACATTGAATCGTCAAAGCTTGCCAGCAAGTTCTAGTCAATATTTAGGGCCAATCACTCCACAGAGT1283831 2436

M00328:4:000000000-A3DTF:1:1108:17748:18853:1 TGTGGAGGCAGCTCAAATCCCTCGACATTTGTAGCTGTCAGATAGTAGACACGCGGATATTCCTGTTTGCTATCTAACATTCCATCCTAGCTGAGCAATTTACCACTCTAGGTCGTAGCTGAAGGCGATGTGCTTGCCCTGTGCGATTCAGGCCATTCAATGTCTGCAGATGGCCATGCATGCTTCTCTGTCCTCCAGAAGCAGTAGTAGTAGCCCCAAAGAACTCTACTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTACTGCTGCTGCTGGATCAACGTTTCTGTCAAATCGACTGGCCTTTACCCTTATGTC1613241 3085

M00328:4:000000000-A3DTF:1:2102:13922:4037:1 GTTCAAAAGTTTGTACACCAAAGAGAGTGCGTGCACGTGTGCGCGTCAGTGCGAGCAAGTGCGTCAGTGTGCACATGAGTGTGTGTGTGTGTGTGTGTATGTATGCGTGAGTGCCTGCATGCGCGTAAGAAGTCAGGTTGGTTTGCTAAGTGAATGCGTTAACTCCACCTGGAACACCATGTGACACAAAGACTAAGTGCATGCTAAGGCTGGAAAGCTTCCTGTAATGCTCATAGAGCCTTTTTGCACTCTGTTTTACACTAGTGGCAAGGAGCCCGCTCTTTACGAGCTAGGTAGCAGGTTCACGTCCAGCAGCAAGCAATGCTTACTGCCTGATGCAAGCAGGTGTGACAGCCTCTACGGC3181718 5946

M00328:4:000000000-A3DTF:1:2104:9364:9338:1 GCGGATGCCGAGCCCCACGTTTTCGCGAAGTTAGCCGCGCTCTTTCCTATTTCGTTTTCTTCTCCCTCATTCCCTTCTCAGCCGATTTTGCTATCTGCCCTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGCGCCACCGCTACAACCTTTCTGCAACGATTTCTCTCTCAGTTCTCCC3623298 6761

M00328:4:000000000-A3DTF:1:2113:18142:8067:1 CGCATACGAAGCGCAATTACTGAGCAATTATCTACCAAGATGATTTGACTGATAATTTTAATGATAATTTTACTCTGGTAATTGTACATTCATGTGATGATAATTTCTACAGCTTCATAGTCTAAATTATAGTCATTCTGGAGTTTCAGCGGGCGTATTGTGAGGTGTGTGTGTGTGTGTGTGCGTGCGTGTGTGTGCGCGCGTGTTTGTTTAACAGGGATTGACCAAGGCTTCGGGGAGGTTTCCGATCGTACTAAGACGGTGCCGCTATGCGCATCGTGTCGGTCTCACTAGTCATAGTAG5392479 9931

M00328:4:000000000-A3DTF:1:1106:8788:10564:1 AGTATGAGCAGTTTCATTCCATGTTTGACCATCAAGATTATTTACTCTTAATAAAGAAGTCCTCAATAATTTTTGTAATCTTCCAGCATCACTAGAGTTTCTACTAATTCCATGTCGAAGCCATGAACCACAAACCTATAAAATTTTTAAATGTAGATTAAATAATATATATATATATATATATAATACTCTACCTCACAGGCAACAGATATAGTCTCAGGTGTAGAAGTCGAAGTAAAAGCAGGTCTTAAAGTAGCAACAACCTTCATTTTACGTTAATTAAAAAAAATGCACCTGTGCTTGATAT1106131 2128

M00328:4:000000000-A3DTF:1:1109:10845:21063:1 TTATATGCCCTGTCCATGCAAAAAAAGGGAATGCTTTGCTTGGGGGGTGGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGGATTATTGACTATGAATCCGAAATGAAAGGAAGTTTAGTCGTCATTAGCCTTACAACCACCGACGC1845029 3515

M00328:4:000000000-A3DTF:1:2111:22636:22468:1 GAGAGAGAGAGAGAGAGAGAGAGATCAAGACCAGCTGATGGAGAGAAATAGACAGCTTGGAAACGGAGAGAGCGACTGGAAGAGACAGAAACACGGCCACAGACCGAATAACGTCCAAGGAAGAAGAAAAGAAGTGAGAGAGAGAGAGAGAGAGAGAGAAAGATCGTAGTACACCACAAAGATCGATGCCGGATAAGACTCGGAAATCATAATCTTAATCTCTGAGACCTTGCCATTTCATGCTATGAC5143490 9552

M00328:4:000000000-A3DTF:1:2112:6752:25496:1 GTGCTTGAATGGGCTCATAATTGAAATTGCCGACAGAGGATGATGATCAAGCTGCAGCCGTGCATGTGGTTCTATGTGTGTGTGTGTGTGTGTGCTAGAATGGGCTCGTTATAATAGAAATTGCCGACAGAGGGTGATGATCAAGCTGCAGC5369794 9881



M00328:4:000000000-A3DTF:1:2113:15559:10661:1 CACAAGGAGGCCCTTCCGGTCAGCTGGGCAGCCAACCATCTTCCCTAGCCAGCTAGCACGGCTAGCACCTTGGCTAGCTCCGAGGTGCTCGGACCAGCTCATCAAGAACTCCAGCCTCAGTTGGTACAAGCTAGGCACGATATAAACATGCAGTAAAGACATCTGCCGCAATTGACAAATGACAGCGGCAGAAAGTTAATCAAACGCCTGATGCAAAGGCCCTTGACACAGGGTAGCAGCAGCAGCAGCAGCAGCAGCAGCACTCCCTAAAGATCTCTTGAAATGGCTGTCAGGTCCCGATGGGAGCAACAGC5416642 9972

M00328:4:000000000-A3DTF:1:2113:19595:25787:1 GCCCAAACGCCGGGTAAAACACCATCCGGCCCACGCAATGGGCGCACGTACCGGGTACAACACCAAAAAAGCATATGTACAGTGTTTGCACGGCCGAATAAATACATATATATATATATATATATGCATAATGCGCGCTAATTAATAGTCATTGCCATTGTCCAACCCTTACGCTAAAAGTATGTGAGGCACAGCTGTCAACAAAGGCATTTCTGTGTCAGCCCTGGATTTTCAGTGTCAGCC5571798 10270

M00328:4:000000000-A3DTF:1:1111:10377:18907:1 AATACATGTCTAACGTTCAGAATCTGAATCACAGCATTGCCAGAAAACACGTGAATGTTCATAACTGTCACAGAGACCAAGCTGCAATCGTTGATAATTTTTTGCCTGCATTTACAAGAAATGAGAGAGACAGGCGGGGTGGGGAGAGAGAGAGAGAGAGAGAGAAAGAGAGAGCAAGGACAGCTGGGAAAGAGACACAAGAGTGAGGGAAAGTAATGAAAAATGTGCTCATCGAGTTATTCTCTTGGATGCCTAACTCAGCCCAACACCAGCTAGCACTTTACGATGCAGGCAGTAGGTCCGGGTACGGCGGATCAGTCACCTCCTTCATGC2241547 4245

M00328:4:000000000-A3DTF:1:2104:6768:17545:1 GTTGGACATCCCTTGACGACTCCGGCAACCTAGAGCCATACGCAGAAGGGGACACGCGCGCGCGCGCGCGCACGCACACACCGTCTCCAACGAGGCCCGGCTGCTGTCAGGCACTTCCACGATGCTACACCAGCATCGCAGATGGAAATAGCCAGACTTGACGTACATGAGTGAGTCCCTAAAAAACACCAGTTACAAAATAGCGTCGATACAC3710303 6907

M00328:4:000000000-A3DTF:1:2110:20575:16954:1 CGTATGAACTATTATTACTAATGTCATTACTAAACGTTTTCTAATTTTACAAACGTCGATATTGCATTTGCTAACCATTAATAAAAATAAGAAGCCGAGGTATGCTGCATCTTCTCTTGAACTATCTGTCTCTATCCTTGTCTCCTTCTCTCCCAATTCTGGGAATCCGTCCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTGTGAGCTTTGTCTCCCTGTGTGTGTGTG4885864 9074

M00328:4:000000000-A3DTF:1:2111:20168:11081:1 TACATGCACAAGCAAACTGCTCCAGAGCCATTGAAGGTTGCATGCAGCTAAAAACCACATTTAAGTCATTAAGCGGAGCGAGTGCGCGAGAATCAGGGAGAGAGAGAGAGAGAGAGTTAAAAAAGGGAGGGCAAATCAGACAGCATGCGCGTGTGGGTG5019697 9312

M00328:4:000000000-A3DTF:1:2111:22198:11604:1 CTCTCTGTCTCAAGTTGCACGAATGCCTCACTATGTCCGGTAATTTCAAATTTTTTGTGGCTGCCATTTGTGTGTGTGTGTGTGTTTCTCCTTTGCAAACTAGTGAGCATATTGTTGTACTGTTCCTACCCACAAAGTATGCACACTTACATAGATGGTTTGGGGCTGTCTAGACACATGTAACTATCAACCC5025023 9322

M00328:4:000000000-A3DTF:1:2108:10107:19651:1 AGTGAGCAGCTGGATTGTACGGTGCGTGTACATATTTGCACCTCTGTGCATGTGCTTGCGTGTGTGCACATGCACGTACGTGTGTGTGTGTGTGTGTGTGTGTGTACGAGTTTGTGTAGCCCGTCGTTTCACACGGTCCAGGGTACGGTAAGAGCCTTGATGCGCATGACTCGGAGCCTGCTGCTGCTGCATGTTCTAGTTCATTCAGATC4523573 8430

M00328:4:000000000-A3DTF:1:2109:13643:11008:1 GAGTGGAAGGGAGGGAGGGAGAGAGAGAGAGAGAGAGAGAGCAGTAGTTGGTGCTAAACGAAAATGGCAAAGAAGAATACCATTGAAACCAGTCCTTGAGTTGTGTGCCGCTGGCACATAAGACCATGACGGGAGCTGTGTATTTC4627637 8617

M00328:4:000000000-A3DTF:1:2114:16731:22204:1 GACCTCGCCCGGCGATGCGTGCACATGTGGGAAGTATGTATGCGTGTGTATGTGTGTGTGTGTGCATGCGTGCGTGCGTGTGTGTGTGTGTGTGCGCGCACGCGTTTCCTCTCTCTCGCCCTCTCTCTGCTAGTTGACGACATGCAAGAT5742096 10586

M00328:4:000000000-A3DTF:1:1103:3448:17677:1 TGCCAATTCCATTCCTGTTGGTATCAGGGTTTTATTGGCTTGGCAAATTTCAGTGACCAACGGAAAGAATTATTTCAGAACTAAGAGTCATGAAATTATCTGCTTTTAAACATGATCCAAGAGAGACTAATTGGCTTGGCAACAAGTTCTCTTAGAATAGGATTAACATCTTTTCTCGACATTAGAGGAATTGTCTTGGAGTTTTTCAAGTAAAGTGAGAGAAGCCAGGTAAGTTTCTGCATCGGTTTTTATTACTCCAGCCATACATGCTATTGATAAAAAGTTTTGTCTTTATGATAACCAAGTTTTCTACACCGCGCATGTGTGATGTGGTTACATGATGGACTGGCTAGAGTGAAGAAGGTGGGCTCCGGATGTTTGAGCTCACCTTAGGGCCCCCAAATGCTTTTCACCGATCCTTCAGCTCTCTTCCTCTCTCTCTCTCTCTCTCTCTCTTTTTCCTGTGTTCGTTCTCTTGGCCTGGCCTACCTATC563452 1128

M00328:4:000000000-A3DTF:1:2105:6134:12366:1 GTTGCATATCATGCACCTTCGCTGAAAGCTGTCATCCACGTCTCTCTCTCTCTCTCTCTCTCTCTCCCTGTCTCTTCTGTCTTTTATACATATCTGCGCGCCCACGAGACGACGCGTGCTCTTGTACGCCCTCTTCTGCGTGAAAAAAAAAAACACACCATACGAGACACCCTATACCATACATATCGCACACAAGACACACAAACCACCAGAAACCAATACACATGTGTATCTCGCGCCCTCGCTCAGAGCGCTCTTCCCCGCCTCTCTCTCTCTCTCTCTCTCTCTCCCTGTCTCTC3852698 7150

M00328:4:000000000-A3DTF:1:2105:19250:25364:1 GACAGAGGCAGCAACACCTCAGCGCGCGATGGTGCATGCGTGTGTGTGTGTGTGTGTGCATGCAGGCGTGTGCATGCACGTGAGGGCGTGCATGTATGTGTGTGCGTGTGTACAAGCGCAAGCGAGAACGTGCACAGGCACACGTGC3978623 7420

M00328:4:000000000-A3DTF:1:2108:21990:17574:1 ATACGAGTCTGCAAGCCTTCTCTTTGACTAACCACTAGCCAGCGCGAAGAATACGCTCTTTTTTTAATGCACTCTTTAGTTGGAAACAGATTAATAACAATTTGTTTGCTTCTAATATATATATATATATAATGCTTAGCCATTTCGAACGCATGTCCGATTTAGAACGTCAAACGA4501422 8398

M00328:4:000000000-A3DTF:1:2110:15022:21648:1 AAGGAGGTGCGCCTGCTGCCGTCGCACCGTTTCTTTTTTGTGACCCGACGCAGCTGCCAAGGCGACGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGTGCGGGCTGCAGGCGGCACCGGAACCAAAAGACGGGCACCGCAGCGCGGAAGAGGTTACTGGAGGCAGGCGTGCGAGTCACTACGCCGGCGGCTGGCTTATCAGTCCGGAGCCGGTGCATCTGAGTATAAAAAAAGGCGGATAATCGGAACGACGGAGAGACAGACTGGAGAGC4934915 9157

M00328:4:000000000-A3DTF:1:2112:18537:13130:1 GAGTAAACGCATGGTGTGACAAAGGACAGCCATGACAAGAACATGCTACGAAATTGCACAGGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGGTATGGGGAACAGGCTTTATGCTGTACATGAAGGCAGAGGTCCTTACC5241861 9681

M00328:4:000000000-A3DTF:1:1103:3737:16448:1 ACAAACATGCAGGTACGGGGGACAGACGAGTCAGACACGAAAGAGGGAGAGAAACAGCTAGATTAACGGAGAGAAAAGGATAGGCAGAGAACAACCAGCAGACTGAGATTCGGGGAGAGAGAGAGAGAGAGAGAGAGAGAGAATGAGCAAGTACGAAAAAAGCTTCCACGCGAGAAAGAGCAGCGGAGACAGAGGAGGGAGACCAAGAACGAGAGGTAGGAAAAATGAGCGCCAGAAAATAGCAGCAGTGAGATGCTATCGGTG550010 1095

M00328:4:000000000-A3DTF:1:1105:8476:25500:1 CTTCTAAGGCGCCTGGATTGAGATCGGGTCCTCGCAGACCGTTATACAAGCGAACTATTATTATTATTATTATTATTATTATTGGTTATTATGAATATTTCTTTCCAGACCCAGGCCAGCCGCTGATTGTCTCAGTTATCTTCACTGAGCACTTTCTGACGGGACTGCGGTAACAGAGGTGTATAAAAGAAGGACAGGAGTGTTCTCCGGTTAAGTACTGACCAAAGATGAACAAGATTTTGAGATGACTCTTCAACACCGAATCAGTTG1051535 2029

M00328:4:000000000-A3DTF:1:1112:12932:20290:1 GCCCAGTGATGAAAAAACCAAAAGAGCAAGAGCTCGGGAAGGCATAGGGGAGCCTGAACGTGGGGCGCCGGCCCTTCAAATCGATCTGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAGACAGCCCGTGAAGCTGGTATGGCGTTAACTCGGGCGCAGTGTTGGCG2469228 4646

M00328:4:000000000-A3DTF:1:2112:15818:15996:1 GCAGTGACCCGGTTTCTCACGAGTTTTGGTGCGTGCGTGTGTTGCTAACGATAGTGGGTTTATGAGGGCGAAGGCGAGTGAGCATGAGAGTGCGTGTGCAAGGAGGCGCCTGCGAGTAAGTCTCCATTTTCGTGCACATGTACCTGAGTGTGTGTGTGTGTGTGATCTTGTGTGTGCATGCTTGTGTGTGTATGTGTATGTGTG5274492 9732

M00328:4:000000000-A3DTF:1:1101:8057:23066:1 CTGTGGAGTGATAGCTTTAAAAGCAGACTAAATTTGCTGGCCAGCTCTGATGATTCAATGAATTAATTTAGCTGGCATGCCACGATTCGTTCAGAAGTCATAGACGCTAATGCCAAAAGAAATAGAGAGAGAGAGAGAGAGAGAGACTGGGTTGAAGTTACATCGGTTTCCTATGTCCAGGGTTGGTTTCTTAATGAGGGGCCTGATGATAGCCTCTTTCAGGGGCACATGAACTATGCCTGTTGTTAAAGACATGCTGCATACTATGTTGGTTATTGTAGTGTGC195972 410

M00328:4:000000000-A3DTF:1:2106:14371:11450:1 GTATTCGTGCATGTGTGCCTGTATGCCCGTGCATGCGTGCGTGTCTGTATGCATGCATAAGTGTGTGTGTGTGTGTGTCCACGTGTACGTGCACAGTCTTGTATTGCAAGCACGTTCTATCGTGATATAGCCTGCTGTGCTAAGCTGCTGCGTGCCGCGGCCTGGGCCATGCGTTTGCATACATG4041343 7542

M00328:4:000000000-A3DTF:1:2101:8426:18186:1 GAGTACCTACCGTCCGATTGACGAAGTGTGTACTCCCACATTACATAGAACGGTGTGATCTATCAATCTATCTATCTATCTATCTATCTATTTGTGTAGCTGCATTTATCACTGACATTTAATAAGGCCCCTGGAAATAAAAAGACATTGCACACGAGTAGCTGGATAGGTGGTACGCAGGCTAGTACAACTATGGCCAGGAGGGCCAGCAGTAGCGGCATCAGAT3109873 5834

M00328:4:000000000-A3DTF:1:1102:4107:14648:1 GGTAATACCTGTACGTCTTCGTATAGTCCCATGCATTACCTTGCAGAGCACATCTTGTATGTTCAGTATATACAACGTATGCTTGAAATATTTAGAGCATAAGTAAAGGCAAGGGTACGCCTGTTCACGTACTGGTACTTCGCACGTGTGTGCACGCGCCCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGTGTGCGTGTGTGTGAGTGCATGCCAGCACACGAGGG320590 646

M00328:4:000000000-A3DTF:1:1105:4180:11748:1 GTGGTGTTGCGAATGGAGATACATTACATTTTGCTTTCGTCGCGTGCTTTTTCTTTTACGGACTGCTTCTATTGCTCACTCATTAAGCGTACCAAAATATGTGTTCTGACAGTGTGCGAGAGAGAAACGGGAGAGAGAGAGGTGGGGGAGAGAGAGAGAGAGAGAGAGAGCCTCGGAAAGCTGCACTCTTGGCAGC910228 1747

M00328:4:000000000-A3DTF:1:1105:24090:12234:1 GTCTGTGTGCCCATCAGTTGACCAGCCCGACTTCGTGTGGCATTAATTGGCGATGGTCGATTGGATTGCTCGACTCGAGGATGGCCGTGTAGGTGTGTGTGTGTGTGTGTTACCAGAGGTTCCTTCATTGCTGCTTGCCGCCAGGGCTAGTCTGCCTGGTGCCGAAGCTCGGC915306 1759

M00328:4:000000000-A3DTF:1:1109:15913:25792:1 GCCGGATGCTCGGCAGGCAATGATTGCTCTCTCTCTCTCTCTCTGTGTACGAGATAATGAGGCCGAGACGTGGGGCCGGCACGTGAGAAGCTGCTGCAAACTAGCTGCGACCTCGGCTGACTCAGGAGCCTACCGAAAGGTGCACCGCGTCGAGCTTGACCAGAGACCCGGCGGCCGATCGAAGAAATGATCCCCTTCGTAGCCGATTCTGCGGCTCGTCATTGCGTCGTCATGCGGTTCGCACCGGCGCGACGGCTCGTTATGAAG1888474 3582

M00328:4:000000000-A3DTF:1:1114:23566:12958:1 GCGGTATATAATTGATTTAATTAACAACCAATTAACTCCAGTTCTGTTACTTCACGGGATAAATTTGAAATGCTGCTCTCTCTCTCTCTCTCTCTCCTTCCCTCTCCCATCCCTCTCTCCCCCTCTCCCTCTCTCTCGCTTTCTGTGTGTGCGTGTGAGTCATACAGTGGGGGCTCACAACAACGGAAAAGTAACACAAGGAACAACGAACAACTAATGACAATCATTGGGCCTTAAAATAGCTG2805383 5285

M00328:4:000000000-A3DTF:1:2107:22097:21998:1 GGGATACGCTAAGCTATGGCTGGATGTTTGCCTGGATGGCTGGAGACGGCCGCAGATATATAAATTGGAGAGAGAGAGAGAGCGAGAGAGAGAGAGAGAGAGAGAGGCATAAGCACCGGGAGGCGCCGTAGGCTGAGGTTGAACAGAGTGCAAT4347295 8135

M00328:4:000000000-A3DTF:1:2114:10251:9920:1 GTTCTAGGCGCTCTACAAATGCTGGGAGAGAGGAGTGAGTGAGTAAGAGAGAGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCATGTTTAAAGATCTGGCAGTTGCATGCATGCGGAAGCAAGACAAGCACACGTAGACTTGCGACTTATTCGGACGAAGCAAAATC5609071 10322

M00328:4:000000000-A3DTF:1:1106:23124:9763:1 CTTGTAGTGGCTTGCCGATTTGTATGTTAACTGTACTTGCACAGCAGTCAAAGCTTGCCTTAAGGACTTAGGACGATAGCTTTCTGACGATAGCTTTCTCAGAACGAGCATGCTGAGTAGGGAAGGGTCCCACTTACTAGTGTATCAGTATGCTGCCCTCTCTCGCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTTTTCTGTCAGGCTCAATTACTCACCGTCCGATGATCTTGTTGCACGTGCACATGCGC1098248 2113

M00328:4:000000000-A3DTF:1:1106:19108:22020:1 CCTCCCTCCCGTCCTTTCATCGTCGTCCGCCCCTTTCACTCTCTCTCTCTCTCTCTCTCTCTCCTCTCTCTCTCCCCCTCCCTCTCGCTCTCTTCCTCGCTCCTCTCTCTCATCCTCTCAAGTTAGTCTCTCACCCCTCTCACTGTCCCTCTGTC1228415 2341

M00328:4:000000000-A3DTF:1:2108:10425:14267:1 GTGTAAGGGCGACCATGCTTCTCGAGCAGGTAGGACTATAAAATAAGAGGGAAAGAGATAAAGAGAGAGAGAGAGAGAGCAGGGAGAGAAAGTGACAGACTGACAGACAGACAGACCGAGAGCAAGGAGAGAGACGGGTCAAGGAGAGCAAGGAGAGAGTGACGCGGAGCGACAGAGAG4464827 8336

M00328:4:000000000-A3DTF:1:1101:3524:16056:1 GCTGTATCAAAACTTCCGTTCATTAAACGATTCTTAGTTTGAAAATGAGTCTTTATTTGCTGCCGAAGCAATTCTTAAGTCTGTCAAGACGATCAAGAACGATTGTCATTTTTATTTGCTGGTTTCCCTGAGGCCCGCGAGCAATAATAATAATAATAATAATAATAATTTACTTCTTTAGCGCCCTGCGAGAACTCAATCTCGAACTAGGCGCTTTACAAGTGCTGCAAGAG118051 239

M00328:4:000000000-A3DTF:1:1112:16777:21805:1 CCCACGTGTTCCTCTCAGCTTACGGTTCCTCGCAAGTTGTATCCCGTTACGTGTTTTGCTTGCTTACCGCGTGCATCCCTTCCCAGGGTTTACTTTGAAGATGCTCTCTCTCTCTCTCTCTCTCAGCCTTTGTGAGGCGCCTAGAGAAATGGGAATTGGCCCGTCGCATGGCTCTTTACAAGTGCACTATTG2486210 4681

M00328:4:000000000-A3DTF:1:1113:12526:17930:1 CTATGGAAGAGCCCACTGTAATAGCAAAATCGGTAAAGCCGACTTAGCCAGCATATTTCCGGAAGCCTCTGCTAGCAACCTGGTACCTAGATCTAACGTGGCCTCTCCCTGGACGAACATATTAGATCAACTACCGAGACCGCCTACATTCATCTAAGCAACCTGGCCGAAATTAGGTAATGCAAGAAACACACGAGAGAGAGAGAGAGAGAGAGAGAGAGACTAACCAATGCATTTGTGGCTTAACTGCAACTCACTTC2652954 4996

M00328:4:000000000-A3DTF:1:2101:12339:18957:1 AGTGAGACCTGGAGACAAACAGCGAGAGAGACAGAGACAGAGAGATACAGAGCGAGAGAGAGAGGCAGAGACAGACAGACAGACAGACAGAGTGAGAGAGACAGACAGACAGAGAATGAGCGAACGAACGAGCGAGCGAGAGAGAGAGAGAGAGCGAGGGACAGGGAGAGAATCGGGACGAGAGCTAGAGACAAACAAAGAGAGAGAGAGAGAGAGAGAGGGAGAAGGAGCGAGCGAGGGACAGGGGGAGACTCGGGGAGCGAGAGCGGGCGAGCGAGCGACAGATATGGAGCAGCGAAGGAAACCGAGGGGCGAGTGCTATGCTTCAGCGAGGGAGGCCCGCTGCAGTGACCTTGCGATGAGATTATGACCTCGAAACGCTAAAA3118256 5857

M00328:4:000000000-A3DTF:1:2104:21355:20695:1 CCGATTATGGCACCAAGACGGATGACCCATAAGAAAGAAAGAGAGAGAGAGAGAGAGACCGAGACAGAGAGACAGGGAGAGATGGGAAGACAGACAGACAGACACACTGCATGTAGGGGGCACATAGGCAGACAG3741656 6956

M00328:4:000000000-A3DTF:1:2107:23133:15982:1 GCTGTCTAGCTCGGTATTCAAGTAGTGTCTCAGAAAATAAGGGTTCAAAGTTACAATGAAAATCGTCCGAGAGAAAAAGAGAGAGGCAGAGAGAGCAAGGAGAGAGAGAGAGAGAGAGAGAGGAAAGGAGAGGACGTCGGAGGAGAGGAAAAGAAAGTGAAAGAGAGGGGAGAGAGAGAGAGAGCGATAGATAGATAGATAGAGACGGACGGACAAACGGGTCAAAAGAATCCAAACTAGTGTTAATAGGCCTCACATAGAGTCCAGCAC4284540 8017

M00328:4:000000000-A3DTF:1:2108:14776:13518:1 ATAGTATACTGCTCACAGATAGTCGCCACAGCTGCTTCGCTCTATGCTTCGGGCGTTGCTGAGCTCTGGTGGCGATCGTAAGATTCGCTTATAATAATAATAATAATAATAATAATTTACTTGTATAGCGCCCTGCGAGAACTCAATCTCGAACTAGGCGCTTTAC4456732 8318

M00328:4:000000000-A3DTF:1:2111:22050:21144:1 GCCGCTGGCTGTTTCGTTTACGAATAAGTCTACTTTTTCAGTCGTACAGGTCCTGAATCTATAAAGACTAGGTCGGAAATGTAAATAGAGAAGTCACTGAGGAAATCCTTCTAAAAACGCGTAGAACCAGAAATGCTCTCTCTCTCTCTCTCTCTCTTACTTGTCTCTCTCTCTCTCTCTCTTACTTGTCTTTCTCTCTCTCACTCTCTCTCTGTCAAGCTCCAGCCATTAGCCACGATAAGCAGGTCATCACTGAGG5130282 9536

M00328:4:000000000-A3DTF:1:1107:3951:9077:1 GTCCGAGGCACTTCATAAAGGCTGAAAGCGAGGCGCATGCAAATGATACTTTCAAATGATACAAATGATTCAAATGAACTACTACTATTTTGAAGCCGCATACCCGTGTGGCTCTCTCTCTCTCTCTCATGTGCGACCGACAGACCGTAAGACCTTCAATACTTTAAAACGGATTTTTTCAAATTGTAGCTCACGGCAGAGAGACGGCTCCATCAACGTATGTGCATATGGCTGTGAGGCCAGCAAGGTGCACACAAACTGTTTAGTCACACGGATTGCGTC1294421 2459

M00328:4:000000000-A3DTF:1:2101:4021:8617:1 CGTCCAGCCTGCTCATGGGGGCTGTCTCATCTGTATGTCCGTCCCGTTATCGGCTCTGCCTGTCTTGCTGCTCTCTCCCTTCGTCCCTCAGCCTCCCTCTTTCTCTGGCTCTCCCTCTCTCTCTCTCTCTCGTCGTGAGTCATCTCTGCTCCTCTTTGTGCACTTTGTGTCATATTGACT3001385 5648

M00328:4:000000000-A3DTF:1:2102:16510:6813:1 GCCTCCTGCAGGCTAGCAGGCCGCAGCACCCATCGCCGGCTGCGCCTCGGCGTGCCCGAACCGCGGCCGGGGCTCCCGCTGTTGCTGACTCGGCGAGACTCCGCATCTCCGGAGGAGCTCGCTAGGCGGCCGACTGATCTCGACGCGTCGGCGGCCTGCCTCCTCTCTCTCTCTCTCTCTCTCTCTCGGCGGCGTTCTTGGACGCGGACAGCACTGGGCAGCCGAGAATGCGGCGGCTCCGTCGTGCCTACGAGTGCGCGTGACTAACGTCCAG3199191 5989

M00328:4:000000000-A3DTF:1:2102:12862:18980:1 ACAATAACCAACATAGTATGCAGCATGTCTTTAACAACAGGCATAGTTCATGTGCCCCTGAAAGAGGCTATCATCAGGCCCCTCATTAAGAAACCAACCCTGGACATAGGAAACCGATGTAACGTCAACCCAGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATTTCTTTTGGCATTAGCGTCTATGACTTCTGAACGAATCGTGGCATGCCAGCTAAATTAATTCATTGAATCATCAGAGCTGGCCAGCAAATTTAGTCTGCTTTTAAAGCTATCACTCCACAGAGCCGGCACTACTG3328053 6248

M00328:4:000000000-A3DTF:1:1106:13038:19112:1 GATATGCGGATAACTGAGTGTTCGTGCATGAGTGTCCGTGCGATCACACACGAGAGTGTGTGTGCATTTTCCGTGCGTGCGTGCATGCATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCTCGCGTGTGTGCATCACTATCTGGCTGTGCAGCAGTCATGGTGAGCATGGGAA1198925 2296

M00328:4:000000000-A3DTF:1:1113:19931:18736:1 GCTGCCGTTGCTCCAAGGGCAAAAGGTGCTAAGGAAACTTCACTTTCCTGTGGTCATCTATTAGCCATAGCTGGATGCTCGTTGCTGAACATTCATAGTTAGGTGCACCTGCAGGACAGACAGGAATGTGCGTGCGTCTGTGTGCACGCACGTGCAATGTGCGTGCATGCATGTGTGTGCGCGGGCATGGGTGTGTGTGTTTGTGTGTGTGTGTGTGTGAGCAGTGAGGGGCTAACACTATCTTTCTCGGCCTATCAG2662834 5013



M00328:4:000000000-A3DTF:1:2101:10853:19839:1 GACTTCCTCTCTGTCTCTCTGACTCCGTCTCTGTCGTCTGTCCGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTATCCGTCTGTCTGTCTCTCTCTCCCTGTTTCTGCCTCTGTCTCAGTCTCTGTCTCTCTTTTTCAGTCGGTCTCTCTAAATCCACAGCAAAAGGAGGCAAAATTATATCCTTGAAAACCGCAACATAGCCTAACATAATCTTTTGAGGTGATGCGCTGAAGCTACAAATCGCTGAAGTATAGTATGTAGT3127383 5867

M00328:4:000000000-A3DTF:1:1111:5085:18805:1 AGCCAAGCACGCGCACACACGAGTGTGTGTGTGTGTGTGTGTATACCCTGTGTGTGCGTTTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGCCTGTGCACGCGCGTGTAAATTTGTGTGTCAATGTGTGCGTTCGTGTGTGTGTGTGTGTGTGTGTGCGCGCGCACGCGCGTTTGTGTGTGTGCGTGCGTGAGCCCCCTTTTCTTTCTAGTCTTGGATTCAGCCATGCAAATAGGAGATATGAAGTGGTAGATTGTGTAATAT2240342 4243

M00328:4:000000000-A3DTF:1:2102:10991:24397:1 CGCACACACACTTGCATGCATATACGCGAGCACACACACACACACACACAACACTTTTGCATAAAAAAACCAAGCAGTCCAGCCGTCAAGTGCCTGCAAAGTGCATTCCTCCATGGGGTTAGCATGTGCTAGCTTTGTTGTCCATGCA3375283 6332

M00328:4:000000000-A3DTF:1:2112:21492:19624:1 CAGCAGGACATGCAGAGACATCTGACCGGGCCCATGGGCGAGAGTAAGTATAGATAAGAACCTGCAGTGAATGATAGCTTCGTTTTTCAGATACCATCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTTGAGCTTGGCAAGGGTCGAACACCATCGTGCATCCACCGGGGGTGACGATGACAATGAGCACATTGTTCTTCACACCCGTGCACATTGGCAATTGACAATGTACGCCGCGAGCATAAAGCTTCTCGGGCTGGCATTAGG5315351 9791

M00328:4:000000000-A3DTF:1:2113:21110:11137:1 TCGTGAGCATGTCCCTAAGAATGGGAAACCCGGTTGCTATAGTTAATTGTAACGTTTCATAAGCTAGGTTCACAATAGTCGGATTGAAAGCTGTAACAAGAATGGCGTCAACTGGTTATACTTTCTATTCACGGCCTTTTATAATCCTAGCTTCCTGGGGCGGCATACTCACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTCCTTTAGAACGTCCCATGTTTCTTATGCAGTGTATGTGC5421452 9984

M00328:4:000000000-A3DTF:1:1102:18419:5300:1 GTCTTCGACATAGAAGTGGTATTGCCAATCCCACGTGTTTTTAAAAAGAAATGCAATGCTTTCTTGACCTTTGAGAAAGTGCTAATAGTCTTTCTAAGCAAATTATCATGCTACATCAAGCTCAGGTGTGACCCAGATTTCAGCCCTGCTGTAGCTTGTATCACGTGGTCTACTCGGGCGTTTAATAATAATAATAATAATAATAATAGTCTACTTTTATTGTACCCTGTGAGAACCCAATTTTGACCTAGGCGCTTTGAAAGTGCTGAAAGAGAGCATTAGTAGAG231655 478

M00328:4:000000000-A3DTF:1:1106:7362:22431:1 TCTCATTTCAGTACACTCGCTCATGGTCGCCTCGAAAAGTTGCTCTTTCCTCAGTCACCTCTGTCGTGCGCCCGATCTCTGCCTGCCTCTCTTTGTCTCTCTTTCTCTCATTCACCTCTGTCGTGCTCCCGATCTCTGCCTGTCTCTCTTTGTCTCTCTTTCTCTTTCTCTGTCTGGTTTTATCCTGCTTTCTGCTGTGTCTGCCTGGCCGTGCCTTCTTTTTATTGTGCGTCTGCGCGTGTGTGTGTGTGTGTGTGTGTGTTTGTGCCTCTCCCTCTAAAAACCTGAGGACTAGCTGACTGAACAGCTCATTTACGTAGCGGTGGATAAAGCATGAGCGCCTTTCATGCCGACGGCAGAGGGCAACGAGGATTGCCCCATACAGAGTTTGAACCCACGACCTCGGTCGTGAGGTGCAAGGACCCGGACCTGTATGTGTGTGTGTGTG1232457 2346

M00328:4:000000000-A3DTF:1:2101:11858:23359:1 CACACACTCAGTAAGCTGTTAGGCCAGCAATTCTGTGATGGTGGTTTCACCAGTGCTTGTTTGGCCTTTAGATTCGTGACCAGCCAGTTTCTTCTTTGCTGTGGATGCCATGAACTGTTTGACTAGCTCACGTGTAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGAGAGAGAGACGATGCATGTAAACGTATGTGCGCATGTTCGATAATGCACGTGTGCGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCTCTGATATGTGC3160804 5925

M00328:4:000000000-A3DTF:1:1103:19209:9376:1 GTTCACTGCAATGTGCTCAAAACCCAGGGGATCAGAAGCTTGCTATAAACAGCTGGCAGACCTATCAAGGACAAGATTAAGGCAAGAAGCACTCCAAGGTTAGGTAGCTGTCATCAAAGTAACTAGAAATGAACAATAAGCCCGAGACATCTGGGAAAGAGAAAAAGAGAGAGAGAGAGAGAGAGAAAGGAGAAAGAGACCGATAGACTGAGAGGCTGAAAGACGGAGAGACGGACAGAGAGATAGAGAAACAGAGAGAGACACAGAGACACAGAGATAGCCAGAGAGAGAGACAAAAAGAGACAAAGAGACAGAGAGAGAGACAAGGAGAGACAGAGGGAGACAGAGTGGGAC474415 943

M00328:4:000000000-A3DTF:1:1108:19718:17150:1 CCGTCACCCGAGCACCGTAACTAGGCAATAACAGACGCACAAGGTGGCGCTTGCGTATGTCAATATGAACCACCGCGAGAATCATTTCCTTTCATTTCGCCGGTAACTTTCGGACGCGGGTCTTGTGGCAAATGGTCAGTGTGTCAACCACAGACCTACATGGTGTCAACCATAGACAAATATATATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATACAGGTATGTCTATGGTGTCAACTGTCCTCAGACGACCATGAC1593274 3034

M00328:4:000000000-A3DTF:1:1109:14038:22214:1 GCATCATCCTGGGCATCACAGTATAATTCTCTCTCTCTCTCTCTCTCTCTCCCTCTTTGCTAAAGCTTTGGACTTACGAAAGTGCAACGAGACATTTTTCCCACGCACAACCTAAGTAATTCCGGACGTCACTAATCCCTTTTGTCCAGTTTGTTCTGTTTCATTACTC1856870 3533

M00328:4:000000000-A3DTF:1:1113:12699:6362:1 CTCTTGCACTAGCTCCTCATTGTGTTTCCTCTTACTCATCTCTGGCACTCCTCTCTCTCTCTCTCTCTTACATCTCACTCTCTGGCTCCCTCATTGCTCTCTCTTGCACACCTCTCTCTTACATCTCACTCTTTGGCTCCCTCATTGCTCTCT2536293 4774

M00328:4:000000000-A3DTF:1:1113:3909:19518:1 GGGTTGCAGGTTGCTGTACGAGTGACACTATATTGTTATTATTATTATTATTATTATTATTACGAAGGCTGAAAGGCAGCATACTTAAAGTAAATTATGCAAGAGCATGGAGTAGGTATGCGAGAAAAGCACAATACGACTTGGCCAGATCAAACAAAAGCAGAAATAGGTGAGTTTGTTATTTTCTTTTAAGTTAACCGGGTCGGGGGCAGTCCTGATGTCTATCGCGAGCTCTGCAATCC2672375 5035

M00328:4:000000000-A3DTF:1:2102:15815:16853:1 TTGCTCGATTACTCCCCTGTAAGTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACGCCAAGAAAGAGATCAGGCTCTTGCAGAGCATGTGACAAGCATTTTCTTTTGATTGTCTTTTTTACAGCTGTCCACTGCAACAGTAGTAACAGTCCGTTCAGGAAGAAGCAGCTCATCCCATCCTCGAGACTCATTATTCTCGTCATCGGCAGCGACTTATGTGTATAAGAGACTGTAGCTCTATTTCGCCCCCATATGATCTCTCTCTCTCTCTCTCTCACTCTCTCTCACTCTCATGCCAAGAAAGAGATCAGGTTCTTGCAGAGCACGTGACAAGCATTTTATTTTGATCGTCATTTTTACAGCAGTCCACTGCAACAGTAGTAACAGTCCGTTCAGGAAGAAGCAGCTCATCCCATCGTCGTGT3305203 6212

M00328:4:000000000-A3DTF:1:2103:8993:17989:1 CATGCGCACTCACAACCATGTGCTCGTGCTCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATGTGCATGTGTGCTTGCACCCTGATGTAGGTTTGTCTGGGAAATTCGTTTCTTACATGCATTTGAGGGTGCGTTTGCAC3517847 6573

M00328:4:000000000-A3DTF:1:2104:8877:21026:1 TCGCTAGCCGGCGGCTGCAGAAAGTCACTACGTGAGAGAGTGAGTGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGGAGAGAAAGAAAGAGAGAGCTGACATTCAGAAAGACGCATAGCAGGTGACTGCTGTATTTTTTTTTTTAATGGTACGGCGAACACCGAGATCTACGCTCTCCGCTGCGTCGGCAGCGTGAGATGTGTGTGAGAGACAGTCGCTAGCCGGCGGCTGCAGAAAGTGACTGCGTGAGAGAGTGAGTGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGGAGAGAAAGAAAGAGAGAGCTGACATTCAGAAAGACGGACGGAAGG3744691 6960

M00328:4:000000000-A3DTF:1:2109:9751:21981:1 CGTCTGTTCAATCGGGTTCGCTCTGTAGTGCATCAGGCTCCATACATGTTAGTCTGTTCAGTACCCCAGGCCTATCCCGGTTGTTCTGTGATTCCAAAGGTGTCTCGGGCAGTGGCGTAGACATTTGCCTCTTTGGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTCTGTGAGTTTAGATGTTGTGAGTTTTGTCTGTTAGTGTTTCGCATTCAGTGATATCGAATTGGTAGGG4744684 8838

M00328:4:000000000-A3DTF:1:1102:8452:6729:1 CCACAAGACTATAAATATGCCGTTGTGATGACAGGTGAGGCATCGCGCCGGAGCTGAAGTGTGTGTGTGTGTGTGCGCACAAAAGCCCGTATGAGCCAGTTTGTGGGTCTGCATACGTGCAGTCGTTGCTGGTCGCTGCTGGTAGCGGAGCAGAGGACAGGTGAAAGGTAAAGGCATTTTCACAGCTTCGTCAATATAGCAGCCGAAAAGCGTCTGAGACTGTTGCTCCTGCTTGTGGGGAGGCTGGAAGCATTACACGGATCTGGGCTGGAGGATGTCCTGGGTCGCGATGAGCAAGCGCATAACCCCTAGGTTAAGACATAGCAAAAGGACACCTAGGCCAGGCATCACCAACGGGTGGTGTTGCTGTACCATCAGCG240587 493

M00328:4:000000000-A3DTF:1:1108:16872:6638:1 CAAGTAAATGTGTGTGTGTGTGTGTGTGTGTGCATGCGTGTGTGCATGCGGGTATTTCTGTGCATGTGTACATGTACGGGTTTGTGTCTGCATGTGCATGTATGTTAGTATGTGCATGTATGTGTGTGTGTGTGTGTGTGCGCGTGTATGGGTGCGCACGTGTCAGCATGCGGATTGTGTGCACGCACGCGTGTGTTCGTGTCAGCATGTGCATGTGCTTGTGTTTATGTGTACGAGCTCGGCAGTATGTGCA1486259 2824

M00328:4:000000000-A3DTF:1:1114:13552:8780:1 ATGTGTGAGTGCTCGCTTGGGCCAACGAATGTCGCAAAGAGCCACTACAGATGTCTTTCAAATGGTTTGGGTCCTATTTCCACAGCAACGAAACTAAAAATGTGCTACATCAAGTCACGTAGACCACTTGTGTGGAGTCAGAGAGTGAGAGAGAGAGAGAGAGAGAGACGATCTCTTGGAGTGCCAGGCGGCATCCTGTGGCCCTTCTATCGATACCCCCTTCAAGGCTGAATCTCTTAATTGCCTGATCCAGCATAGCTCCTGTCTTGATGATACGTAAAGCTCGTAATCCACCTGTTCGGCACAGCCATACTGTACCAAGAC2764007 5217

M00328:4:000000000-A3DTF:1:2101:14972:19765:1 CCCTATATGCATCCGCGCGGGCCCGTGTCGATGACGAGTGAGGAAGGTCTGCTGAGCCCTATACACACTAACCCCGTAAAGACCGGGACAGCTCATCATACATAGAGGGGAAGAAAACGATGAAAGACGGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAGAAGGAGAGAGAGAGAGAGAAGAGGGAGAGAGAGCGGTTTCCCTCCCAGGAAGCTTGCAGCAAACTCAGTT3126608 5864

M00328:4:000000000-A3DTF:1:2103:19936:17422:1 CAGCAGAGGAAGGAAGTGCTGTCGGAGCTGCAAGTGAGAGCAGAGAGCAGGCGAGCGAGAGGAAGAAGACAGACGGAAGGGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGTGCACGGTGAGAGGTAGAAAGAAAGAGCAGAACGCAAGGAGAGCAGAGGACTGGAGAGATAGAGGGAACGGGAAGAGAAGAAAGTGTGGAAC3511943 6560

M00328:4:000000000-A3DTF:1:2114:21801:13999:1 GCTTACGGCTGTGAGAATGCCAATTAGGTGTCGCTTTAATCAACCTGTCTCTTTAATCAACAGCTAGCTGCCAGCCGACACGACTGCATACATTACCCATTTTCCTTATAGGATGCATTTGCTAATCTTCGCGAGGCTATGACCGTGGCTCACAAGACCATAGTCGATCGAGATGGCGGTCTCACCACATTCTGCGCGGCCGTCATTCTGCCGGCTTCTCGCCAGACGAGCCAAGATAGCAGCAGCAGCAGCAGCAGCAGCGGCTGCGCTCTCGGCCCGGCGAACCCACATGACTCGCACGGTGGTGCTAGGC5651936 10408

M00328:4:000000000-A3DTF:1:1110:17435:18589:1 GCCCTGGAGGAGAGTAACAGTAGACCAAGGTGTCGCCGCTCTCATGGCTGGTCATAGCTCGGAGGAAAGGAGTGCAGAGGAGAATGGAGGAACAGTACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACAGGGGAAACGGGAGCTTTTCTCCATCAACTGTGGAGATTTCCCAGCCCTTGCCACGTCTACACATTTGGCGGGGCGCCAGAGCACAAGATTGGCGG2023645 3843

M00328:4:000000000-A3DTF:1:1112:18812:22024:1 GCCCCAGGCTTTGCCTGAGCCTACGGTTATACATGGCAACATTTCTCGCAAGTGGCTTTAGCCCATTGCCAGACACCCACTCTCATTCCACAGCCTGCCATTGTGAAAATTAATATTTAGCTTTTGGCGTGAACTGGGCTTGGCTCACAAAGGGGTCCATCTGCCGAATTCCACTATGCTTAGGGCCGATGCTTACTTGCCGAGTTGGCCTAATTATGACCAAAGCAAGGGGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGAGTGCGTGCGTGCTTGCTGCTGTGTCATTGCAACAGTTATCCACTAATGTGTCTTTATGCACTCAGTACGAT2488722 4688

M00328:4:000000000-A3DTF:1:1112:11815:23881:1 CATGTAGACAGGCACTGACAGATCAGACACATGCATGCACACGCCAATGCATGCACACACACACACACTCACACGCACACATGTGCACACACACACACACACACTCACACATGTGCACACACACGCACACACAATCGTGCTCGTGGCACTGCACTTAGACAAAAAAGGCGCACGAATGCTTACTAGCGAGCCTGCTCACCGACTGACGTCATGACAT2508370 4727

M00328:4:000000000-A3DTF:1:1113:5165:18583:1 GTTCTCTGAGGCTGCTGCGGTCATAGCCCCCACGTTTGTACGTGTTGGCAAATGCAGTTCGGGCAACGATGTCCATGAACCTACAGTCCAACTAAAAAAAAACCGAGGTTCATATTCAGCGACGCAAGGTCCACCCACTGTCCTGACTTCTCCACAAAGACATCCCGCAAACTGCAAACGCTAAATGTTCGGCTTTCTGTTCAAAATGACACCATTAATGAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGTTAGACAACTGTTGCAGGGTACTACCTCGTCGTACAG2660960 5010

M00328:4:000000000-A3DTF:1:2107:15763:10866:1 GTCATATACAGCCGAAAGGGTATGTGACCGGATGCAAACCATGGTTACAGTATGCAGGCATACGTTTATTCACACATGTGTGTCTGTGCCGGCGCGAGTGCAAAGCGCGCGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGCATGGATGTGTGCGCATGTGCGTGTGTGCGTGCGTGTGTGTGTGTGTGTGTGTTTGTGTGTGTGTG4229096 7892

M00328:4:000000000-A3DTF:1:2112:16407:21538:1 GCTCAATATGGAGCAAATGTACTTAATGATTGTAACAATGATAGCTAGGTGGTCAAACTACATTTGCCCTTCATGGTTTCTGCTGGCATTCAATGAGCTCTGGTATATTTTAAGTATCTCGTATAATCTCGTATATATATATATATATACGAAAATTATTGCTGCTAGATCATCTTACAAGTGCCTTCGCACGTAATGTATTGAGT5335027 9827

M00328:4:000000000-A3DTF:1:1101:8932:25422:1 ATGAGAACTAACGCAAGCAACCCCTCTGGCGACTAGGAATTCTTCCAGCACTTGTAAAGCGCCTAGTTCGAGATTGGGTTCTCGCGGGGCGCTATACAACTATTATTATTATTATTATTATTATTATAGGAAAGGGCTCTTCACATCATGCTAGCCGTTGTAGCTGCTAGCCGTGCGTCCCTCAACAGGCAGACACCAACACCTTCGCGCCCTGCCCTTAATTCAGC215080 448

M00328:4:000000000-A3DTF:1:1111:4290:16932:1 GACAAGAACAGTGTGCCCTCAGAAACCGCTGACCTCCTAGCTTTTCCTTTTCACCATCCTTTTAGTGGCAAACAGCTCTGGTCAATCTGTTATTCCATGCTGCAGCTGCAGTGATGGCAGGGCATGCTCTCAAGTAGACATCTAAATAAGGCTATTGGATCAGTTAGCAACTACCTTTTTTTTGTCTTTGCAACTACTTTCTGCAGAGAAGGACGAAGACTGACTAGTGTTCATCAGGGCCGACCACAGACACATGCTGCCACTTGAACTAGCAATTCACAGAAAGCTGTCGGTGGAAGCTACGTTACCATGTCCCAGCTCTTGCTCTCTCCCTTTCTCTCTCTCTCTCTCTCTCTTTTCCTCTCTCTCTCTCTCCTTCCGTCGATCTCTGTCTATTCCCATCTCCTGCCC2217260 4200

M00328:4:000000000-A3DTF:1:1112:10297:8003:1 GTCTTACACAGCGAGAGTCGAGTAGTCCTCTGTAGCGAAAAGTGACCTAGACTCGCCATTGCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGCTCCATACCTCGGTGCTCGCTCTGGCCCCCTATGGATTGCTTCTTCGATGGAGCTACGTGCCTCGACTTCAATTCCGGCTCAGTTCTGGGA2334031 4409

M00328:4:000000000-A3DTF:1:1112:3995:21868:1 ATGTAGGTGAGAGCAGAGGAGTGGAGGGACTCGTAAGGGAGAGAGAGAGAGAGAGAGGGAGACCGGAATAACTCCGGCGAAACGTTCGAAGTCAACTGCCAGAATTTAAGTCCTCACAGTGTTTCACCACGCGAGGGCTTGGACTCGTAGCTTATCGGCAGTCCTTCCACTCGCAACCATTAGAAGTTTAATTAGAACTGTTCCTATGATTTTTCGGTGCTGCAGCTCTCGGCGGCCTCGCTGCAGCTGCTGTTGCAGAAAGACCACCGTTAACGGGGTGATAATGCATGTTAAGGTAATTTGCGAAACACATGGGCGTATG2486965 4684

M00328:4:000000000-A3DTF:1:2101:14631:13843:1 GCAGGAAACCAGGCTGCACAAACCAATAGACTCAGCTTAAGGGCTCATATGGCAAAAGCTGCACACTATTTGTCCCACCTTCTTCTGCTTCCGCCTCTAGCTCTCTCTCTCTCTCTGTCTCTCTTTGCACCCGTTCCTCTCTCCTTTCACTCACCTCGCTGTCTCTCCGTATCTCTCTCGCTCTGTCTCTGTCTCTCTGTGCC3059916 5736

M00328:4:000000000-A3DTF:1:1102:10138:8550:1 GTTTACGCTGCTGTTGGTGGTGTACGCTTGCGCGCGCGCGCGCGCGTGAGTATGTGTTCTCATTCATCTCAGAGTTTAAATTGAGCGTCTCGTCCCCGTCGGCTCGGCGACGCGACGATAGTTCTGCCCCCGTGCCCATACATGCAAGGCGATTGTACACCGGCGTAGCGCTCGCCGGAGAAAGGAAAAACGGTTAGCTGATTCAGCAGCCTCATCTGTGCAGCGGCAAAAAAGCCTTGGGCTATCACTAAGGC256045 520

M00328:4:000000000-A3DTF:1:1102:4641:15033:1 TACGAGTAGTCCCTGTCAGAAGGATATCCTATACTGTCTATCCTGCTGTGTGCCACTCACTGGAAGTCTGTCATTACCCTCTGGTTGATCACATTTATGGCAGAAAACGTAGACAACGAATCATTTCGAGTGCTCACTCAGTCGCTCATCTGCTAGCCATTTTTTGATATGCTGACCATAAGAGACATCGCCTTCGGACCGGTACCAACGCAGTGCATATTATTATTATTATTATTATTATTATAGGATTCTAGAATAACTGGCAGTTGATGATAGACCCGTCAAAATTCTCCTGTGCCATTAACATCATCTAATT324952 655

M00328:4:000000000-A3DTF:1:1113:22965:12198:1 GCCCAAAGGCCATCGCAATTGCACTTGAAACACATGTCAATTTGGGCTTATTGCTTGCTTTCGGGTGCATGCCACGGTCAAATTACTTTAAACATGCTCTCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTGTCTCTCTCTCTCTCAGCACTTGTGCAAAGCCCCTAGACCGACATTGGGTTCTCACAGTATGCTATACAAGAAAACCATTATTATTAATATTGATTTTATAAGACAGTTGCAAATCAGTTGAAGAATTGAAATGACGTAAGGCATAGT2584073 4872

M00328:4:000000000-A3DTF:1:1113:15676:27499:1 GCGCAGCAAGGGGCCGGATGATTCTCTGCGACTATATGGTTCTTTAATTGGCCACGCAGAGGGAGAGAGAAGAGAGAGGGAGAGTGAGAGAGAGAGAGAGAGACAGACAGACAGACAGACAGACAGACAGAGAGACAGACAGACAGACAGACAGACAGAAAGGCATGAGGCACGGTGACAC2746501 5183

M00328:4:000000000-A3DTF:1:2105:15573:10521:1 TTTCTAATGAGGTAAATCATGCTCTCTTTCAGCACTTGTAAAGCGCCTAGTTCGAGATTGAGTTCTCGCAGGGCGCTATACAAGTAAATTATTATTATTATTATTATTATTATATCCACAACTTCACCACCCGGAGCTTCCTCGCTATCGTTTGAAGTATTCCCGACTGCACTACACGGAGCTTCAATAGCGGCCTGCACCTGTTCAATATTGGTCGCCTTAGGGG3833268 7121

M00328:4:000000000-A3DTF:1:1101:15992:12069:1 CAGCAGCCTTCGGCAGCTCAAATTCTCTGAAATCCCTGATGCAGTAAATTGCTGCTTGATGTAATAATAATAATAATAATAATAATAATAATGATAATAGTTAACTTGCATAGCGCCCTGCGAGAACCCAAACTCGATCCAGGCGCTTTATGTCGCTGACAATTTTCTCTGAATGCACGCAAATTTCGCAGTTGAATATCCGTATGTCATGTAGCGTTATTTCTGAGCTCGTTCATGTAGGTCTGACTCACTGCGCTGACAAAGTCGATTACCACACAGAGGCTGACAAGCGTAGTTCTCAAAGCTGTTGCTAGCAGCGTATTTTATGTAAAATCCGCACGCAGCGTCTGTAATAGTAGTACAAATAATGATAATTTACTTGCAGAGTGCTAGCG70594 123

M00328:4:000000000-A3DTF:1:1105:13645:9569:1 GCCTAGCAGCTGGCTTTTTTTCTGGTGCAGCCCACTAAGCGCCGACCGTGCTGACCGCTTTGCCCTCCGTCCTTGCTCGCCCTGGTCAACACTGCCATCCATAATAACGGTTAGGTTAGTCTTCGGACATTTATGTGAGGAGAGGTGAACCGGGCAGGGTTCGGGTCAACTGCTTGAAAACGAGCGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACAGGGGGAAGAGAGGGGGGAGAGAGAGACGCATGCAAAAAGCGAGCCAAAGGGACGCGCACATACAC888111 1714

M00328:4:000000000-A3DTF:1:1106:7199:22759:1 ATATTAATCTAGAGCGACGCCTTTTCATTCACGACATCGGTAGAAACAAAAACAGAGTGAAAGTAATTTGCCAAATTTCCGTTGCAGAGTTCATGAGCAACCTGAAAACGACAGCTTTGAGAGAAAGAGAGAGCGAGAGAGAGAGAGAGAGATAGAGAGCGAGAGAGACAGGAGCGAGAGAAAGACGGAGAGAGAGAGAGAGAGACAGGTCGGAGAATGTCGTCGGACAATGGCTATCACCAAGCATATGTTATTGGACTAAGCATAGTGAGATGCAGTGACAAGTTTAAGCATCTCAGGGTTATTGTAGGATTAAGCC1235679 2353

M00328:4:000000000-A3DTF:1:1107:6982:23800:1 CACACACACACACACACACACAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACCACACATACACACACGCAGGCGGGGAGCCCACGTTGGATTCCGTGCTGCGCATTCACTACGTCTGGGCTGGCGTCTTCACGGCCAAGGGGCGCGATTCATCAAGGTGGCAGGTCAGCTCCCCCACGACCACACCACAGCATCATCATCATCATCATCATCATCATCATCGTCATCATACTCACGGCCAACAAC1455818 2774

M00328:4:000000000-A3DTF:1:1110:14545:18550:1 TAAGTATAGATACACCGGGAGCACATGCGCAAGAGCAGACGTGTGTGAGCGTCTGAGCCTCTGTGTGTGCACGTTGGTATTCGTTTGTGTGCATGTATATGTGCATGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATACATGTACGTGCCTGTGTGATGCATATGCACACGGGTATCACATGAACGCATGCCTGAAAAAGTAATTAGTGCACGTATCGGTACGACCACGCCAAGAGCACAGCGGAAGTATACAAAAGAACAGGTTTATGACATAGCTAGTAAGTGAAGGC2023198 3841

M00328:4:000000000-A3DTF:1:2103:9228:9616:1 TGCATGCACCATCTCTTAGATACCTAGCTACCACACTCTTACGTCCTTGATTGCCCACTTTTGTTATGGACTGTCTCCTACCTGTATCTCCTACTCATCTCTCTCTTGTCTCTCTCTTTCTCCTGTCTGCTGTCTCTGCCTCTCTCTCTCTCTCTCTCCTACCACCGGCATCCCATCTATCTCTGTCAGTCTGTCTCTTCTCGTCCCCTACCCTCGTCCCGTCTCTATGCGTCTGTCTTTCATTTTATGTCAGTCTGTCTC3428337 6402

M00328:4:000000000-A3DTF:1:2114:8813:15553:1 TGCAGAACCCGATCATGGAGCAGGCGAACTTCAAATAACTTTCGCCCTGTCTGCCTCTGTCTCTCTTTGTCCCTCTATGTCTCTCTCAGTCTCTGTCTCTCCATCCCCTCCTCTCTCTCTCTCTCTCGCATCTCTCACGGCCCTATCATTC5669296 10439

M00328:4:000000000-A3DTF:1:1107:7160:25187:1 CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTTCCCTCTCTGTGTATGTGTCTTTATAGCCAATGCTCTCCGCTCTCCGATTTAGACCCTATTCTTTTTTTGTAATGATACGGGGACCACCGAGATCTACACTATCCGCTTCGTCGGCGGCGTCCGATGTGTATATGAGACAGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTTCCCTCTCTGTGTATGTGTCTTGATAGCCAATGCTCTCCCGTATCC1467603 2800



M00328:4:000000000-A3DTF:1:1108:20892:12147:1 GCCCTAAACCGGTCGGTCTGTCAAATTTTAGAAAGCATTGTGAACCGTGAGTCAAAAGGTTTGCCCACCCCTGGTCTAGGGCTAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCCAACGATTATGGTAATTTGACAGGGTTCGGCACACATAAAGGGTCGTATATGTGCTTAGTTCACAGC1535281 2906

M00328:4:000000000-A3DTF:1:2105:10438:15635:1 CATGTGCACGTCACTGCCGGATTACTTTTTAACCATGTTCTTTCGCAGCACTTGTAGAGCGCCCAAATCAAGATCGGGTTCTCGCAGGGTGCTATACAAGTAGGCTAATATTATTATTATTATTATTATTATTATAACGGTATCAATATGACTTTACGGAAAGCCGGTCACTATGGATACCTTTGCGTATTTCATTTTATTTTTTCTTTTCAAACTGCTGCGGCAGCCATACTGTGCT3888588 7228

M00328:4:000000000-A3DTF:1:2107:8407:10707:1 GCCCTATGTTGCTGACCCCCTCACTTCATCTATGTCTTTCTTCTCGCAGCAAGCTAATATATATACTTGCTCTAAACTTTATAGCTCTATGCTACTCTCTCACTCACAAGCTTTATGTGGCCCCCTCATTAGCTCGCGATTTCTCTCCCCTTCTTCCTGTCTCTCTGTCTCCCTTCCAACTCCAGTCCTGTGCCGCTCTCTTTCTCTCCACCTCTCTCAACCCTCTGCATCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCAACCCTTCTCTCTTTCTCGCTCACTCTCCCACCCTGACCGTCTCAGAGCATTTTGTCTAGCTC4227467 7889

M00328:4:000000000-A3DTF:1:2113:4641:13554:1 ATACGTACGCAATGCGGTTCGAGAGAAAGAGAGAGAAGCTAATGACGAGACCAATGTGAGGTTTCGGATAAATGAAAACTCAAGCTCGAAAACGAGGAACATCGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGGCGAAAAGTCGCTTTGATTGCCACGGGAGCAGGTAGAAAGTGAAACTCGCGTTGGCGCGTAGACTGATTA5447296 10036

M00328:4:000000000-A3DTF:1:1104:16384:19323:1 CCTCAGGGCATACCAGGATGAAGATAAATCAGCGCGTTGGAGAAATTCTATTCTGTTCAGCACCAAATATAATGAGTGACATTTGTTGTGTGTAGTCTGTCTGTGTGTCTGTGTGCTTATGTGTGAGTGCGTGTGTGTGTGTGTGTGTGGGTGGTGCGGTGTCAGAATGCGTTTAGTGTGTATGGGCATATGT786957 1547

M00328:4:000000000-A3DTF:1:1105:3817:9879:1 GCTTAGTTCTATGTGAAGCGTTTATTAGCCGTGCTACTGAATTGCTTCTGCCATCTTTTATCTCATAGGGCGGGCACACAAGGTTATAGTTTCAAGCTTTGCAGCTGCAACCGCGATACTGCACCATCTTTGCCGAACCTCCACTGGCTGCCTGTCAAGCAGCGTATCGATTTCAAGGCCCTATCTCTCTCTCTCTCTCTCTCTCTCTCTCGCTCACTCACGAACAGGTCTCTCCATGCTTCTGCTTCCGCCTACCTGTCCGAGTTGCTGATTCATCAGCCGGCCCCTCGAGTCATCCATTCCTTGGACTCCGGTCATCTAGTCGTGCAGCTCACCAGGCGGAAATCCTTTGGTGACCGCTCTTGCAGATCCTCCAGTCCAAAAACTTGGCGCTTGCTCCGGGCTGACACCAGAGCTGCCTCTGAC891224 1719

M00328:4:000000000-A3DTF:1:1108:13723:24754:1 ATCTCGAACTAGGCGCTTTACAAGTGCTGAAAGAGAGCATGATTAACGTAGTCTGACAGTGGCATGCACGCGGAAGCACGCAAAAAGCAAAAGCACACATAGACGCGCGATTTCAACGAGACGAAGCAAAAGCTGCACGGAACAGGTGTGTTTTTAACTTTCTTTTAAATGAGGTCATATCAGCGGCTGTCCTGATATTATTATTATTATTATTATTATTCGTTTGTCCACGAGTCAGCCATAGTC1673869 3200

M00328:4:000000000-A3DTF:1:1101:21976:19402:1 CCAATATAATTAGCCAGGATTTGTTGCTTTATTGACAGGATGAGTAATAGACAGAGACCAGAAGACAGACACATAAAGACGGAGAGCGAGGGGAGAGAGAGAGAGAGAGAGAAAAGGAGACCGAGAAAGAGAGCATGCTATATTTACGAGAAAGAGTGTGCATCTTAGCAGCCAGCGCAGGCGCCATCAATGAAAACTTATTTCGCGGGACACCAATAT157206 322

M00328:4:000000000-A3DTF:1:1105:15116:13180:1 GTAACATCTTCTTCCCTTCTGCCGACTCCGGCACTTCCTCTGATCTCTCCATGTGACATCCACCTAGTCCTTGTGGCTTAGTGGTGTTGCCAATGGAGCACACACACACACACACAATAGACGGACTGATACAATTCAAGTGGTCCATGGCCGTAAAGCCAAGGCACTTGGATGTAATTTAGCAGCTAGCTGTTGCAAAAGTATTATAT925770 1780

M00328:4:000000000-A3DTF:1:1114:23968:16330:1 GCATGGTCACTCGATGCTCCCAACAGCAAACTTGCCACAAAAAGTGGTGTGATCCAGCCTTGCTCAAACCTTGGGCGTAGATGCAGCATGTTCTAAGAAAGATCGATCGGTGAGCAGCAAGTGCAAGTGAGAAACAGAGAAACGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGGGGCAGAAGAAGAGCAACGGAGTAGGGACTGCCAGAGTGGGAAGC2845944 5380

M00328:4:000000000-A3DTF:1:2109:14319:9841:1 ATGCCTTACTGGCTGGGCAGCCTTTATGCCTTACTGGCTGGGCAGCCATTATGCCTTACTGGCTGGGCAGCCTTTATGCCTTATGCTGCGGTACCTGGACGACCCATGGGCGACCGCTTATGCCTTATGGTGGGCCGCCTGCCGGCAGCCTTATGTTTACGTGCCTTTACGGCATAAAGGGCATCGGCATAAGGGCATAAAGCCTCAAGCCCATAAGCCGCCGGTCACGCTAACACACACACACACACACACACACACGCGCTCACAAACACAGAGCACGGATAGCTGC4615812 8600

M00328:4:000000000-A3DTF:1:2110:12097:25296:1 GAGAGAGAGAGAGAGTGGGAAGAGAAAGACAGAGAGAGGCTACAGAAAGGTAGTGATATAGAGAAATAGAAGAGAGACGTAGATGTACCGAGAGGAGAGAGAGAGAGAGAGACTGAGAGAGAAGGCATTGCTGCTCTTCGGTGAGCTACCAGCTGGTTTGAGAAGAAAGACACTGAGAGAGAGAGAGAGCGAGAGAGAGCGACAATTTGCGCGCATGTAGAC4965145 9218

M00328:4:000000000-A3DTF:1:2111:20588:9884:1 CTCTGTCTCTCTCTCTCTCACTTGCCATCTAGTTCTCTCACTCTCTTTCTCGCTTTCTGTCTCTCCGTCTCTCTCCATCTCTTTCGCTCTCTCTCTCTCTTCTCTCTCTCTTTCTCACTCTCTCTCTCGTCCTCTTCTCTCTCTGTTCATCTCTCACCCCTTTCGGTTCCTTCTCCTTGTTCTCTCGCACTCTCTGTCTTTCTCTCTTTCTCTCGCTCTCTCTCTCTCTCTTTCTCTCTGTCTCTCTGTCTCTCTCTCTGTCTCTCTCTCTTTCTCTCTCTTTACCATCACGGCTGGGCAAACTTCCCCTTTTCTCTGTTTTAATCCTTCGCTCCCGCAAACAAAATGATTATAACC5007416 9290

M00328:4:000000000-A3DTF:1:2111:8280:18759:1 AGCCAGAGGAACAGGTATTGCGGTGAACAGCTTGGAGTCCAAGCAATTCCGTGGGTTTAGCCGGAGCAAAGTCTGTTCGCTGCTTGGTTGAGAGCCAATCTAGGTGAGAGAGAGAGAGAGAGATAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAGTAGTGGAACGCTGCAGTTTTTTGTCGTATACGACCTACTAG5104806 9482

M00328:4:000000000-A3DTF:1:2114:20453:19415:1 GGCTCTCAGCGTCTGGCCGGCGGCTAACAGCCAGTATGTAGCATGGCCGTGGTTTGGGCCTCAAGTTGTTGTCCGCTGGTACGAGATGCCTGAAAGCCTCTCTCTTTCTTTCTCTTTCTTTCTCTCTCTCTCTCTCTCTCTAAGTCTCACTCTCACACTCGCAATCTCTCAGCAGCAATAGCTGACGCACTGTTTAACGA5712917 10526

M00328:4:000000000-A3DTF:1:1102:11117:16469:1 GATAGAGGCAGACTGAGCAGACGGAGACAGACAGAATGAGACAGAAAGAGATGGAAAGGAAGAGACTGAAAGACGGACCGAGGCAGGGGCAGATACATAAAGAGGCACAGGCACGGAGGAAGGGAGAGAATGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCACGTGCAGCAGCAGAGAGGGGGCAGACGGAATCAGAGAGAAAGACAGAGACAGATAGGGGTAGACAGAGACAAACAGAC341182 686

M00328:4:000000000-A3DTF:1:1103:13604:15526:1 CAGCATAACCATGCCAGGGAAAAGACAAAGAAGAGTGGGAAGAGAGTGAGCCAGACAGTCATTGAGAGAGGAGGGGGAGAGAGAGGAAAGTGACAGAGGGAACAGAGGAGGGGAGCTGCACAGGCAAGGAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGGAGAGGAGAGAGAGACAAGGCAACAGTGTGTGTGTGTGTGTGTGTGTGTGTG539708 1075

M00328:4:000000000-A3DTF:1:1105:6727:13179:1 ATCTAGGATACTACTAGTCCACAAGTTTGCTTTATGCAGTCGTTGGTATGTCATCTTCGACCTTTCTATTTCCTGACTGATAGTTCAACGTCTACTGTTGAAATGGAACAGCAGAAAAAATTTGGAAGCAGGCTCCAGTCGCTGCCCCTTGGTGCCTCGCCTAGCTGCTTTTAGCATTACCTGGCACTCAGTAAGACACGCTTCAGTGGCAACATAGCCGCACGTTAGTGACTTTAGTGCAGGCATTTTGAGAGGGGGAGAGAGAGAGTGAGAGAGAGAGAAAGAGTGTGTGTGTGTGTGTGAAAAAGCAAAGATTAGGCGGAGCAAGGAAAACTGAGAACCGAGCACAGAAACCAGCAGCAAGCAGGAATTCCTCTGGGTTTATCACACAGCAGGACATGCTAGCGAAATCATGCATACAATGCATCCTTTACAGCTGGATGCACTAAGG925755 1779

M00328:4:000000000-A3DTF:1:1105:21923:18790:1 ATGTCGTCCTGAGAAAGATCCCTTGCTAGAGCTTGGAATGCAGGTAGTGAAGAGGGTCGTGCAGCTGCTCTCTCTCTCTCTCTCTCTCTCTCATGTCATGCTCAGCAACGAGAGCAGGACAGAGCCTCCCCTATCGTCGGTTTCCCCTATCGTCGAGCGGTATGCAGGCATGCGAGGTCGCTACTGATAGGCAGGCCAGCAACCGAGAGGCACATGGGGAGTGCTTGACCCTCGACGAGGGCCTAGGGTAACTGGCGGTGTGGGGCACTTTGGTCC988382 1899

M00328:4:000000000-A3DTF:1:1112:4400:14658:1 CGTGTGTATACACGAGCATGTACATGCTGACATCCACCTAGCACGTTTGCATAAGCACTGCCATGCACACACACACAGACACACACACACACACACACACAAATACACACGAGTGCACGCACACTTACGTGCACACACACATGCACACAGACATGCCTACGCACGTACTGGTGAAGACAGATAAGTCTGCAAAACCGCAGGCAGATTGGC2400913 4530

M00328:4:000000000-A3DTF:1:2104:8380:11715:1 CTCTTTTAATGTTCCTGCTGATACCGACATTGTTACTATTATTATTATTATTATTATTATTATTATCATTATCATCATTATTACTATGAGTCATCCCAAGAAAGCAACTCAGCTATCTCGCTTCGTAGCTTAAAAACCTTTGATTGCCGAAACCTTTGCTCCGCCCGACTGAAACTTCGGGGAAGAACTACCCGAATCTCTTTTAATGTTCCTGCTGATGCCGACTTTACAGTCTTCTATCAGGCCAGCCTACTC3647483 6796

M00328:4:000000000-A3DTF:1:2106:15107:22585:1 AGCGCAAGTCGCAGTGGATCTGACATCTACTCATTGCGGTTTGATTCCATAAGGTTGTCCAGGAAAACGAAAACTCTAGCCCGATGCTATAGCTTGTATAGCGACTTACAGATAGCTGTCGTAGCTTGCTAGAATCATCCCTGAGCTACAGAGAACGCGCGACATGCTCGACCTATAGCGAAATACTTACGAGGTTTGAACTGCGGAACCGAGAGCCAGGAGAAGGGGCCAGCAGAGAGCGAGTGACCACGAAGATTGGAGCGTGAGCGAGGGAGAAGGAGAGCTTGAGGGGGAGAGAGAGAGAGAGAGAGAGAGGAGAGCGCGAGGGAGTGCGATAGCGTCGGAGACAGTCACGCGAGCGAGTGGGCCGGTTACCTTG4155177 7754

M00328:4:000000000-A3DTF:1:2110:7378:18448:1 ACTTATGGCCGCGAGTGTATATATGCATATATATATATATATGTATATATTTCCCGCTATTCAAGCTGACTGATGCAGTCAAGCCTTGCGGTATCATTCTGCCACATGTTCGGTTACAAGGCCAAAAATAGCATTGCTTGCCTCATTCGTAGCAGCCATCAAGTTGATAGGTGATAGTCCTTGGCTGAGCAGAAGTGCTG4902059 9100

M00328:4:000000000-A3DTF:1:1103:16097:23453:1 GTCTTAATGTTATTCTCTCGCAGAACCATCAAAACTATTAGAGCTATACTTTAAAAGGGCGCTAATTCCACCGCCATGTTCTGACACTGTTCAGTCAAAAAAGCTTCTATGAGCAAAAAAGCTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTAGCAGTAAAAGAGCGATGCAGACAAAAGCTATTACGTGTCAACGAATAAGCATCCGTTAAATTCCAAAGAGCATAACAAATGTAACACACACGAAGG620934 1271

M00328:4:000000000-A3DTF:1:1106:22340:11362:1 CGTACACACACACACATTCACACAAATACGCGGGCAAAAATACACACTCACACAAATACCAGAGCAAAAACACACACACACACACTCGCTCACGCAAGTACCCACGTAGTACTCGTGAAGGCGTTTGTAGATTTCGAGTATCTTTCCATGAACCACCTGCTCCTAGAT1114086 2142

M00328:4:000000000-A3DTF:1:1106:10506:23537:1 GTGCATGCACATGCACACACAAGCTGGCACACACACACAACACCGACACACACACACACACACACACACACACATCCTCACAAGAGGTATGCTCGTGTTCCTGGCCCTCAACACGTGCTGATGACATGATTTGAAGTGCCGGAAGATAGTGACATGCCTTCTTGATTTAGGGGAGGGTCATGCCTCATATGCCATTATAATGACGATGTCAAC1242830 2370

M00328:4:000000000-A3DTF:1:1111:11560:17371:1 GTACATGTGTGCTTGAATGCCAGCGTGCGTAGTAAAGATGGGTGTGCGTGCGAGCGTCTGTCAGTGCATGTGTGTGCGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCACTTACGAGCATCTGGGTGTGTGTGGCGGGTGTGCATGCA2222770 4210

M00328:4:000000000-A3DTF:1:1112:9890:14472:1 CCTTCACCCTAGCTGAAGCTCAAAAGCTATCAGCTTGCACGCTCGTAGTTACTAACGTAACGCCTTACCCAGGGTACGCTGCAAAAAAACATCTCGCCGCCGGCACCGCCCCTCCTCCAACCTGCAAGCTCGCCGCACACGAACACACACACACACACACCCGACTGATATGCGGACTAATGGTTTTTCCAGGAC2398714 4527

M00328:4:000000000-A3DTF:1:1113:6263:22072:1 CTCTCGCCCCGTCTGTCATCCTCCCTCGTCTACCACCGTCACAATAATGATAATAATAATAATAATAATAATAATGATAATGATGATAGTAAAGACAGTTGCAAGAGCGCCATACATAGACTGACTTAACCCGAACTGGCACACACGGCGTAACAGGCTGGATTTCTGGATGTCTCACCCTGGCTAAGCCAGCGCTGAAACAAACGGGTGG2702069 5089

M00328:4:000000000-A3DTF:1:1114:26174:23537:1 GTCAGACTATTCAGACTTGTTCATAGACGCGGCTCAAACATACGCGCTCATGTGCACACACGTACACGCACCCGTGTGCATGCATGCATGCATGCATGCATGCATGCATGCACACTCTTGCGAACACGCGCCTGCGCACAAGCAATTGCTGACGATGCAAGATATCAATGAGCTGGAGAAAAAAATCGGTCAGCTCTTTGAGACTAAAAGGCAATGGAGGAACGT2930114 5548

M00328:4:000000000-A3DTF:1:2101:12078:23139:1 CACATACAGTATACAAGCATACCGTGCACGCAAACAACACAAACACTCTCTCACTTCCTCACATAACTGCAATAGCACCCACGCAAGCAAACACACACACACACACGCACTCTCCCCAGCCCTGTCTTCATGCGATCCTATTATTCGTCTCCCAAGTGCTTTTAGTGAGCTCCTCCAGGTTCACCTGTGGCAAATCGTCAGAATAGGCA3158951 5922

M00328:4:000000000-A3DTF:1:2105:14718:13290:1 GTATTACTTCTGCACGTGCAAAGGACAGAATCTCCGCTTTCCTTCCCATTCATGTCCTCTCACGCTCTCTCTCTCTCTCTCCCACACACTCTCATTCTATCTATCTATCTATCTATCTATCTGTCTGTCTACCTCTCTCTCCCTCACACTGCGGTCTGCCTGTGTATTTATCAACCTATTATCCCTGCTTGCCCGCCTTTTTTGCCATCTATCTAATTGTTCGTTCATCTGTTAAAACCGTGATCC3862778 7179

M00328:4:000000000-A3DTF:1:2105:14052:25494:1 GGTCGAGACAGTCCCGACACTGGATTGATTAGCCCTATAACCAGAATGAAACTTACTGGCAAGTTATGCTGATTCAATATATTATTTAGCTGGCCTGCCACGACTCTCTCTCTCTCTCTCTCTCTCTCTCACCTTATATAAACGGCAAGTGAGCAATTTATAGGACGTAAGTTATTTATGGGGAGGGGGCCGATGATAGCCTCGCTT3979305 7421

M00328:4:000000000-A3DTF:1:2110:15991:24666:1 GACAGAGACCGGGTCAGTCACAGAGACGGAGACAGAGAGACTGAGACTGGGAGAGACACAGAGATGGAAAGACGGAGGCAGAGAGACAGAGGCAGAGTCTGGGTCCGACACAGCGACAGAGACTGAGACGCGGAGAGAGAAAATGAAACAGAGATCCAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAACGAAGACAGAGATTGGGTCAAAGAAAAGAGACATAGACTGAGAC4961106 9201

M00328:4:000000000-A3DTF:1:2111:9745:16008:1 GCAGACAATAATGCAGACAGGCAGCTGAATGAAGATCTGAACTCCCTAAGGGTCATGAATCAATACAGGATGCAACTCGAATGGGCTTGAACACATGCCCGGGTGGGCTTTGAAGCCATCATGCTGCAACTGTTTCTACTAGCTTCCGAGGCTACTGAGGTCACTGCCACCCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTACAGTGTGCATGCTGCCCGATGCCTGCCTGTACCAGCTGTGAGACACAAAGGCATCCGAAGCCGGTAGCCTGACGCATGGCTGTGCTATCATCAGTCAAGTTGGCCTCGGCCGTGCGAAAAGAGTCAGCGCCCAAC5074369 9429

M00328:4:000000000-A3DTF:1:2113:19774:20596:1 ACCATGCATGCCTCAGCCGCCCACGTTTACTGCGAAAAGGCATGATGCCTGCTAAAACTGGATGCGATTGGTCGAAGGAAAGTTTGCCGTCTAGCTGCTGGTTCGTGGCACTGAAATATCAGCCGCCTAGGTCTTAGCCTGTAGATGAATAATAATAATAATAATAATAATAATAATAATAGTTTGCTTGTATAGCGCCCTGCGAGAACTCAATCACGAACTAGGCGCTTTACAAGTGCTGAAAGAGAGCATGATTAAAGT5525953 10180

M00328:4:000000000-A3DTF:1:2114:6806:16069:1 TGCTCCACCCGCACTTCAAGCTGCTCTTGCTTGACTGCAGACAAGCCAGCAGTAAAAGAAAAGGAGAAAGAGAGAGCGAGCGAGAAAGAGAGAGGGGGAGAGAGAGCGAGCGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGAGGGAGGGAGGGACAAGCTGCCG5675196 10449

M00328:4:000000000-A3DTF:1:1105:11704:21387:1 CCCCACGTGCTGCATATTTGGTCACAGCCAATAATAATAATAATAATAATAATAATTTACTTGCAGAGCACATTGCAAGAACCGAATCTCGGTCTTGGTGCGTTATGAATGTTGAAGGAGACCGTAATTAAAGGGTATCACACAACGGCATGCATGCGAGCCAATGGGTGTTAGAGATTAAAGACTATGAGTACAAAATCCACCGATATTGTTAGAGCCCACAGTCACCATCGAGACGCCCAGATTAACTGATAACTAATCTTAGACGGCGACCATGCTGAGAACTGGCCCAGCTTACCGGCGCCGACGTTGTTTCAAACGTAGCTCCATAAT1015537 1966

M00328:4:000000000-A3DTF:1:1111:22681:13722:1 GGATTGGCAGCGTTGACCGCTTGCTCCGAAAAACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTGACGCGTGTTGGGACCGGTCTGGGTAGTTGAAGCAACGATGCTCGGCTTAGCAGTCGTGAAATTGCTATTAATGCTCGGCCTGGCAGTTACGGCTTTGCGGACGCAGGGAATAAATA2178194 4114

M00328:4:000000000-A3DTF:1:1111:22836:22376:1 ATGCAGGGCTTGAATCCACGACCGGGGTCGTGAAGCGCACGCTCTGGACCTTTAGGCTAACATCCAGGTCCTGTCCGTTTGCCTGTCTGTCTGTCTATCTATCTATCTGCCTATCAATCCATATTTGTCCATCTGAATATCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTATATATCTGTGGGTGTGTACATATACGCGTATATACCTGGTATATTCATCTATCTATCTATCTACCTATCTATCTCTGTATCTCTCTGTTTATCTAACTTCTCTTTCTCCCTCTCTCCGCTCTCTTTCTCTCTCTCTCTCTCACTCTCTCTCTCCCTCTCTCTCTCTTTCTCTCTCTCCCTC2281421 4312

M00328:4:000000000-A3DTF:1:1111:16132:25604:1 GGCTAACCCTGAGCTAGCTGGATACTGATTTTACTCCTTTCACTGCTCCTCCTCCTACTGATGCTACTACTACTGCCACTCCGACTACTCCTACTCCTACTACTCCTACTACTACTACTACTACTACTACTAGCTGGCTATTGGGTTAGGGTTAGGGTTAGGGTTAGGCTAACCCTGAGCTAGCTGGATACTGATTTTACTCCTTTCACTGCTCCTCCTCCTACTGATGCTACTACTACTGCCACTCCGACTACTCCTACTC2312165 4366

M00328:4:000000000-A3DTF:1:2102:12405:22675:1 GCCTAGGATAAGCTGCCTGAGCACGGCTGTAGGGGCTCGAACGGCACGGCAACTGGTGAGCCACCTGATAGTCCTCGGGTTCGATCCAAAGTGTGGATATGTACCCACTCAGGCATTCCTTCAAAGACGCTAGTCTATGATCGGTGCACGGTAGTGACTCCTGTAGGCTAGTGGGTGTCTATCGCAGTGGCATTTGGTGCATTCGCTAGCTTTCACACACACTTGCATGCACGTGCACACACACACACACACACACACACGCATAGGTGCTCATGCCAGCATTCACGGCTCACGACTTTGGTGATTTGGGTAGGTGGTGGTGATCTCATTACGAACGAGGCTTGTCATTTTGGCAGGGTCCATAGTGA3362535 6315

M00328:4:000000000-A3DTF:1:2105:20229:9789:1 GTGTATGGTGTGTGTGTATATATGTTGTGTGGTGTGTGTATGTGTTGTGGTGTGTGTGTGTGTGTGTTGTGTGTGTGGTGTGTGCTTTGTGTAATTTAGAATTCATCAATTTTCCACTTTCACATTTCATTCAGGTGCAAGCATGCGCTGCTAGGGCTATATGATCCGCTTCGTCGGCAGCGTCAGATGTGTATAGGAGACGGGTGTATGGTGTGTGTGTATATATGTTGTGTGGTGTGTGTATGTGTTGTGGTGTGTGTGTGTGTGTGTTGTGTGTGTGGTGTGTGCTTTGTGTAATTTAGAATTCATCAATTTTCCACTTTCACATTACATTCAGGTGCAAGCATGCGCTGCTTGGGCTATATG3825794 7098

M00328:4:000000000-A3DTF:1:2110:7488:19127:1 GAGTTTATCCTGTCTCTCTTACACAAACGCACGTAACTAGTAGCGAAAAGATTTCGCACTTTGGTCTGCGAAAGATGCGACCAGGCGTTGAATGTCTACTAACGATTAAAAATAGCGGACCGTCGATAATATTAAGCCACAAGGGACTCACGAAAGTACAGCCCTAGTAACGTACTTTGAAATATATAATAACGTATGCTGCAAGGGTTGCTAAGCTAATTAGGCAAATCTCCCCTGTCTTCCTCCTTGCTCTATCTGTCTCTCTCTGTCCTTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCACTCTCTTTCCCCAGGGTTAGCATCTGAACTAGCGCCCCCGTGAAAAAATTGACAGGGTTGTAAGATATCC4909362 9120

M00328:4:000000000-A3DTF:1:2113:17298:8911:1 CCCCCCCCCCCGCAGGGTGACGGATGTGCTGGCTGTCCAGTCCCAGTATAATTAACATATTCAATAAAATATTGTTTATATACACGCGTGTGCGTGTATACACACACATACACACACACACACACACACACGCACACACACACGCGACACGTGATGATGCGCTACACATCAACAATTCCTTCTGAAGGTAGGCCACTCATCCTTCTACTAGTTACATCCGTCATTTTTCATAGGCAGATTGGGGAAAAACGGTAGCAGCAGTCGTCAAGTAGAATTTTCCTTCGGAGCTACATGAGATTCATTATAGAGTGGCTAACGAGTCTAATCAGTACTTTCAGCCCTCTCATCACTGAATGTAGC5399824 9944

M00328:4:000000000-A3DTF:1:2113:10494:14462:1 GAGGGAGACAATGACAGACAAAGAACTGAAACTGACACACAGGCGCAGAGACCGAGAGAGTGGGAGAAGGAGGAGAGCACACACACACACACACGGAGATAGAGAGGGACAGACCGCGACTGTGAGGGAGACAAAGAGAGACAGAGACAGACAGGGACAGAGAGGCAGAAGGAGAGGCTGACAAAGAGAGAGAGAGAGAGAGAGAG5457460 10050

M00328:4:000000000-A3DTF:1:2113:17349:25163:1 TGCTAGGGCTTCTGGTGCTTCGCACCCCCCCCCCACACACACACACACACACACGCGCACTTGGGCACACACACAAATACACGTGCGAATCCCTATGGGTGCTCCGACACTCGACCAGCAGGGGCATTTACAAAAGATTAGCTAATTCAATCGCCTTTTTTTAAACGTACGGCGACCCCCGAGAGCTCCACTATCCTCTTCGTCTGCAGCGTCCGAGGTGCATAAGAGACAGCGCTAGGGGTTCTGGTGCTTCTCACCCCCCCCCCACACACACACACACACACACACGCACTTGTGCACACACTCAAATACACGTGCGAATGCCTATGGCTGCTCTGACACTCGACCAGCAGGGGCAGTTACAAAAGATTAGCTAATTCAATCGCCACGTTTTAAACG5567678 10264



M00328:4:000000000-A3DTF:1:2102:3865:10366:1 GTCGTAGCATCCTAAAACGCTAGACAGTCAATAGGCAAGCCATCAGAGCTGCCACAATAAGGAATTAGTTACCTGCCAGAGCACCTCCCTGTCCAGCAAAAAAACTGCTGCCGCCAGCCACAACCTCGACTGCCACTACACGCTTAACGAATCATGATGCTAACGTCTTGGGACTTGCAATAAGGCCGTTCCAATGAAAGCTCACCACAGACGATCAACTACGGGCACAGCTCACATGCCTGCATGCGCGTGCACGCACACACACACACACACACACACACACACACATGCACACGAGCACCCTAATGCACGGTGATAGCAATCATTACTGTCGCCCAAGTGTTCTCAAAGGCACTATGACCGTCAGGTTAAGACTGGGCCTACAGC3233691 6054

M00328:4:000000000-A3DTF:1:2103:12915:7906:1 CCCTCGTCCTCACGTACACACCCGCATACACACACCCACCCACCCACACACACACACACACACACGCAAGCAAGCGCTCAGGCGCGCTCGCGAAGCATTTTGACTCTGGCTCCAGGGGTATGCGAACGACCAACTTGGCAACCCAATGCCAGCTGTAGAAAGCTGCAGGTGACAGACGGTTAAGGCTGTGCCCGCGTAGCGCAAAGTAGGCAGCCGGCTTTCATAGACCAGAGCGAGGCGACATCAAGAACAGATGTCCTGCCTGGAAG3411692 6375

M00328:4:000000000-A3DTF:1:2108:22665:19828:1 CTGCACGCGTTCCATGACTGGGACTGAGAGAGAGCAAGAGACGGCCAGAGAGAGAGAGAGAGAGAGAGAGAGAGCAAGACCAAGAAAGAGCATCAGAGTGGGTGAAAAAAAGAGAGGCCGATAGTGGGGCACACGGCGTGTGAGCCCAGTCTAAATA4525442 8432

M00328:4:000000000-A3DTF:1:2107:19047:21533:1 ACACTAACTAAAGCAGATGGAGGCTTTCAGTATAGTGGCTGTAGCCATTTTGAAACCAGTGCGGTTGAAAAAGAAAGAAAAAAGAAAGAAAGAGAGAGAAAGAAAGAAAGAAAAGAGAGAGAGAGACAGCCGAGAGAGCATTGAAGGTAGGACAGTCCGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAAGAGAGAGGGAGAGAGAGATAGACAGAGCGAAAGAGAGTGAGAGAAAGGAAATCGTAAGCTAAGCAAGTCCAGTTTCGGATGCGTATTCCAAACACAAAAATAACCTTTAGATACAATCGCAAAGTTATCAAAAAGTTTAATTACTCACCTCTGATAAAGTCAGCCACGTTGATTAAAATTATGGCAATGATGACTGTAACGCAGTCGACCTGTACAACCG4342777 8127

M00328:4:000000000-A3DTF:1:1104:17822:23265:1 GGGTAACTCGAGGGGTGGGCTGAGGAATCAGCCACATGGATATGTAGGTGGGAGCAGGGGCATGGGGAGACCTCTACACGCTAGAGAAAGAGAGAAAGAGAGATAGATAGAGAGAGAGAGAGAGAGAGAGAGAAAGAGAATGAGAGAGAGAGGACCTTGACATTAGCAAGCTGAGTGACAGGCGGAAAGTGAAGGTTCGATCAAAGTGGTGTGATGTAGCAGCTATGAGGTTCACGACAGACTCGCCGGGCTGCCGAGTTTTGCACTAGCTGCAAC825310 1613

M00328:4:000000000-A3DTF:1:2104:13140:5347:1 AGCATGGGTTGTCGATATCACCTGGTAAGGAGCAGGGGAATCATCCATAAGACTGCAAGCAATACTGACACCATTCCCCAGAAAGAGCCCTGATTCATGTGTCATTCTGGCCAGATACGTTAGTCGTAGTATCCCTGCCGTGGTCCTACTTGCTCTGTGTGTGTGTGTTGTGTGTGTGCATGTGTGTGCGTATGTGTGTGCACGCGCGTGTTTGTGTGTGTGTGTGTGTATGTGTGATTCATATGTGTGTGTGTGTGTTTGTGTGCTATCGGTGTCATCCTCCACCAT3590296 6701

M00328:4:000000000-A3DTF:1:1108:12142:25768:1 CTACTGTAGTGTGCCCAGCAGAAGCACAAGCAGCAGCAGTAGCAGTAGCAACAGCAGCAGCAGCAGCAGCAGCAGCAGTGGCATTGGCCAAAATTCTCTGTTTAACACGTTTTTAACTGATCACCTGGTGGGTACTGCCGAACTACAATGACCTGGATACTAAATCCTGTCATTTGACAGACCAGCAAAGCC1681464 3213

M00328:4:000000000-A3DTF:1:2108:14316:4124:1 CCATTACGACTGCCTACTCGCCTGCCTGCCGAGTACATATCACAGGTTGCCTTTTCCAAACGTGTGTGTATTTGTGTGTGTGTGTGTGTGTGCACAAACGGTATATGTTATCGCAGTTATTATCCACTACACTTAGTCTTTCGAGCCAACAGGATACTGTTTGTCCCTAAAGTGTAATGA4377981 8187

M00328:4:000000000-A3DTF:1:2111:13221:9264:1 GTGTCTCCCTCCGCTGTCTTCATCTCAGTCTATGTCTCTGTTTCTCTCCATCCGTCTCTGTCGCTGTCTCTCTCTCTCTCTCTCTCTCTCACTCTGTGTCAGTCTCTTTCTCTGTCTATCTCTACCTCTTCCCCTCTCAATCGCTGTCTGTCTGCCACGAGACTGATTTAGCAAAGCAAATATTTAAAAGTAAGTAAAGGCGTCACTGACT5001305 9275

M00328:4:000000000-A3DTF:1:1110:15337:23445:1 CTCTCTCTCTCTCTCTCATCTCACTCTCGTCTCACTCTCGCGTTAATTCTTTTTCTTGTCGCTCTATGTATGTCTCTCTCTCTCTCTCTCTGTCTCTCTCTCTCCGTCTCTCTGTAAAAAAAAAAAGGTAAAGAATAGTTGATTGAACAGCCCCATTTGTATAGCGGCAAATAACGCCTGGGTGGCTTTCACTGCCGCTTGCAAAGGGCAATAAAGGATTGTCCTTTGA2077666 3948

M00328:4:000000000-A3DTF:1:2109:24096:16590:1 TTCTTTACCTTTACCTTTACGTCCTACTGGTTTTATTTCTTATATCATTCGCGCTTTTGCGTTCGCGTTAAATATATGGTTTTTCGGCTATTGGCTTTACATTGGCATCAGTTTCACCCGTTTGCACCGTCGGAGAACGTTTTGATATGTCCTGCAGTAGCGGCCGACAAGGCGGCCATACTTTGCTGGGGTTTGCCAAAACTTATGGCCGCGAGTGTATATATATATATATATATACACTCATGTGCACGGGTATTTACGCACCCCCGAATCGCGGTATTCGCGAC4688411 8713

M00328:4:000000000-A3DTF:1:2111:16353:10380:1 GGTTAGGTCTGCCTATGATCAGTTAAACAACCTTTCCAAAATTAGGTCATGCCTAGATAAAGACACAACTGAGAAAGTAGTTCATGCATTCGTGACTTCCCGCCTAGACTACTGTAACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCATGGGTATTCCATTAAAATTACTTAGCCGGTTACAGCTGGTGCAAGACTCTGCAGCTAGGCTAGTCTGTCGTGAACGTCGTAACTGCCACACCATACCATTTTTTTGTCGAACCTTCACTGGTTGCCTGTCAAGCAGCATATCGA5012498 9298

M00328:4:000000000-A3DTF:1:1110:14961:22115:1 AGCCTGCTCCAGGCTACCATTGGAAGACATCGCTGCATGAGTGTCAGCATTGCAGCATGTTTACCTGTCTTCGTACACGTACTATGCATGTATATGTGCGCGCGTGTTTGTGCGTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGCGCACCTGCAGGCTGGGCACAGACAGTTTACCTTTTTAGGTGCGTCCCAGGGTCTCCCT2063821 3918

M00328:4:000000000-A3DTF:1:2110:13493:18699:1 ACATAGCAGGCAACATCGCTTCGGCGTATGCACACAACGACATAATTGCCAATGTCGTTCAATCTTTTTAACCTCTCCTCCCGCTCTCCTTATTTCTCTCTATCTCTCTGCAAAAGAGCTCGCTCTCTCTCTCTCTCTCTGCAAAAGCGCCGGACTTGTGGCCCGAGGCTCACTAGCTCCGAAGGTGGTATCTTTCGTGAGTAGACCTTCATCTTGCCCCGGAACGTCTTGTTAATCACACTGCTGCTCAGCTTTTTAG4904790 9110

M00328:4:000000000-A3DTF:1:2112:20587:19071:1 CAGCCAGACAGAGAGACGGAAAAAGAGACGCAAACAGGGAGAGAGAGATGGAGAGAGAGAGAGAAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACCGGCCTACCACATGGCTCTATAATCTTTTTTTTTTTAATGATACGGCGACCACCGAGATCTACACTAGCCTCTGCGTCGGCAGCGTCAGAGATGTATAAGAGACAGCAGCGAGACAGAGAGACGGAAAAAGAGACGCAAACAGGGAGAGAGAGATGGAGAGAGAGAGAGAAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAG5309257 9784

M00328:4:000000000-A3DTF:1:1102:15774:22483:1 GAAACAGATAGATAGATAGTCAGAAAGATAAAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAGGCGAGAGATGACTGCCACAGGTACCTAAACCTAAATGATAATACTGGTAAGCGCGCTTGCATGCGGATAAATTACACGTCACTGCTGTTCACCATTTTCGCGATGAAAGATGCGAGAGAGAGAGAGAGAGAGAAGGCGAGAGATGAATGCCACAGGTACGGGCTCCGATGCATCGCCGGCTGAGACGGACCTCGTT404482 832

M00328:4:000000000-A3DTF:1:1105:3118:17759:1 CTCTGATGATTCAATGTACGAATTTAGCTGGTCTGCCAAGACTTGTTCAAGAGTCTTAGATACAAATGGTAGGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGACTGAAGTTACTTAGATTTTTTTGGTCCAGGGTTGGTTTCTTAATGAGCAGCCTGAACGATAGCC976942 1879

M00328:4:000000000-A3DTF:1:1108:15066:13405:1 CTGCAGCATAAAATGTGTACCGAGCTAAAAACAAAAAGATCTCCAAAATACTGCAGGTGCGCTAGCTGCCATCCAAGTATAAAGAACCACGGCATGAGCATGGCGCTATACAAGTAAACTATTATTATTATTATTATTATTATTATGAGCATTCCAAAAACAAGGTAGCCCATGAAAAGCAAATACGTGACTTTCCCAGTTCACGAACGTACAAAGCCATTTCCACACCCAGATTTATGCATAATTCAAAACTGCATAGCATTGCATTTACAAAGTGGTAGCT1549477 2939

M00328:4:000000000-A3DTF:1:1112:11858:21989:1 CTACCGGAACGCTTAAACGGTCATGTAGGACTAGTTCTGCAAAGGCATGCAGGAAACTTCGATAATGGGGTGCGACAAAATTTGTGGCGGCGAGCGTACACACAAACACGCACGCACGCACGCACACACACACACACACACACACACACACTGTATGTCAGCACATCCTCAGGTTGCACGTTGCAAGATAGCCAACAGATTTCTCTACGTCATCTGCCTATTAAAAAATACGGTCGTGAATCTTTGACATATATCCAAACACGAG2488327 4686

M00328:4:000000000-A3DTF:1:1102:19861:6641:1 GCCCGCGACGGTCATGGACTATCGTTTCGTTTGCATAATTCCTGTGTGTTCGCCAGCTGAGCAGTAACAATTTAGCTGAAGGCTAGACCTCTGCATGGGGGAACCCTGTGTGTGTGTGTGTGTATAAGCTCTCCTGCTTAAACCGAAAAAGGGCAGTGGGGGCTCATATTCCGTCATGACGGATGTAGGACGATCGGCTACCCGGAAG239914 491

M00328:4:000000000-A3DTF:1:1109:9753:8094:1 CATATATATATATATATTCAATATACCACATGATTAGAGCTTATATCATCTTCTAATATCTAAAAACAGTAATTAGATTTAAAACAGTAATTAACCATATCACAAGGTGGAATTGGGAAATTAGAGTTGTTTTCTTCATAATTGTGGCATTCAATTTTATTAATCTCCTCTGCAATCATTGAAATGATTTCTTGAATTTTTTTATGATCTATACGTCGGCAGCGTCAGTTGTGTATTAGAGACAGCATATATATATATATATTCAATATACCACATGATTAGAGCTTATATCATCTTCTAATATCTAAAAACAGTAATTAGATTTAAAACAGTAATTAACCATATCGCAAGGTGGAATTGGGAAATTAGTGTTGATATCTTCAGAATTGTGGCATTCAATTTTATTAATCTCCTCTGCAATCATTGAAATGATTTCTTGAATTTTTTTATGATCTATAC1706962 3251

M00328:4:000000000-A3DTF:1:1109:14024:12366:1 GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGAGAGAGAGAGAGAGGGAGGACATTTCTTGGGCTGCCCCATAGCCTGCGGGATACTACGTCATTTGTGTTGTCATCCGAAATACCCCATCTGTCTCTCTATGTTTTGCTTCTTCGGAGTGACGGGGCCGACCGAGAGAGACACGATACGCTTCGTGGGGAGGGAGAGAGATGTATAAGAGAGAGGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGAGAGAGAGTGAGAGGGAGGACATTTCTTGGGCTGCCCCATAGCCTGCGGGATACTACGTCATTTGAGTTGTCATCCGAAATACCCCATCTGTCTCGCTATGATTTGCTGCTCCTGAC1747492 3307

M00328:4:000000000-A3DTF:1:1111:14853:18017:1 GTCTTGCGGTGATCTGGGGAGGCTGCTGGTGATCTGGGGAGGCTGCTGGTGATCTGGGGAGGCTGCTGGTGATTCTTATGCTGCTGTGTACCGTCGCGTCGTTCGTTTGCCGCCGCCGCCGCCGCCGCCGCCGCCGCCGCGACTGGTGGGGTTGCTGGTGTTGCTGGTGTTGCTGGTGTTAGGGACCCGAACGTCGTAGTGGTTCCATTTTCGGCTTCTTGAGGTGAAGGTTCCGGTGGAGGGTCCTGTGGCCGGAAAACGTAAATGCCAGACTGGAATGCGGTCTACCACTGCCGGAGCGAGCGGCAAAAAATGGTAACTCGATCGGCAAACAAGCGGCACCCGTCAGAACTCTACGTGACACGCTGTTGCAGATGCTACTTTGAGTGTGCCGGAAGTTCACCGAAATTTTGGCACTCCTAGTTTAGTTTCGTACGGCCTTACAGAAGGGGGGC2230708 4229

M00328:4:000000000-A3DTF:1:1112:3901:17622:1 ACCGTAACCTCCACCTCAAGAAGCCGAAAATGGAACCACTACGACGTTCGGGTCCCTAACACCAGCAACACCAGCAACACCAGCAACCCCACCAGTCGCGGCGGCGGCGGCGGCGGCGGCGGCGGCGGCAAACGAACGACGCGACGGTACACAGCAGCATAAGAATCACCAGCAGCCTCCCCAGA2436811 4580

M00328:4:000000000-A3DTF:1:1113:12774:10704:1 ATATAAAACCGGTGACTCTAGGAATGAGCTGGTGAGCCAGCAACCCGGACAGGTAGAGCAGAGGCATGGAAAGACCTGTGCACACGAGTGCACACGAGAGAAAGAGAGGAGAGAAGAGGAGAGAGAGAGAGAGAGGACCTGGAAATCGACGCGATGCTTGACGTGCAGCCACTGAACCTTCGAAAGAAGTGGTGTTATGTGGTGGTTATGACGTTTGCAGCAGACTAGCTG2568814 4838

M00328:4:000000000-A3DTF:1:1114:21530:12567:1 TTGTTGTTGTTGTTGTTGTTGTTGTTGTTGTTGTTGTTGTCAGTCCGACTCTTCTTCGTCGCGCCTTTCTTCCACCGCCCCACCGCAGCGCCGCCTCCCTTCCTCCCCTTCCTCCGCCCCCCTCCGAGCTCCTTCTTGTCATCCTCGCTCTCCACGCTCCCACCCTCACCCCCGTCGTCATCATCTTCATCATCATCATCATCATCATCATCATCATCGTCATCGTCCTCGACGCGGCCGTGCCCTCGCTTCATCGCTCCTGCTCGAAAAATAATACACCTGTCCGAAGAAGGAGAGAGAAATTCTTTCTTCTCTCTCTTCTTTCTTCTCTCTTCTTCTCTCTTCTTCTTCTCTCTTCTTCTCTCTCTTCTTCTC2801115 5279

M00328:4:000000000-A3DTF:1:2104:7762:24072:1 GTGCCTAGAGAGCAGTTGCCGCTGCTGCCTTTGCCGCGCCGTCCTGTCTGCTACAGCATTCGGGCCACGAGCACAATGTCTACAAAGCACACTTGATCATTTTACAAAACTTCTGCATGTATGGATATGTTCGTGCGTACGTGCGTGCGCACGTGTGTGTGTGTGTGTGTGTGTGCCTGTCTGCTCGTGCATATGAAAATGGGTGCCGACCCTCGATGCACTGACTCCCGAAGCAT3769527 7008

M00328:4:000000000-A3DTF:1:2106:21080:9130:1 AGCACATTCTTGTCGTTCGTTGTAGCAAGCGGATGGGGAGGCAAGTCAAACAACAACAACAACAACAACAACAACAATGGCGCCAACAACAACAACAACAATAATAATAATGCTGGTGGAAATAACAATAATAACAACAATAACAACAACGCTCGAGGCCATCATGAGACCATCATCAGGAAAATCCCAGTGCCCTATAC4018100 7494

M00328:4:000000000-A3DTF:1:2113:4060:15599:1 GATAAAGGTAGAGGTAGGTAGAAACGCAGAGAAAGAGAGAGAGAGAGAGTTGAAGGAAGATTTAGAGAAAGAGTTTGAATGAGAAAACTAGTTACATAGTGAAGGAGAAAGAGTGGAGATAGCTAATAAGGTCCGAAAAAGATGGGGTGCGGGTGGGTTTGAGAAGGAGAATGCGAACT5470543 10079

M00328:4:000000000-A3DTF:1:1102:12719:8250:1 AATCTAGGGACTGTGAGGCTGCTAGGACTGCTCACCAGCCTGCCACGCGTGCATGTGAGTATCCGTCCGCGTATGCGTGTGTTGTGTGTATGTGTGTGCACCGTTTGAGTCTGTCTGTGTATCTCCATCTGACAAGAATTTCAGCAGCAATCACGATCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTACCAGGACCTGGCATCGTTTGTAACAGGCATCCTTATAGCTAAGCTTGAGGGTTCTGAGAGCAGGGCCTTTCACTGTTCAGAACGCACCACATGCATGTTCGATGCTGATTTTCATGCCCTGACGTGCTCTACCGAAAAAATGTCGCATAGTTGAATG253303 507

M00328:4:000000000-A3DTF:1:2108:16825:13864:1 CACATACGCTATATGGTGGGGGCAGGTAGAGCGGTCAGGAATTCGGGCAAACGGGTGTGAACCCCGCCCCGAAGGGGTCTGAACCAGAGAGCGAGACGCGAGACACAGAAAGAAAGAGAGAGAGAGAGAGTGACTTAGAGTGGCAGTTTGGTCAATGAAACGCCGTTAGCACTCGTCGCTTAACCAACTGTTCTTTCGCTATTTTTCTCTCTCTCTCTCTCTCCCTCTCACTGTCTCTATCTCTTTCTTCTCCTCCTCTTCCTCTCTCTATCTTGCTCTGTCTTTCTTCCTTATATCTCTTCCTCCTCATTATTTTTCTAAACTTCTCTCGCGATCTTTTAACTTAAATATCTTGCAAAGCTTAATGTTGTGGTATATTTAATAATTAAAGATTATTGGTGCATTGCATTGTGT4460437 8327

M00328:4:000000000-A3DTF:1:2113:10282:10734:1 GCCTACTCTGGCATCTCTTTCCTCCTGCCCTTCTCTGTTGCTACTATTCGAGACATTTCCTCGACTGCCCTCCTATGAATGTCACTTTTCATTTTTGCAGCTTTTTTGCAGGGACGAAGTCCGTTGGCTACCATACACACACACACACACACACTGAGAGCTGATCGAGTTGCAAGTGAACTATGTCAAATCTCTTTGTGTAACACCCACGTAGTCTCTATGACTTGGTGGGCTTACTAAACG5417390 9974

M00328:4:000000000-A3DTF:1:1105:20654:17053:1 CCCGGTATGATGTTCGTTGGCTTTTCTTTTTCATACTGTCGCGACCGGTATTGCTTTGTGTGTGTGTGTGTGTGTCAGCTAAAGCCCGTGGTCCTCCGCCATCCGTCTCTGGCGCGCAAACTCCTTCGCCGTCGTACGCGTTGTCGTCATTATCAGCGAGCTCCTCCACCAGCCCTCCTTTGTCGAGCACGCACCTGCAGTG969047 1861

M00328:4:000000000-A3DTF:1:1109:19444:12311:1 AAATAGTTACCCATCCGCCGCGAGAGAGAGCGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGCGCGCGCTCGCTAACGGCAGTAGCTTTGTAAGAGCAACACCTATCGATCTTTTGGAGAGGCCGCGGCGCATCTCTTTGACTGTCGCGTTCCCGCGGGC1746912 3304

M00328:4:000000000-A3DTF:1:2103:11834:18448:1 CTACACGACCTAGTCTGGCCGAGCACTGCAATCTGCAGCTACGTTTGCTTGTCGTCCGGCGCACATATGCACGCAAGCACACAAACGCGTGCGCACACATGCACACACACACACACACACACACACGCACACACACTTTGTTACCACTCTGGAGGTGGTCTGCAC3522498 6581

M00328:4:000000000-A3DTF:1:2112:12894:16611:1 CAGTGGCGCCGCTCACAGACCTGCCAAGCAGAGCTGAGACAAAGCGAGGGGAAGACCCAGGAAGAGAAAGACAGAGGGGGAAAGTGCAGAGAGAGATGGACTCGAGACAGACAGACTGGCAGACAGAGGAACGAAATGACACAGAGTGAGAGTCTGAGAGAGTGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAACAGAGATAGCAATAGACAGAGTGAGAAAAAGAGCGGAGCTCCTGCTCCCGTTGCTCCCAGGCCGAACTGAGCTGAGTAGGTTCGCCGGAGACGCCCTGAGCG5281423 9745

M00328:4:000000000-A3DTF:1:1104:23847:12188:1 GAAGGATATTGTTGACGGCCTTAGAATTATTTCCTTCAGTGCGACAAGAGAGAGAGAGAGAGAGAGACCATGAGTCGTTTGTCATTTCCATGAATCTTTCCAAATTTCGGGAAGAAACAAGAAAATGCTGCTGCTGGCCCCAAGTAGTCCACTCCAAGTCGCTTTGCGATTGACAACAACTCGTCAGCAGTAATGTAGGTGAGGACCAAGTTTTGCAAAGAAGGCTTGATGTATCCAGGTGGGTCATGAATTGAGTAAGTGCTGCTTTCTTTCGTTGTAGGTCAGGACGTTGATGTTGATTGTTGTTCTATTTTTAGAAAAGAACTCCCCCAGGAAAAGATAACTAGAGATTCAAAGTTAAGGT708948 1411

M00328:4:000000000-A3DTF:1:2106:15941:19502:1 ACTTCCAACTGCAACCTTCACTGAGAAGCAAATGAATTCCTCGACTGCAACCTCGAGGAATTCTGTACATGCACTCCGTCTGCAGGCAGTCAAGATATAAGAAAAAAGTACGTCTAAGTCATGCACACGACTAGTGAGTGTGAGAGAGAGAGAGAGAGAGAGAGAAAATATAGACAGAGACAGGGACAGTCAGGCAGAGC4126310 7699

M00328:4:000000000-A3DTF:1:2108:7572:21553:1 CCACAGCCGTTTGTTGCGTTACCCCAAGTGAACCGCGATTTATGCTACTGCGCTGGCGTTGGCCTTCCTAGCGAGCGAGCGCGCGAGCGAGCGAGCGAGAGAGAGAGAGAGAGTGAGGAAAGAGAGAAAGAGACACACGCAGAGAGTCTGTTGAGAGTTGAGGCAGAGAGAGAGTTGAGAGTTGAAGCAGAGAGTCAGAGAGTTGAGGCAGAGCGAGAG4542238 8469

M00328:4:000000000-A3DTF:1:1106:10238:24545:1 CTGCGAGTGCATATCGACTCTCCCGGGCATGCTAGCTTAGCTGTAGTCTTCCTGACTAACCCTAGCGGAACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTTTCTTTCTCTTGTTCTGGCTCTCTCACTTACATCGTCTCTTCTCTCTCTCTCTCGCTCTCTCTTTGCTCTCTTTCTCTCTCTCTGTCACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTTGTTCTGGCTCTCTCCCTCTGACTCTTTCTCTCTTTCTGTCTCTCTCACACGCACTCTCTCTTTCATTTTCTTTCTCAGCCTCTCTTC1251331 2383

M00328:4:000000000-A3DTF:1:1108:9704:22084:1 GGCCAGAAGCAAGCATGCTGCCAAGACGTTCCTAATAATAATAATAATAATAATAATAGGGCTAAGGGCTAAGACCTAATGACATATTCTTTGCCAACTCCTCACTGGGTGGTCTATGAAATTTCAGCTATGCACACCATTGTATGTGCTACTGTGACTGCCTGGCCGCTTTATCATCGAGTGTTGTAGTAGCTATAGT1649051 3152

M00328:4:000000000-A3DTF:1:1110:13223:8486:1 CCGTTATCCCCAGCGGGTCCGTCAATGCGCGGGCATCGCTCTAATCGGATTGGCGAGCGGCGCGGACCGATTTTTTGTGCTGGCGATTTTGTTATGCATTGATTTACTTGCTACCTCGCTACACATACTCTTTTATTTTGATCGCGTGCCAGCGCCGGCGGCGGCGGCGGCGGCGGCGGAACGCTAAGCAGAGCGGCAACTTCGACTGGGCAAACCGGTACAGTCGACCGCTCGTTGCGACGACGCCGCAAGGTCGACGCGCAGTGCACCGCGCCCTTTGCGCGGAGTCCGCA1913460 3633

M00328:4:000000000-A3DTF:1:1110:12489:21814:1 CTTTAAAAGCAGTTCCCTGCACATGATCTAGAAACCAGTAGCGCATTTGGATAACCACATTCTTCGCATGAGAACTTCTTATGCTAATCTGTACTTTTTCTACTTACGTGTGCATGCCACTGCCAGATATCCAACGCGTAAATTTACTAAATTAACTGACAGCAGAGTGGTCGAAGAATACATTTAAATATTATTATTATTATTATTATTATTACCACGAAACTCATGGCCCCTTATAGCTCAATTTTTCTTAAAGGATCCGTGTGGTTTCTGAGCAATTATGCATACCATGCAAT2060377 3908

M00328:4:000000000-A3DTF:1:1114:21448:17123:1 TGCATTGTGTTCGTGCATGCTCATGCGTCTTGACACTCGCTAAGTTCAAACAGCTGGTAGCAGCATGGTTAGTAGGGGACATCGAGACGTACAATGCCTGTTACTTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCGGCCCCTGCCGCTGTCCCTGCCGCCAGCGAAATCCGGATTGCATTTTTGCCATCTGGTCTTGTGACCTCCTGTGTAC2855686 5406

M00328:4:000000000-A3DTF:1:2102:5297:18778:1 CTCCCTGTTTGTGTGCTCTCTGTCTCTGTCTGTGTCTCTCTGCATTTGTCTCTCTGTCTGTTCTCTCTCTCCCTCTCTGTCCTACCTATGTCTCTTGCTCTCTTTGTTGTCTCCCCCTCTGTGCTCTGCTGGTGCTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTGCTGTCACTCACCTCACTTATTAATTTCCTTTATCAGTCTCCTTTCCCAGGAATTCCTTTTGCCGGTTGTTATGCCGGCTGGCGCTGCATGGATAG3325969 6246

M00328:4:000000000-A3DTF:1:2106:18056:8037:1 GCTATCGTCCGGCCACTCATTAAGAAACCAAACCCAGACCAAGAAAACCTAAGTAACCTCCATGCAGTCTCTCTCTCTCTCTCTCCTGCCATTTGTTTCTAAGACTTTTGAACGAGTCGTGGCAGGCCAGCTACATTCGTAGGTTGAATCATCAGAGCTGGCCAACAAGTTTCGGTCTGGATTTAGGGCTACTCACTTCCTAGCCGGCACCGCCGATATATGAGTGCACAATGATATACTTAGAAATACTCGCCTGCGCAGAGTTTCTCTGCTAGTTCTATTAGACCTTTCTGCAGCATTTGACAGCATTGATCGCCAGGTCCTTGTTGAAGCCTAGGGTCTCGCTATGTATACAAGGCATGGTACTCTACTGGATTAGGTGATTCCATAATGAG4007944 7469

M00328:4:000000000-A3DTF:1:1111:19076:17838:1 GCTTCCCGAGACGCGTTCGCTCTTCGTTCAGCGCATGATTTAAAGTGGATGAGCGTTTGCATCTCTTAACAGCTCGCGCTTTATGTGCGAATGTATAAATTTGTCAGTACCGTAGCTCTTTCTATCTGTCTGTCTGCCTCTCTCTATCTCTCTCTCTCTCTCTCCTCTGCTCTCCTCTCCTCTGCTCTCCTCTCCTCACCTCACCTCACCTCAAATCACTTCTCCTCACCTCTCCTCTCTCTCTCTCTCTCTCTATCTATCTATCTATCTATCTATCTATCTATC2228361 4221



M00328:4:000000000-A3DTF:1:2114:9567:9121:1 CTCCAGGTATGCACCGACAGCTCTTTATGGATGTTCGTCAACCTGAACCTAGCCATCGTGTACATGCGACTCGGTCGCCAAAGCGAGGTGGTAGCACTGCTCGAGCAAGTCAACCCACAACGGGTCATCTGCAAGTAGGTGATGCGTCGAGGCCGCTCTCTCTCTCTCTCTCTCTCTCCCTCATTCTTTCTCCCATCCTTCTCTCCTCTCACTCTCTCGCCCTCACCCCC5601467 10311

M00328:4:000000000-A3DTF:1:1105:4707:11992:1 GTGCAGCAAACAGTACCGGAACGTCAACGCTCGGCGGCGGGCTTACAAATCGACCGGCCACCCGACCTGCAGCCCATCTCTTTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCCTAATATTGCTGCTGCGGTCTCACACTCTATCTGTTGCCGAGCCAGACATTTTTGCGCTCCCGTATAACCGAGAGTGTTTGATGTCGGCACTAGTGGGTGGAGCCTGCGAGGAAGTCGGG912724 1750

M00328:4:000000000-A3DTF:1:1106:13921:5873:1 GCTTGTGTCTCTCCACGTCTCAATATATCTCTCTCTCTCTCCTCCCCTCCCCTCCCTCCCTCTCACTCTTTCTCTCCCCCTCCCTCTTTCTCACGCGCTCCCTCTCCTGTGTTCCACCCGTGTTTCCGTTTCTTCTCTCTCTGTCTCTATCTCTGTCTCTATCTCTGTCTCTCTCTGTCTCTGTCTCTCTCTGTCTCTCTCTGTCTGTCTCTCTGTCTGTCTCTCTCTCTCTCTCTCTCTCTCTTTCTGTTGCCTGACTCCTGTCTCTGCAACTCATGGCACCAGCTGTTGCACCGGACGTTCCTAATG1067562 2055

M00328:4:000000000-A3DTF:1:1110:8112:8272:1 CTCCTGAGATGGGCCGCAATGCAAAAATCTTGCGTGCCTCGCGGTGCAGAAGAGAAAGATCGCGAGCGAGCGGGGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGCACGATGGCGGCAGCAAGCGGCAACAACAAGCCGTGCACCCACCATCCACGAAAGCGATGGCGACTCGCTGCTGATGCGATCGCGGATTCTGAGAGCAGAAGACGGTCTGTTTTGCATGCTGCATTCTAGGC1911700 3630

M00328:4:000000000-A3DTF:1:1114:16791:25230:1 CTCTGAAATAGTGCTAGGAAGCTTGAGGCCTCCCAGGGATCTGAGGTGCTGTCGTTTCTTCTCGCTGCCAGTCCTTTGAGCAGCCTGCTTTGATTGTGTGTGTGTGTGTGTGTGCGCGCGCGCGCTCGTGTGTGCGTGTGTGTGTGTAAAGGTATATGTACGGTATATACGTGTATGTGTACCCAGACGTGTCTGTCCGTGGTTCAGTAACGCTATTTACCGGAGATCCATTGCCGATGTCGAGGGAATTTTACGGACTAAAAGAAAAGAGTCCTGGTAAAATCAGTCTATCCTTCACAGATCGCTAGCATCTGAGAAATTTTGATAGGCGGCTATTCAGATATATCTAGATACATTAACGC2945860 5576

M00328:4:000000000-A3DTF:1:2104:20718:19898:1 GGTATATATATATATATACATACACATAGCTAGCTTACCTTGTGATATATATATATATATATACATATACATAGCTAACTCTGTGCACGCCGTTATGGAGTTCAATTTGAACACGCTGCCTCAGTCATTGTAAAGAGCCTAAGGCATGTTTTTTTTTTTAAATGATACGGCGACCACCGAGATCTACACTATCCTCTTCGTCGGCAGAGTCAGAGGGGTATAAGAGACAGGGTATATATATATATATACATACACATAGCTAGCTTACCTGGTGATATATATATATATATATACATATACATAGCTAACTCTGTGCACGCCGTTATGGAGTTCAATTTGAACACGCTGCCTCAGTCATTGTAAAGAGCCTAAGGC3734076 6947

M00328:4:000000000-A3DTF:1:2106:25310:13981:1 TGCATACCGTTTAGCTTTTGCTTTATCTAAGTATAGCCGCATGTTTATAAGTGCTTTTGCTTGCTTCCGCGTGGATGCCACCACCTGATTACTCGTCCTCCATTTCAGCACTTTTTTAAACGCCTAAATTGAGACCGGTTTCTCGCAGGTCATTCAACAAGTAAATTAGTATTAATATTAATATTATTTTCTTCTGCTTCAAGCGTGGCCAAACTTTTCTTGATGCCAGACTGTAGGGAGATAATGTAAAAGAGAGAGAGAGAGAGAGAGAGAGAGTGATGGGGCAGTATGATGACGGTTAATGTTATAT4068193 7602

M00328:4:000000000-A3DTF:1:1105:13244:26087:1 GAATAGTACAAGTCAGATAGCAAAGGTCGGCCATCAACCAGCCAGCAGAGCCCTGGCCAGCAAGACGTTCAGACCTGCTAATAGCCTCGGCCTGCTACTCAGCGGTATGCAGCCAATGAGCTCGATTCCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTCATCCACCCTTGACACTGCCGTCAGAAAGGAGCAGCTCGGGTGGCACGGCTAGTGAGCCTGCCTC1055114 2041

M00328:4:000000000-A3DTF:1:1108:11433:10611:1 GATCTGATACCGACAAAGAAGACATTGGCAGTGGAGGACAAGGCTCTAAGGTACTTTGTGAGAACCCACGGAAACAGCGATCTGTCTTTCTATCCTCTCAGTCTCTCTCTCTCTCTCTCCTCACATTGCTGGCTAGCAACGCTTTACTTACTGCAATGAAGTGCCCAAGCAGGTCTGTCTTTCCAAATGAGTCTTTCT1519350 2871

M00328:4:000000000-A3DTF:1:2102:21324:13218:1 CTGACTGCCTGTCCGCTTGTCTGTCTGTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTCTCTCCTGTGCTCGTCCACAGGTCCGGTTTAAACCATTTATTTTGCTGTCCTCTTTGGAATAAATGTGCCAGTGGCAATGGTGGGAAACGTTTCAGCACCCCTGAGAAGCATTGGTTACCAAATATGCTTGGGCTAATTTTCTAAGCACAGGACCATGCAGTCAGAGAGCTACAGTTCTAAAACCAGGTAAATTGTGCAACCGATGCCAGAACGCGAGAGGGTTGTAAGGG3264599 6113

M00328:4:000000000-A3DTF:1:1101:15405:13042:1 CATCAGCATAGTGAACCTTTCGACAGAAGAATTAAGCTCAGGCATTGGGGAGCTTACGAATATATATGCATATATATATATATATATTGATGTAGCTTTTGAAAATAGCCAGGTCACCATCGGCGCCTTTTTTCTTATAGTGGTGATCCAACGTCTAAGAGGAGCGAGCTTGCCGAGGGCTCACGTCGGTTCTGAGTTAACAAGATCCAAGAGAGTGTCTAGATATTCCGCGGGAGCTGCTGGCGTGTCAGATACATC82044 155

M00328:4:000000000-A3DTF:1:1111:13933:5847:1 TCTCCTCTCTCTCTCCCCCTAGTTGTCAATTTGCTACGGAGTGCTCTTTCACGCGCGCGCTCGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTCCCACTCTCATTTGGTGTGTGCTTCTTTCTCTCTTGACTGTCACCTTCTTCTCTCCCGAGACTGACAAGGCTAAATTCCACATACGGCGCACATGCCATTCCTTGCAAAGGTGAGCACCGCGGTCACGCTTGGGTGGCTTCGGTCGCGAAGCTGATGCCACGAGTGCAAAC2108422 3999

M00328:4:000000000-A3DTF:1:1111:9229:9872:1 GTGTGTGTGTGTGCGTGAGGAGAGAGCACAGGAGAGTGAAGGAGCCAGACAGATAAAAAGAGAGAGAAAGTACAAAGACACAAAAAGACACACACAGGGAGGAGAGAGAGAGAGAGAGAGAGAATGTAGAGACAAATAGACGAACGGGTCAAACAGGGAGCAGGGAGAGAGAATGAGTGGCCGAGAAATACAACGACAGGAGGG2137006 4044

M00328:4:000000000-A3DTF:1:1114:4379:15968:1 TCTTTATATTTCTTTGATTTCCATTGAACCGGCTGCTATTCGAAATATAGTCAGAGCTCCAAAGCGTCGCTATGTTATAGAATGAGCTTCCTCAAAGAATTAGATATATATATATATATATATATTCGATGGCGGCCTTGACGGCTTCGCGTGTGTTGATATGATTGTGCACTTCCCATACGCACGTACTTACAGCGACGATCGCCGTGTTTACAAGCTAGATATTATTATGCGGTCCAAAGG2841319 5366

M00328:4:000000000-A3DTF:1:1108:21495:17695:1 TGGCAAACGAAATGTGTCATGCATATGGAAAGCTGGCCGTAAAAGCCATGTTGCAGTGCTCTGCAGCCCTGCCAAAATGGCTAGCTACACTATAACCAGAATAATCATTAGCCAGAACTTTGGCCAGCCAGCACTGCCAGCAAACCGTGTAATAGCCCTAGGGCATGATAGTGCAGAGGCACACCAATCGCTATCTCGGTGCAATATTACTTGTTCCTGTCGTCAGTGCAGCAGCTTTTGCAGTGTAATGGTACTTGCTCGTGTCGTACATCTCTAATAATAATAATAATAATAATAATAGTTTACTTGCATAGCAACCTGCGAGAACCCAATCTTGATCTAGGCCCTTTAGAAGTGATGGAAGTTAGCAAACATTCTCTCTTTCAGACCCTCATATACTATCAGAATAGGTAGTGATTTGTAC1599611 3057

M00328:4:000000000-A3DTF:1:1111:6221:8576:1 ATCTTGAGGTGCATCATATCGTTCGCTTTCTTGGGCAAGCTCAGCATCACGTCGAGCCCCTCCTGCAATTAAAAGATAACGAGGGATAGGACGCGTGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGGGAGAGAACTGGTTTTGCTTATGTCTTGGTAACATCCTGGTCTGCCAGCCCAGGGTCAGCCGAACG2125142 4022

M00328:4:000000000-A3DTF:1:1113:7620:16937:1 GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACCTGTACAGCAGCTGCAATTTTAGCTCAGCGCGATTGTCCGGCTGCACTCCGGTGTGAGTTGATGGGTCGCTACCCGCGACCGGTAGTATGGCTGGAGGGTAACGGCTAGTGGCAGGGCACTTCTAGGTCTGTCTTCTATACACCTCTCCGAGCCCACGAGACCAGGCCTGATCTCTCATGCCGTCTTCTTCTTGAGAGAGAGAGAGAGCGAGAGAGAGAGAGAGAGAGACCTGTACAGCAGCTGCAATTTTAGCTCAGCGCGATTGTCCGGCTGCACTCCGGTGTGAGTTGATGGGTCGCTACCCGCGACCGGTAGTATGGCTGGAGGGTAACGGCTAGTGGCAGGTCACTTCTAGGT2640624 4974

M00328:4:000000000-A3DTF:1:2103:9489:15729:1 GCCTAATACAGTGCTTATCCTTTTTATCACTCCGACTTGCATTTATTCTCGTCCCCATTCTCCCTATATCTCCTTTTCTTCTTCTTTCTCGCTCTCTCTTCTCCGTCTGCATGTCTCTGAGTGTGTCCGCGTGTGAGTCAGTGTGTGTGTGTGTGTGTGTGTCGTATGTATGTGTAAAGGTAAAGGTAAAGAATAGCTGATTGAACAGCCTCATTTGTATAGTGGCAAATAAAGCCTGGGTGGCTGTCACTGCCGCTTGCAACGGACAATAAAGAATTGCCCGTTGCGGAGCTTGAACCCACGACCTGGGTCGTGAAGAGCAAGCACCCGGACCCCTAGGCGAAGACCTATGTGTGTGTCTATGCGGGCACATGTGCGTGTGCGTGCGTGCGTGTGAGTGTATATGTC3493697 6525

M00328:4:000000000-A3DTF:1:2107:11283:20999:1 AAGCATGACTGCATCTTCAGTCCCTATCTCTCTGGCAGCGGCACGCTTACGTTGGCAGCTGCTCGGCTTTGCCTAGGTCAAGGTTGGGTTCTCACAGGGCGCTATACCAATAAACTATTATTACTATTATTATTATTATTATTATTATTGCTCGCATGTAAAAAAAAAAAAAGGAAAGCAGTCTTCTCATCCGATCCAGTCGCTGCATCCACGCTTCGTATCAATACATTGGGCGAAGTCCGGTTTCGATATGGAGTGCATTCAGT4337856 8121

M00328:4:000000000-A3DTF:1:2114:15489:11606:1 CCTGTATACAGAGCAACCTCAAGTTGTCTGCTGGTTGCAAGCACCGCAGAGGGCAAGAATAGGCACGAACACACACACACACACACACACACACACACACACGCAGACATATACACACATGCCTTGTGCTTGTGTTACCCACAAGGTGGACACACCCAGGCAACACAAAATGCGAGTAAATGAAACCCGGTCCGACCGGCGGAATTTGGAATGCACAGCACTCTCACTCTCTCTCTCCCTCCCTCCCTCTCTCTCTCTCTCTCTCTCTCTC5626060 10358

M00328:4:000000000-A3DTF:1:1101:23335:9232:1 GTGCAAAGACGATGAGGAAATAGAGCGAAGAACGGAGGAAGAGGGCGAGTGAGGGAATGGAGAAGATAGACAGAGATCGTGGAGAGTGAGGGAGAGAGAGAGAGAGTGGAGAGAGAGAGAGAGAGAGAGAGTGAAAAGAGAAAGAGAGTGAAAAAAAAGAGATAGGAAGAAAATGTCAGCGGAAAGGGTGAGGCGAAAATGAAGAGAAAGC40132 61

M00328:4:000000000-A3DTF:1:1103:20797:11008:1 CGCGTTGCCTTACTGAACTCGATGAACTAGGTTTTTCCGATGGCCCGCGAGATATGCTTCTAAGCTCACTTACAAATCTTTTTCAAAATAAAACATGGGTCACGAAAAAGAAAAAGAGAGAGAGAGAGAGAAAAAAACGGAGACTTGGAAGTACTTATCGGCCAGGTCCATCATTGCTACGCAAACGTCGTAGTTGGGAGCACAGAGACCAAACTCAGTCTGCAAGGGTAAAGTGTGGTACCAGGAAGGAACTTCCGCCTAACATGGCAATGTCTTCTTGGACAGCTTCGAACATCTCAAAAATTAATAAAAATAACGAAACCACACCAAAAAAAACCTTTATCGAAATAAACAC490403 968

M00328:4:000000000-A3DTF:1:2110:8135:8029:1 GTCCCTGTGCCCCTAAAACAGGCTATCGTTCTTTCAGCACTTGTAAAACGCCTAGTTCGAGATTGAGTTCTCGCAGGGCGCTATACAAGTAAATTATTATTATTATTATTATTATTATCGTCAGGCTCCTCATAAAGAAACCAACCTTGGACCAAGAAAACTTAAGTAACTTCCGTCCGGTTTCTCCCCTGCCGTTTGTATCTAAGAATCTTGAACGAGTTGTGGCAAGCCAGCAAAATTCGCACATTCAATCGTCAGAGC4795043 8906

M00328:4:000000000-A3DTF:1:1105:4499:21034:1 CAGGAGGTTGAAGCTGGAGGAAGCTCCAGTCGTTTAGAGAAATACTTCTGACAACCCACGAGTCTGGGTGTTCATTAGAGAGACTAGGCGCCCACCAGAGAACGTTCAGTCATAAGAGTAGTACCAATAAGCAGCTCGAATATCTATGTAAATATGTACATAGATATATATATATATATATGTAGATGTTATGAAAGTAGTACCAATAAGCTGCTCGGATATCTATGTAGATATCGATATAGGTATCCATGTACATATATATGTAGATATCTATGAGAGTAGTAACATTAAGCTGCTCGGATATCAATCTTTGCCAGATGAACATGAAAAAGGA1012118 1960

M00328:4:000000000-A3DTF:1:1105:24822:23211:1 CTAGTAACCTCTCAAAAATCAGGTTATGCCTGGAAAAGGACACAACTGAGAAGCTAGTTCATACATCTGTCACTTAGAACAATCGGTCTCTCTCTCTCTTTCTTTTTCTCTCTCTCTCTCTCTCTCTCTCTCGCTGTCTCTCTCTCTCTCTGCATTGAGCAAAATATACATAAAACCCTCCTATTTATCTACGGTTCAAGCACGAAGTTATAACCTTTGGTGGACTTCAAAATTTAAGAAATGAAGCCCTCTATACATCTATAGTGCAATGGAGGTAGAAAAAACCTGCACATTAGGAGAAATGTAG1033171 1990

M00328:4:000000000-A3DTF:1:2114:19635:12008:1 GGTCCATTTAGCGCCACAGGAGAAGCCGAGGGCGTACGAATGTAACATAAAAATATAATATGTATATTCTATTTTTATGTACATTCATGTTACATGTTATATATATATATATATATACATATGAAACATAGCTCTTTTGACCATGCTGGATTATACTTACGGCAGCTACATCCAGTAGAGCAGCCGGTCACAGGATTTGTGATGACTTGATTGACTTTTGGC5630370 10377

M00328:4:000000000-A3DTF:1:1102:26643:16078:1 TCTCTGGATTGCTCGCCCGTCAGTTTTTCACCCAGGATCATGCTTTCTTCTCTCCTCTCTTCTCTGTCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCAGTCCCTCACTCCGCTGTCCATTCTCCACTCTTTGCTCTCTTTCTCTCTTCTCTTTGCTTCTCTTCTCATCCCAGCTAGAGTCCTTGGGTC336753 677

M00328:4:000000000-A3DTF:1:1104:16892:20840:1 ATACTTAAGTGTATACATGACTTTCATGACATATTAGCTTAGATGCAGAGTTTTGCACCAACGATGGTCGTTTGATTGACTTAGCTGGAATACTCGTTAGAAGTGAGTTGCAGTTAAGCCACAAATGCATTGGTTAGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTGTGTTTCTTGCATTACCTAATTTCGGCTAGGGTGCTTAGATGAATGTAGGCGGTCTCGGTCGGTGAGCTGACACGTTCGATCTAGGTACCAGGTTGCTAGCAGAGGCTTCCGGAAAGATGCTGGCTAAGTCGGCTTTACCGATTTTGCTATTACAGTGGGCTCTTCCATAGTTAGCTGACGAACCGTAATTTACACACACCAGAGCAAACATGCATGCGCATGCAGTCGCATGCATGCAGGTACTATTAGGTAATCTAGATAAGCACACATATCAACCCACGTATAAACCAGGGGGTCGCGAA802693 1581

M00328:4:000000000-A3DTF:1:1108:11050:11797:1 GATAAGTGGCCTTCCTTTAGTGCAGAGCAATGATGAAGTCATTAGCAATCACAAGGTCAGGTGTGTGTGTGTGTGTGTGTGTGATGAAAGGTGCCCACAATGTTGACCATCACATAATGAATACCTTTATGCCCTTACCTGGTACCATTTCCAATACCTGTTGGCTTGGTCTAGTGGGTTGAAGCTCTGGCATTCAATGATACTCTCAGC1531646 2892

M00328:4:000000000-A3DTF:1:1112:25217:19493:1 GTGCTAGGTTCCCACACTTGCTTGTCTCCGGAAGAGAAAAAGCATATTCATCTATGGTATAGTAAGTTCTCTCCTTGTAGATATATATATATATATATATGTTTTTTGTGAAAGCTCGTTGAGGTTTTCGAAGTATGCACGGCTATATCAGTAACTTATGGGGACATTCAGAACGTGACTTTAAAAGTTCATTGTATGAGCTGACTAACTTTGCAGACTAATTG2459644 4628

M00328:4:000000000-A3DTF:1:2112:3079:15734:1 CTCTCTCTCTTTCTCTCTTGTTCTCTCTCGCTTTTTTTTTTTTTTTGATGTTTCTTTGTTTTCTCTTCATCTCTTTTTTTCCACAGGTTCCCAGAGTCTAGGTCAAGAAGTGCGTCAGATTCCTTCTGCAAACCCACAGGTATTTTCCTTGGCTTTTTCTTCTTTCTCTCTTCTCTCTCTCTCTCTCTCTCTTTCTCTTTCTCTTTCTCTCTTTCTTCTTTCTTTCTTCTACCCGGGTTCATTCTTTCTCTCTCTC5271356 9728

M00328:4:000000000-A3DTF:1:2113:13043:16342:1 GGCTACAGCAGTTCACTCCAGAGGCATACGATGATTATTGTTGTTATTATTATTATTATTATTATTATTATTGAGGGATAATAGCTAAAACTTGTCGTTTCAAAATTATCTCCAAAGTCGTTGGCATGCATGCTTGGCAGTGTTCTTATCACAATCTTGTTACAGAGAGCGTGTGGTCATGCACACGCACGCGTGCACAAGCACATACAC5478879 10091

M00328:4:000000000-A3DTF:1:1101:11257:27547:1 AACTAGGCCCGGTTGAGGACTTATGATGGGGTGGGCAACATATTCAGCAAGAGGCTGCAGCAGCAGGCGTGGCAGAGTGAAATATTTCAGTAGGTAGCACCGACTTACAACGGGGTCATGGCACGTCAAAAAAAGTCCCAACACACACACACACAAACACACGCATTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTGCCTCTTAATTTCTTGGGGAACCGTGCATTCCATTGACCTGAATAGTACACCAGAAGCAGGCACTCTAGCGAAAACTCTGACCAGCATTCTGGTGCTGGTGTTTCTCGCAAAAACAAACTATACGC222793 461

M00328:4:000000000-A3DTF:1:1105:24552:15406:1 GTGATGCTACGAGCAACCTTCCTGATAAGCTAACACACACACACACACCCCTACGGCGACAGGTAATAGTAACTATAATAATCATAGCTTATCTGCATAGTGCCTTGCGGGAACCCAACCTCGACCTAGGCGCTTTAAAAATGCTGAAAGAGAGCATGTTTAAAGTAATATGGCGGTGGCATGGATGCGAAAGCAAACAGAAGCACATGCAGAAATGCGACTTTACTCAGACGAAGCAAAACCTGAAGGGGACAGGAGGGTTTTAACTTCCTTTTAAATGTAGTCTTGTCAGGGACCGTCCTGATG950738 1821

M00328:4:000000000-A3DTF:1:2109:22311:8427:1 CCGTTGCTGCGCTGGCTGTACAAATGAATAGACAAAAGCTGACACGTGTGTGTGTGTGTGCATATGTGTGTGCGCCCGCACGTGTGTGCGCATGTGTGTGCATGGTGCGTGTGTGTGTGTGTGTCTGCCTATTCGTGCCTGCACACATGTGCTCAGATTTGTGGTTATCCCGTACTGTAAAACTCGTTGGCTATACGGAGCTACGTTTTTCCAGACGTTCGGAGTAATGGCTTGGTGGTTGGTGCTGGACAACCTTCGACATTCTTCAGCCTTAATGGTCTGAAGACTTCGTTTGCCACCACTCCTGAC4602482 8566

M00328:4:000000000-A3DTF:1:2113:16410:11984:1 CTTTCAGCACTTGTAAAGCGCCTAGTTCGGGATTGAGTTCTCGCAGGGTGCCACACAAGTAAACTATTATTATTATTATTATTATTATTATTTAACAAGTCCAAACCCCGCGGCACTGACTGACCATAAGACCAAGCGTGGCCTTCAGGTGTTGGCCACAGAAAAACTAGCGGGCATCGACAAAACGAGTGACATCAGGGCTCATCTGCCTGGTGATCGCAGCAAGCAACTTGGTGAGCGTTCTCCCGCTACC5430329 9997

M00328:4:000000000-A3DTF:1:1103:3635:16404:1 TTCCAGGGCCTTCTGTTCTCACGAACAATACGAAACTGACCGGCATGTGACCCTATGAACCCTGTGGAACCTTAAGTAGACGACCCGATTTCTGCCGCCAGCCTGTCCGGGTCACACGCACATACGCTCGTGGCGGGCGTTTTCCTCCGCACACACACACACACACCTTTCTCTTATACCCATCTCCCGGCCCACTAGACTATGCATGCTTTCGTACTGGGCCTTCTGTTCTCACGAACAATACGATACAGACCGGCATGTGCCCCTATGAGCCCGGTGGAACCTTAAGTAGACGCCCCGATTTCTGCCGCCAGCCTGTCCGGGTCACACGCACATCCGCTCGTGGCGGGCGTTTGCATCCGCACACACACACACACAC549536 1093

M00328:4:000000000-A3DTF:1:2113:7194:8256:1 GTGTGTGTGTGTGTGTGTGTGCGTCTGTGTGTGCGCGTACGTGTGTACACGTGCACACTCGTCCACACACATGTGCACACACACACACACACACACACACACACACACCACTGCATGCAGGTAACTATACAGCGCCCGCCTGAATCGCCTCTGTCCCTGCCGTTTTCAGTGAGAGAGGCGTATCAGACACGGTGGTGTGTGTGTGTGTGTGTGCGTCTGTGTGTGCGCGTACGTGTGCACACGTGCACACTCGCCCACACACATGTGCACACACACACACACACACACACACACACACACCAATGCATGCAGGTAACTATACAGTGCGGGTCTGAATAGTCTATGCACCTGCCGTTTTCAATCAGATAGGCAGATAGGACACGGT5394069 9934

M00328:4:000000000-A3DTF:1:1104:20265:12068:1 CTCACTCTTACTCTCGGTCTCCCTCACTCTCCTCCTCTCTATACTACAAGCATATCTCTATCTCTGTCTCTGTCTCTGTCTCTGTCTCTGTCTCTATCTATTCATCTATTTATCTATGTCTTCCCTCTGTTATCCGGAGCTCTCTTTATCTCCATTGTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCTGGCTCTCTCTTTCGCTCCTCCTCTCACTCTCACTCTTACTCTCGGTCTCCCTCACTCTCCTCCTCTCTATACTACACGCATATCTCTATCTCTATCTCTATCTCTATCTCTATCTCTATCTCTATCTCTATCTCTATCTCTATCTCTATCTCTATCTCTATCTC707741 1406

M00328:4:000000000-A3DTF:1:1112:17833:19428:1 GTGCCTGTAGTACTTAGGAATGTAATGCACGTACCTGTGCTCGTGTAACGCACAGCCTCCTCTCTCTCTCTCTCTCTCTCTCTCCTCTGTATTGCGAGCGATTCTTTGTTTCTGCTCGTCCCCCATGCATGAATGTGCATGTGCCTGGCCCAGGAACATGTGTGAGTGTGTGGAGTGCGTATGTGTGCTGCACAGGATAGGAGGTTATCACCGAATACTGCTGCTTGCCTAGCAGAGGAATTAGCAGCACTGCTAGTCATAAGCAGCCATGTAACTCTGATTAAATGGTCAAGCCTTTCCTACAGG2458846 4625

M00328:4:000000000-A3DTF:1:1114:2761:16386:1 GGGTGTAGGACAGGCACTGATCAGTAGTCCGAGCCGATGCCGGCAACCAACGCCGTCTGCAGCAAAAACTGGAGATCTTGGATCTGCTCGAAGCAAACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTACTGAGCAGCAAATTGCCAACGAGTTCGGCATCGTGAGATCGGCTAAGGCCAACATCAAGGT2846616 5385

M00328:4:000000000-A3DTF:1:2101:22641:16233:1 TCCCACCATAGATTGGAACAGATCTCGAGCTTTCCGTATTTGACCTTTCTTAGCCAACTCCTGAGCCTAAATAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTACGTTTACTGTTTTTGTTTATGATACGGCGCCCACCGAGATCTACACTATCCTCTTCGTCGGCAGCGTCAGAGGTGTATAAGAGTCAGTCGCACCATAGATAGGGACAGATCATGAGGTTTCCGTATTTGACGTTTCTTAGTCACCTCCTGAGCAGTAATAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGT3087800 5792

M00328:4:000000000-A3DTF:1:1106:20334:7502:1 CTCCCTGGTTTGACTGTGTGTTCGTGTATGTGCATGTGTGTGTGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCACCTGTGTCATGGTAAGTATGTACAGGTCATTCTCTATGCCTCTTCTCCGACCTACCTATCCGATCTGTTGTTTCCTCAGCCCACCACTCCTCACCTTCTCCTCCGACACTGGCCGTCTGGTCGTGCCACTCACTAAGTTAAAATCTTTTGGTGACCGTGCTATTGGCTCCTACGGTCCCAAAGTTTGGAACTTGCTCTAAGCTGACATCAGGAAGACCCCTGATATGAACTCGTTTAAAAGAAAGTTAAAAACACGCCTTTTCCGATCAGCTTTTGCTTCGTCTCGAAATCGCCCGTCTACGAGTGCTTTTGCTTTTTGCTTGCTTCCGCATGCATGCCACTGTTG1078260 2071

M00328:4:000000000-A3DTF:1:1106:16641:26409:1 GCTCAGGTTCGCACAGACACGTCTCTCTGCCAGGTGGTAGTATATCGCTTGATCCGACTCGGCAAGAATCCGCTTGCCGAGTGTGACAGCACCAGCTGTCAGTCGCGACTACCTGACGTTACTGCGGCACGACATCACGGCAAGATCTGAGATACTATAAAAAGGGCTATGCCTGGGGTCGTGAGGGGCGGCCGAGAGGCAGAGTCTACCTGGGTGTAGATACGCTGGCGCCTCTCGGAATATAACATACAGTAAGGTGATGTAGGTGCAGAGTGTTGTGTGGAAGAGACGGGAGTACCACGTGAAGAGGAGAGGGGACGGACGCGCGCACTGGGGGGGCACGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGGGGAAAGCAGCGGTCGCGAGCGTGTGCGAGCAATATTTATTAGTGTTTTCGCCATTGGCTTGAGTCTGCCTACTGTGCAAGTCGAAGTTGAACTGCAAGCTATGTCGG1263488 2403

M00328:4:000000000-A3DTF:1:1114:6737:12095:1 AACCACGGCAGCAGGCAAAGTAGTGCATGGCTGAACCTGTCCCCATGTCTGTTCAATCTACATCTTCAGCTGCATGCCTGGCTTTCTCTCTCTCTCTCTCTCTCCTCTCTCTCTCTCTCTCTCTATCTCTACTATGTCTTTGTCACTATGCCTGCCTGTCTTACCCAAGGTCTCGTCCTTGTCTGTTGCTTGGTACACCTATCTGTGTCTCTCTGTGTTCCTAGGCATGCCTGCCCCACTCTCCCCCCCCGTCTTCCCTCAATCTGCCCCTCAGCTT2795869 5270

M00328:4:000000000-A3DTF:1:1101:9046:16247:1 CTCTCTCTCTCTGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCTCCCCCCTCTCTCTTTCTCTCTGCGTCTCTCTCCTCTCTCTCACTCTCTCTCTCGCACTCTCTGTCTCTCTTCCCTCTCTCTCTCTGTTTGTCTCTCGCTGTCTCTCCTGCACACTGTTCTCCCTTGCTCCCACCTCTTTTCGTCTCTCTCGTCCTCTGTCTTTGTCTGCTTCCCTCTCTGTCTTGCTCTCTCTCTCTCTCTCACCGATTTTGTGCTTGCAGGCCCGCACCACTGCCCCAGCGGCCGGTGGCGCATCCCTTGCCGTTGGACGACTGGGCGATGCCAGGAG120363 244

M00328:4:000000000-A3DTF:1:1114:21172:22955:1 GGACAGACCTGTGCGTGAGAGAGAGAGAGAGAGAGATAGATAGATAGAGATAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGACCTTAAAATCAATGGGCCGCTTGACAGGCACCCAGTGAAGGTTCGACAAAAGTGGTGTGATGCTGCAGTTACGACGTCCACGGC2924019 5536



M00328:4:000000000-A3DTF:1:2104:6882:8816:1 AGCATACACAGATTCACTGAAGCATTGATACTAATATTGAAGAAGTGTTTGGAACAACACGACAACCGATATCTGGTTCCCGCCGGCCCCAGCAAGACGACTAGTATTAATAATAATAGTTTACTTGTATAGCACCCTGCGAGAACTCAACCTAGACCTAGGCACTTTACGAGTGCTGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCAGTGGCTTTGTCGAGCTTCAAACCATCCAGCCCATGCACGTTCTCGCCGCTAGCAGTTGCCTCTGCACAGATGTTTAGCTGAAATAACTAGGCGTGGCCATTTAGAGGGATTGCGGCGAAACCGGCTGCAGTTGAACAGCAGCGAGTTTCTCACCTGGCAGAAGGTTGACTACTGCATCAATGTTGGCCGACTCGTCTTCATTGTCATATAAAATTTGCCTAACTAATAT3618203 6748

M00328:4:000000000-A3DTF:1:2114:14769:16898:1 TACGCATACAGAACTAATGACAAAGCACAAAACTTATACGAACCTGGAGTCCGGTAGTCTCTCTCTCTCTCTCTCTTGACGCCTCTAGGAGAAGCGTCAACGCGCGCCCGCCTCCGCCGTCGTTGTCAGAGCAAGAGTGTGGAGCCGTGAGAGAGTGAGCCTGGGGGCGCTGAGCTATTATAGGAAGCCGGTCACGTGGTCGTATGAACCCTGGATGGTGCCTAGAATAGGCCGGCTACTTGGTGTTCCTGCGCGTGCTACTAGTGCCGGCGTTCGCGGCGCCGCGGAGTCCGAGAGTGCTGGCTGTCAGTACCAGCGTTCGCGGCGCGGAGTCCGAGAG5684686 10469

M00328:4:000000000-A3DTF:1:2114:20552:23204:1 GATATCAGTTAGCGTACTGAACAGGGATATTTCTAGCCTCGACGATTTAGGTTTTCGGACGGTAACTCTTATCATTGCGGGTAGCGCCCCAAGGTAGGGAATCGTCTAAGGGGGAGTTGTAGCTCCTCGAAGGCTCTTGTAAATAGGATCAGTTTGGTCACTTGACCAGTGTGTTAGGCGTGTGTGTGTGTGTGTGTCGTATAATCAGCGAGCTAGGGAACGAAGTGGAAGTCTCGCATGATCATTCA5751762 10611

M00328:4:000000000-A3DTF:1:1101:14147:23478:1 CATGCTCATCCATGCTGCTTGTGCTCATGTCCATGCCTGCCTTTCATCTTGTACTTATCTGTGCGTGCACGTGAGCATGACTGTTAGTGTTATGTCCCTGCATCCTTGTGTATGTGTGTGTGTGTGTGTGTTTGTGTAGGTGTGCATGCGGTTAAACGTGTGTTCGCACACGTGTTGTGTGAGTCTGCATGCTCGATCGTGCATTGTGAGTATGTG199681 417

M00328:4:000000000-A3DTF:1:1102:19882:22333:1 CACACACACACACACACACACACACACACACAAACACACACACACACAGAGACACACGTCAGACACACAGAGAACCGTCAGATAGCTGACCACAAACACAATCGCAGAGAACAGTCGCATGATGAAGTCTTGGTTGTTCAGGGTACTAGATTCTATAGTCATTGTTTAAATACTTACCAGCCAGTTCAATGCATGCACCCACCCCCACGCCGGCACCCCCCGATCTGTATAAGAGACAGCACACACACACACACACACACACACACACACAACCACACACACACACAGAGACACACGTCAGACACACAGAGAACCGTCAGATAGCTGACCACAAACACAATCGCAGAGAACAGTCGCATGATGAAGTCTTGGTTGTTCAGGGTACTAGATTCTATAGTCATTGTTTAAATACTTACCAGCCAGTTCAATGCATG403016 826

M00328:4:000000000-A3DTF:1:1109:4652:22530:1 CCTCCAATGTCTGCAAGGACTTCCGTGAATCATTCAAACGCCTGTTAGTCTGATTCAAAACTCAGTAGACTTAATAGCCTGTCGTGAATATTGAAGCCACCACACTAGATCGCTTCTTGCTCTCTCTCTCTCGCGCTCTCTTTCTCTCTCTCTCTCTCTCTCCCAGTAAAGGTAGCCGAGGTAACTGCTACGCGGCCAGTCGTAGTTGCCGAGCGGGCCTCTCTTCTCCTGAAGGATGGAGAGACCGGCGTATTTCGCATCCATCGACATAAGGC1860072 3538

M00328:4:000000000-A3DTF:1:2101:4400:9109:1 GTTCTTGCATGTTGTGGCTGAATAACCATGAGTAAGCTCATGTTCAGCCTTTGTATGGCACTTGGAAAGACATTTGATTCTCTAGGAGCACTTTAAAAGGTATTATTATTATTATTATTATTATTAGGGTTATCGTAAACCTACTTGTTCTGCTGCGCCTTTGCTTAGTCCTTGTCAACCGTGTCATCGGTACATGTGTATTAACCTCACGTGTCGGTGCTTAATCCACTCCGATCATGCTCCCCGTCAGTCTTGTTCAAGCGCTTAGTAT3006483 5658

M00328:4:000000000-A3DTF:1:1103:3534:16043:1 GCACCACCTGTTCCTTGTCGATATCTCTCCCAAATAGCAACACATGGCAAAACAGCGAAGGAACTTGCCAAGAGGACGGTAATTGACGTATGCCAACCAACTTTTATGAGATTCCACTTTCGTGAGGTTTTGTGGCGACAGACACACACACACACACGCGCGCGCGCGCACACCAGCTCACTATAACGCGCCGAAGGCCTGGCAATATTG545429 1085

M00328:4:000000000-A3DTF:1:1108:20822:13579:1 CATTTACAGTATATTTAATCAACTAAGATAGCCTCTTTGATGGACAGTAATAAACTGTGCCCAGCCCTAAACTACTAACATAAACGAACCCACGTTAGAGGAAGAATGGGAGAAAGATGGAAGAAAAGAGCAAATGCGAGAGACAGACGAGAGAGAGACAGACGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAGAGAGACATGCTGATCGGCAGAGGGGCAAACCGAGAGAGGGACAGAGTGAGAC1551409 2944

M00328:4:000000000-A3DTF:1:2114:13654:18630:1 GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACAGAGAGAGACAGAGAGAGAGAGAGAGAGAGAGAGACTCTGAGACACTTGCTATAGTTTTCCCGAAGCTCGGTAGTCATTAGTGTAGTGGAGAGCCGGGACATGGGAGAAGAGCGAGAGCCGCGTAGACGAGGGGGGAGAGTGAGTGAAAGAGGGAGGGGGGGGAGAGGGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACAGAGAGAGACAGAGAGAGAGAGAGAGAGAGAGAGACTCTGAGACACTTGCTATAGTTTTCCCGAAGCTCGTTAGTCATTAGTGTAG5704188 10514

M00328:4:000000000-A3DTF:1:2106:13560:23315:1 CTCCTCTCATGTAGCCAGCACAGCCTAAGATGCATGCCTGCACATGTGCACCTATTTCGATGTCTGTGTGTCTGCCTGTCTCTCTCTCTCTCTCTCTCTCGGCTGCACAAAGCCAGGTCTAGATGGGTGTACATCAAGAGATCTATCTGACCATACGGTACCCGCCGACCTCATCTCACGCAAGTAAAACAATAATATTATTAGCAGTAAATTTATTTGTAGAGGACAGCAAGTATAGAATCCTATTCTATGCACTTAAAAGGAAGCGAGGCACAGTAATAGCC4161039 7765

M00328:4:000000000-A3DTF:1:2111:18528:19133:1 AGTATGGTTTATTGTGGCAATATGCGGTTCGCCTGCCGTTAGCCTAATTCCGAGTTTTTCCTCAACTACAGGCGTTAAGGCAGAAGTGTTGAAATACCTGTACCTATTAGTGAAAATACCTATAAGTGAAAATACCCAGAGAGAGATTGAGAGAGAGAAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGATAGTTAAAGTAGTCCAGTCAAAGTATATTGAGAATGCTTGGACTGGCTTCTTGGTTGCATCTGAACGCAGGCAGGAAATAATACTAGCTTGGTTGCCTGGCTGGTAATGGGG5108866 9493

M00328:4:000000000-A3DTF:1:2113:14440:16883:1 ACCCTGCGCCAGGTTGGCACGCTCTATCTCAATTTATGCGAAGGGCCACGAAAACTGCATAGGATGATGATGATGATGATGATGATGATGATGATGATGATAATAATGATGATCGTAATTGTTTATCTCCTAGATTTGCGTATTTAGGTAAGTACGCTCCAATCTATCTGTCTCTTCAGAGCGCCGTATTGCAT5485051 10103

M00328:4:000000000-A3DTF:1:1103:17806:21673:1 GTACTAAGGGCACGTTAAACAGGTCGATCTACAACACGAAGGGATTGAAATGAGGAGCATAGAGAGTGAATCAAAGACCGGGGGAGACAAGAGAAGAGCAGGAGAGAAGTCAAGAGCAGGAAAATGAAAAGAGCTGAGAAAGATAGAGAGAGAGAGAGAGAGAGGGAGAGCACGAAAGTGTGAGCGAGTGGAAGCAGGTGAAT604213 1229

M00328:4:000000000-A3DTF:1:2107:7751:10358:1 GGAGAGGAGAGGAGAGAGAGAGAGAGAGGCAGTTCGTGCCAAGCCGATGCAGTGGCGACCGGCAGGCAGGGCGCTGTAGGGCGGCCGACTACCGTACTTACGTGTTGGAAAATTTAAGTAGACATAACTAGACAGGCTAACGTCTGAACCTGCAGTCCACGAAAAGAAATCGCAGCAGCTGTTAGTAGCCGGCGTCAGAGGGGTATAAGAGCCAGGGAGAGGAGAGGAGAGAGAGAGAGAGAGGCAGTTCGTGCCAAGCCGATGCAGTGGCGACCGGCAGGCAGGGCGCTGTAGGGCGGCCGACTACCGTACTTACGTGTTGGAAAATTTAAGTAGACATAACTAGACAGGCTAACGTCTGAACCTGCAGTCCACGAAAAGAAATCGCAGCAGCTGTTAGTAGC4223796 7882

M00328:4:000000000-A3DTF:1:1103:6182:17971:1 CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCCCTGTCTGTCTCTATCTCTCTGCGTGTCCCTGTATCTCTCTGTCTGTCTCTGTCTCTCTCTGCATTCTCTCTCTCTTATACACCTCTCCGCGCCCACGAGACTAGGCATGCTCTCGTATTCCGTCTTCTGCTTGAAAAAAAACACTCACCATTCCTCAGTCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTATCTCTCTTTATCCCTGTATGTCTCTATATCTCTGCGTGTCCCAGTATGTCTCTGCATGTCTCTGTCTGTCTCTGCATGCC566674 1132

M00328:4:000000000-A3DTF:1:1108:23016:16318:1 CTTATGGCCCGCGTTCGTCCGAAAGCGGGACGCCGCGGCACCTTGCTGATGCAACAAGCCCCGCCGTGAAACGGTCCATCGCTTCGTGCCGCACACATTCAGCTTCGCAACCGGGTCGCAACACGGATGCCATAAGAATGGATCCGCGAGGTTCCAAGCGGTCTCTGCCGCGATTGGGAGAGCGAGATACCTTCCAGGAATCAGCATGGCCCTCAAGCCTGACTTGGCTCTTAGCACAAACAAACTCAATGCCGCGGATATATGATTGCGGCGCTTCGTTGCGTGCAGTTGTTACCAAAGCGTCGCGAGGTGCAGGTTTTTTTCATTAGCACTGCAAGACGCGGTTACGCGCGCGCGCGCGCGCGCGCGCGCGCGGCTCGTTCGCCTGGAGCGGCCGCGGAGCGACACGTTCTTAATCGCCCCCTCTGGCGACCGCAGGCGCGAACGGCAGCTCGTCAAGCGCGACTG1583416 3001

M00328:4:000000000-A3DTF:1:1111:14075:27418:1 CTCCAGGTGCTGACTTCGGTCGCTTATGCTTCTGCGGTTCTCGGTGACGGGAGGTCGCGCGACAGGGTGTCCGTTACAATACCATCCCTGCGACATCAGCAAGTCTCTCTCTCTCTCTCTCTCTCATCTTTAGGGGCTGCTAACGTTCGTGATGTTACTCACGTCCAGGTAATGTCACTCGCTAAACTGAGCTTCCTTGGGGACCGGGCTTTCAGTTCCTGCAGTCTCCCTACGGTCCGAAATCTCCCGACGGATATCACGCTAGGCGGGTCCTAACGGGCATCAGGCCCTCCCCAGCC2321062 4384

M00328:4:000000000-A3DTF:1:1113:16965:15580:1 GTCTCTGTGTCTCCGTGTCGTCTCTCTGTCTGTCTGTCTCTCTCTTTCTCTCTCTCTCTCTCTCACCATGTCTGTCTCTCTCACGCTCTGCCTCGCTCTACCCTCCCTCCCAAGGCCTGCTGTCGCTGAAAACAGATGCAGGATCAGCCACGTCACATGGTACATCACCTTCATTCTCAACATCTGCCGGCCCTTCAGCTTCCAGCCATGTATGCTCTAGTACAC2623803 4943

M00328:4:000000000-A3DTF:1:2101:12339:18957:1 AGTGAGACCTGGAGACAAACAGCGAGAGAGACAGAGACAGAGAGATACAGAGCGAGAGAGAGAGGCAGAGACAGACAGACAGACAGACAGAGTGAGAGAGACAGACAGACAGAGAATGAGCGAACGAACGAGCGAGCGAGAGAGAGAGAGAGAGCGAGGGACAGGGAGAGAATCGGGACGAGAGCTAGAGACAAACAAAGAGAGAGAGAGAGAGAGAGAGGGAGAAGGAGCGAGCGAGGGACAGGGGGAGACTCGGGGAGCGAGAGCGGGCGAGCGAGCGACAGATATGGAGCAGCGAAGGAAACCGAGGGGCGAGTGCTATGCTTCAGCGAGGGAGGCCCGCTGCAGTGACCTTGCGATGAGATTATGACCTCGAAACGCTAAAA3118256 5856

M00328:4:000000000-A3DTF:1:2107:12706:10064:1 GATCTACACACAACCTCGAAGAAAATGGCTCTCAATATGAAAGGGTGACGGAGACCAAGAAGAAAAAGCCTCACATCCTGACACACACACACACACACACACACACACACACACACACACGCACACACTGGGCACATGGAATAAATGCAGCTGCAGAGGCTACACAGCCACTGATTAGCTGTGTGCACCTTTCAAAATCGCAGACAGATGCACGTGATAGCGCAGCCGACAGGGGTGTATAGTTATCGTAGCAACAGGCGGCCATGCCGGC4220798 7868

M00328:4:000000000-A3DTF:1:2110:17715:21056:1 CCTCAATGGACTGTGCACTTCACCATCAGTAAGAACAGGCGTGCGTTAGGTTTTTCTCTTTCCCTTGTCCCTGCACCGTACACACACACACACACACATCATTGCACCTTATGCTCACACCCTTAGTGGCTGATAGCAGCTGGGCATACTAAAGAACCTGAGAGTTGGTAAGATGCCGAGTGCAGCAGAGGCCGTGGCAGCACTTCCTGCAATGGAAGGAATGTGTTTGCAGTGATCGTGGTACAGACCCTACACTTTGAATCGAGTAGCTGCTACCTTGCACAGGTGATGATGCAT4929288 9141

M00328:4:000000000-A3DTF:1:2113:14428:10642:1 CTCTTATTTTCCACAATGTGTGCCCCTCCTCTTGCTGATAATATCCTCCAACACAATTTAAGCTTACTTTGTGTGTGTTGACGAGACCCAGCTCTACCTATGTTTAGACTTGGCCCAGCGCTGCAGCACCTCAAACTTAGCCGAGTCATTTGCGCAGGCTATATTCGACCCCAGGGTGGCCGACGGCTTTCCAAAGCTTAGCGATGACAAGACCAACTTAATAGTTGAGGGGAAGCAAGCAGCAGCAGCAGCAGCAGCAGCACGAAACCTGTGTTAAGCTCCTTGTTCACTTCTTCCTGGATGACCGCATTCGCTCTACCGCCGAAGTCTGCCGACTTTCAACAACTAAATGACACGCGGATTAGGATAAGACAACAG5416449 9971

M00328:4:000000000-A3DTF:1:1101:7713:16499:1 CTACTCACTTTCTCGTTACTGCAAGAGCCGAAGGCCGGTTTGCGCTCTGAAAGCCACCCAGGCTCTAAGTGAGCTATATAAAATCTCTCCATGTGACATCCACCTAGTCCTTGTGGCTTTGTGGTGTTGCGAACGGAGATACATGACATTACATTTGAGATTAGGTTCACGCCGAGCACTGTGCAATTAAACTATTATTATTATTATTATTATTATTATGCCCAGACGGTTCGAAAAGAGAGAATGAACCCCATGTGGGAGTAGCCTGCGGCACTAGTGTCGCCTGACTGCTTAAATGTCGCTTGGCCTATGCCTACTAGACAC123354 252

M00328:4:000000000-A3DTF:1:1110:8207:10791:1 CATCTGGGCAGGGGCAGAAACAGGTTTTCTTTTTACCTGCAAGATTCGTTTGCCTTGTACATCGCTGTCTTTAAAGGCATCGGCCTGTCTAGACACGAGAGAGGAGAGGGAGGGAGGGAGAGCGGAGAGAGAGGGAGACAGGGGGAGGGGGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGATGGAGGGGAAGAGAGAGGCGGACAGACAAACAGAGACAGATGCAGCAGGGAGGGAAGGAGAGGGAGAATGTGTTCGTGCGTGTGTGCCTTCGTGTGTAGGTGTGTGTGCGCACGTGTCTGCACGTGTGCATGTGTGTGTGTGTGTGTGGTATC1934530 3676

M00328:4:000000000-A3DTF:1:1112:9255:25365:1 CTCTTAATATGTGCACGGCATATCCATCAATTCAATACATGTTTGACAATTTTCGGAGTGTCGTCGCACCATGGCATCAACTAATGCAGACAGGTGCTTTTTTCTTCGCAGGATTATCCCTAGCTTAAGTAAGCCAGACTGCATAAGCTCTATATCAGGATTTCCCTAAAAGGAATGGTCTTTACAATTTCAAAAAATAAGTTGTTGGACCACAACTGCATGCTCATTCTATATAGCCATTCTGCGAGTCTCCAAGGAATCTTTAGACACAACAGATAGGCGTCTCTATAGAAGACGACCCTGATATATATATATATATATGTGTGTGTGTATACTTATATATATATATACATATATATAGGTTATAATCCTGGAACCGTGATCATATCTAAAGCCATAATTGGCCTGAAAGCGGCCAAATGATTCTGTTTTTTCTTTCTGTTTTTGGCTACTCACATGCAGATCTAACG2521711 4750

M00328:4:000000000-A3DTF:1:2113:16590:17924:1 GAGCATATCCTATGGAATTTAAAGGAAACTCTTTGGGGTTAAAAGAATAATAATAACTGCAATAACCGATAAACCAGTAGCAGTATGACCCACGAACAACTTAATCCCCATTCGTGCACTGTACGAAGACTGAGCTATACAGATTCTAGGATTTACGTGCTACGGCATGTGTGTGCAATCGTAAGTACATACGACTAAGCAAGCCTGCCTGGGAAAGGTGGGTATAGCTTTCTTTGATATTAAGAGAGAGAGAGAGAGATACTCAGTTCCTATTAGCTTGGGGCACCAAAGTTGACCCAGAGCTAAGAAGCACTCTGAAGTGGCTAGTAGGCTACCACTTTTGCTTTCTTACCGCTAGTTAATAATGAAGCAGAGAGCCTGCAAAATG5496856 10120

M00328:4:000000000-A3DTF:1:1102:14832:22388:1 ATGTAAATGTTCACAAAAAAATCAAAGAATACTTTAGCATCTAAAGCTTGAATCACAATTGCCAAATGCGATAAACTTTTATTAATATGTTGTGTTTCCTTCAATCGGTCACCAACGGCACCAGATTCCTTTAATCGTTCTGATCCAGCTAAATCAATCAAGTTTACAAGACCTGCAATATATATATATATATGAATATATATAACCTTGACATGTTTGATTTATAAATTTGTTTACACCATATAACTTTAATTGTACGAATATTTGTCAACTGTCCATCGCTAGTAATATCAATTGAATTAGTAAGTGATTTTGAACGATTAGATAATAAATCCCCAATTTGATCATTATAAATCTCTATAAAAGAAACTTCAATAGAATACTAAGAGATTATATTATAATAACTAAATACGTTCCAGCCTTTTTGTTTCATTTCTTTCATAGATTCAAATATTTGCTCAACCGAAAGAG403548 828

M00328:4:000000000-A3DTF:1:2102:18606:4231:1 CCGTTGAACCACGAAGCTTACCGAAATGAAATCCTTAGGTGATATGCTCCTCGGACCCTACGGTTCTAAAGCCAGAAAATTGCTCCCGGTAAGAGTCTTGGCAGCCCTTGCCATTAAAATGAAGTTGAAAACCCGCCTGACCCGCCCTGCTCTCATCTGCATAAATCGCATCTCTCTCTCTCTCTCTCTCTCTACCTGTCTAGCTTGCTTGGAAGATGCATGCCATTTGCACACTTTACCCTGGACGCGTTCGGTTTAAGCGTTTGTGAGGCTTCCGTGACGAGACTTAGTCCTCTCAGCGCGCGCTGCGAGTAATTCATTATCATGCTAAATGTACAATTTAGGCTGTTCGTC3182499 5950

M00328:4:000000000-A3DTF:1:2108:8939:24820:1 TCTCTCAACTAGGCACTGCCTAGAATTTAAGTCTGCTCAATGAGTGAGGGTACGAAGAATGCAGAGTGCGTGTGTGCGAATGAGATCAGAATGGAAAGAGATACGGAGTAGGAGAGGCACAAGAGACAGACAGACAGGCAGTGACAGAAACAGAAACAGACAAAAAAACGAGGGGCGGCAGAGGGGACGAGAGAGAGAGAGTGAAAAGAGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGCATGAAGAACAAGACAGTTCGGGGTGAAAGACGAGATGGCTTAACATGCCCGTGCACACACACACACACACACACGCACGCGCACGCGCGCACACATGCATATAC4569588 8512

M00328:4:000000000-A3DTF:1:2114:21092:8294:1 CATATATGATGAGTGGAAAGCCAGACAGCTTGCATTCAAGGTATCGGTTGCTTAATCCGATCCGCCGACGAATTAACTCGAGAATCAAACTTGGTCGAGCTTATGTCGGGGTCAAGGGCACATAGGTCTCGTCGAAAGCAAACCTACACACACACACACACACACACACACACACACACACCTGGGCAACAGAAGAACAGTTAACTGCTGCTAGTTTGGGAATGTGTGGCAATGTCAGCTTGGTTTGGCAGGTAGTATAATAATAATGGTTTACTTGTACCAAGCCCTGCAAGAATCTGGGCGATTTACACCTGCTGAAAGAGAAGGTATAAGCGATTTTGTGTCGTCCTAATCACTGAAGTACTTGCTTATGTATAATGTCAGAACAAAGCCGTACAAATCGGAAATGAACGTGAACGTGGATCCCACTTTCTCCGTTAGATAGCTAAAGTGCTTTCTTGATTAGGCA5594005 10296

M00328:4:000000000-A3DTF:1:2114:23729:21266:1 CTCTCTCTCTCTCTTTCACCCTCTCTTTCCCTCTCATTCTCCCTCTCCCTCTCAAAGATTTACCGCCTTCTGTAAGTCAGTCAGATTCTGCCGGGTGGGGGGATGCTGCCGTAATGCCCCTTCCTGCACTGATGCTGATCCTTGGTAATAATAATAATAATAATAATAATAACAACGATTTTCTTGGGATGTGGTCTGTGAGACCCAATCGCGATGTAGGTGCTTTACACGCAGAGCAAGGTCAATGTAGTTGGGCAGTCACATGCAGGCGGAAGCAAGCAATGGTACTATAGATGAG5732595 10567

M00328:4:000000000-A3DTF:1:1101:16434:21098:1 GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTGGGTATGTGTGGGGGTGTGGGTATGTGTGCCTGCGAGTGTGTGTGTGTGCATGCACACATCCCACCTCGAGCGCAAGTGTGTCTTAACTCATTTGTCTGTCTATACGCGGTGCGCCGAGAGATATGCTCTCTTCTTCGTCGGGGTGGTGTGATGTGTATGTGAGACAGGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGGGTATGTGTGGGGGTGTGGGCATGTGTGCCTGCTAGTGTTTGTTTGTGCATGCACACATGCCACCTCGAGTGCAAGTGCGTCTTAACTCACCGGTCTGTCT175902 366

M00328:4:000000000-A3DTF:1:1104:16748:4139:1 GCCCAGGCATGACTACATTTACGAGAAAGTTTTAAACATCCCACTTACGCTTTGGGCTTTTGCTTGATCTCTGAAAATCGTAAAACCTTTGCTTTGCTTGCTACTCCCGTGCACGCTATTGCATAATTAATTTAAATATAATCACTCTCAGACTCTTGTTAAGAGCCCAGGACGAACTCGCATAGCTGAGCACGCTCTTAATGTGGCTCATTATTATTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTATCTACGAAGCTACTTTCTCGCATTTTCTTAGATTCTCATCCCGTTACCTGTGGAC645744 1308

M00328:4:000000000-A3DTF:1:1106:3445:19528:1 GTATAAACGAATGGCGAGGCTCGGCACCTACGCAGCTGGCCAGGCGTAGGTGATGTCTGGTTCAGCTTGTGAAGCTCCATGCGGCCATGGCAGCTGCCCCAGCCCTTTTGATCATTTGTGATTGCAGATTGCCACCGATGAGCTCGAACCTGAAATTAGACAGCTGACCACCGAGAAATCACTCTTTTATAACAAAGGCCTGTAAATGTGGACCGTCTTTATCCTCCCGTGCATGCCAGCCTCTGGCAAGGTGTTTGTTATCTTATGTTGTGTGGACACTGCTATTTGGGTGCTTCACGTTGTGTGTGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGAGAGAGGTAGATGGAAATGGGGAGTGAAAGGGCCTCTGATGGATGGACGAAGAGGGAGCAAAGTGAAGTAGATGGAATTGCAGTAGATAGATGGATAG1203337 2304

M00328:4:000000000-A3DTF:1:1108:8727:13149:1 TTCCTAAACAGCCCAATAAGTTCCTCACTCTGCTTCAGTGCGTGGCCTCAAACACGAAGACGATCGCGCTTTTAGGGGCAGCATTCTTCAGGGTCACAAGCTCATTCAATAACCTCCGCCGCGACTAATTGGTGCTTAGTCCCGTTGTTACTGCATTATTGCAATTCAGCACGCCGCTCACATGCGTCTCTCTCTCTCTCTCTCTCGCGAGATCACTCTCTCTCACTCGCTCATTCTCGCCTCACTCCCTTCCTCCGTCCCTCTCAGTCTCTCTCTCTCTCTC1546473 2933

M00328:4:000000000-A3DTF:1:1108:10507:19117:1 CTTGCTGATGCTGCTGCGCTGCTGCTTCTGCTGCTGCTGCTTCTGCTGCTGCACGCTCGTTTTCGTAATGACTTCGCGGACACCTACTTGCCTGGCTTGCAACCGAACGTCCGGGAAGAGAAGCAGTGCTCCTAATGGGCACTGCAAATCTGGCACCGTACAATTTTCATTACTAGCAATATATATATATATATCCATATCACGGGTGATTGGCGGCGTTCTGGTGCTCCTGATAAACTCACCGGCACTTGGCAAAGCAAGAAAATGGCGGCTGTACGGACGCCCTGCACCGTCCTGCGTCTTGAGCAGCAGTTGCCTATCATGC1616368 3093

M00328:4:000000000-A3DTF:1:1109:13737:18020:1 GTTTATTGACAAGCGGTGCCACCTTTTAAGTTCTCTTCCTTCCCTCTGGCTGCTTTAATATGTCACGTGCCTTCACAAAGACTTGTTTCTTAGGCCGTCTGCCAAACGTACCTGTTATTACTGCCATCATTTGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCTCGTGCTCTCCCACTC1811317 3453

M00328:4:000000000-A3DTF:1:1111:10898:18863:1 CTATAAATGTCACTTCCATCTCCGCCTATTTGTAAGTCTCTTCCTCCCTGCCTTCCTCTTTCCCTTTCTCTCCTTCCGTCTCAGTCTGTCTGTCTCTCGCTCTCTTTCTCTCTCGCTAGCTCTCTCTCTCTCGTCTCCCTGTCTGTCTTTCTCTCTCGCTAGCCCTCTCTCTCTCGTCTCCCTGCCTGTCTTTCTCTCTCTCTCTCTCTCTCGTCTCCCGGTCAGTCTTTCTCTCTATCTCTCCCTCGGTCACTCAT2241024 4244

M00328:4:000000000-A3DTF:1:2108:10255:18523:1 GTATGGGGCTTAATGGTGGTTGCAGCTGCATTCCAAAACTAGAGTGATAGCATTGACATAGTACATAGCGCATTAACATAGCATTGACAGAGCCAGGGAGCCAGGAGTGAGACAGGTAGAGCCCCAGAAAAAGAGGAGGAAGTGGCGAGCGACAGAGAGAGAGAGAGAGACAGAGGAAGGTGGAGGGAAACAGTGGGTGTGGTGAAACTTAGAATAATCCTTCTAAACAAGACAGTCCGGATTATGAAGGTCACACTATCGCACCTCCAATCAGGGACCCAAAGTCACCTGTAGTGGCCTTAACATTTCGGTTGACTCGAACAGGTTCGGCTTTATATCGCCATTTAGCTCGGGGAATCCGGCCCTGCATCAGGACTTCATTTTCGTAAGACGAGTGTTCAGTTTTCAGACGTCATGGCTGACCTGCAGTTTGAGCAATTGGTACTTGAGTCTTCAGGGGCCGACAATAATGGGTGTACATT4511612 8407

M00328:4:000000000-A3DTF:1:2109:24729:9883:1 CACGCGGACACAGTCGCGCGAGCGCACACACACAGAAAAGAGGCATACGGCGGCGCGCATGTCAGGCGATTTGACTTGCAGGCCCCTTTCTCTCTCTCGGGCGCGCTCTCTCGCGCCCTTAGTCGCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCTTCCTCTCTCACTCTCGTTCCGACTGTGTCTCTCGCTTATTCTCTCTCGTTCTCACTCTCCCTGTCTTTGTCGTCCGCCTGTGCGCTTGAGTGTGGGCGTGTCAGTGTCTGCTCGCGTACGCGTCTTTGTC4616197 8601

M00328:4:000000000-A3DTF:1:2112:22448:11241:1 GAGGAACAGAAACAGAAGCCGATGCCGGGAGGTCGAGGCAGTCAGAGAGGCAAAGATAGGAGTGCAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGAGCTTGCCAGCAAGTTTCAGTCTGGATTTAGGTCTAATCACACCACAGAGTCGGTCTGCTGCTAGTGCACAATGATATTTTGAGGAATGCAGACCTAGGCAGAGTTTCAATGCTAGTTCAATT5221479 9645

M00328:4:000000000-A3DTF:1:1105:17013:15610:1 GAGCTACCTCAAGCCATCGCGCCAACAGCTGAACGCGTCCGCCTACAGAGATAGCGAGAGAGAGATGAGAGTGAGATGAGAGGACAGACTGAGAGAGGAGAGAGGAGAGGAGAGATAGGAGATGAGAGAGCGAGAGAGAGAGAGAGAGGTTGTGAGTGAAGGAGAGAGAGAGAGAGCGAGAGAGAGAGCTGTTATATTGTCAAGAAGACACGCGTGCTTGACATAAGCGTGTAATAT953020 1828

M00328:4:000000000-A3DTF:1:1111:17784:20418:1 CCAGAGTTTCATAGGGCCTGTACGTAAAACTAATTTACTGCCGGCTCGACGGTATGCACTCGTCGGTCCTTCAGCTTTGGCGCACTCTAACGCAGGCTGGCCGAAAAGAGGCCTGCCTAGCGGAGTTCTTGCCTCGCTCGCGGAGCATCCGGATCTGCGCCAACAATGTGTCTCTTATGTCGTGGTCCGAAGCCATGTGGACCTTCTAATCGAGCAGGAAGACCGTATTTTCCTGGCTATCCAGCAGAGAGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTTAATCGGCTAGCGCCTGTGGCTCGAAGGTTTGTAGGCATAGGATTGCAAACCTGGTAGAAAAGG2259493 4272

M00328:4:000000000-A3DTF:1:2111:5557:23061:1 GGTAACGAGAGAGCTAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGAGAGAGAGAGAGCAACTGCGGGAGGCACATACAGATAAAGAGGAGTGGCAGAAAGATGCGTGTGCAATCACCTTACTGTACTACATCTTTTTTTTGACGGATACGGCGCCCACCGCGATCTCCACTATCCTCTGCGTCGCGGGCGCCAGAGGTGTATATGAGACAGGGGAACGAGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGAGAGCGAGATAGCAACTGCCGGAGGCACATACAGATAAAGAGTCGTGGCAGCAAGATGAGTGTGCAATCAG5149195 9561

M00328:4:000000000-A3DTF:1:2112:21569:22323:1 CCTGAGTGCCATGAGTTGTTTACGCACAGAGTGAGACAGCGTGAGATAGAGACAGAGAGGCAGACAAGTGAGAAACAGAACGAAGAAGAGTGACAGAGGCACACAGAGTGACACGGGGAGACAGAGAGAGAGAGAGAGAGACAAATACAAAGAGATGGGTGGACAGACATACGGGAAAAGAAGGACAGAGAGAGAGGCAAGAGAAATACAGAGCACGAAAGATAGGCAGATTTGAGGAAGAAACACGAGAAACAGGGATAGAGCAAGGCACAGACAGAAAG5343185 9840

M00328:4:000000000-A3DTF:1:1102:15799:11069:1 GTCTCTCTGTCTCTCTGTCTCTCTGTCTCTCTGTCTCTCTGTCTCTCTGTCTCTGTCTCTCTTTCTCTCTCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCCTCTCTCTCTCTCTCACACACTGCTGGTCTTTTTTTCTCTCATTCTCTCTCTCTCTCTCTCTCTTACACGGCATAGTGCCCTTAAGAAGCTAGACATGCAGTTTAGTATTGGAAAACGCAGTGCTCAGGTTTTTGCTCTTAATGGGTTCATCCCTCTCTGTTATAATCTCTGTGTCGGTGCCCAGCTCAGAATGCTCAAATGAAATGATTATGAGCTCTGGTGGTTGGAATATATTATCATAAACAGCTAT281023 573



M00328:4:000000000-A3DTF:1:1105:20029:14128:1 GTGGAGTGATTAGCCCTAAATCCAAACTGAAACTAGCTAGCAAGCTCTGACGATTCAATAGACGAATTTAGCTGGCTTGCCACAACTCGTTCAAGAGTCTAAGATACAAGCGGCCGGAGGGAAACCTGACGGAAGTACTTAATTTTTCTAAGTCGGTTTCTTTATGAGGGGCCTGACGACAATAATAATAATAATAATAATAATACTTTACTTGTATAGCGCCCTGCGAGAACTCAATCTCGAACTAGGCGCTTTACAAGTGCTGAAAGAGAGCATGATTTACCTTATTAGAAAACAGTCGCATGCACGCGGAAGCAAGCAAAAGCAACTCATAGATACGCGATATTAACC936343 1798

M00328:4:000000000-A3DTF:1:1108:15295:12205:1 GAGAGAGAGAGAGAGAGACAGAAAGATAGATAGAGAAAGAGAGAGACGGAGAGAGAGATAGAGAGACAGAGACAGAGAGAAGGGGGACAGAAAGAGGGGTGAGTGAGTGAGGGAAGAGGCGGGGTTTCGCAGGCGCCGAAGCAAGAGCTGGCTCCTATACACAACTCCGAGCCCACTAGACTACGCATGAACTCGCATGCCGGCCTCTGCTTGGAGAGAGAGAGAGAGAGACAGAAAGAAAGATAGAGAAAGAGAGAGACGGAGAGAGAGATAGAGAGACAGAGACAGAGAGAAGGGGGACAGAAAGAGGGGTGAGTGAGTGAGGGAAGAGGCGGGTTTTCGCAGGCGACGAAGCAAGTG1535931 2908

M00328:4:000000000-A3DTF:1:1109:10180:6110:1 AACATCAGAAATGGGCCAGTGTGTAGGCAGCAGAACTCTCTCTCTCTCTCTCTCACACATTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCACTCTCTATTCTTTGTCTGCATGGTTGTTGCCCGCTGTCTGTTGGGGAAGTCGGCTTTTGGGAACGAGACGCCATGAGAATCCGTTGTCGGTACTTCATGAAAATGCCGCTGTATATGTAATAGAACTTGCTATATTGTCTATCTTTTGCAATCTTGCTGTTGATTCGTTTTTTCGGTGTTGCTCAGCG1693728 3230

M00328:4:000000000-A3DTF:1:2114:8567:15979:1 TCTTAGGTCAAGTTGCCGACGTATTGGAGGACCACCGCAGCTCGTCAACCGACTTGACAAAACAGTCTTGCAGCGAGAGCAGTCCAAGTTAGCTCCAAGTTGTGACCCCCTCGAAGCCGTCGCAGATCAGGATGACAGGCTAAGCACTTCCCAAAGGCTGGGTTATGGATAAAAAACTCATACGAGAGGGGCCAAAGAAACCAGGAACTTGTCTGCAGCCACGCAGATACCAGGCGTATTTCAAATGCTGCTTTCTACACACACACACACACACACGATATGTGCATTGACGTTTGCACATGGGATCACATTTTTGAGCACTCTACAGCTCCTACTGCAGACATCAGGAC5674170 10448

M00328:4:000000000-A3DTF:1:2114:20981:18257:1 CCACGACGCTGCCCACAGCGGCGGGCATCGACACAGTCGTCGATTGTCGCGAGTTGGCCGCCGTCCCGGGATCGCTGCACGAACTCGGCCGACAGCGCGGCGGAGGCCGATCGAAACTTCCGTTGTGACAGCAAGTTAGCTCCACCCTTGATGTTTGGGCTTCTGTCTCTGTGCCCGGATCGCATTCGTAGACCACGTTACCGCCGACGTCGAAATCGGCGTAAACAATCCGGGCATTTTCCGCTCCCGGTGGGGCGGGGCAGCATCTTTCTACAGCGCGGAGCGGAGGGGATACGCAGATCTCCGGCAGCGTTCACGAGGCTTCAAAAGTGGACTAAAGAGAGAGAGAGAGAGAGAGAGCGAGCTCTCGGAGCGAACAATTTAGTTCGTTCGCTGAATCTTCACAAAACTATGCCCAGCCAAGTTGGGGCGGTTCATGTACTGCAGAGGCAATTCTACGC5700147 10504

M00328:4:000000000-A3DTF:1:2101:18355:11997:1 GCCCTTGCTACTTTAATGGAGCAGCAGTGGTGTGAACAAATGTGATCCACATCTGCACCTAGGCCAATCAAAAGGCAGGCCTGCACATCGATATTAGCTGCTGGAAAAATTAGCATATTTATTCAGGCATATGCATGCGTGTGCACACAGTGGCACACACACACACACACACAAGCACAAACACAACTTGCACATGTGACCTTCCGTGAAACGAAAGTGAAACATGGACTGCCGACCGGGTATCACAAGCTGGAACATATTTCGTCTGAAATATCATCAGCAGATCGTGTCATCAACTACTTTTCATGCC3038628 5700

M00328:4:000000000-A3DTF:1:2109:22007:13445:1 GTTACGTGTCGTCTGTCGCTGTATGCTTGAGTGTGTTGAATAAGCCACTTTTCTTCATGCAGCAAGTTATCAGTAGACTTACCAACTGCGAACAGCACAAGAAGGCAATTAAGGCAGCCAATCGAGACAGTGTTGACATTCGCTATCGGTGTATGCAGGCCACATGTCTACTACGTTTATCTCTGCATATGCAATGCACAAACACACACACACACACACACACACACACACACACATGCACTCGCATGCATGCATGCTCCTCAAAATACTTCTAGCTAGATGGCCATCCAGCTCTATTCTACACAGCTGTTTCTCTTGCTCACCACTCTCTTTGCTTGCCCCTCACTCTTTTCTCTCTCCTCACTCCCTTCTTGTTATCTCTGCTCTCTCTATCTC4653437 8665

M00328:4:000000000-A3DTF:1:1101:6573:8089:1 GGAGAGAGAGGGAGTGACGAAGAGAAAAAAAATGGGAAAGAGGAAGGGAGCAAGAGAGAGAGAGAGAGAGAGTGAGAGAGAACTCTGTCATTGGACATACATTTCCGGCACTCTCATACTTAGTTCCAAATCCTGGTGCGGGCAGCATTTTAAATCAGAGTGGGCGATTCCATCGGCAGTGCAGTTCGTCGGCCTTGTTGCTAACTAACGGCCAGCTCAATGTCAGTGGGACCTCATTTGGTC28952 44

M00328:4:000000000-A3DTF:1:1107:9332:7855:1 CCTCAGTACAGCCTGGAACCTTGAACTAATTACTGCTCGGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCCCGCCCTCTGTACGCACTCACCGGGGCACTCTCGCTCAATTCGTGTACACTGAATCGCCAAAGCGCGCCAGAGCGTTCTAGACTATATATAGAGCCACTCACTCCACAGAGTGTCTCTCTTAAACACATCTCCGCGATCTCTAGACAACACACGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCCTGCCCTTTGTACGGACTAACCGGGGCATTCCAGCTAAATTCGTGTACATTGAATCGTCAAAGCTTGCCAGCAAGTTCTAGTCAATATTTAGGGCCAATCACTCCACAGAGT1283831 2437

M00328:4:000000000-A3DTF:1:1111:22302:14949:1 CATCTCGGCATTGTTACCCGACCCCGCCGGAGGGAGATAGGGAGAGAGAGACAGATAGACAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACACACACACAGACACACAGACAGACAGACGTGTCTCTTATACACCTCCTCGAGCACACGAGACTGGGCGTGATCGCGTACCCTGTCTTCATCTTGAAAAAAAAAAACATAACAACGCCTTCATGCCCGCCCGTGAGTGTGACCCGCCACCGGGGGAGGGGGAGAGGGAGAGAGAGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACAGACAGACAGACAGACAGACAGACAGAC2192955 4144

M00328:4:000000000-A3DTF:1:1111:12613:26364:1 CACACACACACACACACAAATACATACGCACATACATACGCACACACACGCTTGCATGAATATACGCGAGCACACACACACACACACAACACTTTTGCATCAAAAAACCACGCACACAAGCCGTCAAGTGCCTGCAAAGTGCATTCCTCCATGGGGTTAGCATGTGCTAGCTTTGTTGTCCATGCATGCAGTCGTTCGTGTGAGAGACGTGCTGACGTGCCGGTGTTTGCCCGTCTACATGCCAATGCATTCAAGCAGTTCCTGCTTCAAGTAAAGATCATGTGCAGAAGCTAGTCTGCTTGTGTGCCTTCATTCTGCCGTGTGCAGTTGTTTGTGGAAGTGTGCCTATTTGACTTGGAGACATGTACGAACGTCTTC2317304 4379

M00328:4:000000000-A3DTF:1:1112:18756:10531:1 GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAACGAGAGAGTGGCAGGAAATAAGAGACACTGACGCTGAGAGAGAGAGAGATAGAGATAGAGAGACAGAGACAGAGATAGAGATAGAGAGATAGAAGAGAGAGAGAGAGAGAGAGAGACCACACACAGCCATAGGGTTGGCGGGAGAGAACGAGGGTGAAGAGAACGCAGAGAATAGAGAAGAAGGTGCAGAGAACAGCGAGGACAGGATAGGGAGAGCAAGAG2356123 4431

M00328:4:000000000-A3DTF:1:2108:11424:16133:1 GGATACGACACGAACTCAGACAGCCAGCTGGGAAAGAAATGGCTGCACATACTGGTAAACAAGCATGCTTAAGCACGTGCAAACGTGCCTCGGTGCACGCAGCTGTACAGGTATATGTGTGCACACATACACGTGTGTGCATGTGTGTGTGTGTGTGTCTGTGCGGGCGAGTGCACGTGTACGTGCATGATTTTCTACACGCATGAATGTGGACGTGTGCTCCTACGTAACTTCGATTAACCAAACAACAAACAGTAGGTC4485517 8357

M00328:4:000000000-A3DTF:1:2110:18912:15131:1 AGCATGCATTTCGTGGACCTAGCTTGCTTAGAGTCAAAGGTTAACCATAATGAGATAGAATAAGGAGAACGTTAGCCCACAAAAAGCTATAGGTTATATATATATATATATATAAATTACCAAAGAAGAATATTTTTGAGTCTGCTATCGCAGGTTTCGACTGTCGGTGCATCCAAGGCTTATAATCCGGCACTGCAAATTTGACCCAGAGCTTCTC4866039 9041

M00328:4:000000000-A3DTF:1:2113:14119:10990:1 GAGTGGCTCTGTCGATTTCTGCTAGCCATCCAAGTACTCCATCCCAGCTGGCTGCTGCAGGGCACCTTTCTCTGTTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTTGGGGTGCCGCCTCAGCTTTATGCAGTGTGTGGAAGTACGACGTCGACATGCCGGTCAGTGCACCCGTACAGGCCGAGATCTACACTATCCTCTTCGTCGGCATCGTCAGATGTGAATAAGAGCCAGGAGTGGCTCTGTCGATTTCTGCTAGCCATCCAAGTACTCCATCCCAGCTGGCTGCTGCAGGGCACCTTTCTCTGTTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTTGGGGTGCCGCCTCAGCTTTATGCAGTGTGTGGAAGTACGACGTCGACATGCCGGTCAGTGCACCCGTACAGGC5419937 9981

M00328:4:000000000-A3DTF:1:1102:17425:21940:1 CCATGGGACATTTCGTCCGATGAGCAGTAGATCCCTGCAAATATGTGACTTCAGCGTTGATGACAACTTGCACCCGTTTGTCGTGAGCACGGACTAGCTAATGCCGGGCTTCAGTAATCGCATCCCGCAGCCCCTCATTCTGCCAGGCCCCAGGCTCTCCGAATTGTCTGTAGAATTCCCACATCGCTTGCTCCTCAGTCAATGTCAAGCCGTTGGCTGCTGTTTAGTTCTAGCAGCCCCTCGAAGCTCCTCGATGGCCCTGTCTTCAGATCTTTGTGGTTCCTCCATTAAGTATGCAGGATCTGTCTCTCTCTGTCTCTCCCTCTCTCTCTCTCTCTCTCACCCAAGTGGTGAATTTAACACTGACTTCGGCAACCC399271 815

M00328:4:000000000-A3DTF:1:2107:6482:21751:1 GAGAGAGAGAGAGTGAGAGAGAGAGTGAGAGAGAGAGAGAGAGAGAGAGAGGATAAACTTTCCCTGGTCCCACAGAAAAACTCTAAATTGGCACTTCGCCAGCTTTCGTAATCAGCGGAGCACACTGTGGGGCCAACAGCTCTCTGATACTTCCGCTGTCTAGTTCGTAAATGACACAGCGGCCATCGAGATCTGCACAATCCTCTACGTAGTCAGCGTCAGATATGTATAAGAGACATGAGAGAGAGAGAGTGAGAGAGATAGTGAGAGAGAGAGAGAGAGAGAGAGAGGTTAAACTTGCCCTGGTCCCACAGAAAAACTCTAAATTGGCACTTCGCCAGCTTTCGTAATCAGCGGAGCACACTGTGGGGCCAACAGCTCTCTTA4344900 8131

M00328:4:000000000-A3DTF:1:2110:5284:10828:1 GGGGAAAACTAAAGTGCTTTTCCTTACGTGGTGCTTGCACACATTGACTTCAGAAAGGGCGATAGGTACACTCCAGTTACATAAGTACCGATAAAGAGAGGGAGAGATGGAGACGGAAAGAGAGTGAGAGAGACAGACAGATACAAGGAGGCAGACAGAGGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCAATGTATTGCATTATGTAAGGCTTACTTTAGCAGCCTGTGGGCC4821023 8956

M00328:4:000000000-A3DTF:1:1101:12000:22733:1 GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGCGCGCGAGTATATGTGTGCGTTCTTGCGTGTGCTTACGTGTAAAATGTCGTGTGTGTGAGTGTGTTTATGCAGCCATGTGTGTATATTTGTGCACGAGGGCATGTGCGTGTGTGTGTTTGTGATGGGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGCGCGCGAGTATATGTGTGCGTTCTTGCGTGTGCTTACGTGTAAAATGTCGTGTGTGTGAGTGTGTTTATGTAGTCATGTGTGTATATATGTGCACGAGGTCATGTGCGTGTGTATGTTTGTGTTGGTTGTGTGTGTGTGTGTGTGTGTGTGTG192741 403

M00328:4:000000000-A3DTF:1:1102:7325:12272:1 GTTTCAGTGTCATTCCTGGAGCTCTAGCGTTCCTAGGCCTTTAGCAGATGTTAGCAGACATAGGGCTCGACATAACTGTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTATAACTCTCCTCTGTTTTCATCTGTGCTCTGCTCGTATTTTGTATATGTTTCTCTCTCTTTTATAAATCTCTCCGCGCTCGCGAGACTAGGCATTATCCACATGTGTGCACACATAGCGCTCGCCATATCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTATAACGCTCTTCTGTGTTCATCTGTGCGCTGTTCGAATGTTGTATATGTTTAC293897 598

M00328:4:000000000-A3DTF:1:1103:23187:10459:1 CTGTCCGTCTCCGTTTGTTTCTGTCTGCCTCTGCCTGTCTGTGTGTTTCTATCTTTCTCTGTCTATCTGTCTCTGTCTCTCTGTCTCTCTCTCTCTGTCTCTCTGTCTCTCTCTCTCTCTCTGTCCCTGTCTGTATCTGTCTGTCCCTGCCTGTCTCTGTCTATCTCTGCCTGTCTTTGTCTGCCTGCGTCTGTCATTGTCTGCCTTTGTCTGTCCTTGTCTGTCTCTGTCTATCTTTAACTGTTTCTCTCAGTCTCTCACTCTCTGTCTCTCTCTGTCTCTCTCTGTCTCTCTCGGTC484971 961

M00328:4:000000000-A3DTF:1:2104:12680:17647:1 GGCTGTTGTGCTTATAACTAGTGTTCCTCTCTCTCTTCTCTGGTGCTCCGTTTCTCAATTCCCTGGTACTCTCTTTCTCAACACTGGCCCTCTCTTTCTCGCTTCACCGGCTCTCTCTCTCTCTCTTCCTCATCTCTCTCGCTCCTCGTAGCACTTGCTCCTCTAACTCATAACGGAGGGACCTAAAATCTTTTGGACACCGTGACCCTCAAAAAACTCCAGATCTCAATATCGACTGATGTCGGAGCTCGACAATACTGGCCGTTCAGAAG3711332 6908

M00328:4:000000000-A3DTF:1:2106:18035:8267:1 ATTTAATGTAATTATTTTTGTAGATGATAAATCTCATTATGAACAAGTTAAAAATGACCGCGATTCCTTTGAGTATACATAATAATAATAATAATAATAATAATGTTATTAATAACAGTTATGGTTTTTTATTTAAAATTGAAATTTTTTGAAGTAAAAACGATGGAGATACAATGAAAACTTTTGTATGCACCTACAATAATTGTGGAAAGCGTTTTAAAACTTCTTCAGAACTTGGTCGACATGCTTATAGG4010011 7476

M00328:4:000000000-A3DTF:1:1105:12548:26009:1 CTTCTTTACTTCCTGCGCGCTGCCAGTCAATATTTCTGGCTTAGAACCAGCCAAATATCCGTTAACCTAATCCAGAGATTGCCTAAATGAGATGCATGTCAGCGAGATGCAAGGGTGTCACAAAAACGAGCTTTCACCTCTCTCTCTCTCTCTCTCTCTCCCTCTTTCTCTCTCACTGTCTTCCCATCGCTCTCCTCC1054730 2039

M00328:4:000000000-A3DTF:1:1113:17290:12744:1 GTGTAAAAGCTGCCTCTTTCACTGACATAAAAGTCATAAAAATAATATCAGTTCGTGGTACTTTCTTACTCATAAATCATTTCGCCAAGCTAACTGATATATATATATATATTTGTAGAAAAGAAAATGGAAAAAAAAATGGTGAAAACTAGAAAAAATAACGTTTTTCTCTGTTCCCAAACTACCTCGGGAGATATAGCCTATAGTC2590062 4889

M00328:4:000000000-A3DTF:1:2110:5468:12459:1 GAACAGCCAGGCAGCTGTAAGAAAGACAGCAACAGCACGGAAGTGAACAGCGATCAAGACAGGGAGAGAGAGAGACAAACTGAACGACAGACAAAGGGGGAGCGAGCGGAAGAGAGTCAGACAGAGGCGCACCACACACGCACGCACACGCACACACACACACACACACACACACACACATGCTTCCATGCTCACACACACACAG4837366 8993

M00328:4:000000000-A3DTF:1:1101:9780:13320:1 GATCATTGCAGTGCGAAATATCAGTTTAACGTTCAAAGCATCGGTAATTTTGTAACTATTTCTAGATGTGCAATTTCAAAAAAAGAACGATAGAGAGAGGAGAGAGAGAGCGAGCGAGAGCCAGAGAGCGAGAGACGGAAAGTCCGAGAGAGAGCGAGAGAGAGAGAGAGAGACAGAGAGACAGAGGAGAGAGATAAGAGGTAAACGGAACGGTACGGACT85451 166

M00328:4:000000000-A3DTF:1:1111:11215:10270:1 GCATTAGGCAAAACTGGTGAGTTAACGATTTCTTTTTTGACGACACACTGCGAAGCACAAGCCTTGCTTATGTGGAGTGAATGGGTTACTCAGCCGATGAAATCAGAGGATATCAGTAGCAACTGCGGCAGCAGAATAGGAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCCATGAAGTGGCAAGGGTAGCCAGTGGCGACTGCAGCAGTGGTGGTGACCGTG2140844 4048

M00328:4:000000000-A3DTF:1:2101:17034:17150:1 GAGTAGACCGTGCTAGAAGGGAAAGTGTTTTCAGCACTACAGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTAGGCCACTGCTGCAGCCACGCTACTTGTCTATGCCTGTGTTCGCAAGCTGGAAGGAGAGTCTGCCAGCCTGGCTCACCATGAAACTCGAACGCAGCTGCAGATGCCGCTACAG3098363 5814

M00328:4:000000000-A3DTF:1:2102:17592:9452:1 CAACAGTGCTGCTTACTACCGCGCAGTCGCCTTAACCTTTGACACCGTTTTCCTGGTCGCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGCGTGCGTGTGTGCTCGTGAGGGTGAGGCGCGAGACGAGAGCTACACTATCCTCTTCGTCGGAAGCGTCAGATGTGTGTATGAGTCAGCAACAGTGCTGCTTACTACCGCGCAGTCGCGTTAACCGTTGGCGCCGTTTTCCTGGTCGCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGCGTGCGTGTGAGCTCGTGGGGCTGAGGCGCGAGAGGAGAGGGAG3224178 6033

M00328:4:000000000-A3DTF:1:2110:5609:17179:1 AGGGTGCTCTCAAATTCGGTGGCAGATGACCATTAGTTGCCGTTCCGCTTCCGAAAGGAAGGCGTTCGCACTCTTTCTTGCATGCGCTCCCGTCCAGCGGGTGGAACCACTCAGCTATATAGCTGACTAGCTCGATTTTTTAAATAAGTATGAGATCTAGTGGAGCACTTCATATGCTAAAGCAGCTTTAGCGGATACTGGCCCTTCAACGGGTACAGTGCACAAGACTTACTATGGAAGAGCCGGTTTCACGCAGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCCCTCCCCCTCTCAAGTTACCAGCGAGCAAAATAAACATAATAACAATTGTACCTATTCTATAGGTGTCTCTACACATAACACCGTCGGCAAAGATGCTAGC4888412 9078

M00328:4:000000000-A3DTF:1:2113:20339:12286:1 TAATGCAACCATGCAGAAAATAGTCCCATGCAATCACTGCCTAATTGCTGAAAAAAACAGATATGAAAAGCCCTTGCTATACAACGTGGAAACAGGCTGGCTTCAAGTGACTACTGAATTACTCATATGACAATCTGCAGCATTCACAGACAACGTCGTCAAGACTATGCCAATAGCAGGCCAGGTTTGACCAAAACAGCCAGTCATATACAGCCGAAAGGGTATGTGACCGGATGCAAACCATGGTTACAGTATGCAGGCATACGTTTATTCACACATGTGTGTCTGTGCCGGCGCGAGTGCAAAGCGCGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTTTGTGTGCATGGATGTGTGCGCATGTGCGTGTGTGC5433560 10001

M00328:4:000000000-A3DTF:1:2114:11205:10389:1 CATCCACACGTGCCTAGGCCACTGAAAAAAGGGCAGCCACACTTGCATAGTGGCAGAAAGTCTCCAAAGCTAAGCGACTCGGTCGTGATGAGCAAGCATTTCGGTGCGTGCGAAGGTACGCATGCACGTGTTTGTGCATACTCGCACGACGTGTGTGTGTGTGTGTGTGTGCGCGCATGTGTGTGCGCCTGTGCATCCAAAAAGTGAAGGTAAGCTATGAGTTAGCTACGGTGTATCTGTAATCACTGAACTGAGGCAGCACTGCTACTGAGG5613748 10335

M00328:4:000000000-A3DTF:1:1108:16224:14963:1 TTTCACCAGTATGTCTTAAATTTAAACAAACATTTTATTATTATAAAAGACCTATAAGCATGTCGACCAAGTTCTGAAGAAGTTTTAAAACGCTTTCCACAATTATTGTAGGTGCATACAAAAGTTTTCATTGTATCTCCATCGTTTTTACTTCAAAAAATTTCAATTTTAAATAAAAAACCATAACTGTTATTAATAACATTATTATTATTATTATTATTATTATTATGTATACTCAAAGGAATCGCGGTCATTTTTAACT1567355 2972

M00328:4:000000000-A3DTF:1:2111:13084:17155:1 GCATCTTTCCAGCGTCGGGCAATTTATAAACATTAACGCCAGCGACGACGATGATGATGATGATGACGATGATGATGATGATGATGATGATGATGATGATGATGATGATGATGATGATGATGATGACGATGACGACGATGATGACGACGACGATGACGTCGTCGGCATCGTCGCTACGCGTACCGCCGCTTCTTTGACGCCAGCGGCACAGGCTGTTTGTCGCGCAAAATGTTTTTGAGTGCGTACGGCGTCGGCAACGACGACGACGACGATGACGATGATGATGATGACGATGATGATGATGTTGTTGTTGTTGTTGTCGTCGATGATGATGACGATGATGACGACGACGATGACGACGCCGATGCCGCCGCCGCCGTGGGCGTGGCGGTGATC5087343 9449

M00328:4:000000000-A3DTF:1:1102:12953:19851:1 CGTTGATACCAATACGTACACATTGAGTGATATTTCGAATGACTTACCATAAAAGCGAAATAGCTCGCGATACCTTAAGAAAGAAAATCTTCCACGATAAAGGACGACTCGAGGTCTTGGCCGAGCCAGCCAGTCGACGTCGCAGAGTTACAGCAGGTTGAAAACTACATATGGACCTACGGACATACACACATTATCTCCATGCCCTTTGCCGTTTTCTCTTGACCCCTCTTCTTTTCTCTATCTCGCTGTCTCTCGCTCTCTCATTCTTCGGCCGCCTTGTCTCGTCTCGTCTCTCTCTCTCTCTCTCTCTTTCTCTCACGCTCTCTTGAATCCACAAGCGGATAAAT378419 764

M00328:4:000000000-A3DTF:1:1112:5276:12806:1 GGACATCATGTGGTGATAAATAAAGTAGTGCCCATCATGGGACTCAAACCGAAGACGTGAGCCGTGAAGTTCGTGGACCTAGATACTTGTCTGAGACCCACTGGTTGTCTCCTTATTCACAGTATCTCACTGCATGCCTCTGCCACCCTCGGTCTTCATTCACTTGTTTGCTTTTGTCACAGATGCTCTCTCTCTCTCTCTCTCTCTCATCCTCGTTTCCTCCCTCTGTTTCTAATAATAAAGGGATAGTAAAAAGAACAGTAGTC2379639 4483

M00328:4:000000000-A3DTF:1:2114:8991:10363:1 CGTATATCTGTTTCTCTTCCCTTCCTCTACCATAGCATCAGCCGTGCAGAGCGAAAACACTCAGGCTATCAGCCGTTGACTTTTCTCGTGTCATACTTCCTTGCGATCGGATGCAGATTGGCCGATCTGGCCTGTCCCTGGACTGCAACCTGGATTATGGGCGTTACCAAAATTTCGTCATGTTACCAAAATTTCTTTGGCTTGTGCCCTGAGGTCTCAGTCTGTCTTGTCTGTCTGTCTCACTCCCCCCATCTCTCTGTCTCGCTGTCTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTGTCTCTGTCTCTCTCGCTCCGTCTGCCTGTCTCTCTCTCTCACTC5613505 10334

M00328:4:000000000-A3DTF:1:1102:10771:4808:1 TATCCAAGCCACGGTTATTACGAGCACCGAGGACAGATTCGACTCCGAAAGGGGCTAGGGAACTGCCCACCCCTTCCTCCCTCCCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCCTTCTCCTCATCCTTCCCTCCCTCCCACATATCCGCTCTCTCCCTGTCTTTTACACACATCCTCGCGCCCACGAGACTAGGCATGCTCTCGTACTCCGTTTTCCTCTTGTTAAAAAACTTACTCCTATACCCAAGCCACGGTTATTACGAGCACCGAGGACAGATTCGCCTCCGAGAGGGGCTAGGGAACTGCCCCCCCCTTCCTCCCTCCCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCCTTCTCCTCATCCTTCCCTCCCTCTAACATATCCGTTCTCTGC229387 472

M00328:4:000000000-A3DTF:1:1109:10180:6110:1 AACATCAGAAATGGGCCAGTGTGTAGGCAGCAGAACTCTCTCTCTCTCTCTCTCACACATTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTTCACTCTCTATTCTTTGTCTGCATGGTTGTTGCCCGCTGTCTGTTGGGGAAGTCGGCTTTTGGGAACGAGACGCCATGAGAATCCGTTGTCGGTACTTCATGAAAATGCCGCTGTATATGTAATAGAACTTGCTATATTGTCTATCTTTTGCAATCTTGCTGTTGATTCGTTTTTTCGGTGTTGCTCAGCG1693728 3229

M00328:4:000000000-A3DTF:1:2107:15955:14140:1 CTTTCACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGCTCTCTCTGTTCTCCCGGTGCTTCTCGACACTCACCCACTAAAAGTACACAGGGAGCTCACATTTGCATGTTTTCTGTGTCTCTAGAGAAGCAGTGCGCTCCGCGATCTCCCCTCTCTCCTTCTCCTCCCCCGCCTCATATGTGTACAAGACACCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCATTCGCTTTCGCTGTTCCCAGGATGCTTCGGGACATTCACCCACTAAAAGTACGCAGGAAGCTAACATTTGCATGTTTTCTGTGTCTCTAGAGTAGGACTGCGATCATG4264307 7968

M00328:4:000000000-A3DTF:1:1113:16990:5128:1 GTATGGGCGTTCCAGGGGATATGTCTGCCGGACCAATTTGCAGCGTTAACTTCCAGTTTCTCTACTGGGCTTTCCAGTTACTACCGGATTAGTCTTGTCGTCATTGAGTTTAGAATGTTGACTTCCACACAAGACCTAATGTCCGCTATGCAATATGCCACCAGTCTAACTGCAAGGGCCCAAAGTTTGGAACTCGCTCCCAACTGACATCAGGACGGCCCTTGTATTCGACTCGTTGAAATGGCCCTTAAACGTGTGCTTCTGCTTTTGCGTGCTTCCTCGTGCATGCTACTGTTTCTCAATACGTAAATCATGCTCTCTTTCAGCACTTGTAAAGCGCCTAGTTCAAGATTGAGTTCTTGCAGGGCGCTATACAAGTAAATTATTATTATTATTATTATTATTAAATCAGAATGTGTTCGTCATCTGTTACGGGTTCCTGTCTTCGCCTAGGGGTCCGGGTGCTTGCTC2534474 4772

M00328:4:000000000-A3DTF:1:2114:24030:18775:1 ATTTATATTTTGCGTTTTTACGGAATGTACAGCGCTTCAAATCAATTAATATGTTTGGTCAAATTGTACTGTGTGCAAGATCTAAAAACAGTTTTTAGGCGCTTTGCAGAGGCCGCGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTAGGATGCTGACGTAGTCCGGCAGGCTCCGTAGTGGCGCAGCCTGAAGGAGAGCAGTGGTCGGTGATTACTCCGCAATACGGTCATTCAGTTGACAGGCATAAGC5705863 10517

M00328:4:000000000-A3DTF:1:1104:5186:12841:1 CTGTCACCTCGCTGAACCCTATGAGGCTGGCTAGCAGAGTCTTCCGCATTGCAAATACAGAGGAAATGAAAGGTCGAGAGAGAGAGAGAGAGTGAGAGAGAAAGAGAGAATGAGAGTACGTGAGAGGTGGGAGGTTGGTATCAATAAGCGACTCAAAGAACGGAATTACTGCGATTCGTCTGTCTGGATCAGACAGTCGCTTCCATAGCCGTTCTATCCACTCAGAACAACCTGACAAATCCGTTTGAATGTATGTCAAAGGCGAGACTTCGTATTTATGGGTCTGAAACTAAACCGGGGCGATACAAAAATAAGAAACCGCGTTCCGTTACGTTAAAGTCTCCGTGTGGATGCTTATAAACGCACAGCGAAGTGGCACGGCGCGTGAGAGCTAGTCCTTACTTTCAGCAAGCGACGGTGTTCGCTCGATCGCTTCGCGGGGAAGACTACCTGCATTATCGGGCCGGCGAATACTAACGAGTGCACAC715895 1423

M00328:4:000000000-A3DTF:1:1107:6839:8582:1 GGATCCGTGTGTGCATTTATTCGTGTGTGTGTGTGTGTGTGTGTGTGTGCGCGTGTATGTGCGTGCGTGTGTGTGTGTGTGTGCGCGCGTGTGTGTGTGTGCGCGTGTGTGCGTGCGTGTGCGGAATGGACCTAGGTCTTAGCCTGGGGGTCCAGGTGCTTGCACTTCACGACGCAGGTCGTGGGTACAAGCCCTGCATTTGGCAATCCTTTATTGACCTTTGCAAGCGGCAGTGAAAGCCACCCGGGCTAATTTGCTGCTATATAAATGAGTCCATTTAATTGGCAAGTCT1290044 2448

M00328:4:000000000-A3DTF:1:1107:19220:22202:1 GGGACAGGGACAGGGACGGAGAGAGAGAGAGAGACACACAGAGAGAGACAGAGACGAGATACAGACAGTGAGCGAGAGGGAGAGAGCGAGAGAGAGAGAGAGAGAGAAAGAGAGAGAGAAAGAGGGAAGGAGGGGTGGAGGGAGGGAGGGGGAGGAACGGAGGGAGGTAGAGAAAGGTGGACGAGGGGAAGGAAGGCTCAGTGATCTCAGCGGTCGGCTGAAGATCTGGCTCGATAAATG1440086 2742

M00328:4:000000000-A3DTF:1:1111:12290:17017:1 CTATTATTCTACATCGTGAACGTTGTAACTGCCACGTCACACCACTTTTGTCAAAATTTCACTGGCTGTCTGTCAAGCAGCGTCTTGATTTCAAGGTCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACGTACAGGTCTCTCCATGCCTCTGCTCCCACCTACCTATCCGGATTGCTGATTCCTCAGCCCACCCCTCCAGTCACCCACTCCTTCGACTCTGGTCGTCTGGTCGTGCCGCTTGCCAAGCTGAAATCTTTTGGTGACCGTGCCTTCAGTTCCTACGGTCCCAAAGTTTGGAACTCGCACCCAACTGACACAGGGATGGCCCCTGAC2218343 4205



M00328:4:000000000-A3DTF:1:2106:17736:14987:1 GTGCACACTTGCGCGTGTGTGTGTGTGTGTGTGCGCGTGCATCCACGTGTCTGTGTGCGTGCACCTGCATGGGCGTGTGCGTGCTTGCATGTGTGCTTCCGTGCGCGCTTGCGTGGGCGTGTGCACATGTGTTGTGTGCATGTGTTGTGTGCGCGTGATGCGTGCATGTGTTACGTCCGTGTGTGCATGTGTGTGTGTGTGTGTCTGTGTGTGTATCCACGTGTCTGTGTGCGTGCACCTGCATGGGCGTGTGCGTGCTTGCATGTGTGCTTCCGTGCGCGCTTGCGTGGGCGTGTGCACATGTGTTGTGTGCATGTGTTGTGTGCTCGTGTTGCGTGCATGTGTTACGTCCGTGTGTGCATGTGTGTGTGTGTGTGTCTGTGTGTGTG4078963 7630

M00328:4:000000000-A3DTF:1:1109:20403:15335:1 GTGTAAAGCAGCGCGCATTACGGCGAGAGCTCCGAAACTCCGGAGTTATTCACGAGCACGGGCGATGAGCCGGCAAGCCGCTTCCGGAGCACTGCCCTTGGGCGGCAAAGCCGAGTCTCTGAAATCAGCTCGCGTTCGTCAAGCGAGCAGAAGGGCACCCATAGCGAGAGAGAGAGAGAGAGCGTCGAGGCGGCGGCAAAGGAGGTACTGCTGTTCTTAGCGCCTCTGTTATTAGGCCGCGGAATCAGGCTTTAATATTTGGTTTTCATTCCACCTACCCGAGATCGACAATCTCTCATAC1780372 3382

M00328:4:000000000-A3DTF:1:2103:11361:15004:1 GAGCCATATCGTAGTCAGCCGTGCCGAGACGGGCTGCGTTGGCATAACTCCCACGGGTGTTTGCTGGACCATCTGTGTTTGCTGGTCATGACCGTCTGTCGTATGAGGTACTGCCGCTTGGCAACGACAGTGCACGTGGCAGACATGCCCTCCAAGGAAGATGGATCCAGTGAGTCTCTTTCTAGGACGCACACACACACACACACACACACGCACGCACACACGCATTTTCACGCACATGCTTACAGACGCGCCTTTCTAGAGCATTTATAC3485825 6514

M00328:4:000000000-A3DTF:1:2106:15404:22291:1 GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAACAGAGCGAGAGTGAGAGAAAGAGACAGAGACATAAATAAGGCGAAAGACACAGAGAGCTAGCTAACGAGAAGAACGAGAGTGAGAGAGAGGAAGAGAGAGAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGAGGGAGAGTGAGCAAGCGGTAGAGAAGAGAGTAAGAGAGCGAGCAAGCAAGAGCGAGAGGAGAGGGGAAGAGAGAGCGACCTTGCGGGCGAGAGAGGAAGACGGAGTGTGCGAACAGATTGAT4152578 7749

M00328:4:000000000-A3DTF:1:1110:9825:15383:1 GTGACCCGAGTTGAAGAAGTGGTTCAAATCCGGCAGGACAGAAGAACACCAATTCACTTTTGGTAATCTAGATATTGCACAGGACATGATTGAAACCTACACACGCAAGCACAGGAGCACACACACACACACACACACACACAGTGCTGGGCTATAAAATCTATGCACCCTGAGAATTGTCATAAAAGCCTAGAACTGCATCGTGAAATGACTTACGGGCCCTCGCCCCAGTACCATGAAGTATAGAGCATGCCCTACAAGGCAATGCTCAAAGCAAATAGCACGTGTCATTAACCAGGTTTTCTCGTGGTAAGTCAAAAAGAGGAAAAAACAGCATGTTTGGCAGCCTTTGGGGCAACTTCCGGCATTTGACACGGATATAGTTTCGGGTTATAACTCCCTGTAGGGCTATAACTACCTGTCTCTTCATATTGAGCATATGGTTTGTTGGAAAGACCAGGAAC1985368 3773

M00328:4:000000000-A3DTF:1:1111:12991:19393:1 AATACATAGGGTGACCGTGACTGATATTGTTGGATGATTATCGTAGGTATTACTGTACAGCTGTGTGCAGGCATGTATGAGAGAGAGAGAGAGAGAGAGAGAGAGTGAGCACTCTCCACGGCGTATCTGCTAGTATATTATCTGCTGTTGCCTATTCATTTCAGCCACTCCGACTTGGATAGTCTTGAGAGACCTGGCGACCTGAAATGGGCTATGCTGTAGCTATGCTAAATTATCTGCTCAGTTTCAGTATTACTAATGTTTATTCTTGTGATACTGCTTTTTGCCTGCATTTGGCGCCTTGGTGTCTCCTAGTCACACCAGCTGACCAAGCAGGAGCCTGGGGAGACTACAGAAACTGTGATGTGCCTTTGTGGACAGTGGAGAACCTGTTCCAACCTCTTTCAGCAAATGAAAAGGTGCGTAGTTTAATCCCCATTCCGCCACATTACGC2247357 4252

M00328:4:000000000-A3DTF:1:1110:16585:17632:1 ATACAAATTCGCCAGGCGCTCAGCTCGGCTCGAAGCACGACCCGCAAATGCCGAGATAGCATTTGCCGAGCCCTAAACACACCTGTTCCGTTCAGCTTTTGCTTCGTCTCGTTGAAATCGCCCTTTTACGTGTGCTTCTGCTTTTGCGTGCTTCCGCGTGCATGCCACTGTTTCTGATTATGTAAATCATGCTCTCTTTCAGCACTTGTAAAGCGCCTAGTTCGAGATTGAGTTCTCGCAGGGCGCTATACAAGTAAATTATTATTATTATTATTATTATTACTCGGCAGCAGCCCTCTACCTATTTG2012383 3813

M00328:4:000000000-A3DTF:1:2104:10510:22813:1 GAATTTACACTGCACCATGGAGCTACGGACTGTAAGAAAGGTGGCCTGGTGATACAGAGGCATAATGCAGTGAAGAACTGCATGATTTGTTTTCAGAAGTTTGGCCAATGATCTGTGTTAAAGGAACCAGTTGTAAGGAAGGAGACCCCTTATATAAATTGATTTTGTTTTAAGACTTGACCTGGGAGTTCGAGGAGCTTAGTCACTACAAATTGAGGCATTGTTCCATATTATATTGCCACGTCGTATAAACAAACAAACAAACAAACAAACAAACAAACAAACAAACAAACAAACAAACAAACAAACAAACAAACAAACAAACAAACAAACAGAGCTAGGCTTTATCTGAAAGCAGTTGAAGATCGCCGTGGTCATTTTGCACCCTTTTTTTTGATGTTTCAGTTGATGGACTTCTACACAGAGAGGCACATCATTTTATGAAGCGTTGCAGCAGAAACAGTTAGTTTTTTTCAGAACTACTGCATG3760257 6994

M00328:4:000000000-A3DTF:1:2105:10909:25357:1 CTCTGGCCGAGGCCTACCGACACCTGGGTGCCACGGCCTGGAGCGTGCCCTCCCTAATCACGTAACAACTATGATCACACACAAACACACACACGCAGCCACCCGTGTGGCTGTGTGTGTGTGTGTGTTTGTGTGTGTAGGTGCATGCGTGTGTGTGCCCTTGCACGCATGTTTTATGTATATCGGTCTGTGCATGTGTGCACAAAATGTGGATTGCAAGTGCTATCACCCGTTGTACCTGCTGTCGACACAGATTTACAGTACCGTATCAGAAGTCCTTCCCGTTAGCACTTGTGGGTGGAGGTTGTGGCTCGAAAATTGGGTGTTGCCACTGCTCGTATTGACCACTGAACTAGGATGTAGGAAGCAAATCGGACCGGGTATCTT3978578 7419

M00328:4:000000000-A3DTF:1:2108:14607:12321:1 CTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCATGTTGCTGTGCATGTGATGTGACCAGCTGGGCTCCCTAGTGGTGGCAGCTAGCCTGAGTGACTAGAGACCCCCGTCCGACCGGTCGTGCTTTGCGCTCAAAGCTTAGGCATTTGCTCAAGACATGCGCTGTCTCTTACACATATCTCCGAGCCCACGAGTCTATGCATGAGCATGTAGGCCGTCTCCTGCTTGAAAAACACGGCGACCGCCTACCTCTCCACTCTCCTCCTCGTCCGCAGCGTCAGCTGTGTATAAGAGACATCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCATGCTGCTGTGCATGTGATGTGACCAGCTGGGCTCCCTAGTGGTGGCAGCTAGCTTGAGTGACTAGAGACCCTCGTCCGACCGGTCGTGCTTTGAGCTCAAAGCTTAGGCATTTGCTCAAGACAAGTG4443779 8302

M00328:4:000000000-A3DTF:1:1113:9974:21675:1 TACTTGAATCTAACCGTGGTTGAGAAGAGGAGTCCTGGAGCAAGGCGAGTTGTGAGGAAGATTAACTTGTTGACTGAACCTGTAATCCTTAAGAGACCAGTCCTGATGGATACAGCTGGCTGTGGAACTTTCATGGCTAGCTTACCTCCCTCCTTCCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCTCTTTCTCCCATCTCTCCTTTGGCTTGAACGACAGAAAGAACCAGGCAGATTTCATGGATTATAATAGAAATGATGGAGAAAGTACTCTCGCA2697509 5082

M00328:4:000000000-A3DTF:1:2112:10432:21148:1 TGCATGCTCACATGTATGAATCCGTTGGGGGCACACCGAAGCACGGGTGGATCGGTCAGCTATGCATCTTATTATGCACCTTGCTGTTGAGCTCTGCTAGCCACGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTCACATCACATCGTGTCAGGATGCCAGCGAGTAGCTTAACGCGAGCTGTAAACTCTCCCGACCGACATCTCAGTAGCCAAATGAGATGTGCAGAATGCAATTTTTCAGTGATGGCTGCAGATAGGATCACAT5331254 9814

M00328:4:000000000-A3DTF:1:2113:14119:10990:1 GAGTGGCTCTGTCGATTTCTGCTAGCCATCCAAGTACTCCATCCCAGCTGGCTGCTGCAGGGCACCTTTCTCTGTTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTTGGGGTGCCGCCTCAGCTTTATGCAGTGTGTGGAAGTACGACGTCGACATGCCGGTCAGTGCACCCGTACAGGCCGAGATCTACACTATCCTCTTCGTCGGCATCGTCAGATGTGAATAAGAGCCAGGAGTGGCTCTGTCGATTTCTGCTAGCCATCCAAGTACTCCATCCCAGCTGGCTGCTGCAGGGCACCTTTCTCTGTTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTTGGGGTGCCGCCTCAGCTTTATGCAGTGTGTGGAAGTACGACGTCGACATGCCGGTCAGTGCACCCGTACAGGC5419937 9980

M00328:4:000000000-A3DTF:1:2112:8887:14192:1 TATCCATACAGATCGGCTGCATCTGACGTATGCGCGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATGTGTGTACGCATGTGTTTGTGCCTACCGCGCCGGCCCCCAAAAAAATCTACGCACCTGCATTTCAGCTAGTTAGGCCGATAAAACACCGCACATCGCGAAAGCCGATGCTGTTGAAAGATCTTCGAGCATGCCACGGTTAAAGCACTTTATTGTGCACAAAACTGCATTGAAATGTAAATATCTGGCGTTATGTTGTTCCTCTGCAATATTTTATAACCGGGAGGACCTTCTGGGCATTGACTGAACAGTTTCCCACATACTCCAGAAGATTTTTGTTCTGCCACGCCTGCAGATGCTCTAGTAAATGTATCACCGTTTCGCAGAAAGATCATCTACTGGCATATTATCCGC5253766 9697

M00328:4:000000000-A3DTF:1:2114:19473:17536:1 GTTCGAGATTGAGTTCTCGCAGGGCGCTTAACAAGTAAATTATTATTATTATTATTATTATTATTATGATCAGGATTTTTCTCTACAACTCGCTTCTGCAGTCATTTTAGCAGCCCAAATTATCCCCAGGTAATATTGACAATCTAATTCACCGTGGTGACACTCTAAATTTACTTCAAGGTAACGTCATTCTTTCCATGACAGCAGAAACCTGGTGGTACAAGTTCTCATTCCTCATTTATCT5691880 10489

M00328:4:000000000-A3DTF:1:1102:19282:4550:1 CGCTCGTACTGCACAGTTCAATCCATGCAGAATCTGAATGAGGTTGTTCGATCAGCTAGTCTTTTTTAGATCTCTCTCTCTCTCTCTCTCTCTCTTCTCTATTTCTCTATGCCCGCATTTTAGTCTCCTCCAGACATCTACGGATTGTATGCCAGCTGGTCATTCGTTTCGCGTTGTCTTAATTGTCCGTTTTTGCTTGCTGGCATGCAAACAGTCATGAAGGTATTCTAAATGAAAGAAGAATTGCGAGGTGTGTCTATGCGACGACAGAGCCTCTCACACC228249 470

M00328:4:000000000-A3DTF:1:1110:9944:22980:1 GAGTGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGGGGAATACATAAGAAATACCCGGAAGATCTTATATTGAGAGTAGCACTCTAATAATAATAATAATAATAATATTTTACTTGTATAGCGCCCCGCGAGAGCTCAACCTTGAACTAGGCGGTTAACATGAGAGATGTATAAGAGAGAGGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGGGGAATCCATAAGAAATACCCGGAAGATCTTATATTGATAGTAGCACTCTAATAATAATAATAATAATAATATTTTACTTGTATAGCGCCCTGCGAGAACTCAATCTCGAACTAGGCGCTTTACAAG2072975 3937

M00328:4:000000000-A3DTF:1:1105:17329:22069:1 TGCTAATACAGTCCGCCTTCTCCTGACTATAGGCATTATCTCCCGAGGTAGTTTGGGAACAGAGAAAAACGTTATTTGTTCTAGTTGTCACCTTTTTTTTTACCATTTTCTTTTCTACATATATATATATATATATCAGTTAGCGTGGCGATATGATTCATGGGTAAGAAAGTACCTGTCTCATATACAAATCTGCGCCCTCTCGACACTATACATGTTATCTCTCGCGGTATTTTTTGAACAAAAAAAAACGTTATTTTTTCTAGTTGTCTCCTTTTTTTTTTTCGTATTCTTTTCTCCATATATATATATATATATCAGTTAGCTTGGCGAAATGATTCATGGGTAAGAAAGTAC1022285 1980

M00328:4:000000000-A3DTF:1:1113:8348:10860:1 CTTGATAGGTGTTACTTCACCAGAGGTAATCTCTGACACCAATTGTAAGTAAGACACGAGCGACACAGGAACACGTCTATTGACACGCCATTGCACGAAAGTCTCTCAACCTTGACCCGGCATCCAAATGTCCTGTTACACAATAAAGGATGGCCACTAGGGGATTTGAACCCGCGACCTGGATCGCGAAGAACAAGGATTTGGCCCCCTGGGCTAAAAGCTAGTGCCAAGACAAAGACTTAGACAGAGAGGGGGAGGGGGAGAGAGAGAGAGAGAGAGAGAGGGCGGTTTAACAGTCGGCCGTGCTCGCCATACTGGCCTGCCGGCGGACACCAGGTAGCTCGACGCTCCTCGCAACCACAGCCCGCCGACACGAAACTGCATCCACGTGGCATAATTTATTGGTTATTACGCTTTGTCATTCTAATTGGCTAGTTCGCTCACCGCTGGGCGATGGCACGTTATCC2570358 4842

M00328:4:000000000-A3DTF:1:2107:6457:5990:1 CGTACACTCGCACGCACGCATACACACACCCATAACACACATGTGCACGCACTCCTGCGCACCTGAGTGCTTCTCGAGCATGAAAGTGAAATTGCAGCGAAATGCTGTTGAGCCCTCGCTTTTTGCGCCAATTAGTGAGCGGGCTGGCGATAGCTAAAGCAATAAAGCCGGGGATCTTATAGTGCAACCCCTCGAGGTAAAACGTCTGCCTGACATACGGCTCTGTCGAGGCCCTGCTGTTTGTTGTTTGGTTAATCGACGTTACGTAGGCGCACACGTCCACATTCATGCGTGTAGAAAATCATGCACGTACACGTGCACTCGCCCGCCCAGACACACACACACACACACACACATACACACTCGTGTATGTATGCACACATATACAGCGGCGTGCACCGAGGCACGTTTGCACGTGCTTAAGCATGCTTGTTTACCAGTATGTGCAGCCATTTCTTTCCTAGCTGGCTGTCTGAGTTCCTGTCGTATCCTTGCTG4185339 7800

M00328:4:000000000-A3DTF:1:2110:19455:8544:1 GATATGAACTCGTTTAAAAGAAAGTTAAAAACACACCTGTTCCGCTTAGCTTTTGCTTCGTCTCGTTGAAATCGCCCCTTTACGTGCGCTTCTGCTTTTGCGTGCTTCCGCGTGCATGCGACTGTTTTCTAATAAGGTAAATCATGCTCTCTTTCAGCACTTGTAAAGCGCCTAGTTCGAGATTGAGTTCTCGCAGGGCGCTATACAGGTAAATTATTATTATTATTATTATTATTATTCAGGGAGGAGTTACTGGCTGACGAGGTTGTAGGCATCGGTGAATTAATCGCAATCCGCTCTGGAGAGGTGTCCACTGTAAGCGGGCATATGGTGGAATTTGAATGCATGGAGCGTAAGGAGGCACTTGAGGCACTTGAGCTCGAGGTAAATACGTCCAATAATATAT4799500 8914

M00328:4:000000000-A3DTF:1:1110:12576:14211:1 GTGCAGAGTGACGTAAAAGTTAATTTATGAGCTGAGGCGAATGCTTCACAAGGTCGGCCTTATGTGCACCCTACTTGTTGCCCAGAGATTCGGCGAGCCTACCATATCATTGCTGAACACGAAGTCGTCAAATCCGTCAACCTGTTCGACCGGTTGACTTAAGTTGACTCGGTTTCGACCTGTAAACTGGCGTGTTTGTGTGTGTGAGAGAGAGAGAGAGAGAGAGCAGAGAGGGAGCGACTGAGACAGAGAGGTCCACCCAAAGACTTCAAGATGCTGTGT1971452 3749

M00328:4:000000000-A3DTF:1:2107:15873:6852:1 GTGTGCCACCAGCTGCGAGTGCCCGACTTGTTCTGAACACCTGCTTCGTGATACCACTCCACCATGCCAGGTATGTGTATTTCTATGTGTGTGCAGGTATACATTATATACGACTTCTTTGTGTGGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTAACCATGCAGGCTGTCCAGAAAATTTTCAGGCTGCTTCACCAGCAGGAATGTGGTCATCTCACTACTTCCAAACTTTCTATGTGCAGGTATATAT4191431 7811

M00328:4:000000000-A3DTF:1:1101:15772:14844:1 GTCTATGTGTGCGATCTGCTTGCTTCCGCGTGTATGCCACTGTTAGATTAAATTAAAAATGCTCTTTTCCAACACCTGTAAATCGCCCAGCTCGAGAGTGGGTTGTCGCAGGGCGCTATACAAGTAAACCACTATTATTATTATTATTATTATTATTAACTGGTTCAATCTCATGTTCATCACCGGTCTTTAGCCATAAGTATACACATGGATTATACTGCAACCACACAATAAAATATCGATATAGCCATAACCAATTGAGCTTACACCAAACAGAGGCTGCAGACATCATACAG103604 203

M00328:4:000000000-A3DTF:1:1101:20949:22472:1 TGCTTCACCTGAGCACAACTGTCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTTTGCACTTATAATAATAATATAAATAATTTACTTGTATAGCGCCCTGCAAGAACACAATCTCGATCAGAGCACTCTACAAGTGCTTAAGGAAGGGGCTAATATTTTTTGTTGATGCTACGGCGACCACCGAGATCTACCCTATCCTCTTCGTCGGCAGCGTCCGATGTGTATCACAGACAGTGCTTCACCTGAGCACAACTGTCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTTTGCACTTATAATAATAATATAAATAATTTACTTGTATAGCGCCCTGCAAGAACACAATCTCGATCAGAGCACTCTACAAGTGCTTAAGGAAGGGGCTAATA190068 397

M00328:4:000000000-A3DTF:1:1109:18013:16334:1 CACACACACACACACACACACACACACACACACACACACACACACACTTTTTGCAGCTGCGGAGGCTTTCAACGAGGACACATACTTCAACAGCTGGAGTAGTCAGTCCTGGGCACAATCTGAGCTTGAGGTGAAAGAGCGACGCCAGGCCTGGCAAACAGCACTCAGAAACATACCACCCCCCCCGCCGGCACCGCCACATATGTATAAGCGACAGCACACACACACACACACACACACACACACACACACACACACACACACTTTTTGCAGCTGCGGAGGCTTGCAACGAGGACACATACTTCAACAGCGGGAGTAGTCAGTCCTGGGCACAATCTGAGCTTGAGGTGAAAGAGCGACGCCAGGCCTGGCAAACAGCACTCAGAAACAT1791981 3420

M00328:4:000000000-A3DTF:1:1109:14434:18318:1 GCATACATAAGCCGGATGGATTCTATTCGAGAAGCAACGAGAGAGATAGAGAGAGAGGGAGAGAGAGAGAGAGAGAGAACCGTGGCACTGTCAGGAGGACAGATATGGTAGTGACTAGCATAGAAGTAACAGTCAGGGACCGCCGGATAGAAAGTGCCAGGGTAGGCAGCAGGGATAAACGCGGCTGCACACCAATTTTGGAAGCGAGTTCCACGGTCTCAGACATCCGGATTAGAAGCCGCTTTTTCGACTTTTCGGGGTTTCCTGCTGCTTCGCATTTCCCTGACGAAACATCAGTGGAAGAAAAAACATTTAATCGGTGCCGACGGTGGAGCGTGTATGGGCTCCTTTACCTTATACAGAATTGCAAGCTAACTACATAGGATTTCTCAGGAGTTTGGGGTCTCAATAATATTTTTAAGGACGACTGCTGCTCTGTCAAGAGCTCTTTGGGGCCGACGCAGATCCTTACTC1814781 3456

M00328:4:000000000-A3DTF:1:2109:16848:22999:1 GTGGCTTACCGCATTTAAAGCAACATGGCACCCACATACAGATGACCTTTTTGTTGTCGGCAGTATGAACTCTCCGAGACGGGTGAGGAGCTTACCCTGCTTTAGTCAGCATCAGCCTTCTCGCGTTTGTATTGTTGCTATCCGTGCTATTGCTGCTGCTGCTGCTGCTGCTGCTGTCACTGATATCGGTGCCACTTTAGCAAATCCTTGTCATACTTCGCAAGTTACTCTTAGAAGAACACCTGCTTACACGTGCCGTCGTCAGGTCCTTGGACTATGGTGGAGCAGAGTGTTATTTTTTCCACCCCGTTAAGAATGTTGTCGCGAGATGTATCGCACAAGAGAGTTAAGTTTTCTGAACGGTCAGGCATATTCGTGAGATTACTGAATGTCCGTCATGCACTGCTGCTGTGGCATGTTG4754055 8854

M00328:4:000000000-A3DTF:1:2110:11458:8408:1 CTTGATGACAGCAAGCCCTATACTACAAAAAAGGCACCTGATGACAGCAAGCCCCATACTATAAAAAAGGCACCACCACTGAGAATAGACAGCAAACAGCCACTGTGAACAGCTATCACTTACCCCCATTGATCAAAGGAATTAATATTCCAAATGATGCCTTGCGTAAAGATCTTCATCTCATACATAGCTACAAAGAAGTCCCAATCTTTCAAAGACGTCATCGAAGTTATGTTTACCGGCAGCATAGAAGTGGGGCAAGCGAGCAGGGAGAGAGGAGAGCGACAGAGAAGGCGAGCGACAGAGAGAGCGAGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGAAAAGATATACCGAAGAAAAAAGATAATAAAGCAAAACGTGCTGTCGTATTACAGGGGCTCAAAGGCAAGCCACAGCAGGCAAATACGACAACAGGCAATTTAGCTGTGCACAAAACGACAATAACAACAAATTGCTCGCTGAG4798267 8910

M00328:4:000000000-A3DTF:1:1102:7306:4834:1 GGAGAAAGCGCTGGTTTTGGAATAAACGCCGGCGACCACACTGGCAGAGCCGACTTTAGCACAGACGGCCAATGATGACCCGTTGGCTATGATAATAATAATAATAATAATAATAATTTACTTGTATAGCGCCCTGCGAGAACTCAATCTCGAACTAGGCGCTTTACAAGTGCTGAAAGAGAGCATGATTTACGTAATCAGAAACAGTGGCATGCACGCGGAAGCACGCAAAAGCAGAAGCACACGTAAAAGGGCGATTTCAACGAGACGAAGCAAAAGCTGAACGGAACAGGTGTGTTTTTAACTTTCTGTTAAACGAGTGCATATCAGGGGCCGTCCTGATGTCAGTTGGGAGCGAGTTCCAAACTTTGGGACCGTAGGAGCTGAAGGC229496 474

M00328:4:000000000-A3DTF:1:1104:16911:23554:1 GCGTAAAGATCTTCATCTCATACATAGCTACAAAGAAGTCCCAATCTTTCAAAGACGTCATCGAAGTTATGTTTACCGGCAGCATAGACAGAAAGACAGACACAGAAGACAAAAGAAAACCAGCGACAGCAAGGGAGTAAGTAAGAGAGGAACCAAGGAGACGGAGCTTGTAGCGATGCATGCAAGTGGGGCAAGCGAGCAGGGAGAGAGGAGAGCGACAGAGAAGGCGAGCGACAGAGAGAGCGAGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGAAAAGATATACCGAAGAAAAAAGATAATAAAGCAAAACGTGCTGTCGTATTACAGGGGCTCAAAGGCAAGCCACAGCAGGCAAATACGACAACAGGCAATTTAGC827729 1617

M00328:4:000000000-A3DTF:1:1107:18893:17289:1 CGCTGCGCATGCGGCTTTTTCTAATAAGCACAGCATTAAAAAAGGGCCGATGCTGGTGAATGCAAAATTTGCATTGGCGGCTCTTCGGTGAGAGACTGGTGGCTTCGACCGCGAGTCAGCTGTGGGTCAGGGGTGAGCGAGGCAAACTCACTCACTCACTCACTCACTCACACACACACACTCACACACACCTCTGCGTCGGCAGCGTCAGAGGTGTAGAAGAGACAGCGCTGCGCATGCGGCTTTTTCTAATAAGCACAGCATTAAAAAAGGGCCGATGCTGGTGAATGCAAAATGTGCATTGGCGGCTCTTCGGTGAGAGACTGGTGGCTTCGACCGCGAGTCAGCTGTGGGTCAGGGGTGAGCGAGGCAAACTCACTCACTCACTCACTCACTCACACACACACACTCACACACAC1385394 2644

M00328:4:000000000-A3DTF:1:2104:12419:24762:1 AGCATGCACATGTGGCATACTGGCATCAAAACGTACATGCAAACACCGGACACATGTGAGCGCGAACGCATGCATGAAAGAAACAAATTCCCCAGACACATGTACATACGCATGCAAACACGTACACACATACACACACACACACACATACACACGGACACGTTTCCAAACTACCGGCCCCTCTGCTGACAGAAAGTTCTTAAATGAATGCCATTCGGCAGCTGGTGGCCAGTAAGGCACATTCCCGTTGGTTAGCCTACCC3773278 7014

M00328:4:000000000-A3DTF:1:2105:19296:15960:1 GGAGTAGAGGGTGGACAGCAAATTAGCAGAGACGGAAAGAGTGTGCGCGCATGCAAATCAGCACGGAGCACAACACGCACACACACGTGCACACACACACACACACACACACGTAGCAACATCATTCAGAAAGTCAGGTAATGACAAGGATCATGACCAAAGAGTTAGAAACAGCAAGTCGCAATGAAATGACAGCAAGGATGTGACAGTGGCGTGATGAAAGACCGCTTAACAGAAACCACCTGGCACCCTTGGTTGAACATGACTTTCTTGACAATTCTTAGAAAACTATCACTAAAAAACCCACTTTCGGAACCTAGAC3892187 7235

M00328:4:000000000-A3DTF:1:1109:16857:6419:1 CTCTCTCTCACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTGAAAAACTGATGCTCTGCTTGAGAACAGCTTTTGACCATGTCCGCTTGACTCTTTGGTGTTTGGAGTTATAACGAAAGGTACGCCCATTTTATAAGCGCGAGGGAGGGTATAAATAGTGAAAATAGAGGACCCACCGAGATCTCCCCTCTCCTCTCCGTCCGCCGCGTCAGTAGTGTATAAGAGACAGCTCTCTCTCACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTGAAAAACTGATGCTCTGCTTGAGAACAGCTTTTGACCATGTCCGCTTGACTCTTTGGTGTTTGGAGTTATAACGAAAGGTACGCCCATTTTATAAGCGCGAGGGAGGGTATAAATAGTGAAAATAGAGGAC1695326 3232

M00328:4:000000000-A3DTF:1:1114:7169:6949:1 GTGCATTCCTGTTCATCTGTCTGCGTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTCCTGGTCCTGCTGTTGCTGCTGCTGCTGCTGCTGCTCCTGTTTGTGCTGGTGTTGCTGATTCTGTTAGCTGTGGTGGTGGTGGAGCTGCTGCCGTCACCGCTGCTATGCCCAGTGCGTGCTGTTATTTCTGTGCCTGCTGATGGTCACATGATGCGGCGCATCTGGCGCTTATGGCTGTTCGTTTGCCTTGGTGCGTGTGTGCAC2751844 5190

M00328:4:000000000-A3DTF:1:2108:8097:15033:1 GCCACAAGCATACTGGTTCGCCAAGTTACTGATCGATTCCAGCATATCTATGAGCTCAGTTAAAGCTGCGGACTTCAGGTGATTTTTCGCTTAGAAGCCAATGTAGGTAAGCCTTCTCTAGAAGCCTGAGCAACTCACCTCCTTCTCATCTCACGTCACTACCACACTCACCTTCGGTGTGCTGTCTTTCAGCATACATAAAGTGTTTAGGTCAAGCTGCATTTCGTGCAAGGCATCTGAGAAAGTAAATAACCTAAATTACAAAGTTATAATAACGTTTTAGCCAAAGATGCAAGTCAGCAAGTAACGGTTCAGAATAATAATAATAATAATAATAATTTACTTGTTTAGCGCCCTGCGAGAACTCAATCTCGAACTAGGCGCTTTACAAGTGCTGAAAGAGAGCATGATTTACGTAATCAGAAACAGTGGCATGCACGCGGAAGCACGCAAAAGCAGAAGC4473286 8345

M00328:4:000000000-A3DTF:1:1101:22481:19333:1 GCACTGCACTGGGCAGTCGGTGAGTGTAGTCTGCAGCTGAACAGAACTTGCTCACGCAGAATGAGGCGTCGGCAGCTGGCATATTGTATTCGCATTCATGGCATCTTGTCGAAAGTCTTCTGTTCATGCATGTGTTACCAAGCCTGCATGTGCATCTGTGCACACGTGTGTGTGTGTGTGTGTGTGCATGTGCGTTCGTGTCGCACGTGTGTGTGTGTGCACGAGTCCGTGAGTACATGTGTGCGCGCACATGTGT156432 319

M00328:4:000000000-A3DTF:1:2110:11209:24934:1 ATATGAACTCGTTTAAAAGAAAGTTAAAAACACACCTGTTCCGTTCAGCTTTTGCTTCGTCTCGTTGAAATCGCCTTTTACGTGTGCTTCTGCTTTTGCGTGCTTCCGCGTGCATGCCACTGTTTCTGATTACGTAAATCATGCTCTCTTTTCAGCACTTGTAAAGCGCCTAGTTCGAGATTGAGTTCTCGCAGGGCGCTATACAAGTAAATTATTATTATTATTATTATTATTATGTGTGCTCTGCTGGCTTACCGAATGCATGCCGTTGCATGATTTACCTGAACTATGCTATCGTTCAGCGTCTGTCAATCGCCTAGAGTGAGATCGTTCTCGCAGAGCGCTCTACAAGCATATTATTTGTATTGATATTGTTAAAATACTCACTCTTTGCC4962890 9206

M00328:4:000000000-A3DTF:1:1102:5768:14638:1 GTTAAAAACACACCTGTTCCGTTCAGCTTTTGCTTCGTCTCGTTGAAATCGCCCCTTCACGTGTGCTTCTGCTTTTGCTTGCTTCCGTGTGCATGCCACTGTTTCTGATTACATAAAATCATGCTCTCTTTCAGCACTATTAAAGCACCTAGTTCGAGATTGCGTTCTAGCAGGGCGCTAAACAAGTAAATTATTATTATTATTATTATTATTGGCGGATATCTCCTGTGCTAAAAGGTAAACTTTTTTAGAACTATCAAACGAACATGCAGGAACTTTGTACTAGCAAGCTCGCGAATTTTAATGATCGTCTGATGAATTTTTCAAAGCATTATCCAGACGGCCATTGTCGACCTCTAAGTGAGCGACAGTCAGCCCGCCCTCTGCCGTCGCGAAGCCATAGCAACTGACAGGAACTAGGCTTAGGGGTCAGTAAGCACGATCTTATATAC320461 643

M00328:4:000000000-A3DTF:1:2104:5899:17748:1 TGACTATCCTATCTGTGTATCTCCTTCCTCCGTCTCCAGCTCACGCTGTTTTTTCACTCTTCTTTTGCTCCCTATTCCTTCTTCTCCTCGTCATCTTTCTCTTTTTTCATCCAACTTTTCTCTCACTTTCCCACTGCACGTGCGCTCGCATGCACACACACACACACACACATGCTGACAGGAGATTGTCCTGGCCTCGCTTGCTCATGCACGTGCGCTCACAAGTACGAACACGAGCAAGCAC3712450 6911

M00328:4:000000000-A3DTF:1:2106:15053:5591:1 ACGTACTGGTGCGTGTCTGGTAAAACGTGGCTAGCCTTGCCTCAAATGGTCACTAGTGGGAGCATATATACTAGCACGAGCACGACGGCACCTGTTTGTTTGGGCGTGTGAGTGGTACGTTTGTTCAGTGCATGTGTGTTCAGTGCATGTGTGTGCGTGTGCATGCACGCGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGCACACCTTTCGCACAATCATATATCTGCCAGCATCTCAGCAAATAGTAATTGGAAAGGCTAGACA3989577 7439

M00328:4:000000000-A3DTF:1:2108:11632:9868:1 ATGTGAAGCTTCTCAGGATGCTGTGCCCGTCTTATCTCTTTGCGCAAGTTTTGAATCAGCAGAGCTTTGTTGCCGAGCTGGTTATAAGTGCATCGTTCATAGTCTGTCTAGGAGCTTTCAACACGGTTTCAAGCTACGCCACTCCGCAGAGGGCGGATAGGTCGACAGACAGAAAAACAGATAGAGGGGAAAAAGAGAGAGGACATGAGAATGCACTACATACACACACACACACACACACACGCACACACACACACATATATATATGTGTGTGGAGAGAGAGAGAGTGAGAGACATAGAAGGAGAGAGAGAAAGGAGAGTCAAGCAGACGGACAGAGAAGGAGAGAGAGAGAGAGAGACAGAGAGAGAGAGAG4418529 8255

M00328:4:000000000-A3DTF:1:2109:20273:7004:1 GCCAGGTGCCGTCCTGATGTCAGTTGGGAGCGAGCTCCTAACTTTGGGACCGTAGGAGCTTGAAGCTACGGTCAGCAAAAGATTTCAGCTTGGTGAGCGGCACGATCAGACGACCAGAGTCGGAGCAACGGGTGATTCGAGGGGCGGGCTGAAGAATCAGCAAGTCCGTAATAATAATAATAATAATAATAATAGTTTTACTTGTATAGCGCCCTGCGAGAACTCAATCT4590377 8541

M00328:4:000000000-A3DTF:1:2110:14884:10826:1 GTATATAATGCATTCCTAACCCCCAGACATTGGATGCTAACCCAAGGCAGGACGGCAAGTGGAGCCTCTAGCGAAAGGAATGGATAAAGAAGTAGAGCCCATCGCACCAAGGCAAGGAGAACGCACGCACACACACACACACACACTGCACGCCAGGAGAGGATGCAGCTAAGAAAACATAGTCGAGTTGCCAGCAGAACTGAATTGCATACTTAGCCATAACTGCCCACAAACAGCTGAGGTCTTCAGAAGAAAGTCACTCGGCAGTAACACTTGCTGACTTGCGCGCAGCTGCCATGACATAGCACGGC4820984 8955

M00328:4:000000000-A3DTF:1:2113:15202:19914:1 GTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTACGTGTGGCCGCCGTTACTTCGTCCGTTGCCTCAGGTCTCAGCCTAGGGGCGCTTGTTCTTCGAGACCCAGCTCAAGCCCACCAGGTAGTAGTCCTTTACTGCCATCCGCAAGCGAAAATGATAGCCCTCAAGGGCTACCTACCTCTACACTTTCCTTTTTGTCGGCAGCGTTAGGGGTTTATAGGAGACCGGTGTTGGTGTGTTGGTGTGTGTGTGTGTGTGTCCGTGGGGCCGCCGTTACTTCGTCCGTTGCCTCAGGTCTCAGCCTAGGGGCGCTTGTTCTTCGAGACCCAGCTCAAGCCCACCAGGTAGTAGTCCTTTACTGCCATCCGCAAGCGAAAATGATAGCCCTCAAGGGTTGCCTACCTCTACAC5518872 10162

M00328:4:000000000-A3DTF:1:1110:21452:18381:1 GGGGAGGCTGCTGGTGATTCTTATGCTGCTGTGTACCGTCGCGTCGTTCGTTTGCCGCCGCCGCCGCCGCCGCCGCCGCCGCCGCGACTGGTGGGGTTGCTGGTGTTGCTGGTGTTGCTGGTGTTAGGGACCCGAACGTCGTAGTGGTTCCATTTTCGGCTTCTTGAGGTGGAGGTTACGGTGGAGGGTCCTGTGTCCTTCGCCCGCTTGGCGGGGACGAGGTTCTGCGTGGTGTAGAGTTTATTGTTATCGGCGAGGTGGAAAGGCACTTGGGGCTTCTTCTCTGCAACGAGGAGTGGGCTGTAGCGGCC2021271 3830



M00328:4:000000000-A3DTF:1:1105:9593:7115:1 GCTCCACCATAGTCCAAGGACCTGACGACGGCACGTGTAAGCAGGTGTTCTTCTAAGAGTAACTTGCGAAGTATGACAAGGATTTGCTAAAGTGGCACCGATATCAGTGACAGCAGCAGCAGCAGCAGCAGCAGCAATAGCACGGATAGCAACAATACAAACGCGAGAAGGCTGATGCTGACTAAAGCAGGGTAAGCTCCTCACCCGTCTCGGAGAGTTCATACTGCCGACAACAAAAAGGTCATCTGTATGTGGGTGCCATGTTGCTTTAAATGCGGTAAGCCACCGACCGGTTCTGTTGTTGTGGCTGCAAATGACGATTGTAAGTC866289 1668

M00328:4:000000000-A3DTF:1:1106:20631:11542:1 TCGATGGAGAGGCAGGAAAATGGGGGCCGAGTATGCCAGGGGTGCTAGGCGAGAAAGACTCATTTGGAAAGACAGACCTGCTTGGGCACTTCATTGCAGTAAGTAAAGCGTTGCTAGCCAGCAATGTGAGGAGAGAGAGAGAGAGAGACTGAGAGGATAGAAAGACAGATCGCTGTTTCCGTGGGTTCTCACAAAGTACCTTAGAGCCTTGTCCTCCACTGCCAATGTCTTCTTTGTCGGTATCAGATCAGCGTGGAACATGAAGCTATGGGC1115908 2147

M00328:4:000000000-A3DTF:1:1112:19509:25315:1 GTGCGCGTGAGACGCCGCACGCGTGCGCGTCGGGGGCGGGGCCACCCCCCGCCCCAGCCGCACCACTCTTCCTGCTTCTGCCATTGTTGATTACATGCCGCCCGGTGTGGACGTCCGCTCACCGTTCCGACGCGGTCCCCACCTGGCAGCGCTGCTGGGGCCAGCCGCACTTGCCACGGCACTGGCGACGCAGCGGCGGCAGCAGCAGCAGGAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCATTTGCTGCTGCAGTATTCATTGCTGCCACTGATTTTCGCCGGCGGCTTCGCGGTTGCTGTGGCGGCGGCACCGTGGACACCTCCGCGCTGGCGGCTCTGTGCTG2521321 4749

M00328:4:000000000-A3DTF:1:2101:16182:3258:1 GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGCTCTCGTCATTCCGGACCGCGCGGCCTCGCCTTTAAACGCTGCCTGCAGCGCCGCTCGATATATAACACGCTTATAAAAGCTTCGAAGGGCCTGGGTTTGTAGGTGATATATAGCACCCACAGATATCCGCAATCCGCTTCGGCGGGAGCGTGAGATGTGTATAGAAGAGAGAAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCGTTCTCGTCATTCCGGACCTCGCGGCTTCGCTTCTTAACGCTGCCTGCAGCGCCGCTCGAAATATAACACGCTCATAAAAGCTTCGAAGGGCCTGGGTATGTAGGTCATATATAGCAG2961575 5593

M00328:4:000000000-A3DTF:1:1107:8191:13489:1 CTCCCAGCTGACATCAGGACGGCCCCTGATATGATCTCGTTTAAAAGAAAGTTAAAAACACACCTGTTCCATTCAGCTTTTGCTTCGTCTCGTTGAAATCGCCCCGCTACGTATGCTTTTGCTTTTTGCGTGCTTCCGCGTGCATGCCACTGTTCAGTTTACGTTAATCATGCTCTCTTTCAGCACTTGTAAAGCGCCTAGCTCGAGATTGAGTTCTCGCAGGGCGCTATACAAGTAAACTATTATTATTATTATTATTATTATTTTACCAAACTATAATCTGTTGGTGAGAGCGCATTACACTTACGTATATAGTCTTAGCACTTAGAGC1340660 2545

M00328:4:000000000-A3DTF:1:1110:10136:12857:1 GCTATTATACTACACTGACTTTACTCTTACTGTCTCCAACTACCACCGCCACTGTCAAAAAATTTGAATCGTCTGCAGAGGTAGTGATAAGAGAGAGAGAGAGAGAGAGTTGCTAGTGGTGTTGCTTGATGCTGTTGTAGGATGAGCTCTGCTGCAAAACGAAGATTAGATGCTTTGTCAATCTTTATTAATTCTCTTGAAGGAGGTGATGCTGTTAGCCAAGTTATCTCAATACTCCGCCGTCCTGACTTGAATCAATTTCTTATGTCGAAACAATTTTCAAGGCAAGTTGTGTTCCATTTATCTTTGGTACTTTTCTATTTAATTATAACCTAACATAAAGAGTAGAATTGCGATAACAGGTATAGTCTAGTTCCATTTCTCTTCAATACCTTATTCTTTTTTAATATAAACAAATGAAAAGGTGCTGGGA1956240 3726

M00328:4:000000000-A3DTF:1:1112:5952:14390:1 GAGTCACCCGCTCCTCCGACACTGGCCGTCTGGTCGTACCGCTCACCAAGTTGAAATGTTTTGGTGACCGTGCCTTCAGCTCCTACGGTCCCAAAGTTTGGAACTCGCTCCCACTGACATCAGGACGGCCCCTGATATGAACTCGTTTAAAAGAAAGTTAAAAACACACCTGTTCCGTTCAGCTTTTGCTTCGTCTCGTTGAAATCGCCCTTTTACGTGTGCTTCTGCTTTTGCGTGTGCTTCTGCTTTTGCGTGCTTCCGCGTGCATGCCACTGTTTCTGATTATGTAAATCATGCTCTCTTTCAGCACTTGTAAAGCGCCTAGTTCGAGATTGAGTTCTCGCAGGGCGCTATACAAGTAAATTATTATTATTATTATTATTATTAACAGTGGTGAACAGAAGCAGGGGAGG2397799 4524

M00328:4:000000000-A3DTF:1:2110:5135:19494:1 GCGTCATAGTTATACCTCAGAAGATTTGCCTAGTTCAATTTTCAAATGTCGCAAGGAGATGTGAATCGCCATAGCCGATTCTTCGAAGTATCTGCGGAGAATGAGAGATATATAGATATATCCTGTATATACACATAGATAGATAAATAGATATAAATAGAGAGAGAGAGAGAGAGACAGGGTCAGGTGCGTGAAGGGCCGCGGGCTGGACTGCCAGACTGACGATGAGTTTGGCTCGGACAGGCGTGCGCGGCGAGTGGGGAATAGGTGCACTCACGCATGCGCGCCGAAGAGTAGTAGATACATACTGCTTCAACTTTCCGCCTGAACGAAGAGCTTCTAGAAATGACGATGCGGGTAAGTGGGCGGAGTGATAGTTGCCTTAAGACAGGAGCTGAGAAAAGAATGGGTTGTCGGG4913101 9126

M00328:4:000000000-A3DTF:1:2113:14353:20050:1 TGGCCACCTTGTCGGTGACCGTCTTATCCACCGCTTTGTACACCTCTGGTTCTTGACGCTTCAGCCTTTCAACGTAATCCTCATCATCATCATCATCATCATCATCGTCGGTGGGTGGTGGTTTGTTCTTTTTGCTCCCTTTGCTCTTCTTGCTGTCATCTTTGTTCTTCTCCTTCTTTTTATCGATCTTCGCTTGAGCCTTCGCCTCCTTAATCTTCATGTCCAACTCTTTCGCCCTAGCGTCCAGTTCCGCGGCTCTAGCGGCATTCGCGAGTTCTAGTTCAGCTCTCTTCCTGTCGTGGTCCAACTCGTTCTGAGATCGCTGCTTCATCGTGTCCAAGTTGATTCGTTCTTCCTCCCTGTTGTACCCCATTCTCTTGCGTTGATCGTGAGCTAACATTGCAGCCTTAGTTACGTCTATGCCAGTCGTCGCGAGCATGCCTAACG5520272 10166

M00328:4:000000000-A3DTF:1:1101:7301:15839:1 CTTACTGTTCATGTGTTTGCTTCGTTCTATCTTTCGCTCCCTCTCTATCGCTCTTTCTTTTCCCAGCACACTCTTGCTTTACCTTCCTCGCCATTTCTCCTTAGGCCTGATTTTATGTGTTAACTTCTCTCTGGCTCTCTCTAGCCCACTCTCTCGCTGTCCCTCGCTTGCTTTCTTTTCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGCTCTTCCTTTCCTCTGCTCTCTCTTACTATACTTTCTTTTTTATTTCTCGGTATGCCTGATTCATGTGGTTGTTCTACTG115456 232

M00328:4:000000000-A3DTF:1:1110:8965:12585:1 CACACATGCACACGCACATGCACGCGCGCGCACACACACACACACACACACACACACACACACTCGTCCGATTCACATACCATGTCGGTGACTCCAGCACAGATGAAGAGGCCCAGTGCCAGCGGGTAGCTCTGCTGCAGCACCAGATAGCCCTACCCTTCCGCTGTCTTTTTGTTAATGACGCGGGGCCCCACGAGCTCTCCCCTCCCCTCCCCGTCCGCAGCGTCAGATGTGTACAAGAGACCGCACACACGCACACGCACACGCGCGCGCGCGCACACACACACACACACACACACACACACACACTCGTCCGATTCACATACCATGTCGGTGACTCCAGCACAGATGAAGAGGCCCAGTGCCAGCGGGTAGCTCTGCTGCAGCACCAGATAGCCC1953293 3719

M00328:4:000000000-A3DTF:1:1114:4189:17060:1 GCACATATGTATGTCACCGCCCAACAGCGGGAGAATGTTTTGGCGCCTAAATGCGCCGCTGCCCGTCAAAGTGTTAACACTCTTGTCAGCATGACTGATATTAGCTCCTCTTTTACGTATATTCTATACGATCACATGAACACATACATATAGTTACATATCCACTCCAACACACACACACACACACACGAACTTAATGAAAAATAGCCAAAGAAAGCAAATTGGGCTTGAT2854892 5404

M00328:4:000000000-A3DTF:1:2105:20878:14481:1 AGCTCGCGCTTTCCGTTGTGGTTGCTTCTCTGAATCGCTAAGTGTGATCCGTGCCTTCGATTCCTACTTCCGGCTGTGCTGCCCGTGCTCTGTCGCGTGTGTCTGTGCGCGTCCCACGCTCCGGACTCTGGATCTCCCGCTGGAACCTGGTGCGGCAAGCACGGAACTGGGGAAATACGTCACGAGACGTTGTTATTCGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCTTCCGACGGCAGGGATAATTCAAGCGCCGCCGCCAGTCCTCACACTCAGTCGTTCAAAGCGCTCGAGAAGAAACCCCGTCCTAGCAGGCGCGCCGCACACATTTCATTATAGTCTGCCCCCGCGCCGACATCGTGCAC3875719 7208

M00328:4:000000000-A3DTF:1:2105:20344:20171:1 CCTATGTGTGCCCACCTGCATGCACGCGTTTGTGTCACTCACGCACGTATGTGTGTATGTGTGGGAGCGAGGAAAGCAGAAAGAGAGAGAGAGAGAAGTGAGATAGAGAGACAGACAGAGGGGGAGAGAGAGAGAAAGAGAGAAAGGGAGAGAGAGAGAGTGAATGAGAGAGAGAGAGCCTGAGAGAGAGCAAGAGAGAGAGCGTGAGAGAGAGCGCCAGCGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCATGCAGGAACGTGAGTGAGGAACTTAGACC3936957 7335

M00328:4:000000000-A3DTF:1:1108:14000:13726:1 GAGAGACAGAGAGACAGAGAGACAGAGAGACAGAGAGACAGAGAGACAGTGAGACAAGAGACCGGGTGATAGAGTGACAGAGAGACGAAGAGACGGAGAGACGGAAAGACGGAGAGACGGAGAAACGGAGAGACAGAGAGAGACAGAGAGGCAGAGTGAGAGAGTGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGTGAGGCGAGTGAGAGTGAGCGAAAAGAGAGAGATAGCCGGAGAAAGTGTGTGCTTGTTTCTGGGCATGTGTGAGGGTTTGAAG1553077 2946

M00328:4:000000000-A3DTF:1:2102:23504:14358:1 GATATATCCGGCAGGGTGCGCCGATGGCATCAGTCTCACCTTAGCGGGAGATCCGAAGGGCAAATGTCACCGACTGTCGGCTATCAGCTGAGCCAATAAATTATGGATGTCCCATGGCTCGATTCTTGAGTCCTCTTCACAGTTTACACCCCTACTGCTGTAGATTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCTCCTCTCTCTCTCAACGCAATCTAGACTCGCATGTTTACGCCAGCAATTCTCAACTGTACCTACGCTTTAACATAGTCCAGCCACCAGAACCTCAGACTGGTGTCAGCCCCTGACTCACATAGTCGATAGTCGCTCCCGGATGATCGGGAACTTCCTCAAGCTTAATGAAGACAACGCCC3277388 6143

M00328:4:000000000-A3DTF:1:2112:19224:11301:1 CAGTATGACACTGTATTGCTATTTTGCACTCTGACTGTGATGAGACACCCTAGGAGCTTTGCAGGCAACGAATGAGGTTTTTCTGCCAGTCCACCCTTTGTGTGTGTGTGTGTGTATCTGTTTGTCTCTCTGTGTCTCTCAGTTTCTTTCACGTACAGTGAAGAACAAGAAGCCTGAAAATTGCCTGTTGAGTTTTCGGCAGAAGCAGAGTTAAGAATCCTTATCAGACTGCCACCAGATTTCGGTCGGAAAGCTGCACTAAGTTTGTAACGTAATCTTAATAATACTGCTGATAATCTGCTATGAACTGGCATGATCTCAAAGACATATCCTCACCTTGAGTTATTTAATTGCATAGGAGGTGAAAATGACTTTGCATTATAGTCCATTATCATACTAAACTGAAGGGATGGAGAAGTGAATTGACAGTGCCCCATAAGCGACCACGTTTCTCAATTTTTCTCGGATGAACCTAGTACACTCA5222085 9650

M00328:4:000000000-A3DTF:1:1111:9871:20978:1 GATGAATCTGGGCTCTAGCAACTATTGCCTAGCGTTTTCATTCTTGCAAGCTTGACAGCCGAAACTAAAGTCGCAGGTGGCACAAAACACGGGACCCAGCCGACTAATACATCGCGTTTGGCACTTTAGCCGCGTGTACACAATCTATTTCTTTCTTGGTTTCCAGAGACATGGCAGCCTCAAAGCTGCGGTGCCGTTGGAATCCACCATGTACCTCTACAGCTGCACTAACATAGCTAGATCCAGACTTTTTTTGGCTTAGTCAGAGCAGCAGGGGCAATACATTTCTCTCTCTCTCTCTCTCTCTCTATCCATTTTTACAAAAATTTCTCAGGTATGCAGAATGATGCCAGTTCTAGCTGCTGGCGCAAGTCTAAGCC2265913 4284

M00328:4:000000000-A3DTF:1:2101:12389:12564:1 TCCGTTCACTCCGTTTTGGATTGCCTCTCCCGCTTCTGCTTACCAGCTCCCGGTGAGCGAGACGAACTACAAGGCTGGTCTCCACCTGCGACGGCAGCCGAGGCCCAACCCAGCTGCCCACGTCGAGAGTGCTTTGCTTGCTATTCCTTCGGTTCATTTAGTTGCATCGCTTCCCTCGCTCCCTTTCTTCCTCCTTCCTTCCTCCATCCCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCTGCCTTCCTCCCTATCTCTCTCCCTTTCTCTCCTGCCTTCCCC3045164 5713

M00328:4:000000000-A3DTF:1:2107:12578:11236:1 GTTTAACCACGGTGCCAGCGGCCGCGTTAGCCTACCCACTCGTGAGTGGGTCAGTCCAATGTTTCTTTTCAGGCCAGCGTTAGACACGGCAGTTGTAAGAGGGCACCAACTTATCCCTTTCTCTTTCATTGCTTCTCTCTGTCTTTCTATTTTTCTCTGTCTCCTTCAGTCTTTCTCTCGCTCCCTTCCTCTCTCTGTATCTCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGAGTGTATATGCGTGGCCTGCTATTAGCCGGCGGAGGTAGAGGTCAACTTGGGCAGTGCGCGACATTTACC4232941 7902

M00328:4:000000000-A3DTF:1:1106:19643:15074:1 GAGAGGAACAGAGCAAAAGGGGAGAGTGAGAGAGTGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTCAGAGACAGTATACGGTTTCATTACTGCTCGGTCCCTTGCTGCTTGAATATGGAGCGTGCGAACACTGACACGTCACTGACTTTTTTTTTTAATGATACGGCGACCACCGAGATCGACACTATCGTCGTCGACGGCAGCGTCAGAGGTGTATAAGAGAGAGGAGAGGAACAGAGAAAAAGGGGAGAGTGAGAGAGTGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTCAGAGACAGTATACGGTTTCATTACTGCTCGGTCCCTTGCTGCTTGAATATGGAGC1154161 2219

M00328:4:000000000-A3DTF:1:1109:16596:11561:1 AATTCTTACTTTCCTTGGTTCTTCGATCGTTAACCTGCCTTTGCTGGGTCATTATAAGACCTCGTCCGATAATTGCTATGCGTTGGCGTGACGTCGGACTCTACGTCTGTGTTTGTGCCTTTGTGTGTGTGTGTGTGTGTGTTTGTGTGCCCGAGTCGAAATGGAGTTTGATGGCACCGTAACTTGTAGGCAGCAAATTGGTGACGTAATGTATTGATGTTGGAATCGATTGATGGACCCGCACG1739196 3298

M00328:4:000000000-A3DTF:1:1101:18173:21253:1 GTTAGAATTTGTGCGGCTCGCTGGCACTGTGAGATCAATGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGACCGTTGCTCTTTTGCTAGCCCGCGCTCCCCTGGGAAGGCTCGCGCCGGGCAATTACGTTAGTGACAGAGCGCACGAGCTGATACAAGGAAAACCTAGTTACTGCATTGCAACCTTAATTGATAAGCCTTTTAAGCGCATCGTATCAAAGGGAAAGCGTGGGAAAATTGTGAAAGGTCAAAGTAGTGACGACGAGGCTCGCTGATCGGCGAAGTCGAGGAGGCGTGGCTGCCGCGCGTGACGGGCCTTTGAACGGATGGGGTGGAC177542 367

M00328:4:000000000-A3DTF:1:1104:10324:20341:1 GCCAGGCACGAACCTCTGTTGTTCTCTCTGTTTGCACACCAGTGTTCTGTAGCTGCTGATAGTCCTGAACACGTGAGCTGAGCACCCTCGGAAACTCCACGATCAGCAGCTTGGGTACCTTGGCCAGAGGTGCGCTTCTTGTTGGCTACTCGGGCAGAGGTCCACTGGTTGTGGTTAGGCTTGGGTTTTGTTTATACCGTGCTCCGACATTCCATAAATACATGCCCGTGAGCGGTTTCGTTGTGTGATAGAGAGAGAGAGAGAGAAAGAGGGCGAAGGGAGGGGGAGAGAGCGAGTGAGACTGACAGACACACGGAGTACAGACA797724 1568

M00328:4:000000000-A3DTF:1:1113:21320:12224:1 GGCCAACCGAGATGTATTTTTCAAAGACGTGCCCGATGGGATTATGAGCATGGAGATAGGCATGGTGGGTTCCAGCCCAGTCCCGCTCGTGCTGGTTGGAGGGTGAGGCTGGCTTGCACTGATTTCATTCTTCTTCTTCTTCTTGTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTACTTCTTCTTCTTCTTCTTCTCGTTCTCTCTTTCATTTCATTGATTTCTTTGTGTCATGTCATCTGACAGGAACTGTTCATTGCAAGGGTTTAATGC2584352 4873

M00328:4:000000000-A3DTF:1:1113:18086:21955:1 GAGAGAGACAGAGAGACAGAGAGACAGAGAGAGAGAGAGAAAATGGAGAGAGAGACACCTTGATTGAAAACCAGCCGACATAACAGTGAATGGTGTGAGTGTTTGCGGTCAGGTTGCGACATGAACCTATGAACACATCATGCCTGTCACTTCTATTTTTGGTTCTGCTTTCTTCAGCTCTCTCTCCTCTCCCCTTGGGGGGCGGGGGGAGAGGTGTATAAGAGAAAGGGGAGAGACAGAGAGAGAGAGAGACAGAGAGAGAGAGAGAGAATGGAGAGAGGGCCACCTTGATGGAGAGCCAGCCGCCATACCATTGAATGATGTGAATGTTTGCGGTCAGGTTTCGACATGAACCTATGATCACATCATGCCTGTCACTTCTATTTTTGGTTCTGCTTTCTTCAGCTCTCTCTCCTCT2700724 5085

M00328:4:000000000-A3DTF:1:2101:19154:4847:1 GCTCTTGTCATGCTCCTCAGACCCGGCACTTCCACATTGCTAGACCAAGCCCCTGCAGGGAGCAATGGCCTCGTGTTTGATGAAGAAGCGTGTAACATATTAGCCACTTATCTATCAAGTATCGTTAAATTGGCCTTTTTGTGGAAACCATTACAAAAGGTCATAGCTAGTCATCTATTTCTTCGTGATGCAGCAGGTTTCTGAACAGCATTTAGGCCAGGATACAATGGAGCCTGCTATGTGGTTAGAGTGTGATTAACGCGTCATGGGAAGCGAAAGGCAAGATTAGCCTATTGGCAGTGTTTGCAGTATTGGCAGTGTCTATGTTTCCAAATAATAATAATAATAATAATAATAATTGTTTGCTTGTATAGGCCCTGCGAAAACTCAATCTCGAACTAGGCGCTTTACAAGTGCTGAAAGAGAGCATGATTAAAGTAACCTAACTG2969280 5605

M00328:4:000000000-A3DTF:1:2109:8227:17877:1 CACTGAGAAGCCGTTCAGGATCTAAGCACGACATATCTGATCTTTCCATGTGACACATACTTCGTCTTTACAGCCGTGGGCAGAGGCACAATTCATTCCTTCACGAGAGAATGCATATGGTCTAAATTCTTGAGCAATCAGGTGCCAACGCTAATGGTTTCATCTTCCAGAAATCAAGTCAATATGACACAAAGTGCACAAAGAGGAGCAGAGATGACTCACGACGAGAGAGAGAGAGAGAGGGAGAGCCAGAGAAAGAGGGAGGCTGAGGGACGAAGGGAGAGAGCAGCAAGACAGGC4702807 8749

M00328:4:000000000-A3DTF:1:1106:8198:8239:1 TGCTAATACAGTCCGCCTCCTCCTGACTATAGGCTATATCTCCCGAGGTAGTTTGGGAACAGAGAAAAACGTTATTTTTTCTAGTTTTCACCATTTTTTTTTCCATTTTCTTTTCTACAAATATATATATATATATCAGTTAGCTTGGCGAAATGATTTATGAGTAAGAAAGTACCACGAACTGATATTATTTTTATGACTTTTATGTCAGTGAAAGAGGCAGCTTTTACAC1084296 2088

M00328:4:000000000-A3DTF:1:1108:25100:13273:1 ATTATGGCTTGCCTCTCGAATGAATATATATATATATATATATATATGCTCTGCTAGTAAATGTTTCTAGCATATGTTCATTGCTCGTGACAGACCCTAAAAATGCCTTTTTTCTAAAATTCGCGTTCGTATTAGGATGCTCAAGACAGCCGTGTACTTGAATTTTTCTAAGTTAATGCCTCTGTCAAGGCACAGTGAGAAATTTGGTGGGTAATGCAGTCTGTGAGCAAAACGGCAAAGCTGGCGAC1547966 2937

M00328:4:000000000-A3DTF:1:1113:13105:25664:1 TTATAAGTCTGTCTGTTTCACCTCTGGCTCTCTCCCCCATGTTAACTTCGTTCCGTTTTTCGGCTTCACTCCTCTCTCTCTCTCTCTCTCTCTCCATGTCTCTCTCTCTTCTCCTCTTTCTCTGAAGAACTTTACCGGCTCAACCTATCTCTCTTTTCTCCTCTCACTCTCCATTTGTAAACACAGGGTCCCTCGATTTATGTTTCTTAGTTCGAGTTTCACTTGCTCATTCGACTCTATCACC2737515 5159

M00328:4:000000000-A3DTF:1:2113:17349:25163:1 TGCTAGGGCTTCTGGTGCTTCGCACCCCCCCCCCACACACACACACACACACACGCGCACTTGGGCACACACACAAATACACGTGCGAATCCCTATGGGTGCTCCGACACTCGACCAGCAGGGGCATTTACAAAAGATTAGCTAATTCAATCGCCTTTTTTTAAACGTACGGCGACCCCCGAGAGCTCCACTATCCTCTTCGTCTGCAGCGTCCGAGGTGCATAAGAGACAGCGCTAGGGGTTCTGGTGCTTCTCACCCCCCCCCCACACACACACACACACACACACGCACTTGTGCACACACTCAAATACACGTGCGAATGCCTATGGCTGCTCTGACACTCGACCAGCAGGGGCAGTTACAAAAGATTAGCTAATTCAATCGCCACGTTTTAAACG5567678 10263

M00328:4:000000000-A3DTF:1:1104:13714:16272:1 ATATGGATGCTTATCATTGCATAAACCTTTGTCCCAGCAGCCGCAACCTGGGATGCTACGAAAAATACTGCTGTTACCTTAAAGTCACTTAGCAACAAGCATTGTAAATATTGACCACTACACCGTTGCCATGCTTTTTTTTAAATATTGTTTGGCTATTTTACGTTAGTCGTGACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCTCCTTCTCTCTCTTCCTCGCCCTCCCTCTTTCTCTGCCCCCCTTTCTCTCTTTTCTCTTTCTCCGTACAGTCGCCTGGCATCCTTCTTGAGGCCCTCCCTACAGTCAGTGTTCTCCGCAAGAGGGCAGCTAAAATTCTATCCATGTGATAATTCTGGAT753773 1485

M00328:4:000000000-A3DTF:1:1108:15570:7411:1 CTACCGTGCCACTAGGCCCCTAGGTCCATTGTTGCCAGATGATAGTAACAATAATAATAATAATAATAATAATAATAATAATAGGACACTTTCAGTGCATGTTGCAGATACCAAGAGACTTTACAGGTGCTTTACATTAATAAAGCGACAGCATTTTATTTACTTATTATCCAGAACTAGCATGCTACAGGTTAGCATGCATAAGCACATATAAAAAGGAATCACCAACCAGCAGTACAGAAACGACTCACGCAAGCC1491235 2831

M00328:4:000000000-A3DTF:1:2105:18498:22493:1 AGGTAGGCAAAGATTACATCGCCAGTCGATCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAATGTCTTTCTCCCTCTCTCTAAGATCAACCGGAGCCACCAGAGCGACTTTGTCTGGGAAATCAGAGAAAGCAGTGCCCACGCAGCCCAACTTTCCCAACTTTTCAGAACCGAGGCTGCTTTTGCAGATAGAGGCATTTTGTGGCGGCTACCTCGGTGCTCACTAACGCCAGTGAAGAAACCAATTCTTTTTACGTAGACAGTAGATCTTCTATCAC3958612 7379

M00328:4:000000000-A3DTF:1:2114:9740:10314:1 ATTTTAATGAGTTCTTAATCTTCCCTTCTTTTGCACTGATAGCTTGGATTTCAAATATAGAATTTGCCAAGACGAATTACGGTAAGGTCTACTCTAACAGCACTATCTCTGAGCCGAGACTGCAAAACTACGAGCGTCTCGGTCACTTTTCTACAGCCTAAAGAATAGAGTGACACTAGAAGTTTGCTAGTTATGCTTGCTAGAAGTCATGCATATATATATATATATATATATTACCGGTTATATGGAACAAATAGTTACTGATATTGGGCACTCACAATGTGGCCTCAGACATTAACCAGTCGAGGAACTGTGGCTCTTCATCTGCTCTTGGGAAGTAAACTTAGGGCCGGTTTTGCATTTTTTTGTTGATACGCGACTTCAAAT5612993 10331

M00328:4:000000000-A3DTF:1:2104:15323:10303:1 GTTGAACTCCATGATGGTTTGCAGAGATGCGCTCGCCATTTTCTCTCCTATATATATGTGCGAGCATTTTTCTGCTTTCTTCTAGTATCGAATATGCGATTGAATGCGATCGCGCCTCCGTAAGGCGACGAACTCTTAGCCACCGTGTCTGTAACCGTCTTATCCACCGCTTTGTACACCTCTGGCTCTTGACGCTTCAGCTTTTCAACGTAATCCTCATCGTCGTCGTCCTCATCGTCGCTAGGTGGTTTAGTCTCCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTCTTATCCTTGTCCTCCTTATCCTCCTTCCTCTTCCTATCGTTATCGATCTTGATCGCCTCTGTCTCCGCCTTCTTCTTCTCAGCGTCCAAATCAGCGTTTCTCTGGTCGTTCGTTAGATCCTGCGCATTCTTATCC3632994 6786

M00328:4:000000000-A3DTF:1:2104:8246:22617:1 GTTGAGCCCCGTTCAGACAAAAAGGTAACGCGTTCATTCATTCATTCATTCATTCATTTGTTCATTCGTCCTTTCTTTCCTTCCTTCACTCCCACCTTCATTCTTTCTTTCCTTCCTTCCCTTCATTCATTCCTTCATTCACTCGTTTTGTCCTTCTTTCATTCATTCACTTCCTTTCATTCCTTCATTCATTCATTCATTCATTCATTGATGTGATCATTCATTCATTGTTATTGATTTCCATGTCATGTTCGTATCGAACTTGGTTGAACGTTTGTTATGTTGCTCACAGTTTGTTCTCGCTCTCGTTCTCGTTCTCGTTCCCGTTCTCGTC3758542 6992

M00328:4:000000000-A3DTF:1:2105:4453:12784:1 CCTCCATACATTCCATGGGTGTACTTTCCTTGTCTTCTCATTTGGTACTTCACAAAATGTTGTGCTTCTTGTAAACAAGCAACCTTACCTCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTCTTCATGTAGGAGTACCTGTGTTTAGGTTTTATTTTGTGAGACTATGCTTTGTGGGTTTCACATGCTGACTTGGATGTGAGAGGTTCTCGCTTATTTATATGTTTGATGCGATACTGTGG3857188 7163

M00328:4:000000000-A3DTF:1:2113:16914:23495:1 CACAAGAGACGCACGTGCTCACAGACACATGTATGCATGCATACGTGTGCATGCATACACACACACACACACACACGCACGCACACACACACGCACACACACACACAGACACACGCACACACACACATATACATATACGCACATACATAGGCACACACACACACTGGCGTGCACATACACGAGCACACACACACACACAACACTTATGCATCAAGAAACCAAGCAGTCAAGCCGTCAAGTGCCTGCAAAGTGCGTTCCTCCAT5554568 10238

M00328:4:000000000-A3DTF:1:2114:24204:20003:1 ATCTACCTATGGCCGATCCTTTAACGCGATGGCTGCCTTTAACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCCCTTTCCTCTCTCTTATACACCTCTCCGAGCCCACGAGACTAGGCATGATCTCGTATGCCGTCTTCTGCTTGAAAAAAAAAACAACACCTAATACTCAATCATGACCATCTCTCTGTACACACAGCTACTCACCCTCTCACGCACCCTCTCACCTTCTACCTATGGCCGCTCCTTTCACTCGATGGCTGCCTTTAACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCACTCCCTTTC5719378 10536

M00328:4:000000000-A3DTF:1:2114:17227:20466:1 GTGCTATGCGCCTCTGCCGGGAACGCAAGGCAGCGTGGCCGGGACTCGGTCTACCATGCAGCCGTCTACCTACCAGGGTGCCTATCCTGATGGTCAGTGCATTAGCTCTCTCTCTCTCTTTCTCTCTCTCGTCTCTCTCTCTCTCTCATCTCTGTTCTTGCTCTCGCATCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTCTCATCTCTCGTCTCTCTCTCTCACGCTTTTGCCATTGTGTATCCCATTGTCTGCTTAGTGTGCCCTC5724251 10555

M00328:4:000000000-A3DTF:1:1102:11684:21941:1 GTCTAGGCAGGAAGTAACAACGCATGACCTAATGCTTTGCTTTATAAATAAGCTAGATAAGATCAGAGGATCAATCCCCCTATCATCACTCCATATAAACTTGCTCCCAGACTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGCCATGTTTTTATGTCGTCCTTCCGTGTTGTCACTGCTAGAAGTTTCTTGATTCATCTCCCCGTGAACGAAGACTGCCCGACCTGGGCCTGGAGCCCATAGCCAC399284 816

M00328:4:000000000-A3DTF:1:2102:8574:20310:1 CACTAGCAGTAGTGCCTTAAGAGCCTCTTCGGGATCTAATTCTTGCGCCTCTCTCTCTCTCTCTCTCTCGTTTTCTTGTGCCTGTCGAGCTCCGCCAGAGCCGTTATGTCATGCTGAGATGCAAACACAAAGCTGGCGACATGGAGTACGACAAGGCAGCCACTGAGTACTGGCATGCAAACGCCAGCAGCCGCAAATAACAAAGGAGAGCTGGTTCGCATGGTACAAACACGGGCTAGAGGGCTATCAAGACCTGCAGAGT3341093 6271

M00328:4:000000000-A3DTF:1:2105:21363:6940:1 CTGCTGCTTCAATCTACTGTTTGTACTGCGACATGTGTGTGTGTGTTTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGCGCGCGAGCGCTCGTCTGTGCGCGTGTCACATGCTTGTGGATCAGTATGCTGGTATTTTGATGACCAGTCCCTGCGAGACCCATAAGTGCTGCCGATGTTTAAACTCCGGGAAACCGGCAATTCTAACTAGTTAAGGCTGTTCACCAGGGCCTTGCCTGGATACTGCACACTTTTTAATCCGTATTAAACGAGGTAGTCCCCCCTTCAGATGCAGAATGGTGAAAAGATGGAGATGGCATGGAGCTTACCCGAAAATGAGCCAAGGTTATGCTATGCAAGCAACTCCATGTTGGTTTACGTTGACAAAGATAGAACCACTATCGAAAGCAAGAATGCTAC3798755 7047

M00328:4:000000000-A3DTF:1:2107:9150:20863:1 TCTTCACCCTGCAACCTTGTCCAAACTTGTTTAATGCATCGTTAGTTATATTGACCCCCCCATTCTATTAATAGTAATTTATATCCATTAATACAGCCTAATTGTACTCCAAGCAGTGACGCTTAAATTGAAATAACTCAGGTAAGATGAAAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTCATGGAGAAAGACCGAAAACGGTCGCACATGGCCTGAACTGCACTAGTCATGCGCCTTTTAAATGTTACCTCTCCTCATTAAC4336560 8115

M00328:4:000000000-A3DTF:1:1102:16454:6575:1 TTGTATAGGTTTGTGATGATGTTGATGAAGTCCTCGGGTAGGCCGAGGAACTCCAGCGTTCTAACCAGCTGGCCGTGGGCGGCTGAGGGGAAGGCCCCCTTGAAATCCAGGTAGCAAAGGACAATATCCTTGTTGTGTGTGTGTGTGTGTCTTCTATACACAACCCGAGGTGCGTGATGGCTCGTGAGCACGAGCGGTCTGTTCTAAATCCTTCCTGTTATGGGCTGAGGATTTTTCTACTTTCGACATAGTCGGTGGCCAACATGACGATGCATGTGGTCCATAGTTTGTAT239412 489



M00328:4:000000000-A3DTF:1:2102:15846:6736:1 TATTGTCAGTGTGTATTATAGTTACAATAATAGTTTTCTTGTATAGCACACTTTGAGAAGCCAATCTCGAACTAGGCACTTTGCAAAAGCTCAAACAGAGAGAGAGAGAGAGAGCATGCTTAAAGTAGTCTGGCAATGGCATGCAAGCGGATACATGCACAAAGTACACATTGACATGCGACTGTTGCTTATCGTAGTTATATTGACTTTTGGAGTCACGAGAAAGTACCTTCTGTAGGCAGTGATTCAGTGTGCACAACTGGCATTATATCGACTGTCACACTGTTACGCCTATGTTTATGTGTGCTTTGAATCCTTACAGAGTGCATGCTGTGTCTGATCTAATCGAACTCTGCTTCCTTCCGAGAATTCCAATGAAAACTTAACCTGACTTTGTCCCTGCAAAGCTGGCCGCAATTCAGTTATTATTATTAATAACATAACATATAGTGTTGTCCATAGGCTAAAAG3198571 5985

M00328:4:000000000-A3DTF:1:2107:11938:14411:1 ATCTATTAGAGCCACAATTGACAGTACTATGCGGTCAGCTGGACCCTACGTGGCTGGACACAAGGTACACAACCTTTCGGCTCAGCAAATGCAAAGTAACGTTTTCTGTCGCTTAAACTTTTTCTGACGGTGACTATAAATTAATAGAAGTTATATATATATATATATATCATTACGATAAATCTTGTGCTGAGAGCACTAGACTGAAAACCACGGTCTCAACATTATATTTGACACAATGCTGCCCACCCACTCAGAGCGGCAGCTTTAAACTATCAAAAGGCACTCAATCGGTGCCATGTGCATGCACATGCG4267308 7976

M00328:4:000000000-A3DTF:1:2111:6222:20721:1 CTGCTGGTCTGTCTCAGTCTTGATAATGTCTTGCTCCTCCGATCTCTTTCCCCCTCTGTCTGTCTGTCTGTCTCCCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTGCTTCCTCCTCTTACCATACCGATTTCAAGGAATATTGTTGCAATGGCAACGGCGAAACCTCTGTAAGATGTTGGGCTAGAGCCGAAGAATGCCTAGGGCTGGCAGCCTCAGACGTCGAGCTTCAAGACTGGCTACTCTTTACTTGGCAACCATGCAGTCAGGCTGAACACACTGCAGCTCAGGCTATCTG5125891 9529

M00328:4:000000000-A3DTF:1:1110:13707:25745:1 TCCCAGGTCAAGCGGAGTCTGGCATGATCTGTGGGCCCGGACAGCTATACAATCTTAGCGGTGCACGCTGATAAGTAAAAGAAATGGCTCGGTGCTGCTCGCATACGTGTAGCGAGCGCAATACCGACTGTTGTGCACTGCGCCACTTCCGGCTCCGCATTCAACATTGGCGCCGCTGCTAAGCCGATGCTGTTTCCTCTGCGGCGCTTCGGCACTTCGTCGGCGAGCTATGTACAGCTATTTCCATTCGCCACCCTTTTCGTTTAGCTTTTGCGTTGTCTGAGCACAGTCCCATGTTAATGTGAGCTCTGTGTGCAGGCTGCGACTAGATTTCTTTAAACATGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAGCGCTTGCAATGCTTCTAGAGAGAGAAATGACCTATTATTATTATGACTATTCCTAGTATTATCAATTATAGCCAGGATCGCGTTGTAAATATACGTGTGCACTGTTACGAAG2097706 3979

M00328:4:000000000-A3DTF:1:2103:15573:16936:1 CCTTGCGGTTTGAACTAAAGTATAGTGTATTATGTGTCTTTTACAAACAACAATTATTCTGGGCTTTTTCAAGAAACTCCGCCAAGGTTGAGCGGGTTAGCTCGAAAAATAAAAAAAAGCGGCCGCTTCAGTGCGAACCCTCACGCAATCAGAGGTTATAAAAGGAGTCTTAAGCGACAGGTTGAAAGGCGCAAAAGGCGGTCACTGTTAGACGCGGAAAATCGGAAAATACATTGGCGTTCCCGCAGCGGAAGGGGGGAAGGGAGAGGCGGGGGGAGAGGGGAGGGAGGAGAGGGAGGGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAATTGCGGACCTCAAATAACGCTGAGCGGCGGCATAAGACCACTAACAAATTCTAAACGGGGAGAAGGTGAG3506812 6552

M00328:4:000000000-A3DTF:1:2105:8379:16803:1 GCCGTGTAGTCTGCTGCCTAACTGGCCCCCCTGCAAGATCAGAAAGCGATTGCGAGAAAGTATTCGCGTAGAGCGATCGCGAGCCTTCGTGCCGATAGCGGAACTCGTCCGCTTAAATGTAAGATTCCGCTACCCTAATTACATGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAAGAGAGAGAGAGAGCGAGATAGAGACAGTGCTTGCGTATGGTTACGCACGCCCAGCTATAAGGCTAAGCAATGC3901451 7262

M00328:4:000000000-A3DTF:1:1105:16201:25088:1 CAAGAGTACCGTGTGTGCTTGGTTGCAAACGTAAAGCAGTATCTGTGCTGTACTTGCAATCGTTCGCAACTTACCGTGCATTCGCTTGGTCACAGTGCAAACGTGCTGTGTATGCTTGTGTGTGGGTGTGTGTCCGCGTTTGTCTCTATGCGTGCACGTGTGTCTCCGTGTGTGTGCCTGTATGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATGTGTGGGTGTGCTTGTGTGTGTGCGCGCATGTGTCTCGGTGTGTGTGTGTGTGTGCCTGTATATGCGAACGTGTGTGTG1048667 2023

M00328:4:000000000-A3DTF:1:2102:14243:2844:1 ATTGTTGGCATGGTAGGTTGGCAGTTCTACTGGGACTGTTGTTCTAGCAAAGGGTTAACTAGCAGGACTTTAAGTGTTCCTATACCTTTCCGTGTCTCGTTCGTCTTGCTCACAACGCATGAGAGAGAGAGAGAGGCAGGAAGGGGAGAGAGTGAGAGAGGGAAGGAAGCTGGGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAAGAGTGAGAGAGAGAGTGAGACCTGTGCACTCTTTTCACAATACCGTCCCCGTGTGTTGCTTCTTGCATTGTTCATAACCACTATTGCGTGT3178262 5942

M00328:4:000000000-A3DTF:1:2103:17675:6551:1 GACCCTAACATGTGGTATTACATGTACAATACCACTACCCGCATATGTAGTAGTGATGTTATCCATGCACCCATTGTTGTGACATATTTAGGTGTGTATGTGTATGTGTGTGTGTGTGTGTGCATATTTGTGTGTATGTGTGTATGTGTGTGCATGTGTGTGTATGTGTGCGTGCATGTACATGGAGGCACACTATGTACATTGTGTGTATGAGTATATGTGTGAGTTGGCGTAGTTAGCTGTGAGTGCACATGTATTAATGAAAGTGAACACTTCCAGTGTTCTTCCTCCTCCCCAGGCT3400086 6359

M00328:4:000000000-A3DTF:1:2107:5997:20165:1 GCCCCGGATCATGCAGACGCAGCTGCCGGTCAGCTGTCCTCGTATGCGTACACAGGTGTGCAGAGGCAGTTGTGCACACGCGGATATGTTGGCACGCATATTGTTTTCACACAAATAAAAACGTGCGCGCGCACACACACACACACACACACACGTGCATGAATATGCGCATGCACGTGTAGGCGCATGCACACATGTACCGTGTGCTCACACGTCAGTGACGATACCGCTGTTTGACCCGTAGGGCATTGATGAGAGGTT4329733 8103

M00328:4:000000000-A3DTF:1:1101:23958:22095:1 CTTGTAAAGCGCCTAGTTCGAGATTGAGTTCTCGCAGGGCGCTAAACAAGTAAATTATTATTATTATTATTATTATTATTATAAGCCGGGGCTCATGATTGCCACAATTTCACTTTCCCCTAGCCGATGCCGATTAAGCATTTCAGCTGCTACAATGGAATGGATGTCCAGGCTGAATGAGATAGGTCACATGTCCACGCTTGAACCCACTCATTGTGACAAGGGCGATACGAGCGATCACTAGACAGCAACACTAGCTGAACTTAAATT186210 391

M00328:4:000000000-A3DTF:1:1102:12816:25382:1 GAGATAATCATTAATTATATGGCTGCTGTTTGGAGATGTCTTGTTGGTGATGTCCAAACATTGGGCAGTTGCTTATGTGTCTGGCTGGATGCTTGTAAGCAAGGCTGCTCTTTTTGGTACTTCGTTGCTGTGATAGAGAGGGAGAGAGAGAGAGAGAGAGAGAGTGGTGTACGGGGTTCCTCTTAATTGTTAAGCAGCTGCCAGCATGGCAGCAGCACGGCAGTAGGTCATATACGTCGAATAGGTGCCTTCAGGTCGCAGCTTGGCTTTCTGGGGGAGCTCGCACGAGTGAGCCCAGACATAGATTTTCTCTTTTGCTGGTTATGGGATATAG428080 876

M00328:4:000000000-A3DTF:1:1109:16756:16237:1 CTTTTGGTGACCGTGCCTTCAGCTCCTACGGTCCCAAAGTTTGGAACTCGCTCCCAACTGACATCAGGACGGCCCCTGATATGAACTCGTTTAAAAGAAAGTTAAAAACACACCTGTTCCGTTCAGCTTTTGCTTCGTCTCGTTGAAATCGCCCTTTTACGTGTGCTTCTGCTTTTGCGTGCTTCCGTGTGCATTCCACTGTTTCTGATTACGTAAATCATGCTCTCTTTCAGCACTTGTAAAGCGCCTAGTTCGGGATTGAGTTCTCGTAGGGCGCTATACAAGTAAATTATTATTATTATTATTATTATTTGACTCCTAGCAGGACCCGTCCATGGGGAATATCAGTCATGTTAGCAGCCTAAGGGCACTAC1790905 3414

M00328:4:000000000-A3DTF:1:1111:16750:21628:1 GGCAATGGATTGCCTACTCAACTGTGTGGAGATCAGAGATAGAGAATAGGTGCAGGCGATCGCCAAGAATCGTTGGACTGATTATTTCAGTGAGACTGGATCACAGAATAACCAGGAGCCAGTGGGCCTTCTCGTGCCTCCTGTGCATGCAAGCACATGCGCGCACGCGCGCGCGCACACACACACACACACACACACGCACGCACAAACACACTCCTTTACAAAGAGGGATTACCATCAGTCATCCATTTCAATGTGGTCTTTTGTCGACAAAGCATGTTAGAATTCCGGCTGTTCTCTCTCGAGTCGTAAAGAGTAGATTAGCC2273108 4299

M00328:4:000000000-A3DTF:1:1112:4874:17901:1 TTTTAAGCTTTCATGATAATTCCCAGGGTGTGTAGATTTTATGGGCCCCCACACTGTGTGTGTGTGTGTGCGCACGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTATATATACACACATGCCTATATGTGTACACGCCTATATACATATATATATATATATACACACACACACACATATATATGCGTGTGTGTATATACTCTATATGCCTGTACACCTATACCGCCTGTTTAGCTACTCTCTTTATGGTTCGCTGTTACATCCAGGAATGCTTCTGCCAGGAAGTCAGATAGATAGGC2440202 4592

M00328:4:000000000-A3DTF:1:1114:3183:16140:1 AGCCTAGCCCACGCAGCACGGGCAGAGTTGTGTGCATTTCCGCAAAATCCAGCCCTGCTTGTCCGTGAGGTGAGTGTGTGTGTGTGTGTGCGTGCTATGTGCGTGCGTGCGTGTGCATGTGCGAAAGAATGAGAGGTGAGACTGTCCGGGAGAGAGATCAGCGAAAACGACGAAGACTGAGTGGGGGTGGAAGAAAACGGGGTACACAGGTAGGTACGGCCAGCCACTGCCCAACCAACGACTTGACTTCCTGCATCGCATGCGAGGGAGCTCATCGTTTAGCCC2843551 5376

M00328:4:000000000-A3DTF:1:2112:16876:15381:1 GCTTACGCTCAGGTGCCCAACACGACAATCAAGTCAGCTCAGGTTAGCATGCAAAACTAGCTCCACACATCCACTGACACCATGGTGTGTGTGTGTGTGTGTGTGTGTGTGTGAGCATAACTCTACACATCCACTGACACCATAGTTGTGTGTGTGTGTGAGCATAACTCTACACATCCACTGACACCACAGGTCATGATTGGCGTACTAAAGCCATACGACTGCATATCAGAAGGCATGCTACGAGGAGTGTGCATA5267288 9721

M00328:4:000000000-A3DTF:1:2107:15916:24122:1 ATACCTACTTGTTCCGTTCGGCTTTTGCGTTGTCGGGTTAAAATCGTGTGTCTATGAGTTGCTTTTTGCTTGCCTCCGCGTGCATGCCACTGTTTTTAGATTACTTTAATCATGCTCTCTTTCAGCACTTGTAAAGCGCCTAGTTCGAGATTGAGTTCTCGCAGGGCGCTAGACAAGTAAACCATTATTATTATTATTATTATTATTAATACTAAGCCGAAAACTGGAAATGGTACGAAAACGGCATCTCCCTACGGGCTCTTTAAATTCCTGGAGGGTGAGCACTCAAGGCCGGGTAAAATTTTACCTGGCTTTAAAAATCATCATCATCTTCGCACTTAAAAAGATAAAACGAACCAATTGTTTATATGAAAATCCGCGACGGCTAAATGTGCGGTGTTAAGAAAACATATCAGCTATGTAACCTTCCGTGTGGTCAATACGTATGACG4365304 8160

M00328:4:000000000-A3DTF:1:2111:20369:19910:1 CAGCTCTTGCGTCCTGGCAGAGTTCCAGCTCCATACCATACAGAGAAAGAGAGGGGCGACAGAGGCAGAGGGGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGACAGAGACAGACGAATAAGTAAATGGAGATCCAGACATACATATAAAGAGACATAAGCAAAGACTGTGAAGCTACGGTTAGATGACAATCGTGTGGCTGCCGAGCAGTCTTGGCTGACGAAAGTAACATGCGAGTCCTAATGT5117342 9515

M00328:4:000000000-A3DTF:1:1111:23266:20276:1 GTTATGAACATGCATGCAACTAAGCGCTTCGGCTGTCAGTGACGTGAACGAGGATACTGTACCTGTCAAACATCAATGAAGCCGATTTAAATAGGCGAATTTCGACATGCATGGTATTCGAAATTACTATGTCCAGTTATCCTGGCGGTTTTAATAATAATAATAATAATAATAATAATGATGATGATGATGGTAATCCTCTTGCAGAGCACCTCCGGGGTACTCGGGCTAGTTCTACGCACTTAAAAGGTCCGGAAGTGTATTTGCTATTGGACCTGTGGGCACG2257817 4271

M00328:4:000000000-A3DTF:1:1104:15232:15380:1 AGCTTCGTGGAAGAAGACCAATGCTGCCACGGAAAAATGGGCTTCTGTGCAACAAACGAAACGGCACGTTTGAATGCTTCCTAGCCGGCGACGGACGAGTCAACGAACATCGTAAGAGGGGGCAAATCGGGTACCGAAAAAACAGACAGAGTGGAAATGATGGCGTGGGAAGGACGAGGAGGGGGAGTGTTAGAGATATAAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAGAGAGAGATGGAAAGAGAGACAGACAAACAGACAGACAGACAGACATACAGGCAGGCAGGCAGGCAGGCAGACAGACAGACAGAGCACATATTAAGCGTTCGTAATGCTTCTCTATAGCCGAAAGTGGTGGAGTGCGTCTCCCAGTTTGGCCGTAATAGGCCCGACCGTGCCATATCCAGCAGCCGCGTTATAC743859 1472

M00328:4:000000000-A3DTF:1:1110:13178:13995:1 AGCCTGGAGGGTCCAGGTGATTGCACTTCACGACCCAGGTCGCAGGCTCAAGCCCTGCATCCGGCAAGCCTTTATTGCCCTCTGCAAGCGACATTGAAAGCCATCCAGGCTTTTATTTGCCGCTAGATAAATGAAGCGGTTCAATTAACAACTTTAGCTTTTTTTTTTACGTGTGCACACACACACACACACACACACATGCAGGCACGCACGTGCACATACATGCATGCACACGCAAGCGTTCACCATCACATGCACATGAATTCACCGCTAATAAAAAGAACTTGGATAGCTGCAGTTCCATGGACGGATACTGGGTAAAGTACTTTGACCCAGGAGGCGCCAGGCTTAGCTCTACCAAACAATTAAGTCAGCTTTCAGCCTCCACATGTTTCGGGTCTTTCCAGTATAACAAG1968930 3743

M00328:4:000000000-A3DTF:1:1105:19835:22282:1 ACGACACTCTGGATCCGGGTATATTACTGTCACGTCATCGATTGACCGATCTGCACTTTTCCGTGGATCTATCCGCTTGAATCAGAGCAGCGAGTGGGATGCATGCGCGTAAAGGCGCGACAACGTCTTGACAGTGGTACGCGGCATCGCCGCTGCGCAGAGCTCGGCGCGAACAACTTAGCAGCGGTACAACTTGATTGAGCAAGCGGAACGGAGCCGCTCAGCACCGAGCACCGTAGGCACCGAGCAGCAAGACCGTATTCCCTCTCTCTCTCTCTCTGTCTCTCTGTCTCTCTCTCTGCGGCGAAGATTGGTAT1024337 1983

M00328:4:000000000-A3DTF:1:2101:19736:9157:1 GAGTGGGCCAGCAGAGTGCACTCCGAGAGAGGAGTCTCTCTCTCTCTCTCTCTCTCTCTCTCACAGACCACTGCAGTGCTCCGAGTGGCCACTCGACAGGGTGTGCACTTTTGCCAGCACACACTGAGCGGCTCAAGTGGGTGGCAGCAGCTCACGTGGCGGCACAATGCAGCCGGCAGGAAGCGGCTTGGACTGGTACAGCCTCGTAAGGCGGCTGTTGCAGTGGCACTGGACTGATGTGTCGCGAGCTGCGAGGCTCACCTCGGCGT3007012 5660

M00328:4:000000000-A3DTF:1:2106:18546:13411:1 GGTAAACAACCCACATGTGAGAAGCAGATAGGCTGGCTATGCATTGCCGACTGCAGCAAACTAAATGTTTGCTCCCAGAGGGCAGCTATAGGGTCGTACACCAGTGGCTCCTCCGACCTTTCAAGACATACCAGCAGTTATGGCTATGGGAAGAGCTACACCAACAGGTCGACATGCAGAATATCAAGTATCGAGGACAGTCAGTCTGACTTACAACATTGCCATTAGTGTGAAATACCAACAGGCACGCGGTGGTCGCCGCTCCGTGAGATACTGTATATCGGTACACTTGTGTGTGTGTGTGTGTGTGTGTATGTGCATGTGCGCGAGCATTCGTGCGCCCACGCGCATAGCACGAAATGCGAACGAGCACGCACTAAGATTGCCTTGGTCAGCTCCCCATGGAATACATCGCTACACGTGTGTGAATGTGGCGTCCATGCGTGCATGTGCGTATGGGCATCTGAGTATGTGACAATGTGCA4061983 7590

M00328:4:000000000-A3DTF:1:1114:24542:14559:1 GACAACACCAGAGTAGGGGCTGAGCACTTAGAGCAGCCCCTACTTGCCATTGCCTGGTTGCTTTTTCTATTGTCGTGAATCCTTGCAGTTCACAATTGCTTGGGAACACCGGGCAGGTGGCAGACTACTTCCTGTACCGTGCATCTGCATTTGCCAAATGGGTCAACACAGCGGCCGAACGTATGTGTAGATAATAATAATAATAATAATAATAATATTTACTTACAGAGTGCCCTTTGAGAACCAGATCTCGCTCTAGGCACGTTAACATGGGTGAAAGAGAGCTTAGTTCAAGTAAATCAAGCAACGGGAAGCAAGCGATGCATCTATAGATGCAGTCATGCATCCTTCACAGGCGTGAAAAAGCTGAACGACGGAGGTGGGTTTTTAGCTTTCTTTTAAACATGGTCAAGTCAGTAGC2824249 5326

M00328:4:000000000-A3DTF:1:1112:12689:22049:1 GTTCAACGGTCTGGGACCTGCAGAGCAGACGCCTCTGTCGCCAACAGACTTTAGATGAAAAAATGGCGTGGTTAGTTTGTCACCCTGAGAAGGCCTGAGGGGCTGGAAGCCGTGCAACGGCTCAGCTATGTAGGTGGGGTGCCAGATCGTAGCAAGCCTTACAGGCTAGTGTTAGAATTTTGCATCGTATCGGCAGATCAATCTGAGCCACCACATCTCCTTTAATAAGGGGTGACACGTGCTCTAACTTTTTTATTTAAAAGCTAGCTTAGATGCCAGAGTTTCCTCTTTCTCTTCGTCCATACCCGCTCCCCATCTGTCGGTCCTTCTCTCTCCCTCTCCCTCTCTCTCTCTCTCAGTGCAACGTGTGCGCACGCACAAGCGCGTGTGTGTGTGTGTGTGTGTGTGCCTGCGTGTGTGCCATAGCTGCCTGCCATAGACCTGACCTACCTACCTCGAAAGCACCAGCTATGTTTACCGTCTTCTAC2489008 4690

M00328:4:000000000-A3DTF:1:2105:20702:13395:1 TTATTATTGATTTTAAAACCTGGCGCCAAGAAGGATTATGCGATATAAAGAGAGAGAAAGAGAGAGCAGAAGAAAGAGAGAAAGAGAAAGATAGAGGACTAGAAAGAGTGAGGTAGGGGGAAGGAGAGGGGGGTGGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGATGAGTGCTTTAAAGAAATTGACTGGACAGGTTAGAGGACAGTCTAGACTGGACGATGCAGATGCGCGGGCACCACTTTGTTATAACACTCCTTTCTAGGTGCAGC3863957 7180

M00328:4:000000000-A3DTF:1:2113:7194:8256:1 GTGTGTGTGTGTGTGTGTGTGCGTCTGTGTGTGCGCGTACGTGTGTACACGTGCACACTCGTCCACACACATGTGCACACACACACACACACACACACACACACACACCACTGCATGCAGGTAACTATACAGCGCCCGCCTGAATCGCCTCTGTCCCTGCCGTTTTCAGTGAGAGAGGCGTATCAGACACGGTGGTGTGTGTGTGTGTGTGTGCGTCTGTGTGTGCGCGTACGTGTGCACACGTGCACACTCGCCCACACACATGTGCACACACACACACACACACACACACACACACACCAATGCATGCAGGTAACTATACAGTGCGGGTCTGAATAGTCTATGCACCTGCCGTTTTCAATCAGATAGGCAGATAGGACACGGT5394069 9935

M00328:4:000000000-A3DTF:1:1106:25380:11496:1 GCCCAATGCAAGCCAAGCGGCAGCAAAAGCCACTCAGGCTTTATGTGCCGCTACATAAATGAGGCTGTTCACACAGCTAGTCTTTACGTTTTTTTTTATAGAGTGAGAGAGATAGAGAGGGAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCTGTTTCTGAGCTTCTTGAAATACAGTCTCGTGACTTCCTCGTTCGCGACAGAAGATCCAAAGTCTGCGTGCGCACTCGTAGTTGCATTAAGCTCGACAGAAACATGATTGGCTTGCACGTCTTTCCGTGGCGCTTCGCCCAGGATTCCATGAGTTG1115429 2145

M00328:4:000000000-A3DTF:1:2101:20626:16688:1 CTCTATGTCTCTCCCTCTGTCTTTGTCTCTCTCTCTCTCTTTCTGTATATAGATTACTTTAATCATGCTCTCTTTCAGCACTTGTAAAGCGCCTAGTTCGAGATTGAGTTCTCGCAGGGCGCTATACAAGCAAACTATTATTATTATTATTCTGTCTCTCTCTGTCTTTGTCTCTCTCTCTCTCTGTCTTCGTCTCTCTCTCTCTCTGTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAGCTAGTCTATTCCCCCAGTAGAGGGTACCGCTCTGTCAGTTATGCGATATTCGGTTGAAGTGAACGACCGTGTGGCATTTTGTACTAGCCGCTTCTTTTTGTATAGCTATACTGTAAACG3092936 5806

M00328:4:000000000-A3DTF:1:2110:9766:12727:1 CGTGCATGCCTGCTGCCCTAGTGTGCATTCGTGAATTCACAAGGTAGCATGTCCCATTGCACAGAGTCTGCCAGCAGTGGTAGACTTGAGCAGTTAGCACTGAGGTGATGGAAAGTCACCCTGAGTTTATTTAGCACACTTCCTCCCCACATGAGTGGGAAGGACCACGGTAGTCGTGAATGTAGTCTGGCACACACACACACAGACACACACACACACACACACATTAAAGCTCTGTTTAGACTGTCGGGCTCGATCGTCTCGAGCTCGACATGATCGACAGCTCCCTCAATTGGCTAACGCCAGCCCTTAGCATCAGCAAGTGCTAGTAACCAGGACTTTACAACCCCTTAATTGTACATCGCTCGCTACAAAACACATCAATGCAGGGCACTCCATTTTTGTTACTCTGCTTGTTTTCGATCGGTAACTTTGTGATTATATG4840162 9003

M00328:4:000000000-A3DTF:1:2110:19614:18657:1 ACGCTCACCAGTGTCGGCTCTGCACAGCCGATTCATTCTCTAGCGGGGCGTGAGAAGCACAACGGCCGAGCTATGGACACTCCTCGTTTTCTATCCTCGTCACGCTCTATGGCTCCACGCCAAATGAGTCGGAGCGCTCAGCGTCACTACCGTTTTGCCTTTCGATTTTTTGAAGCGAAGGGTCCGTCTGCTCGTGAGAGAGGCCAAAGAGTCCAATGCGAGAGAGAAAAATACAAAAATCTGGAGAAAAAAAGGGAGGTAAGATAGCGGCTGGCGAAAGGTGGACTAGGAGAAAAGAGAGTAGTGTGCGATAAGTAGATAGACAGAGAGACAGACAGCCAGACAACCAGACAGACAGACAGACAGACAGACAGACAGACAGACGGACAGATAGACAGATAGACAGATAGAAAGACAGCCAGACAACCAGACGGACAGACGGATAGACAGACGGACAGACAGACAGAC4904341 9109

M00328:4:000000000-A3DTF:1:2108:19908:18913:1 GCTCAAACTAGTGTCAGAGGGCTGGACAAGTGTGTAGAGAAAATACAGCCGACCGGCCCTATGCAGCAATGTAGTAGCGCACGCTAGTTACCATTGGCAGATATGGCTTGGCAGTCTGTCGGCGGTATGCCCGCGTGCCCGTGCTTCAGTAATCCGTCTCCTTTCTGTTTCCCCCTCTTCTCTGTCTATCAGCCCGTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCCCTCTTGCTCTTCCATCTCTTTCTGTCTGTCTGTCTCTCTCGATCTCCTATTGATGCAGACTCACAACAGCATGCACTCGCGACTGACTACACACATGCACATACGTTGTAGCAAGCGCACGTAATATGGAGT4515823 8412

M00328:4:000000000-A3DTF:1:2109:19171:11232:1 TGTTTGCACAAGCCACTCAAACACGCCAGTTCACACTGCTCAAAAGCATGCCCGGTGCTGTGGCTCATGTATCTACTTTGATATGGCTCGCGAGTTGGGGACTGGCAGAGGCTTCACGCTTTTACTTAGATGTGGCAAGCGGGCGGGAATTGGCACATGCTTCACTCGTATCTGCTTTAGACGATCTCTTTTTCTTTGTGAAACAATAGTCTAGTCTCTCTCTCTCTCTCTCTCTCATTTCTCTGGTCCAGTGCTTTCCGATAGACGATCTGTTCGTCCTTCTAATGC4629928 8622

M00328:4:000000000-A3DTF:1:1109:19168:24299:1 GTTAAAAGCAGATGACCATTTATCACTATGGAAAGATAGTGACAGTGTAAAAGCTGCCTCTTTCACTGACATAAAAGTCATAAAAATAATATCAGTTCGTGGTACTTTCTTACTCATAAATCATTTCGCCAAGCTAACTGATATATATATATATATTTGTAGAAAAGAAAATGGAAAAAAAAATGGTGAAAACTAGAAAAAATAACGTTTTTCTCTGTTCCCAAACTACCTCGGGAGATATAGCCTATAGTCAGGAGGAGGCTGACTGTATTAGCAAAGGTGCTGCAGTTTCACACCATGAATCTTTGACAACACCAATTTCCTCAGATCCTGAATTGGTAATGGGTGACAAAGGATCAGGGAAGTTAGATGAACCTAAGGGAAAATATGCGAAATTAGTAAGTCTGAAAT1876817 3565

M00328:4:000000000-A3DTF:1:2108:18314:20717:1 TCGTAGGTTTGAGCATTGTAGCAGGCGACCCTTCATTGTAAGATGTATGCGGAATGTCAGCCTCTACGTCTCTCGACTATACAAATGAGATTGCTAACGTGGTCAAATTGTCCTTTTTGTATCCACACAGGCATGCACCCCCCCACACACACACGTACACACACACACACACACGCACATTGCGCGAACGCAGGCACTTACCCACAAGAAAAAGGATCCACCGGAAGAAGGGGCACCACCGCCTGCTGCCTCTTGTTGCTTGCTCTTCTCTGACTCCTCGTACGAAGGCAACTTGGTGGGCGCAGCTGCTGCCTCGTATGGTGGCAGCTCGACGGCAGTTGCATCTTCACAATTCCCATGCACCGTGGCGGCGGCACCAGCCACGGC4534385 8453

M00328:4:000000000-A3DTF:1:2111:8528:16694:1 GCATTCTCCCGTTTCCCATTGCTATCGGCCTCCTTTTCTTACACTGCCCTCCTCCCTCCCTTCCTCTCTCTCTCTTTTTGTCTCAGCTTCTTGCCCTTTTTGTCTCAATCTCGCTCATTCGCTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTGTGGCTCTTTCTGTCTCAGTCTCTCCCTCTAACATCATGCACTGGATGTTGCATCTGAGTAGTGAGGCCCTACGATCGTCTTTGTTCCACAGTCATTTACCTTTGCCGGTTTCTGCTTGTAGAAAAGATCCAGGTATCCAAAGAGGCAGACAGCAGC5082069 9443

M00328:4:000000000-A3DTF:1:2112:10747:20031:1 GAAAGACAGCCTGCGACTAATGAACGGTGGGGTTCAGTAGCTAAAAACGCATTCACAGCTGGATCAAAGCTGAAATCACCTCTCTCTATCCCCTCTCACTCTTTCTCTCCCTGTCTCTCTCCCTCCCTACCTGTCTTTCCCTGTCTCTCGCACTCTCTTTTAATCTCATCTGTAGTCAGTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCAGTATCTTCGAAACCACCACCTCTTCCAGCTATGCCCACCATCTCTCTTTCGCTCATATTTACTCAAATCTGTTTCACTCGTCTCTCC5319747 9797

M00328:4:000000000-A3DTF:1:2113:11128:9309:1 CCCTTTAACAGACCTAACCCTAACGCATAGCGGAACATTGCATATACATTACATATACATATATATACACTACACATATATATATATTATATATACATATACATATAAATTACATATACATATACATATACATTTTATATATATATATATATTTTATTTAAACTCTATCGAAACTAGTTTAATATTATATTTAAGTTTTTTATCAACTAGATTTAAAAGAGAGGTGTTTTAAAAGACTTCTGTGTCCGAGGGTTAGGAAGGAAGTGGAAGTTGGCCATAATATATTAATAGTAGTAATTATAGGAGTATAATAAATGAAATAAACTAATTAACAAGTTTCAATGGCTTCGATATTTTGTGTACTTTAGACGCTAATATCTTTGAAAAGTCAACTTCGCGACCATTAATCTTCTGAAATCGAGTCTTTAGCTTATGAAAGTTCATCAATATATTAAACAAGTCTTTAATATATTAAGTCCC5403506 9954

M00328:4:000000000-A3DTF:1:1110:11921:20605:1 GTTTCAAGAGAACCAAAAAAATCTCTCTAGCGTATCACCCACGTAGTGAAGCCAAGCTTAGAGATACATACAGATACACATGATACACATGATGATGATGATGATGATGATGATGATGATGATGATGCTGATGATGAGGATGGTGATAATTTATCTCATTAACACAAGGAAACCGCAAGGACTAAATGTTACTCTGCACAGTTTGAGTACATCTAGAGCCTAAGCGGCTATCATCGCAGATACGTCGACTCCCCTGCATTGTCTCGCGTAACAAAACGAACTGGAAAGAATGGCAAGGCAGAGGAGCAGTCGTGCTAGTTCGTAGCGGAGTAGCAC2047038 3887

M00328:4:000000000-A3DTF:1:2101:18134:23833:1 ATGGAAGATCACCGGTTATTACAAGGAACCAACTCACAACTACTGTTTTTTCCAACGTAAAAGGATGCACATCCGGAGTATCAGGAGAACTGTTGCACCAGGTTAAAACAACTCATGCTCACGACTTGACCAGTCAATCATTTTAAATGCGACGTCCAATGGCTTAATGTTGTTTGTCCTGTGGCTCTTGTTTGCCACACCCGTCCGCGAGAAGGTATTCTGATTTGTTTTTATCCCTCTCTCTCTCTATCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTGCATCAATGTTGTCACGTAATTCTTTTATGCATTCGCCAAAACTAGTACACAACTTTTTATTAGGCTTGCTGACACACCGACTTCTACCTGCAGGTGTCTTCGAGCTTGGTGT3164628 5931

M00328:4:000000000-A3DTF:1:2109:7083:19342:1 CGTATATATTGTCACACTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCATTGTATCTCCCTGTGACTGAATTTCTCTCTCTCCCGCCAGCGTTTCTCCCTACGTCTGAGTTCTCTTTCGCACTCTCTTCCCGTATAGCTACGCCGTCCCCCCAGATCTCCCCTCTCCTCTTCGTCGGCAGCGTCACATGTGTATAAGAGACACCGTATATATTGTCACTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCATTGTATCTCCCTGTGACTGAATTTCTCTCTCTCCCGCCAGCGTTTCTCCCTACGTCTGAGTTCTCTTTCGCACTCTCTTCCCGTATAGCTA4718335 8777

M00328:4:000000000-A3DTF:1:1108:24874:10512:1 ACTCAGCTTTGGTGTTCCCTGCGAGCAAAGAAACTCTCGAACCGACCTCTAATAATGACTGGCACTGCTTGCACATCACTGCCGATGGATTGCAGCACCCGGTGAGCACAGGCCGGCCCTCTGCTTAGAGCCGAAACGTCTGCCTACAAGACCGCCAGCAGCGAGTCGGCAGCGAGTCTGCCGCAGAAGTTGGCAAGCCTTAACTCTTGTTTGCAATTCTCTTTGTTCTCTCTCTCTCTCTCTCTTTCTCCATCCCTTCGTGCTCTCACTTCCTTGGTTCTGTTAACG1518320 2869

M00328:4:000000000-A3DTF:1:1109:11961:21479:1 GCACAAATGTGTGAGCACAGGGAGAGCAAGACATATAGAGCTGCACTGATAGATATATAGATGAGATAGATAGGTATATAAATAGATAGATAGATAGATAGATAGATAGATAGATAGATAGATAGATAGATAGATAGATAGATAGACAGATAGCTAGAGAGGTAGAGTACCTATATAGACAGAGAAATAAAGAGAGGGAGAGAGAGTGGAGTTATGCTGTGCCATTGAGTTTGCATGACGGCAAGCAAGCACATTTAGAGGACGGCCAGGTATTCATTGCATCCAGTCACCCTTCAGAATGAGGAACTATCTGCCTCAGTGGCTGGCGAGCGATCAAATCAGTTTCTTGCTTGTCACTAGACTAGACTTTTGCAGGACAACCGAGCACGAAGCCTGTGCAGTTGGTTCTAAATATGGCCTCCAGACTGG1849169 3520

M00328:4:000000000-A3DTF:1:2108:13704:22370:1 GCATTACAGCAGTGGCCAGTCGGAGACTGCGCCTAGACTCCCAGGCTGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACAATATCACCACATCGGTAGGGTAAAAAAAAAGTCGATGGCACGTCAGCCGAAGAACGGGTTAACAATATCGAGCCTACTGAGGGCGCAGTCATGGTTGGGGCTCCTCCTCCTCCGGTGCCGCCGGCATCGAGCCTTGCATCTGCGTTCCTGGCTTTACGAACCATGATGTGTGCCTAGGCGTGCTCTATTCTACGTACAAGAC4550154 8487

M00328:4:000000000-A3DTF:1:1103:16849:20403:1 CAACAAGCCAAATCCCCAGCGTCCCACATGCCAGCCCAGGGTGGTGGTCTGTGTATGCTTGCCATGCCGATGCGAGCACGTGTGGGGTGTGCGCGTGCGTGCGTGTGTGTGTGTGTGTGTGTGCGTGTGTGTGTGTGTGCGCGGGTGTGTTTGTTATTAGAGCGGCGACCGCCGAGATCTGCCCTACCCTCTCCGTCGGCAGCGTCAAAAGTGTATAAGAGACAGCAACAAGCCAAATCCCCGGCGTCCCACATGCCAGCCCAGGGTGGTGGTCGGTGTATGCTTGCCATGCCGATGCGAGCACGTGTGGGGTGTGCGCGTGCGTGCGTGTGTGTGTGTGTGTGTGTGCGTGTGTGTGTGTGTGCGCGGGTGTGTGTG592178 1197



M00328:4:000000000-A3DTF:1:2102:21351:12045:1 TAATTTACCCAATCTCGATCTAGGCATGATTATGCTTATGTCACTGAATCCCAGGCCCCCTTTTCTACGTTTCGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGATCTGCTTGTTCCTCCTGTTCTAAGCAGCACTTTTTTGGCCCGAGTTGACTCTATGCTTTCTATTTAACAAATGCAAGAAGTTGAGTTTTGCAGAGCCCTCGTTTTTAGATGGGGTTCAGCCCACGCGAAGGTTCACTTTCTGCTGAGGTATGAGCTACTAGTGCCGTAATAAAGACGCCGCTGTCAACACGGGCCTACGC3251671 6086

M00328:4:000000000-A3DTF:1:2107:3987:20323:1 ACATAGAAAAAAGAAAGAAGAAAGGGAGAAAATGCTATTTTAAAATAAAGTCCGTGTGAGAGTGGAAAGAGAGAAATAAAGAAAAAACAGATAAAGGTAAGACAGGTAGGGAAGAGAGAGAGGCAGAGAGAAGTAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAGAGAACGCGAAAAATGATACCTTCTTTATCTTTGACATTGACGGGCGCCTTGGCAGAAAGAAGAAGCTTAACAACTTCTAAACGACCACTACGGCACGCTCTGTGTAACGCTGTCATTCCTTCCTTTTCTTCCGCCTCCACAGACG4331266 8105

M00328:4:000000000-A3DTF:1:2114:15181:20319:1 CTTTCAGCTTTTGTATTTGGCTTTCGCACAGCCTCTTACAAGTGACTCATGATTGTAAAGCCCAAGAGGGTGTTCGGAAAGCAGTTTGGCATAGAGCACCAATAGTCTGAGAGACCCTCAGGCCGCATGCCCACAAACTCGAAAGGAGAAATAACAACCAACCTCAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGCTTCGACGTTACGACACGGGAGGCATCGTGCCATCAGTGAACTTACAGCTGTTGCTTCTACCTTGGCGAGGACGTAGTC5722760 10550

M00328:4:000000000-A3DTF:1:2107:18088:16745:1 AGCGTTAAGTGTGCACAGCCGCAAGAGGATTGATCTGAAACCACCCACCGAGCCGTGCGGCGAGCATTGCTACATGAAAGTGGTTGCACCACCGTCCCTTACCTCGTCACCATTGCGAAGTGCTGCCAAGAAGATGAAATCCTCGCCGTCCGTTGCTCGTGATGGCACTGAAGAGGCTGGTTCAGGTAGGATAGAATGCCTCGGGAAGTGGTTTTCTAACTTCGTCCGCCCCCCTTTCACTTCCCCTCTCTCTCTCTCTCTCACTCTCTCTCTCTCTTTCTGTGTCACTCATACCAAAAGCCCTTGTTTTGCGGAGCACTCGGTTCATCACCACTCTGCCTATGGAGCTGCATTTTTATTTTTGGTTCCAATTCTTGTTGCATGGTTTGCACCAATGGTTCTGGCAGCTGCTTGTGCTTCCTTGTTACATTTCTGTATTTCATACGGTAGGGCCAGTGGAAACAATTAGTTGCG4293081 8039

M00328:4:000000000-A3DTF:1:2107:13106:25888:1 ACACACCACTGACAGGAAGCACACACACATACACACGAACACACACAAGAAGGTAAAGATAAAGACTAGCTGACTGAACAGCCTCTATTTTATAGCGGCAAATAAAGCCTGGGTAGCTTTCACTGCCGCTTGCAAAGGGCAATAAAGGATTGCCCAAAGCGGGGCTTGAACCCACGACCTGGATCATAAAGTGCAAGTACCCGGACCCCTAGGCTAAGACACACGCGCGCACTCACACACACACACACACAAACACACGCATACACACGCACACATACACGCATACAAATAAACAGACATACGTATGTGCATACACGCACCTGCAGCAGTCTCAACCAGCTGAGGCCGCAGTGAACTATCATTTGGTTTCACGGTGGGCGACCGGCACCTTGCCATCCGATATATTGCATTGCACTAGCT4375737 8178

M00328:4:000000000-A3DTF:1:1102:5371:21223:1 ATTGATACCAGATAGAAAGGGGGAGCTGCGTTGCGTTCATTAGGGGCTAGACGAGCACTGTAGGAGGCGGCGAAAGGAGTTTCTCTTATAGCTCAGCCTGCACAAATTATACCGCCGATAACTGAGTAAAAGAGAGAGAGAGAGAGAGAGTGCAGCGGGAGGAGAATTGTCTAGAGTATACTGGCTAGCACGATGGGCTTGGCCGCTCAGCGATTCCAGCACCCGGACGGCCGTGTAGGAGTCAACTGCATGTCTGAGAGCCGAGTGAATGCGTCCTTCTGCTACCTATAGT392437 796

M00328:4:000000000-A3DTF:1:1104:19518:13347:1 GTGTAAAGTTGTGTATGGATTAGGCCAAAGCTGTTGAGAATCTTTTGCACAAACACTGAGATAGCATATGGCTGCATGATTGCCTTTGCTCTCGTTTTATTCATCGCGCATTATGAGTGTGCTCTGCATCGCCAGTGGCTTTAAATCATCTGCTCGGTTTATTGGTCTCCGTCATCATTGCTCTCTCTCTCTCTCTCTCCGTCTCTCTCCGGCGCTCTCTCAGTCTCTCTCTCTTCCTCTGTCTTTCTCTCTCTCTCCAGGTCTCTTTCTCTCTTTTACTCCACCTCTCCTGCGTCAATTTCTTTGCATCAGAGGCATTAAAAAGCCAAAGTAAGCTTCCTTGGCGTAGGACTGCAAACCCTTTCGAAACGCTCGTTAGCAGATCGCACGTGTACAATATACCATAGCCGCCTTGTCTTGCGATGATCGTGACCCCAACCACCAGATAC721322 1434

M00328:4:000000000-A3DTF:1:1106:16304:15556:1 GGTTGATACATTATTCACTAAACGCAATGTGATGTACGCATGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTACATGCATTCACTAGGCCTAGCTACGATTTACGTTGTTTTATTTGTTTTACTGCTTCCGCTGCTTTCTTCGCGCCCTTCCCTAGCAACGGTGATCGACGCAAACAATGTAGCGCGTTCATCATGGCGTCTCCCTCATGGCTACCGCGTCAAAGCACGCGAGGCACTGCCATCTGCGACTGAACGATGCAGAAATGACATAGGAGAAAAGATGAAAATTCCCGTTGCGGGGCTTCTTTTGGTGTATACTGTTGGTATTGGTG1159507 2223

M00328:4:000000000-A3DTF:1:2107:13771:8652:1 CCTTCAGCCTGATCTATTCACAGCTTGCTGTAAGCAAATAATTACAGCCAAGGTTCCTGAGATGCTAAAAAATGGCAATTGAATAAGTTGTCTCGTGCATTTCCGTTGTTTTATATTTATATAGTGGTATATATATATATATATATTACTAATAGGATGCATTGTCCTAAAAAACGCTTGGACTATTATTAATTAGGGAAAATTGGTAGAGCAGGCGGCTATTTATGCATGTACCTAGACAATATAATGCGGGAATATATAGGGATATACATATACAGGGATATCTAGGCATAGCATACAGCCTCTTCGAAGTCCATGAAAAAGTCACGTGACTTCATGAGCGATGTATGGAATGTAGT4207098 7846

M00328:4:000000000-A3DTF:1:1102:17526:22256:1 GTCCTACGACTTGAGTAGGTTGGTTGGTCGAACGAAATTGACGACAGGCACGGCCCCTCGTTGGGTCATGAGGAGAAGGTCATCCATGGCGATGGGATCCGCACTCCTGTGGTGGCAATGCCGTCTTCGACACGGGACGATAGCCGCGGCAGCGTGGAGCGGCTGTCCTCTTGCGGCGGGATCGACTACGCGAAGACGACGATGGGCGACGTCCACCCCTCGTTCTTCTTCCCGTCGCCCGCCCGCGTCGTCGTCGTCGTCGTCGTCGTCGTCGCCGAGCCATCGCGATCGTCGCGTTTTTCTGTCCATTTCCACCGCCGCCTCCGT402347 823

M00328:4:000000000-A3DTF:1:2108:6137:14114:1 CTGCTGGGCAACAGGTGCACTTCACATTGGCCTGATATAACTATCCAGTGAGGAAGGGAGCAGCCAGAGAGAGAGGGAAACAGATTAGAGACGATTATAGAGTGCGATACAGACGAAGGAAACACACACGGCCTGAAATAGACCAAGAGAGAGAGAGAGAGAGTAAAGAGCAGGCCAGCTTGAGACAGCGACATAGGAAACGTAGACACATAGAGAAACAACACTGTGAGACAAATAGAGACAGAACAGCAACAGAGGAGGGGTTACACGAGATATTGGGAGAAGATACGAGTAAAATAAGGCTGAGATACAAGCACACAGAGGACAAGAAGGGATGGGAAGAAAGATAGTAAGTCAAAGGCAGGAGGCCTGACAGACAGCTACATATTGCAC4463177 8331

M00328:4:000000000-A3DTF:1:2109:4331:21687:1 ATGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGCTCTCTCTCTCTCTATCTCTCAGCCTTTGTTAGGTGCTCGCGATGTATCTCCTCTCAAGCAGGGCCATTGACATGTAAAATGCTAAATAAATTATTATAGTTACTGGGTAGCGCCCCGCGGACTCCACTGTCCTGCTCGCCCGCGTCTTCACATGTGTATATGAGTCACAATCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGCTCTCTCTCTCTCTATCTCTCAGCCTTTGTTAGGTGCTCGCGATGAATCTAGTCTCAAGCAGGGCCATTGACATGTAAAATGTTAAATAAATTATTACAGTTACTTGATC4741678 8832

M00328:4:000000000-A3DTF:1:2112:7140:17639:1 GTAGGAGTTGAGCTTCAGCAGCGGAAGGAGCAGCAGGAGCAGCAGGAGCAGCAGCAGCCAGCCGAGCATCTGCGGCAGCCACAACAACAACAGCTGCAGAGGTTGCGGTGGTGGTGGCAGAGACGGCGGCAGCAGCAGCAGAAGAGACAGGCAGCAGCAGAGACGGCTGCTGCAGAGACAGAAGCAGCAGAGACAGCAGCAGCAGAGACAGCAGCAGCAGTGGAGGAAGAAGCAGCAGCGGCAGTAGCTGGTCCGCTGCTGCATGAGCAGCAGCAGCAGCAGCAGCAGCAGCACGAGCATCGGCAGCAGCAGGTGGAACTGGTCCTCAGCTGCCTAAGAAGCAACAGGAGCTGGGCTTCTGCAGCAGGAGTTGCAGCAGCAGCACTAGCTGGGTCTCAGCTGCAGGAGAAGCAGCAGCACTAGCAGGAGTTGTGCCTCTAGCTGCAAGAACACC5293088 9760

M00328:4:000000000-A3DTF:1:1114:5312:23171:1 GGGTCGAGGCAAAGGGGCAACATGTGCTTGCTCATGCCTCGTGCTCGCACTGGCCTGGCACTGAGCAGTCGTGGTTACACGACAGGGAGAGACACGGGGGTAGACACACACACACACACACGCGCACACACACGTATGCATACACACACACAAACGCACACACACATACACACACGGGAGAAGGAGAGACAGATGCAAGCCACGTGACGAGACCGACGGCCAGTGCCTCGAGTAATGTAATGTCCACATCCCACTAAACTTGCAAGCAGCCTTATACCTGGCCCTTGCGGTAGCTTGAAGTGTTGGAGAAACTACGGTCCTCTCCCATTGCCTGTTCCGGAAGAAAGGGCAGATAG2926342 5540

M00328:4:000000000-A3DTF:1:2111:5159:15652:1 GCCATAACTCTAGCACAACACACATACACACTTAATTCAGGCGAGCAGGGACAGGGATGACAAAACCCACGCACACACACACACACACACACACACACACACACCATAAAGCATACACACGTGCAGGCACAGATATTTATTCGTTCAAAAACACGTTCAGTTACAAACTCAGACACCCACAGGCACGCACGCATCCACGTGCACACACATGCTGCCAGAAGCTCTGGCAGACTGTTTGCGAGCTATAAGAGCGACCTCCCACGAAGCTGCTCGGTGTTCACGACCATTGCGTTCAACTGAGCCGGGGCACTGCACTC5070326 9422

M00328:4:000000000-A3DTF:1:1108:14734:24051:1 AAGTACATTCGTGCACTTGCCTTGCTACCTACTGTACTTGTGACATTATCGGGAGAGGGAGCAACAGACAGCTGCAGGCAGACAGCAAGAGCTAGAGAGACAAGAGAGGACACGGAGACAGAGAGAGAGAGAGAGATACCAGACAGGCAAAGACAGGAAGGGGGGAGATGGAGGCAAAAGACGGAGTGAGCAGGGCAGAAATGAGGAACGGGAATCTTTACGGAACTGTATTCCTGTCGATGACATAGCCTCTGCCGGACCGTAGCTATGACAACGTGCATTGCCCGTGTAGCAT1668129 3181

M00328:4:000000000-A3DTF:1:1112:8560:21812:1 CCGTAACGATGCCATGGAGGAGTGCAGCACACCAGAGCTGAGAGAAGCGTCCGCCACTCCTGAGAGCTGCAATGTGTGTGTGTGTGTGTGTGTGTGTGTGTATTTGTGAGTGCATTGTGTGTGTTGTGTGGGTTGTGTGTGTGTGTGGGTGTGTTGGGTGGTGTGTGTGTGTGTTGTGTGTGTGTGTTGTGTGTGTGGGTTGTGTGTGTGTGGGTGAGAGCCACATTGATTAAGTGTGTCAGTTGTGTGGACAGTACATGTGTGGACAACAATTTCTTCACAACATGCAGAAGGCTGGGGTGCATTTGCTAATGTAACATCTAAATCCTTTCAAATTTGTCCACTCCGATCTACTATTAACGTTATCAAGTTAGTTGTGTCAAGTTAGTGTATCAACAAATAACGTTAGTGTACGTATCAACAAATAACGTTAGTGTATCATGTGCATATTACATGGCTCAAGC2486303 4683

M00328:4:000000000-A3DTF:1:1114:6706:20695:1 CGCTAGGGTCTTGCGATCGCTTCGCTCGACCAGCGTCTTCCGAGGATAGCCTGCTCTGGTCCCTAAGCGGTCAACTCTAGATCGCTCTTATGGCCTCCGTACGACCTGGTAAAGTTATGAACGAGATCAGTTATAGTGAGAGACTGCTGTCAAACCGAGAGCAGCAGACGCACACACACACACACACACACACACACACGTACTTGTGCGCACACGCACACACAGACGCATACACGCAGGGAAATAAATTGATTTACTGATAACATAAATGTCTTACATAGCTGCACCTAACGTATGAATATGTGTGCTCACTATATTCGCCGTACCTATCTCTACCTGTAAGTGTTGGTAATTGAATGCCAGTGACAGAGAGTGGAGAGAAATTATACGC2898757 5487

M00328:4:000000000-A3DTF:1:1109:18773:20339:1 GTTTTAGATTACTTAAATCATGCTCTCTTTCAGCACTTGTAAAGCGCCTAGTTCGAGATTGAGTTCTCGCATGGTGCTATACAAGCAAACTTTTTACTATTATTATTATTATTATTATTATTATAGCCTTAGCAATTATTACTCTGCTTACTTTGGGACATAAAGAATTGTCCACCTAGCGATTTAAACCGCCGACTAGCGCAGCATACAGCATCTTAACCCTGTGCTAGGAAACATCTGGCAGGCCCGCTGCCACCTGCGCAAGCTTAGAGTGTTCTGAACAGACGCTCCAGTTACAAACCTGCTTAGCCTGGGTGACTTTACGGGGATAGCAAGC1837203 3499

M00328:4:000000000-A3DTF:1:1111:23894:21559:1 TCTCAATGTTGTCCCTCAGCCGAGAGTGCTAGCCTCAAAGAATTTTTTAACCAATCTAAACACAATCGGATTAATTTAGGACGAATGAGAACAGTGAGTGAGAGAGAGAGACAGAGAGAGAGAGAGAGAGAGAGACAGAGAGAGGAGTACGAGGAGGACATCAGAAAGCAGCAGCGACTCAAAAAACACAGTAAAGAGCGTAAGGTAACAAAAGGCTTTCAAAGCGTACAGCGACCGAAAGATGGGAAGTAGCGACAGTGGAAGGAGATGTGTTATAG2272305 4297

M00328:4:000000000-A3DTF:1:2104:16665:4286:1 CTCTTTTCTCCGTCTCTCTGTTTCTCTATCTCTCACTCTCTCCTTCTGTCTCACTCCACCTTCTCTCTCTCACTCTCTCTCTCTCTCTCCCTCTGTCTTTCATTCTCTCTCCCCTCGCTCCCCATCCTTTCTCCTCCTCCCTCGGTCTCTTCATTTGTTTGTCTTTCTCTCTCACTCTCATTCCCTTTCCTGTGGAGCTCTATTTGCTCAGCCTCGACGCATGGTTACGTTCCGGTGAGGGGACGAAGCACCGTCTATAAGTGACCACCAGTGAAGCCCTGAGGCAATACAGCTAGGTCCCACCAAAATGAAAGTGATTATAATTGTGCATATAATTACAACAATTGGCTGAGT3585261 6694

M00328:4:000000000-A3DTF:1:2105:13273:16071:1 ATTACACGCCAATAGCAAGGAACGATACCCGTTTGTATCGTCACTTTAGCGAAGTACTACAGCAGCAATTGACTGTCTTGAGACTGAATATATACAGCTGGAGAACACCAGCAAGTACGTCAGTGCTCTACTTCCGTAAAATCTCGGCGGTCGTAACTCAAATGAACTCAATGGATGACGCTTGGACTTTTTTGAATCAAATCGGCAACAGAAAACGGGAATGCTTTTTGATAAGGAATCACCGAATGGCTTGCTTCCGCGTGCATGCCACTGTTAGATTACTTTTATCATGCTCTCTTTCAGCACTTGTAAAGCGCCTAGTTCGAGATTGAGTTCTCGCATGGCGCTATACAAGTAGACTATTATTATTATTATTATTATTATTAGATCTGGTAGCGGAATCGGTAACAGCATGGTCCGATCGGACCCACAAACGCAGCGCATTGTTTGCGCTCGTGAGATATATTCAGTACTTTCGAGTGCCCACGGAGGGC3893468 7239

M00328:4:000000000-A3DTF:1:2108:13082:14929:1 TCCTTTAATTATGTTACTTTTAAGAAAATTTAAAAACAACAATAAAATCTTCAGGGTGAGCTGGAAGTGGAGAATTAAAATTGGCTTTTAAATTAGGTTTAGTTACTGGAACAGGTGGAAGCTTCTAAATTTATGAATAATCAACCTAAAAATACTTTATTTCTTACCTGTTAACAAATTTTATTAACATATATATATATATATTCAATATACCACATGATTAGAGCTTATATCATCTTCTAATATCTAAAAACAGTAATTAGATTTAAAACAGTAATTAACCATATCACAAGGTGGAATTGGGAAATTAGTGTTGTTTTCTTCATAATTGTGGCATTCAATTTTATTAATCTCCTCTGCAATCATTGAAATGATTTCTTGAATTTTTTTATGATCTATACTGGCT4472115 8343

M00328:4:000000000-A3DTF:1:1104:12037:20884:1 ATTTCAGAGTACATTCTGAACATGATCCTCTTTGGAAAGGATTGACAAACCCGAACTCGGTTTTCTGGTCCCAAAAAAAGTAAACACCCCCAAGCGGACGGAGGAACCGGATGCAGATTCCGCAGGCGTCCGGTTACACGACTCAAGACATAATTAATTAGTACTCCCCGTTATTCCTTTGTTTGTGTGTGGAGATACCCATCGAGAAGGACTAGAGGGAGAGAGAGAGAGAGCGAGCGAGAGAGAGGACAAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACAGAGAGAGACAGAGAGAGACAGAGAGAGAGACAGAGACAGAGACAGAGAGAGAGAGACAGAGAGACAACAAGCCGAGCTGAACCACCAGCACTACGGCGTCCCAGAAACGGCCATGCTGCTCCCGGTTTCCTGTGCTGTGCAGCAGGCTGCCGTTAGGTCGTTGACTGTAGT803138 1583

M00328:4:000000000-A3DTF:1:1108:9944:24177:1 CCTATTGGTTAATGCGGCAATATACCCGTTTCTGCTCGACAAACACAAGGGCACTTGCAGAGTGCTCTGCGAGGCAATCTTGGCAAGCTAGATGCCCAGTCCAAGCCAAGCCCGGCTCGCCCGGAGTACAAGGCAATGTCTGGCCTGGAGCCAGCGCGTGCCAATAGGCAGGTAAAAGGAGCACCACACACAAACACACACACACACACACACACACACACACACACACACAAACAAACACAGACACTAATCACAAAGACACATAGAACGCCACGTGCCCTACAGAACTGTCGTGTACATGGAACAGAACAAGACACAAATACGTGTAG1669184 3186

M00328:4:000000000-A3DTF:1:2102:7038:19669:1 CCGTATACACAGTGAAACACACGCACGCACGCACGCGCACGACCACTCACAGGCACCGGCGCGTGCACACATACCTTCGCGCGCACACACACGCGAACACTGGAGAAGATACAAGGCGACAATAGGCGCCAGAGAAATGTGTGCATACGCGCGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGCGCGCGCGCGCCCGTGTGTGTGTGTGTGCTCCTGCCTTCGCGAGTGGCAGCAGAATTAGGGCTACAGAAGCTTGCATTACTGCGACGCACCTAGGCAGAACATCTCATTCTTTAGAGGTCGAGCATTGTGCTCTGGTTTACTGTTCAGAGATCGTTCTAACAGTCCACGTTCGAAGCTTGCACCTTCACAACCCTCCCACCCAGGCTGGAGGTGGTGCAGTCCTCGATGCTAAAACTGGCCTGTGCTGCGAGCAGCTGGTTCGACCGTGGGCATCGTC3334986 6257

M00328:4:000000000-A3DTF:1:1110:19082:9318:1 CTCCCGCTTGGAAGTTATTAGAGCCGTTGACGGCCGAGAGCTCCATAGCGCGAACCTCCTCCCATAGAAAGGCAAAAACTCTTTTGGGAAGCTGCCAGGGTGACGCTAGAATCGCGCCGCCATTCCACCAGCAGCGGTCGACGCGCGTCGCAGTCGACAGTATCAGCAACGGCGGCGGCGGCGGCGGCGGCGGCGGTGGGGCCTTGGTAGCGCCTGGCCTTTCCGCGCGCCAAAGCCCAGAGCTGGCCGCGCTGGGCGGGCGCTCGCAAGCCGAGAGCATGCGCGACGCGCGAGCACCGACCCGTTGCTCTGCTTTCGCCCACGGGGCCCTCGGCGTATGCCGAGCTCCGACCGCATGACTGGCCGCGGTAGACGAGGTCGGCCTCGGC1920362 3647

M00328:4:000000000-A3DTF:1:2107:8911:22852:1 CTTCTTCTCTCTCTCTCACTTTCCTCTCTCTCTCTTCTCTCTCTCTCTCCCGACACCTCAGGTCCATGCCCCCTACTCCTCCTTCTCCTCTTTATTTAGCCCAACCTCATGGCTTAGAGAGGTTTGTCTCTCTCTTTCTCTCTCTTTCTCTTTTTCTCTACTCTCTCTCTCTCTCTCTCTCTTCCCGTGTGCAAATCACTTTATTGTTTTGTCTTCTTCCCTTTCTCTTACTCCGCTTCTCTCTCCTCTCGCTCTCAGGTCTCTCCTCTGTTGTGCACTCCGTCCCGAGTTTGTCGCGCATTATGCCCAAATCGAAAAGAAACTCTGTCCAGGTCTCTCTCTTCTCTTCTCTTCTTCCTTTTTTCTCTCTCTCAGCAATCTATTTCATTATTTTCATCTTTCTCTCTCTCTCTCCAATTTATCCTTATTCTTTCTTTCTTCTCACTTTCTCCTCAGACTCCTACAG4355040 8145

M00328:4:000000000-A3DTF:1:2109:22494:21637:1 GCTTTAGCTGACGTGCTGAATGTTAACTGCAAAGGAATCCCCAGCTGCAGTTATAATGTACAGTAGAATCCTCGAATGTGTGATAATGTTAAAGGATCTAGTAATGTTAAAGGTAGAGAGAGAAGGACAGTGTGAGACAAAATAGAGACAAAAGAAGAGAGAGAGAGAGAGAGAGAAATGGAAAGCGGGAGTGCGTGAGAGAAAGAGTTAGACAAGGAGGGGAGAGAGAGAGGGACGAGGGGAGAGATGAAGCAGGCCGGAGAAAGAAGGAGAGAGGTGGACAGATGGAGATACACAGACAGACAGAGAAACAGGCACAGAG4741160 8829

M00328:4:000000000-A3DTF:1:2110:16354:19254:1 TCTTTGTCCAGGGCAGTCCATCAGGCCGGCAGCTGCAAGTAAACAAAGTGCTCGCAAGGCTCTCGCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCTCCCCTCCTCCCCTCCCCTCTCCCTCTCTCTCTCCCCTGCTCTCTCTCTTCTCCTGTGGGGGTGAGAGGCAGGTGCTCCTCAGCAGCTGCTTCTTTGCAGGCACCTGGGAAGCAGGCAGCAGCTGCTCCTCGAGTTGTGCAGGAGGGAGGTTAGCTTAGCAAGCAGCTGCTTCTCAGTCATGCGAGTCAGCTGGTGCCTAACCCTCCTACAGGTCGAGCGATGAGCTTTGGCATCCAAAGCCGAGGCTAGAACTATGTAAGCCAACCTC4910701 9123

M00328:4:000000000-A3DTF:1:2114:20464:20770:1 ACATAAAGAGGGCTGCAGAAGGGGTGACTCGTTTTTGTACTCCGTTAGAAACAGCCGATCTTCTAATAGCAAGCTGCTAGTAACCTAGTGCACCAAGTATAGCTGTAAAGCACCAAGACCGGGTTCTCGCAGGGTGCTATACAAGTAAACTAGTATCATCATCATTATTATTATTATTATTATTATTACACATGACCTGGCTCTGCTGGCTGGGATGCGTAGCTGAGCGGCTGGAACATTTTCTTTCGTGGGCTGGTCGAGGGATTAATATGTACAATTACCATGCACTGACTAGACGCCAGTGACCACTTACATACCCTTGCATGTGG5727478 10561

M00328:4:000000000-A3DTF:1:1112:11218:15614:1 GTGTAGGGAGAAGCAGGTCCAGACATTTTAGAAGCCGGACGGCCGGTATGTGTGTCTAAGTCGCTAGTATTTTTATTCGACTAGGAGATGAATTGCTTGGTGACTTCAGCAGTGGCAGGTTGAAAAGATGACATAATAATAATAATAATAATAATAATTTACTTGTATAGCGCCCTGCGAGAACTCAATCTCGAACTACAAGAACTATCAGGGGCCGTTCTGATGTCAGCTGGGAGCGAGTTCCAAACTTTGGGACCGTAGGAGCTGAAGGCACGGTCACCAAAAGATTTCAACTTGGTGAGCGGCACGACCAGACGGCCAG2412408 4543

M00328:4:000000000-A3DTF:1:2108:18911:21410:1 GCCCCTGCCCGGTTGACAACTGCCAAGCCCAGCGAGCAACACTCCATATGTATACAATCGTACTCATACACTGACACTCGCACACACACACACCGCACACAAACACACACACACACACGCACATGCGAGCGAGCATGCACATATGCAAGCAACTGATGTTTCATGTTATTTACGTATGTGCAACAAAAGCACGATTAGTTGTTTCCATAGGAGAATGCGGAGCCCGGAAAGTGGCCGAGGCGGGCCAGTTATGTCCGGCTAAGTAATCCTGCAGCGCCCCCTTCTAGGCTAGCTGTCCAGTGAGCTGACAGCAGCCATGCCTAAGGGA4540912 8468

M00328:4:000000000-A3DTF:1:2108:18747:21800:1 ATGCAGAACACAAAGGCTAGTGCACTAGCTAGTAGGCCTGCTGGTCCCGTAATGCTTGAAGGAATTGTGTACGGCCACTGATAACCGGACGCTCAGAAACTGGAGTTCACTAGGCCTATCAAGAGAGAGGAGAGGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGAGAGAGAGAGGGAGGGGGAGAGAGAGAGAGGGAGGCGGGAGAGAGAGGGGGGAGAGAGAGAGAGAGTGGAGAGAGAGGGGAGAGAAAGTGGAGTGGAGTGGAGGGGAGAGTGTGGAGAGAGAGAGAGAGAAAGAGGAGAGGCGAGAGACGGACACAGACTGAGAGACAGAGACAGACGGGCGGAGGGGAGGGAGGGAGAGGGGTCGGCCTGCATGCCAGAGCTTTCAGTAGGAG4544718 8474

M00328:4:000000000-A3DTF:1:2109:19783:4695:1 CCTTAAAACTCTTCACTTGGGAGGACTGCTGTTAAAATCAGATGACCATTTATCACTATGGAAAGATAGTGAGAGTGTAAAAGCTGCCTCTTTTACTGAAAAACAAGTCATAAAAATAATATCAGTTCTTGGTACTTTCTTACCCATGAATCATTTCGCCAGGCTAACTGATATATATATATATATATGTAGAAAAGAAAATGGTAAAAAAAAAGGTGACAACTAGAACAAATAACGTTTTTCTCTGTTCCCAAACTACCTCGGGAGATAATGCCTATAGTCAGGAG4578628 8526

M00328:4:000000000-A3DTF:1:1101:23180:10276:1 GTTCCGTTCAGCTTTTGCTTCGTCTCGTTGAAATCGTCCTTTTACGTGTGCTTCTGCTTTTGCATGCTTCCGCGTGCATGCCACTGTTTCTGATAACGTAAATCATGCTCTCTTTCAGCACTTGTAAAGCGCCTAGTTCGAGATTGAGTTCTCGCAGGGCGCTATACAATAAATTATTATTATTATTATTATTATTCTCCGCCTTGTACCACGAAGAGGCTCTCTTGTAAACCAAAATATATGCCCGATTATACAAAATTAGATGCACTTGACCCACGCCCCAGCACTTCGCCAGTACTCACGTTTCTATTTTCCGGGCGATGCTGATAACCCATGCGGCAGTGTTCGAACTACGTTCGAAGACAGTATTAGTTGCAGAAGTTCCGTCTGCTTGCTCAGCTTAATAGCCGTTCATATTTTACGG50828 78

M00328:4:000000000-A3DTF:1:1111:9432:8604:1 AGTCTCTCTCTCTCTCCCCAACCCGGCAAGAGGATCGCTGGCTTTATCGATACAGCGTTGCAGATGGAGAGTGCGGAGCTGTCTGACTATACCAGGAAGAAAAGTTGAGAAGTTACTCTAAGCGGCAACCTTCTGGGACATAGCTTGCAATTGCTGGAGCACCCCTTGATGTTTTGGTCAATGGAAGTATGAAATATAACACGGTGTCTCAGCTTTCATACTACTAGCTCCAAAGACAGCAATAGGATGTGTGTGTGTGTGAGTCTGTGTGTGTGTGTGTGTGCGCGCGCGCGAACATGCAGATGTGCAAGTGGGCGTGC2125371 4024

M00328:4:000000000-A3DTF:1:1114:5928:18200:1 CTATGGGTCAGGATGGGGCAAGGAAATGTCTGCCCGCAAGGAAATGTCTGCCCGCAAGGAAATGTCTGCCCGCGCCAAGGATGCTGCGTTTGGCAGAGCAGCTACTGGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCTGGCAGCAGCAGCAGCACAGACCAGTGGCATTTCGGCGGGCTGGACACTGCCAGTCCCTCGCAATAGCAGGCAC2868831 5430

M00328:4:000000000-A3DTF:1:1101:18729:14038:1 GGGCTAGTAATAAATGAACAATGTTAGCTGTTTTGGAAATGGCATTAAAATCTACTAATTCATCATTATTCGGAAAAAATGTGGGACCAAATACTAAGGCCAAATTACTGAGATTCATTTTAGTAACATTGTTGTACTCGTTCATCCTTTAGTATACAGTATACATTTAAAAAAATATAATGAAAGGAATATTATTATTATTATTATTATTATTGATGTTTTTATAACTGTTAGAAAGAATAAAATTATTTTACAAAAACTTAAAAACGACAGAAAATCTCTTTTAAACCTTAAAAAGTGATTTAATATGATGTCCAAAGTTTTTATATGAGGAACTGGTAGCTCTAACACTAATTGTCGCAGAGCTTTAATTTTATCCTCTTTTTTT94047 184

M00328:4:000000000-A3DTF:1:2114:18287:9357:1 GCTTAGCCCCGAGACCATATCCAGCGCACAGGCGGGATGGCGATTAATAGGAGGGAAAAAGTTATGAGAGAACCGATGGAGAAAACAGCGAGTTACATGCTGCCTGACCGCCCGACCAGCCCGCCGGCTGCTGATCGACAGAAGCATCGCAGAAGTGCTCGATCTCGTTAATCACTGGTTTGACCGTATGCTTGTTTCGAGGGAAATGGCATATTGCAGCGCGTAAGCATTCCTTCGACATCCGTGTCCGCCTACAGCAGGACTACCTAGTTCGTTGGGCGGCAGAAAATGGCGCAAGAGAGAGAGAGTGAGAGAGAGAGAGAGAGAGAGAGAGAAAGAGAGATAGAGAGGAAAGGCGAGGAGAAGCGAGGAAGGACGAATAGCGCCGAAGTGAGGGTACTATGAGGAGAACAGAGACGAGAAGACAGGAGGAGAGCGGGGAGGGAAAAGGAGGA5603694 10315

M00328:4:000000000-A3DTF:1:2114:15230:23636:1 CACGTAAGGTCCTCCAAGCTTCAGCTCCCACTACCTGTCTGAACTTCCATTCGGCCCTCACCCCTCGATTTACCGGTATTTCTTACTCTGGTCATCTGGTCACCCACTGAAATCTTTTAACGACCCTACCTTCAGCCCCTACGGTCCAAAACCTTGGAACAAGCTCCCAACTGACATCAGGGCATACCCTGACATTGATAAGGAATTTAAAAGCCCACCTCTTCAGCTTTTCCTTCATCCGAGTAAAGTTCACCTGTGTGTGTGTGTGTGTGCCTCTACTTGCATCAGTGTGCATGCCACTGCTAGATTGC5755696 10622

M00328:4:000000000-A3DTF:1:1103:19495:22288:1 CGAAGCGCCTAGAACGAGGTTAGGGCCTCGCGCGACGCTCTGCAAATAAGTGATTATTATTATTATTATTATTATTATTACTATTAATACATCGACGGCCGAGTGTAGGAGAAGCGTCCGGCGGTGAAGGAGAGCAAGAAAGGCGCGCCACCACGACTTCGCGGCCGGCCTCCTATTAAAAACACCGAGCACACGAGACGAGGCAGCATCACGTAGGACGCCGTCTGCTTGAAGCAAAAAAAAAAATATTAGCTCCTCGCACGCCGCTCAACAAATAGGTGATTATTATTATTATTATTATTATTATTACTATTAATACATCGACGGCCGAGTGTAGGAGAAGCCTCCGGCGGTCAAGGCTAGCCAGAAAGGCGCGCCACGCCCACTTTGCGGC610309 1241

M00328:4:000000000-A3DTF:1:2107:9707:16291:1 CCGTCGGCTTGCTAGTTCTTTCTTTGTGTCTGCCTGTCTTTTTCTTTCATTCTCTCTCTCTCTCTTACTCTCTTTCTCTCTTTCTCTCTTTCTCTCTTTCTCTCTTTCTCTCTTTCTCTCTTTCTCTCTTTCTCTCTTTCTCTCTTTCTCTCTTTCTCTCTTTCTCTCTTTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTTTCTCTCTTTCTCTCTCTATTGCTCGCTATCACTAACGTTAATCTTAAATGTGGCTTCAGGTGTGCTTAAATGA4287998 8029

M00328:4:000000000-A3DTF:1:2108:11851:8722:1 CATATAGACAGGGAGAGAGAGAGAGGGGGAACAGGCGGACGGACAGCTAGAGTCAGAGAGAGCGAGGCTGAGAGAGATACAAGCCAAGTGGATGTTTGAGAGTAAGCGAGTGAGCAAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAGATCAGAGAAGTGGCAGAAGAAAAGCTCAAAGGACAGAGTGAGGTGACAATGAAAGAGGAAGTGGGAAGAGGCAGGTAGGGATTTCAACATTAAGAAAGAAATGGCAAGGAAACCTGTCAGTGACAGTACAGACATAATTGAATGAATTGAAAGACAAGCAAGAGAACAACAGACCCGGTT4407464 8235

M00328:4:000000000-A3DTF:1:2108:19493:24776:1 CAGCAAGAGTGGTCTCACGTCAAACACTCTAAGTCGGTGACAAAATAATAATAATAATAATAATAATTTACTTGTTTAGCGCCCTGCGAGAACTCAATCTCGAACTAGGCGCTTTACAAGTGCTGCAAGAGAGCATGATTTACGTAAACAGAAACAGTGGCATGCACGCGGAAGCACGCAAAAGCAGAAGCACACGTAAAGGGGCGATTTCAACGAGACAAAGCAAAAGCTGAACGGAACAGGTGTGGGCTGAGGAACCATGTGCTCGGATAGGTAGGTCGGAGCAGAGGCATTGAGGGACCTGTACGTGAGGGAGAGGACCTTGAAATCAATGCGCTGCTTGACAGGCAGCCAGTGAAGGTTTGACAAAAGTGGGGTGATATGGCAATTACGACGTTCACGACAGACTAGCCTGGCTGCTGAGTTTTGCACTAGCTGTAACCGGTCAAGTGACTTTAGTGGAATACCCGTAAGCAGGGAGTTACAG4569308 8510

M00328:4:000000000-A3DTF:1:1103:19639:18050:1 CAGTTCTGCTGCTGCTGCTCCTCTGGTGCTGGCTGCTACTGCTCCAGTGTTCTGCTGCTGCTGCTGCTCTGCTGGACTGCCGTGGTGTTCCTTCTGCTGCTGCTGCTGCTGCTGCTGCTGCCCTCGCGTTCTGCCCTTTCTCTGGTATTCTGTTGCTGGCTGTGCCGATGCTGCTGACTATTCTGCTGTTGCTGCTCTGCTGCCCCACCGATGCTGCCCAGGGTTTGCCACATTGATCTGTGCACGGCATCAATAGCGGATTACCTGTATGAGCACCGGATTCACTCTGGGCGTTTTTTGTGTGACCCACTTGACGCAGGGCATCATTGTGACACCTCATTTGTCACCCAAATTGAGGG567495 1135

M00328:4:000000000-A3DTF:1:1105:6233:23260:1 GCTGAGTGTCGTTCAACATAAACACGGACACCTAGAATATATATATGCAGGTGTGTCTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGCTGTATATAGTGTATTTACATATACTGTGACCTCTTCTTCGGTGTCTACAGATGTATAACCTAGAATGCATTGGGGTTTTTCTCACCTGTCACTTAGCTTGCCAAAGGCATATTGGAATGCCCGCTGCACGGTTTGAACCCTCAACTTGGTGTGTAAAGTGCCAGCACCCTACTGGTGGGCTGAGACTCCACGGTTTGTGGCAATACTAACGCTCACGCCAGACAAGTCTAGCCGCCTGGGTGT1033596 1993



M00328:4:000000000-A3DTF:1:1102:8814:8423:1 GGTATGCGCTCTGAAAGCCACCCAGGCTCTAAGTGCGCTATATCAAATCTCTCCATGTGACATCCACCTAGTCCTTGTGGCTTTGTGGTGTTGCGAACGGAGATACATATCTATCTATCTATCTATCTATCTATCTATTTATCAATCTCTGTCTTTCACTGTCTCTGTCTCTCTCACTTCCTCTTTTTCTCCCTCTTACTTTCTCCCTCTCTTCTCTGGGTCTGTCTCTCTGTTACTCTGTCTCTGTCGCCTTGTCTCTTTCTGTCTTTTTCTGTCCCTCTCACTGCCTCTCTCTGTGTTTGTCTCTGTCTGTCTCTCACTGTTTCTCTGTCATTTCCTGCCTCTTACTGTCTACGGGCCTGTTGAGCGCTTGTACATGCACGAGCTAATCAGCTAAAGCCGCGTGCTGGTACTCATC254888 511

M00328:4:000000000-A3DTF:1:1110:9235:8122:1 GCCCCAGAGGGCATTTAGAAGCGAAGTGTCGTATTCGACCGAAGTTGACTGCCGTAGTGGCGACGCGACCGTCGATGAAGAGCGATAGACGCCAATGAGTGTGCTCGTGCGTGTATGCATGTGTGTGTGTGTGTGTGCGCGCGTGTGTAGCCTCACGGACCGCCGCCTCCCCTGCCTCCTGCTGGTCGCCTACAGTAGGTGTCGCTCCGGCTCAATACCATCCGGAATACGCTCTGTTTATGCCCCACAGATATGCAGGCTACGAGAATCTTCGGTGCTGATTGCTACCTAGGATTTGTATCCAGTCAGGCGAGACAGAAAGAGATGGGGGACGGGCTGCTACAGCTCGCTTGC1910589 3628

M00328:4:000000000-A3DTF:1:1114:13824:13155:1 CATTTGCACCACATTAGTTTGGATGCATAAAACCAAGAGAAGTTTTTTTACAAAATCTTTATTACTAGGATTTTCCTCCAAATACTTGGAACTTAAAAAAGCCTTAAAATTGTCATAAAATCATTTATAAATGATTTTATTTATCATCATCATCATTATTATTATTATTATTATTATTATCATTACATAAAAATAAAAAATGACCTTTTGATAATTGTTAATACCACCATTTACTGATGCATCAACTACACCATTTAATTGCATGCAAAGTTGATTGGCATTAACTAATTGATTATCAAAGACTTGCTTTGTAATGGCAATCAAATCTAATGTTTTCCTTTCGATGGCATCAATAGCTGTTTCAATAGGACTCAAGTGAATCTATAAAAACAACAAAATAATTCAAAGTTTACTTGTTTAGATGAAATAACCTCATCACATGATATAAC2807663 5288

M00328:4:000000000-A3DTF:1:2108:22398:16772:1 ATACACCACCAACCAGAAAAGGCAGCAGGAATACATTGTCTGCTGGTTGTTATCACTGTCTTCACGAGCTGTTACTGAGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTATGGCACTTATAAAAAGTAAAGGCGAGCGAATTTAACAGTGCCATTTATATGGTGGCCAGAAAGCCTATCACTGCCACCTGCAGGGTGGGGGGCAATGAAGATTTGTCTGGTGCAGAGCTTGAACACAAAACCTGAGTCGTTAAGAGCAAGCACCTAGCTCCCAGGCGTTTGTGCAATATTTCGGTGTGCTGCAAGTCAACCCCCTCCCACT4492547 8373

M00328:4:000000000-A3DTF:1:2109:15631:7154:1 GTGCTTGCACGGAGCTCGCGACGCTTGCAGGCCTTTAAATAAGCAATGCAGATGGAGGGAAAATACTGCCTTAACGATGCCTCGGTGCACGAGGAACGACATAGCCTCAACGTAGTAGTGGTGCAGATGTATTGCTAAGCCGCGGGTCACAGACACCGTTCGGCCGACATATTGCGTACCTTAGCAGCGTATGACATTTACTCTGCCCTGGACAATATTACTTCAGCTTATTTACATTAGATCTTCCCAATTCGAATGCGCTCACTGTCCGATGCCACAAACGCCTTTTACGAAAGAGAGAGAGAGAGAGAGAGCGGAAGCACACCTCACGAGCTAAAGCGCAGATACTCCACAGCGTAGACGCATGTAGAATAATAATGTCCACGACGCACCTAATGAAGACCTGAGACTTTAACAGATGAAGCGGGATACATAGAGAGGAGTGCACTCGCTTGTGCATTAGCGCCAGCTGCTTGCATCTGTATC4591523 8542

M00328:4:000000000-A3DTF:1:1105:5296:10027:1 GTCCAAAGGTTGTACAAGGTCTGTGCAAGGGTTGTCGGGATCGATTGTGACAGACCTATTGAGAGAGAGAGAGAGAGCGAGAGAGAGAGCGAGAGAGAGAGAAAGAGAGAGAGGGGGCACACGGCGACCAAGAAGGAAGAGACATGCAAAAGTGAATCGTGGAGAGGGAGAGAGACAGATAGAGAGAGAGACAGACGGAGACTGGGAAAGAGAGATAGAGAAAGATAGAGACAAACAAAGAGACAGAGAGACCGACAGGTGCATGATGGTGCAATGGTGCATGCAGGAACATTACTTGGTCATAGTGTACCTACATGTGTATATGAAATGTTTTGCCGCCTAATCCCGACGGCCGACGTAGGCTGGTCTTGTCATGCACGGCCGTCATGTATGGGCAACTCATGTATGC892707 1721

M00328:4:000000000-A3DTF:1:1109:21464:16194:1 GTCATGCAGTTTCATGCTAAGCAGATAGCTCATGTGCTTTGCTCTTTTGTCAGAGCTGGTTAAACTTCTCACGGGCTGCCCCGGTATTTCAACAAAATGCCCTGTGGCTATGCAAAATTCCCATCGATCCAGTGATGGTAGATTACTTAAGCAGTGCTGTTCGATAACCCCAGCCGAGCTCACGTGCGTGTGTGTGTGTGTGTGTGTGTGAATATACATTGTCAGATGTGTATATGAGAAATGTCATGCAGTTTCATGCTAAGCAGAGAGCTCATGTGCTTTGCTCTTTTGTCAGAGCTGGTTAAACTTCTCACGGGCTGCCACGGTATTTCAACAAAATGCCCTGTGGCTATGCAAAATTCCCATCGATCCAGTGATGGTAGATTACTTAAGCAGTGCTGTTCGATGACCCCAGCCGAGCTCACGTGCGTGTGTGTGTGTGTGTGTGTGTGAATATACATTGTAT1790398 3411

M00328:4:000000000-A3DTF:1:2103:5260:23780:1 ATATAAGTCAAGTAAGAGGCAATAGCCGGATCGTTGCGACTTCGTACCCCTTAACGGCAGGCTTTGAAGTTCGGCAGCTGCAGCTCATTTATTGTATATCGGTCAGTGCTCAGCATTGGCAAGTAACTCACCGGCAGGCTTGAATTGAGACTTCGTTCGGAACCGTCACTCGTGACACCCTAAGAAAGTGTACACAGTGGGTAAGGGGCTACTCACACTAAAACTTAGCTTGGGGTAAGATGCTATAATAATAATAATAATAATAATAATAATAGTTTACTTGTATATCGCCATGCGAGAACTCAATCTCGAACTAGGCGCTTTACACGTGCTGAAAG3570546 6667

M00328:4:000000000-A3DTF:1:2106:11237:14214:1 CCCTTACAGCCAGCATGCTACCTGCCATTTGTCATCGGCTTCTTGGCAGCTACCGGCAGTCAGGGTAGTCTCGGAAAAGCCAAGTCTATGCGAGATGTCATAGGAAGGTAGCAATGTATACGCCCTTTGTACGACCCACGCACGTAAGCCATACAAATGCAAAAGCACATAACACAGGTACACCAGCAAGCGCGCGAGTGCACACACACACACACACACGTGTACTGACACACTCGCGCGCACACATACACATGCACGCACGCACTCACGCACACACAAACACGTGTACAGACACAGGGGTACATACATACACACCTACGGGCCACACGCGCATACGCGCACACACGCACGCATACATAAATACACTCGCCGCACGAGCCCACCCTGTCAGATCC4070690 7613

M00328:4:000000000-A3DTF:1:1102:22096:16164:1 GCATTGGCAAAAGTCCTCTAAAGGTTTGTCTCTTCAACCACACTCAATAAACGCCTTCTTATTATTAAGTCACATGTGCATCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCCTCCCTCTCCTTCCTCGTGCTTACCCTGCACTGGTCCAGCTGGCGGGCTATTTCGGGCGCCTCGCCGCCCATGCCGCTGTCAGAGATGTGCGGCGCCGCGCTGAGCCAGCGCTGATAGCTGGCCAGGCTCTCGTGCAGTGAATTGAGTTCGTCCGTGACTTGCTCAATCTCGGCAGCAGCCGTGACGTGCGACTCGGTTCGCGCGAGCAAGCTTCTCAGGCT337740 681

M00328:4:000000000-A3DTF:1:1112:5025:22492:1 GAGAAAGAGTCTAGAGAAAGAAAGAGAGAGCCGAGAGAGACAAAGAGTGAGACAAAGAGAGAGAGGAGTGAGAGGGCAAGACAGCAATAGAGGAAGCAAGGAACTCTGGGTGCCATCCAACAGTTCACATACAGGGGCCAGCACAAACAAAGGCAGAGAGAGTGAGAGAGAGAGAGAGAGAGCATGGACGGTTGGAGCATGCCCGCGTTATTTGTTAGAAGTAAGACCATTGACAGTCACGAGTTCTTTAAGGTCTTTTAAGCCGTGCAAGCAGCACCGGCCCGGTGGCAGAACAGGAACAGAAAAGCTATAACCACATCACAAGGATGAAAGCAGCATGTCTATGTAAAATGTCACACGCATGATGCGTCAGTCAAGGCACTAAGTAGACTGCCAGTCAGAACAACACAACATAAGTAAAGACC2493903 4704

M00328:4:000000000-A3DTF:1:1104:6144:24841:1 CTTCTCAAGGATTGTTGACCACTAACATTTGACTTCGGAGCCCATTCCCACAGCTCGTTCGCAGACGTCTTCTGCCCTTCTGCCAACGTTGCACTTGTTTTCCAGCTGCTTTTAACGCTACTAGTATTCTACGTACTTCCGCTACTGCCCTCCAGAGTCAGCATATGCTTCTTGCCTTATATTTACTTATAGGGACCCTTGCTGGCTTCCGTGAGCACTCTTAAAGCAATGCAGACGCTAGGTGCCCCATATCAACTCTCTCCCCCCCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCCCTCTCCTCTCTCTCTCCTCTCTCTCGCTCTCTCTCCCTCTCTGACATCCGCATAGCCTTTATGCAATACGTCAC837954 1631

M00328:4:000000000-A3DTF:1:1105:18528:8562:1 TAATAATGATATTATTATCATTATTATAACAAATGTTTATTATTTATAAACCTTGTTAAGAATAATTTCTGGTGCAACGTATTCAGGAGTACCACAGAATGTCCAAGTTTTTTCTCCATCTGGTAACTTCTTTGCAAACCCAAAATCAACCAATTTTATGTAACCTTGTGAATCAAGCATCAAATTTTCTGGCTGATAAACGAATTATCATTTAAATTATTCTTGGCATAATAATTATTGTTATTATTATTATTATTATTATTATTGCCATTTTTACCACCTTCAAATCTCTATAAATGATCCCTCTAGAGTGTAAATAGTCAAATCCTTCAACAACACATGCAACAT878465 1694

M00328:4:000000000-A3DTF:1:1105:10964:18219:1 GCGAGAGTCAGCATGAGGCATGATCTTGGTGAGCTGAGAATGAAGTCACAGGAAGAGGGGACATACTTAAGACCCGAGAGAAACCGAGTAAGGTTTACGCCAATTAGGTGATGTGAGTATGTAGGAATATGTGAGTATGTAGGCCCTCACAGTTGATATCATGTGTGTGTGTGTGTGTGTGTGTGTATGTGTGTGTGTATGTGTGTGTGCGTGTGCAAATGTACAATGACATCTATCATGTGTGACACTACATATGTAGAATGTACAGTGTAGTGATGCTTAAAGGGAAGGCTCTATGCTGTGAACTGAGAACCAGGTCACATATGGAAACTACATGTACAGAGAGTTGTCAGTTACTACATGTGAGAGCACAGAAGCTCAGTCTCTATAGGGTACAGAAATTTACAATAGAGTCGTGCATGTG982148 1888

M00328:4:000000000-A3DTF:1:2107:16207:7395:1 ATTCTATGTTGCATGTGTTGTTGAAGGATTTGACTATTTACACTCTAGAGGGATCATTTATAGAGATTTGAAGGTGGTAAAAATGGCAATAATAATAATAATAATAATAATAACAATAATTATTATGCCAAGAATAATTTAAATGATAATTCGTTTATCAGCCAGAAAATTTGATGCTTGATTCACAAGGTTACATAAAATTGGTTGATTTTGGGTTTGCAAAGAAGTTACCAGATGGAGAAAAAACTTGGACATTCTGTGGTACTCCTGAATACGTTGCACCAGAAATTATTCTTAACAAGGTTTATAAATAATAAACATTTGTTATAATAA4195755 7820

M00328:4:000000000-A3DTF:1:2114:12088:11571:1 CATTTGTATAGCGGCAAATAAAGCCTGGGTGGCTTTCACTGCCGCTTGCAAAGGGCAATAAAGGATTGCCCTTTGCGGGGCTTGAACCCACGACCTGGGTCGTGAAGAGCAAGCACCCGGACCCCTAGGCGAAGACCTAGGTCCCTATTTAATGGAGGCTTCGCGGATAGCAGACTGCGCGGCTTAAAATCTCAGACCGGTCCGGAGCGCCTGCATAGGCCTCCGCAATGGCGAGCGAGCGCGCGGAGACTTTCGGACGGCAACACACACACACACACACGCCGCTTCACTGTCACTTGCGTGCGCGAAAATAAATCGAGGTCGTCAGTTCCTACGCATTAATTAAATAGCCCCTTGGGGGAGGGGGCCGGACGAGCCGGCCTACGATGCTCGTCGCTGGCGGCCCAGAAACCAGAAGCGTGCAAGGGCGCGAGAGTGAACGGCCCAGGTG5625697 10357

M00328:4:000000000-A3DTF:1:1110:15341:15774:1 GTTTTGGCTCTTCTGGGTTCCTGACATTTCTATATAAATTATAAGATAAGCTTCCAGTTTCTGCAGAAAAGGTAGCTAGAATTTTAAGAGGGATTATATTGAATTCTAGCTACCTTTTCTGCAGCAATTGGAAGCTTATCTTATAATTTATATAGAAATGCCAGTAACTTGGCCTTGAGGACTACTGCCATCTGTTTTGTTTTGTTTTGTTTTGTTTTGTTTTGTTTTGTTTTGTTTTGTTGAGGTGGAGTCTTGCTCTGTTGCCCAGGCTGGAGTGCAATGGCATGATC1989980 3782

M00328:4:000000000-A3DTF:1:1114:4250:15315:1 GGTATATTTTCTAGCCTCGACGATTTAGGTTTTCGGACAGTAACGCTTATCATTGCGGGTAGCTCCCCAAGGTAGCGAACTGTCTAAGCAGGAGTTGTAGCTCCTCGAAGGCTCTTGTAAATAGGATCAGTTGGTCATTTGACTAGTGCGTTTCGAGTGCGTGTGTGTGTGTGTGTCTCATAATCAGCACGCTAGGGAACGCAGTGGAAGTCGCACATGATTGACGAGGAAAATCCCCGAAAATCAATAAACTATCGATTTGATCGTTCCGAGTCCGCTTACGCCAACGAAATCCCGACCCTCGTAACACCAGCGTGACAAGTTCGGCAGCGGCCGAGTCGAGTCCAGACGCTGCGGGCAGCGTGCCGACGCTAGGCAGGTTAGGCTAGCGCACTTGTCACTAGGCGAGTGATAGGCGAAGCTACACTGCCCTAGGC2833354 5343

M00328:4:000000000-A3DTF:1:2109:17642:7724:1 GACAGACACATAGGCAGGCAGGCAGGCAGACAGATAGACAGACAGGAAGAAAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACTCCAGAGTCTGTCGCGTGTGTTCAGTGGGGTAACTTACCTTTTTTCAGGCGAGGCTAGCGGTGCTGCTGCTGGGGCTCTCATTGCTCACGCGTTACCCGTCGGTTCCGGTAGGCCCGTTATTCACTTTAATGTGACGACCGCCTTTGGTTACCAGAGAGCAATACATGTACACAGGTCTGAATAGGCCTGCTC4596210 8553

M00328:4:000000000-A3DTF:1:2113:22917:24015:1 GCTGGGCATTGCAATACGTCAGAGCAGAGCCGTGCCGAGTCCATCGGTTCATTCTCAGGATCTGCAAGACCCTGCCGAGCAGTCTGCAGGTCCGAGGAAAACAACCCTGCTGCTTGGACTGGAGAGCAGCCAGCAATCTCTGCCCTATGTGGCGGGGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCGAAAGACTGAGTGTCTGATGCTCCACTGGAGGCATACAGCTCGGCTGGGTCTGTTTGGAACCCTGCAATCAATTATTTCATGCATCACCGTCATCAGCATAATCACTTATGGCACCGGCATCACTGCCTACTCTCGAACTATCTGGTCAGGGTAACTTGGGT5559113 10252

M00328:4:000000000-A3DTF:1:2111:15432:15439:1 CCTGTATCCAAGTTTTCATATACGACATATAATGTCAGAACCATTTGACAATATATGTGGGAATTTCAGACTTATTAATTTCGCATATTTTCCATTAGGTTCATCTAACTTCCCTGATCCTTTTTCAACCATTTCCAATTCAGGATCTGAGGAAATTGGTATTGTCAAAGATTTATCGTTCGAAACTGCAGCACCTTTGCTAATACAGTCCGCCTTCTCCTGACTATAGGCATTATCTCCCGAGGTAGTTGTCACCTTTTTTTTTACCATTTTCTTTTCTACATATATATATATATATATCAGTTAGCTTGGCGAAATGATTCATGGGTAAGAAAGTACCACGAACTGATATTATTTTTATGACTTGTTTGTCAGTAAAAGAGGCAGCTTTTACACTCTCACTATCTTTCCATAGTGATAAATGGTCATCTGCTTTTAACAGCAGTCCTACCAAGTGAAGAGTTTTAAGGACTTTACTGTCTGAGGGTTAGGAAG5067919 9417

M00328:4:000000000-A3DTF:1:1101:11220:12124:1 CCGCCACAGTACGTCAGTGGCCTCGCGGCAGAGAGTTTAGATGGTATCGAGCAAGGTGAAAGCATGCAGCAACCCTTTACCAAGTAGCTGCTGTGTGGCTGCTATGCTCTCCTTTTGGTCCATGCCTCAGCCCGGCATTCTGGCATTGCATAGGTATTGCTTGTTCACGGTTCTTGTTTCGACAGACCAACAGAAGTTAAAACACATGCACATGTAGCTTTCTGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCTCTCTCTCTCCCCCTCTCTCCCTGACATGTGCACGCACAAACTTCATCATTACTACGTGCC71203 124

M00328:4:000000000-A3DTF:1:1103:9765:19394:1 ATGTACCCACGCCTCGTTGGCCATCACTACTTCTGCAAACATGAGCCTGCAGTTGGCACGCGCGTGCACTCACATGCACACACACACACACACGCACACACACACACACGCACCTGCCCGACAGCCGCACATGCACACATGCGACAGGAATAGCACACCTGACAAGAATTGCACAGCATTGACATGTTAACATAGTATTAACCTAGCATTGCCATGCAACCGCAAAATCTATTTCAACATTTACCCATAGAGCTCAAGGCGGGCTGCCATCAATCGAGCTTGCAAAGAGGATGCAAGCAGGATCCAATGGCTGGCTGCTCACAATTTACCGACAAAGCAC581859 1167

M00328:4:000000000-A3DTF:1:1112:12557:14860:1 GAGAGAGAGAGAGAGAGAGATAGTGAGAGTGTGAGAGAGTATGCGAGAAAGAGATGGCCAGGAGAGACAGACAGACAGAGACAGGGAGAGACAGACAGACAGAGAGACAGAGACAGGGAGAGACACAGAGAGAGAGAGAGAGAGACAGAGAGACAGAGACAGAGACAGAGACAGAGAGACAGACAGAGAGAGGGGGACCGAGAGAGACACACAGAGAGAGGAAAGGGGAAGATCAGGAGGGGAGAGAGGGGTGCTGAGTGACCGCGAGGGGCTGCACGGAGAAGGAGAGAAGGAGGAGAGACAGAGTATAGAGGTGGCGGGTGCACGGGATAGAATGCAGGGGGTGAGAGGAGTACAGTGCTAGGTAGTGGAC2403232 4533

M00328:4:000000000-A3DTF:1:1104:15978:20877:1 ACCCCGGCCAATGTAGCCACCGTAGTCGCCAGCCAGACTTGAGATGGCCGTCAAGGCTTTCGAGTTAGTGGCCGTGCTCGAGAAGGTTAGCGTAGGCACCGATCGTAGCGAACAGTCGAAGCCAGAGGTAGGGGCGTGTGCTCGGAAACCCTCGGTCTGGGCGTGCAGCCTGCGACCGAGCCGGCGGCCCTCGGTGGCGTGAACGCCCATTCGCACGCTCAAAACCGCTGATCGATGTCCCGCACGTGGCCCAGGATGTGCGCTACGTACTCGCCGCTCCGCTTTTCAGCTCTGCGCTGCTGAGATTAGCCGGCCTTCAGTTCTATATTTTTTCCTCTCTCTCTCTCTCTCTCTCTTTCGCCCAGATTGAATCTATCGGTATCGACGGGAAGCACTGATACGTCGGAACGACAGAGGGGTAACGCGCTGTCGCGGAAAGTGTCGCGCTCGCTCACGGTGCAAGGT803054 1582

M00328:4:000000000-A3DTF:1:1111:6415:6549:1 ATCCAAAACTTCTCTGAGGTTTTGTTCTTACCTCTGTCTTTTGGATTGCTCGTGCTGGTTCTGATTTTTCTTCCAAGCCACTCTCGAGAGCCTCTTTTCTTCGTTCCTTTTCGCTTTCAGGTCTCTCCGAGAGCTCTTACTTAATGTTGGTCCAAGTAGCTGTCTCTCACGCACGCATACACACGCACACACACACACACACCTCTCTCTTCCCTGTCTCTAACCGTGTGTGTGTGTGCTTCGTGTTTTTCCGCCCAAGCCACTCTCGAGAGCCTCTTTTCTTCGTTCCTTTTCGCTTTCAGGTCTCTCCGAGAGCTCTTACTTAATGTTGGTCCAAGTAGCTGTCTCTCACGCACGCATACACACGCACACACACACACACACCTCTCTCTTCCCTGTCTCTAACCGTGTGTGTGTGTGCT2111012 4001

M00328:4:000000000-A3DTF:1:2108:11783:17910:1 GAGGTTATGCAGAAGGTCAGAGGAGGCTACTTTAAGTCTGACATCGTCAATGTCACGGGGGATTGAGGTCCCTTGACTCACGGACAATTCTGATCATTGAAGGGGACACGTGCTGCACAGAGCATGAGATTTGGATGTAGCCGGATGTGCGCATTGTAGCAATAACAGGTGTGGACAGCAGGCACTCCCACTCTCCCGTTCTCGCTGTGTGTGTGTGTGTGTGCACGTACGTGTGTGTGTGCACGTACGTGTGTGTGCATGCATGCGTGCATGCGTGCATGCATGTCTGTATGTG4505105 8400

M00328:4:000000000-A3DTF:1:2109:6749:16643:1 GCATAAATCCGCCTACATGTTCTCTTTCAGCACTTGTAAAGCGCCTAGCTTGAGATTGAGTTCTCGCAGGGCGCTAAACAAGTAAATTATTATTATTATTATTATTATTACATAGAACGCCAGAACGCACTTGATGATGGTTTTTTATAATTTCTTACCCGTTTTGTGTGTATTTCAGTCATTCACTTCTAATGGAAAAACCTGCTAATAAAATCATGGCACCCTAGAAATTGTAATCGAAAACTCAGGTCGGTTCAGGACTCCATGAGCCCTCTTATATTCTTTACGTCAGCTGAGTAGAATGCAAAGTGATCATTTGGTTCACCAGCCATTTGAGGGCTTAGATAAATTTTTCAAACAGGTCTTCCACCGTTCACGTCCTTTGCTAGGCGAATACAACGT4688982 8716

M00328:4:000000000-A3DTF:1:1101:17209:26938:1 GCTCTAATCCCATGCAGCAGCAGCAGCAGCAGCAGCTACAGCAGCAGCAGCAGCAGCAGCAGCAGAAAATAGATACAACAGTGGGGTTGATTCATGACCATGCACCCAAGCTTGTTTGTCACAAACGTCGAGACAACCACATTGTGTGCAGCAGTGGGGCACAATACTAGCACACTACAGCCGCATGTCGGCAGCATAAAAATGAGTATACACTGATGGATCCACAGCTGTTCAAAATGATCCTCTGAGATCAAGGCGATAACCAGCGCAGGTTTAAGAGCAGCCTGCAAGAAGAACAAGCCCTAGAGCGGTACGTCAGAGGGACGGTTGACCCGAAAGGTGGGCTGAAGAATCTGCAACTCGGGTAGGTAGGTGGTAGCACAGGCACACTGATACCTGTACGTGAGGGAGAGGACTTTGAGATCGATAAGCTGCTTGAT221768 457

M00328:4:000000000-A3DTF:1:1105:17683:24537:1 GTAAGAACACGATGCTGACAGAAGAAAGACAGCAAGAGCGAGAGGGAGAGAGAGAGGGAGGGAGAGAGAGAGAGAGGGAGAGAGAGAGAGAGTGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGAGAGAGGGAGAGCGGGCTGCTTTCCGGCAGCCGACGAGCAGGCTGTCAGCTAAAGTTTAAGGCGGTTCGATGTGAGGGACACGTATGTGTGCACTCGGGCAGTCACTGGCTTGAACATGAGGTTCCATTGCCGAAAAACGAGTCCGGGTACATGTCTTTCGCACCTGTACGCATTTACGCACTTTCGGCCCCGCCTGCTGTCAAACAGCGTCCTCCTAGCGCTTGTCGTACTGTATACTCAAGCACATTTTGTTCAGC1044501 2015

M00328:4:000000000-A3DTF:1:1108:12533:14664:1 GGGCACGAGCGAGCTCGCCGACTTGTACTCGATGTGCATCAACAGTTGCGACACCCCCTCCCTCTCGCCTCTTTTTCCGTTCCGCCCTCTCATTCTCTTCGATTCGAACAGTGTCCACGGCCAACAAAATTAACACTAAGAACGCCTTCACGCTCGACCTTATCGACCACATGGAGGACGTGCTTGACAAGCCGACCGACGCCGAGGCCGACGCCGAGCAAGCGCGACTCGTTACCAACTTTCAACAGGCATCATCGCCTCGCCTCAATTCCTCTCTCTCTCTCTCTCTCCTCGTATGTTCGCGCCGCTTCTCTGACACTCATTCTCTTCATCATATCTGTCGTCGTCAGGCGTCGCTTACCGTCGAGACCTCGGTCAAGATCTACTG1563933 2959

M00328:4:000000000-A3DTF:1:1111:23483:12105:1 ATCCAGCGGCTCACCTGACACATTATAATTTCTTCTCATATTTAATAAAGAATATATATATATATATTTACGTCTCTTGACAATTATTGGCACTTACTGGACGCAGTATATTTCACCTGAGCGAATTATGTAGTCTGTAGTCGTTGTCGCTATCATGAGACTGCCACCTCAAGCGTTAGACAGCCTTTGCCGAGGGAAAATACGTCCTTTGACTGCAACGCAAACCTGTGCTTTTGCTGCGAACGTAAACTAAGCGGATATAATACAATGCTTAGGACAGCGCTCACTCTTCTGACCGTTAAAACTGACCGGTACAACTTTATTAGCCAGCCTTATTATCATTGATGATATCTTGCCGTCGTCAGCAGTCAAAGGCAGCGATACATCGTGCCTAAGC2159816 4083

M00328:4:000000000-A3DTF:1:1102:4857:17038:1 GGCTGCAGGTATGCACATTGCTGCACTGGAGCATGCAGCCGAACTAAATTACACAGACTATGCTGCTCCGCTTCCTCTTGGCAAAAGCCGAAGTTTCCCGGACCGCGATTTAGATTCTGCAATAGCTTGGACATGCGTCAAGCCATGGTCCACATTCAGGAAAGCGTCAGGAATAGCTCAAGCAGAAGAGCACTTGGTATGTATTGTATTGTCTTCACTTACCCCCCTCACTCCCTCCCACTCTTGTCCCAATCTCTCCCTTCCCCTGCCTCTCTCTCTCTCTCTCTCTCTCTCTGCCTGTCGTCTTCTGTCGTTCTTTTGCAATTTTAAATTTAAAGAAGGTCACTATCTACTGCTTCCGAGCAGCAACACTGAGTCCTGTCGTACACTTGAAGGAACTTGATCTTTAATAGTTGATATGGCCCCACTGAATATATAAATAACAAGCCAAGTTAATTTAT347637 699

M00328:4:000000000-A3DTF:1:1106:5553:12703:1 GCATCTGGCTCTGCCTTTGCCTCCATCTGTCTATCTCTCTGCCTGCCTGTCTGTCTCTGTCCGTCCGTCTCTCCCTCTCTCTCCGTCTTCGTTTCCTTGTCTGTATCTCGCTGTCTGTCTGTTTGCCTGTCTGTCTATCTGTCTTGTCTGCCTTTCTCTGTATCTGTCATCTGCCCTCCTGTTTTTGCCTGTCTCCCTGTCTCTCAATCTGTCAGTCTCTCTCCTGTATTTCCTTCTGTTTCTGTCGGGTTCTTTTTCTCTCGCCCTCTGCCTCTGTTTTCTTAGTGTCTCTGTCTGTCTCCCTTCCTGTCTCTCTCTCTCTCTCTCTCACTGAGTCTCTCTTGCTCCCGCTCTTTCTATTTCTTTGTCTGTCGTTATCTGCCTCTCAATTCATCTATCTGCTTGCTTATCCATCAGTCTATATGTTTTAGGACTAAGGATCGCCCGACCTTAGGG1128076 2167

M00328:4:000000000-A3DTF:1:2113:18399:14988:1 GTCGCCGGTTGTATCCAGTTTGGGTGCCTTGTGGAGTCACGCACTGTCTCTGATAATATCCAGCTTGTGAGCTACCTGTATATAAGCTGCGATTGTTGACACGGCCGACAAGCTCACATGCACACACATACAAGCAAGCCTGTTGGTACACACACACACACTCACCCAGAGGTGCGTGCATGCACACACACACACACACACACACACACACACACACACCACTCACGCCCCCATCGTTGCAGCATTACTGCCATCGATCAGACAGATATTCTGCATGTTGTCTTCGGAGCATGATGGTCAGAGTCTCGAG5463381 10066

M00328:4:000000000-A3DTF:1:2113:4029:9795:1 TAAGTGGGTTTGCAAAAACCGAATCGGAATACTGAGCATGAGACGGAAAGCAAAAAATTAACTAATCTCTACTTTCTTCATCTGCTATCATTTTGCTTTAAGAGTCACATACTCAGCAGCAAATGGTGTCTCCCTTATCCTAAGTATACGATATGAAAGTATCTGTAGGAAGATGAGATGCAATTTCTGTATATGTATGTAAGTGTGTATACACATGCACACACACACACACACACACACACACACACACACACACACACAGACGTAGAAACCTGAGGCTGCTTGATGTGGAACTGAATGCCGAGAAATCCTTGCCGTGTGGTGTACGATCTCACAGGTTCCGGCGTCTGGTCCAGTGGTTACCGATGATGCTGTTGCCTGCGTCTGTTTGTTGCCAGTGTCCTTCCTTTTAGTGCAGTTGTCCTTCCTTTATGCCCACAGGCCGTAACAGCATTCCGG5408157 9963

M00328:4:000000000-A3DTF:1:2101:18807:20733:1 GAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGAGCTAATAATATCAGGAGCTTTCCCGACGAATTACTCGCGCAAAGACAGTTGGACGCGAGCCTGTTGTTATTGATGCAGAGCAGACTACGCAAGCTGCGGCTTACTCTGATTTCTTTTTTTAATAGACGGAGCGCACCGAGAACTCCACAATCGTCGACGTCGGAAGCGAGAGAGATGTATAAGAGACAGGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTCAGCTAATAATATCAGGAGCTTTCCCGACGAATTACTCGTGCAAAGACAGTTGGACGCGAGG3136426 5881

M00328:4:000000000-A3DTF:1:1109:12717:12514:1 CTCTCTCTCTCTCTTCCTTTCTCTCACTTCCTCTCCTTCGTGCAGCGTGTCTCTCTCCCTCTCTCGTCTCCTGCTCTCCGTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTTCCTTCTTGCACTTCGTCCCATCTCCCCGCATGCTTTACATCTGACATGCCAGTGTGAAAAGCCCCGGCTATGCCGGGGCAGACAACTGAATGAACAGTGGCAAAACGATATTTGCATCACCCTAATTGCAGACCTCACAGATGAGAGAGTCCAATCGCAGCCAGTTAATTAGATAGGTCGAGTGGGCATGAACTTTAAGAATGACTTTAGCAGATTGCAATTGGCCATAGCAGTCGGGCACCTGCGTAATCTCGTAGCCATCCATTGACTTCTTCGATGCGCTCATGTAATAATCCCCAGCAGTCAGTGGCTACAGGGGGAGGTCAGCGTCATAGGCC1749094 3309

M00328:4:000000000-A3DTF:1:2109:9126:22363:1 GCAGAGAAACGATTAATTTTGTTACACAGTTATTGAGCCGTGTCCATTTAAGTGGCAGGTACAAATTTTACTTTGCCTTCGGAAATCGCAACAACAAGACTAGTCCGTTGCTTGGAGCCTAAGTTGAAAACGCCCGCGTGCGCCGGGCTCGTTCCCTTTGTCCTTTCTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAGCCAGCTTTGAAGTTTTTCAATTTTCGAGGATTTTGCAACCAGACCAGTATGCAGCGCTTCGTTGTAATCCATGATGGTACAAGCGGCTGGCGGTCATGGCTGCGTTGGGCACGCAGCGTTAGCTGACGGCCGCGACCGCGGCGCGTAAGTG4748177 8844

M00328:4:000000000-A3DTF:1:2106:16411:12925:1 GAAGGTAGTAGTGGGCGCCAGCACGGTCAAGCTGTGCTCGTAATGGCAGCAGCAACCCGGCGGACTTCTGAGAACATTCCCAGAGCAGGCCGTAATTTGTTTCGAGTTGGATGTACTTCCTGTGTTCTTCGCATTGTCGAGCAGAGTGGCTTATTCCATCGACGCTGACCCTCATTTGGGTTCTCGTGGGGGCATATGCGATCGATGACTGGGGAAAACTAAGTGATTTTCCTTATGGTGTGCTGGCACTAGGTGAGATCCGGTGAGAGAGGGACAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGGGAGGGAGAAAGAGAGTCACATTTTGTAAGGCTTACTTTAGCACCCCGTGGGCCTTACTATGTTAGACAAAATGCTGCTGTCTTGATTATGCTCTTTAATTCTCCATCTGAAGCTGATCCCCAGCCATAGCCAAAAGACTCATGCTTTCACGACTGATGAATGTGTAATGTATATCTAATACG4056752 7575

M00328:4:000000000-A3DTF:1:1114:16019:15718:1 TTATATCGACTGTCCTCTTGACTGTGCTATTCTTCACGAGGAGTGGAGGAGCAGCAATAGGAGTGGAGGAGCACGAGGCGGACTTTTTCTGCCATCTTTGACGGGCAAGATGACCACCAATGTTATAAGTTTGCATTCACATTTTTGCAGAATATTTGTATATCTAGTCCCTTAGTGACGAGGCTTCGTAAGGTGAGAGCGACCACGTCATGCTCCGTGAGTTTTCTCGACCAAGAAGCTACGCATCTTGACAGGCAGATGTTTATGTTTATATATACTGTATGTGTGTGTGTGTGTGTCGCACTGCTACAAAGCGAGTCTATTACAGGCAAGCTCATTCCTGGTCCCAGTCTCGTCCGCCTACCACAGGCTTCAAGGCACGGCTTGCGTGCACATGTGTACTACGT2838173 5356

M00328:4:000000000-A3DTF:1:1102:20784:7831:1 GCTATTGCTAACTCATTATTTGAGTTACTGCGATGCCTTACATGCGGACTGGATTGCAGTCATCCGTCGATTCGTGTATTTTTTCGCGAGCTTTCGCACTTGTCTACGCCAATGCACGCATGGTGCTTCCTTTCTGTCAGTTCTCGTAGAGCGAGAGAGAGCGAGAGAGAGAGAGAGAGAGGAGAAGGAAAAACAGCTGGTCCTTTCGAGTGTGCTACTGCGACGGATACTGTAAGGCACATGCGGCTGATTTAACTTATTTTGCATGTTGCGAGGTTAAATAATATTGACGAGTAGACGACCAATGTTGGAGGAACGCGTGATTCGAGGGGGGGGCTGGGCAATCAGCAACTCGGACAGGGTAGGTGGAAGCAGAGGCATGGCAACATCTGTACGTGAG249606 505

M00328:4:000000000-A3DTF:1:1102:20312:9233:1 GAGCTGGAGAGTGAGAGGGAGGGAGGGAGTATGAGAGTGAGAGCTTGAGACAGAAAGAGCAAGGGAGAGAGAGAGGGAGGCAGTGGGACAGAGAGGAAGGGAGAGTGAGTGGTGAGAGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGAGGAGGAGAGGTAGAGATCTACCTTGGCTTTGAAGATCCCTTGGATATAACGGCGGTAGTTACGTCTTTAGTTGCCGAACAAAGTTGTTCCAAAACTTGTTGTGTCTTTGAATGTCTTAACTGCTCAAGCGTTTACGACCGTTACAGGATGTGACGTTAGACATAGGAAGACCAATGGGGGGCCCAGTGAAATTGCCGGATCACATTCTTTTCTTTGAATCGTAT262475 532

M00328:4:000000000-A3DTF:1:1102:22811:13371:1 GTGTGAGACTAGGGAAGAGTGTGAGACTAGGGGAGAGTGAGAGAGGGCTGACAGACAGGCCGAGAGGGCAGTATGACGATAGGCAGACAGGGAGTGAGTAAGAGAGAGTGAGGTGGGAGAGAGTCAGTGAGAGGGAGAGTCAGGTGGGAGACAGTCATTGAGCAAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGATGGACAGGAAAAGAGAGGTAACGAGAGAGAAAAGAGGGGAAGCAGTGTGTGAGTGAGGCAAGTGTGTGAAAGATATTTCAGGAGGAAGGTAGTTGGTAGCTGTCCTGAAATGCAGTCTTGAATAGGAGCAAGACTGTAACCACTTAGGTGTCTCATAAGCTGGCATGCTTCAGGGATACCAGATGCTGCCCTCTGAGTGCCCCACATCTGCCAGCGACTATAGCGATACTCAGCAGGTT306076 624

M00328:4:000000000-A3DTF:1:1113:15376:22737:1 GGGTTAAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTTTTTAAAACGCGCCGGTTCCGTTCAGCTTTTGTTTGGTTTAGGGCAAAACGTGTCTCTGCGTGAGCTTCGCTTGATTGACACGCGCAACGCATGATTTACTCTTACTACGCTTCCTTCAGCCTTTGTAACGAACCCGAAACGAGATCGATTCCCCTCTGGGGGGCGTAACGTGTGTGTAAGAGACAGGGGTGAAGAGAGAGAGAGAGAGAGAGCGAGAGAGAGAGAGAGGGAGAGTTTTTAAAGCGCGCCGGTTCCGTTCAGCTTTTGTTTGGTTTAGGGCAAAACGTGTCTCTGCGTGAGCTTCGCTTGATTGCCACGCGCAACGCATGATTTACTCTTACTACGCTTCCTTCAGCCTTTGTAACGAACCCGAAACGAGATCGATTCCCCTCTGGGGGGCTTAAC2709432 5106

M00328:4:000000000-A3DTF:1:2107:16661:6762:1 GTGCCGCAGCAATCCGCTGCTCGGCGACATCGGGTGACTGGCTGATATGTTCGTAGTAATACCAATAATATTGGGTATAGTTCGCCGTAGTCCGAGACCAATGGTGTTGGCGGTACCTCCGACAGCTTTCTCGCCCGCTACGACGGTCAGCCTCACCATTAACGCTCTTTCGATGCCATTAAAGTGAGGCTGCCACGTCAACCAAACATGACATGTAACCTGGGGTTAGTGAAAACCATATCCGGTTTCAAACTAAGTCGCAGGAAAAAGAAAGAGAAATAAAAAGAGAAATAAAAAAAAGAGAGAGAGAGAGGAGAGAAAGAGAGGGAGAAAGAGGAGGGCGAGCGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGAAGGAGAAAGAGAGGGCGGGAAAGGGGGGTGGCAGAGGTAGTGAGGGAAGGAAGATCGGCAGAGAGAGCTATTT4190766 7809

M00328:4:000000000-A3DTF:1:1104:13490:4882:1 CTCTCCACCCTCTGTGCACCCTCTCCCTCTCCCTTCCTTTCTCATCTCTCTGTGTGTCTCGCTCACTGTCTCGGTCGTCTCTCTATGTGTGTGTGTGTGTTTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCATGTCGCTCTCGCTCTGTCTTCACTTAGTTCTCATTTTTCCACAATTTTTTGACGGTGCGCTTGTTGATCTGAGCTGCTGTGTTTCCTTGCTGTTGTTGGGTGCTGTTGTGCTGACTCATTCCTGGTATGGTGGCTTCTGCTCAGGTAGTGGCGGGTAGTGTCAGGTGGCGAGTAGAAGAGTGTATGTGTGTGAGTAGTAAGCTAAGGCCTCCCTTGTGTTCATCTTGCACCTCATGCACACTCATTCCCTGTCTCGTGTTCTGTACTTGGCCTTTCCTATTCCCCGAATTATGGT648489 1314



M00328:4:000000000-A3DTF:1:2104:14049:8905:1 AGAGAGAGAAGACATGTGGAAGAGACAGATGACGGCAAAAAATATGAAGGAGAGCCAAGAGCTAAGACAGAAGAAAACAGGCAATGACAAAGAAGGAAGAAACAGGAGAAGGAGAAAGGACAAGGAGAAGAGAAGGAGACACGAGACTTGGAGGGCACATAAAGAGACAGAAGAAAGAACACAGAGAAGGCGGGAGAGAGAGAGAGAGAGAGAGAGAGAGGGCAGGAAGCAAAAAGGAATCATCTGGACTGCAGCACAGTCTCAGCTACCATGCACAGGTAACTAATTCTACCTCCTCGTGAACGTTATCGAGTGGCTCTGAAAGTGAGCAATAAACCCGATAGCGGCACCTATGCAACTTCAGTGGCATGCTCTAGCAGTACATAGTGTCTTGTGGTGACGTCTCGGCTCTTTGCTGGACACTGCGTTGGATGGCACTTGTAACTAAGGACCGATCTGATTTAGCACTCCTGGTGCAGTC3619063 6750

M00328:4:000000000-A3DTF:1:2103:10169:13264:1 CATTTGACCTAAGCTAGACGGCCTGCTACTTTTAATACTCTTTATATGCCGGTTTGTGGACAGCCAGATTTGACTTTTGTGTGCTTTTCAATTTTACGTTTTGATGACCTAGCTTGCCTAAGTTAGCCATGCACAGCAAAGAATCAGCACAGGCCGAATGTTTTGCTCGGTCAGGTGAACATCCACATGCGATCGGACTTGCATGCTGAGAAAAGGGGTCGACAATAGTACGGCCATGCACCAGAGCCAAGAGAGAGAGAGAGAGAGAGAACGAGTGCTCGAACGCGTGACACTCATCACCGTGTAACCCAGAAC3466577 6471

M00328:4:000000000-A3DTF:1:2102:18171:24114:1 GACCACGTATAAGACCCAGAGCTCAATTACCGTGAACCTCATGTTCAGGTCTTACCTCTGCTATTGACATGTTCTTATCTGTCTCTCTTCCTCTCCCTGTCTCTCGTCTCTCTCTCTCTCCCCTCTCTCTGTCTCTCCGTCTCTCTCTCTCTCTCCTCTCTCTCTCTCTCTCTCTCTCTCTCCATATACCGTATACACATACACACACACGCACGCACACACTCGCAGCCGTAATCTTTTGTTGCACCTCAGTTATCAAAGTTTCCTGAATGCCTTTACAAAACTAGACCTACATGTCCATTTAAGCGTTCAAATAGCAGCACGAGAC3373621 6329

M00328:4:000000000-A3DTF:1:2110:13699:24126:1 CTATTATTATGGCCAAATTCGCCTCCCTTCCTAACCCTCAGACAGTAAAGTCCTTAAAACTCTTCACTTGGTAGGACTGCTGTTAAAAGCAGATGACCATTTATCACTATGGAAAGATAGTGAGAGTGTAAAAGCTGCCTCTTTTACTGACAAACAAGTCATAAAAATAATATCAGTTCGTGGTACTTTCTTACCCATGAATCATTTCGCCAAGCTAACTGATATATATATATATATATGTAGAAAAGAAAATGGTAAAAAAAAAGGTGACAACTAGAACAAATAACGTTTTTCTCTGTTCCCAAACTACCTCGGGAGATAATGCCTATAG4957373 9194

M00328:4:000000000-A3DTF:1:2114:13701:15088:1 GTACCTGACTGCTTACCGCTTCCATACTGTGCTGGCTGCAAGGAAATTGTACAAGCCTGCTACTCTGCAAGAGAATGATGGTCAGCCGCATGTAAAAATATGCCGTCTTTTGCCCATTCTTTACTCCTCATCTCCTCCTCTTTCTCTCTCTCTCACGGCGTGTGTGCGTTCGTGCGTGCGGGCATGCATGTATGCGTTTGCGCGTGTGTGCGCCTCACTCAGTCTCTCTTCCTCTCTTCTCTCTCTCTCTCTCTCTCTCTCACTCTCTCTGCGAGCACGCGCCGGAGGTGAGTCTTCCGCCTCCTTTTAGAAAGTCATCGCTTTCTCCTCGATGTCTCTCTCGTTTATGTCTTAGTATATACAGGTATGTC5664042 10430

M00328:4:000000000-A3DTF:1:1110:19870:22597:1 GGCTTCACTTCACTTTCCGTAGAAGGCCAGGATTCCGAATTCTTCACGGGCCCGCTTGTGGCCGTCCAGCGGACTCTGCAAGACCACGCTCATCACATTGCGTGATCGCTGCCAAAAGTTCCTCCTGTCTCTCACTCGCTCTCTCTCTCTCACTCTCTCTCCCAGCGCTCATACTCTCTCTCTCTCTCTCTCTCTCTCGCTCTCTCTGTCCCTTTCTCTCCCTCTCATTCTCTCCCTCTCCTTCCCACTCTCCTTATCTATCTCTTCTTTTTCTCTCTCATAGTCTCTCCCCAATTGGCATCGGCCAGTGCGTCTGAACCAAGGTCGTATAATCCTACTTCGGTCTCTACTTTGTGCTTTGCACAAGTCGGAGCAGTGGCAATACTAG2068908 3929

M00328:4:000000000-A3DTF:1:2108:18116:12877:1 GAGTAGGGGGAAAAAGAGAGCGAGCGGAACAAGCCGAGAAAGACGGGATAGAGAGAGCGACAAAGAGAGAGAGAGAGATTCGAGACAAATTGATAGATTGGTGGATAGATGGATAGACAAAGAGAGAAAGATAAATGAATAAATGACAGATGGATATAGAAAGATAGATAGACCGACAGATAGATAAATAGATAGATATAGATAGATAGATAGATAGATAGATGAGAGAGAGAGTGAGGTAAATTGTATTGAGACCGACGCTAAGATAACATGTCGAGGCGAGTGAGATTTATGAGCCCGTATGTCTTTATCGAGTTCGCGCTTGACACGAATACACCCGCGCTATCACGCGTCACAATGC4449731 8313

M00328:4:000000000-A3DTF:1:2108:20205:15430:1 CTTCCTAACCCTCAGACAGTAAAGTCCTTAAAACTCTTCACTTGGTAGGACTGCTGTTAAAAGCAGATGACCATTTATCACTATGGAAAGATAGTGAGAGTGTAAAAGCTGCCTCTTTTACTGAAAAACAAGTCATAAAAATAATATCAGTTCTTGGTACTTTCTTACCCATGAATCATTTCGCCAAGCTAACTGATATATATATATATATATGTAGAAAAGAAAATGGTAAAAAAAAAGGTGACAACTAGAACAAATAACGTTTTTCTCTGTTCCCAAACTACCTCGGGAGATAATGCCTATAGTCAGGAGAAGGCGGACTGTATTAGCAAAGGTGCTGCAGTTTCGAACGATAAATCTTTGACAATACCAATTTCCTCAGATCCTGAATTGGTAATGGTTGAAAAAGGATCAGGGAAGTTAGATGAACCTAATGGAAAATATGCGAAATTAATAAGTCTGAAATTCCCACATAT4477710 8350

M00328:4:000000000-A3DTF:1:1114:20743:18633:1 ATTGTTGCCTGACTGCTTGTCTGTCTCCGTCTGTGTCTCTCTCAGCTTTCTCTCTCTCTCTCTCTTTCTCTTTCTCTGTCTCTGTCTCTCTCACTGCGTCTCTCTCCCACTCGGTATCTCACAAGCTGGCAGCGAAGCCGGTTATTGCCGAGGAGCACCAATCGTCACTCGCCTTTACAAAACACCTTCGCACTCCTTTCAGGTGGACTTGGGTGGATCGAGACAGCGAGCACGTTCCCCCGGAAATCACTATGGAAATGTGCGACCCCGATTGCTTCCAACTTCGCACCCTCAATTGCTCTCAGACGCCGCAGCGACTGAAATTTCTGGTGGCGTCCAAAGGAAGCGCCTCAGCCGAGGGCTCGCGGAGGGCTTATGTCGCGCGCACGTGGTGGCATAA2874087 5440

M00328:4:000000000-A3DTF:1:2102:14898:14232:1 GCATAGGGAAGAACTTAATTTGAGCACATCTGCGATCTTTCTCTTTGTACCTTTCGTGTGATGAATGCGGCAGATGGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTCTGATTTGTTCTTCTCCCTCTCTGTTTTCTCTCTTTACGCTGGTGCCTTGTGTCTGTTTTACACCCACCTTCTGTAACTAGACATCCTGAAGATTCTGGGTGCTGAAGGTTCTGCTAATCAACCCACGGTGAGCTATTGGTGAAGGTCAACGAGTCGTCAACCAATACTGACAGACGACGATGGGTGCGCCGATGGTCCCGCTCGATAACGATAATTCAGCTCAGCCAGCTGCGACATGCTGGTTATGAGGCGAAAACATCAACTGACGAAACCGGGAAAGAATAACTATGCTAGATCCTAGTGCCAGCGGATGGCCACCACCAAAGGGCGAAATTAACATGGGTATTTCTTCTGAAACAATAAGTC3275992 6138

M00328:4:000000000-A3DTF:1:2111:18113:21160:1 GCACACCGACCGTCTGATAACGACAGTGGCAAGTGATGTGGACTAGACACGTGAAATGGATGGCCACACATCAGAAAACAGTAAGCAGCCATTCATATCATCGGCTAACAGTGCTGCAACGACATGATTTGTGGAATAAAACAAGAAAGGTTCCTCAGCAGTCCGTTATCATCACGATGTGCGGGCCGGCAGACAAAATGAAGCAGCAGGAACAATTATGTACCGACAAACAGTTCCGCAAGGCCGAAATTGGCCAGGCTCGGGACCAGCTTAGTTTTCTCGTGAGAGAGAGAGAGAGAGAGAGAGGCAGTGAGAGACAGAGAACAAGCGAGCGACAGTGCGGGAC5130431 9537

M00328:4:000000000-A3DTF:1:1106:9903:6621:1 GCCCACAAATGATGGGATGCGACTGCCCGGGGGCAGCACGTCTTCCGCTTTACTTTTGGTAGTAGAATCAGCGAGTCTGCTCTCCGGATGGCGGCTTCTGTTTTGGCTTTGAAAGTATTTGCCAGTTTTTTTCTCAGTGAGAGAGAGAGCACAAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGATCTACATGAAGGGCTGCATTTATGAAATCCATATGGGATCAGGTTGTGTCGGCAGCTTTTTGTATGTCTATATAAAATATCCCTCATGTCGGTCACGCGTCGTCGCTCAGTCATGCAATAGCTGCTCGTAATGAGAATGACGATTATTGATCTGCTGAAAGAAAGTATGTCAGCCGATAAAGTGATAGCATGTACAACCATGGTGGCCATAGGCACACTAAGCAAAAACGCAAGTGAATGCACAAGCGTGGCAAACGCTCTGAGGGCCCTGTTGGTGGGACCC1071846 2064

M00328:4:000000000-A3DTF:1:2106:11755:18385:1 GCCTGATCCCTCACTGCTGGCTTCTGTCTGGTTCTCTTTTCCCTATCCATGCCACTATCTCCCTCTCTCGCTCCCACTCTCTCCCTCACTCTCTCTCTCTCTCTCTCTCTCTCTTCTCTCCACCGCTGTATCGTTGTCTCCATCTTCCCTACATCACGGCCCTCGGTCTCCGGCAGCCTCTGTCTCTCTGGCTCTAACGTTTGGTCCGTACATATCAACACGGCTACTAACGAGATGGAATGTTGGTGATCACTCTCCTGCCCAATTGACAAATGCCGCACAACGCTGATTGTCCGGTGAGTCATGTGCACAGCCCTTGTACCTCCTTAGCACATCAGGTGCTGGCCAAATG4115132 7684

M00328:4:000000000-A3DTF:1:1104:8527:9606:1 GTTTCGGCCTATGCTGCTAAAGCCTCAGCAGTGATCGCCTCCAATGTGTCATGTGACGAAATTGGGCAGCAGCAGCATAAAGAACGGTAGCAGACGGTGGGGCAGCAGTTTTGGGAATTGCAGCAACAGCAGTAGCAGCAGCAGCAGCAGCAGCAGCAAAAGATTTGTCTTTGTCAATGATCCACAATGATGCATCATTTTAATCCTGAGCTGTGCCCAAGTTCGCCAATTCCTACTTGGTTCGTTGCCAAATGTATGATCCCCTTATTGGGCTGCATCCACTACTCAACACGTTCTTGTTTACCACGGCGGAGAACCATTGGAACAAAATAAGAAGAAATAGAAACGTGGATTCGCAAGGCACGTTATCCC683216 1371

M00328:4:000000000-A3DTF:1:2112:23913:16202:1 GTTGATACGTTGATACGTTCACCGGCTACTGTTTGGCACGGGAGGCAAATAGATCTAACAAGAGATATTGGGGGTGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGACTCAGCGGTAAAAAACTCATGGGGAAACAAATCTTGCTATAAACACTATACAAAGACTGAAAGAGATCTAATTCAAAGTAAATTATGCAAACAGTATGTACTCGATACGCAGGCAAATCGCTTATAGAGTGATGATTTACAAAGTCGAAGCGTACTCGGAAAAGCTCAAGGCGTGATATTGGCCTGCGTCTTTAGAGTTCGTTCAGACTTCGTCGACTCTTTTTGTAGCTGTGGGGAAG5276898 9736

M00328:4:000000000-A3DTF:1:1102:14607:13558:1 GTGATAGCCTTCAGGTCTTCCAGCCGCTGTATGCAGTGGATCTGGGTCTTAGCCTTGGACTCCAGGTGCTTGCACTTCGCGACCCAGGTCGAATGTTCACGGCCAGCAGTGGGCAATCCTTTATTGCCCTCCGCAAGCGCGCGAGAGAGAGAACGCGAGAGGGGAGAGAGAGAGAGAGAGAGAGCGAGAGCGAGAGAAAGCGAAGTCCACCAAGGCTTTATTGCCGCTCTATAAATGAGGCTATTCAACCAGCCAGTTCTGTATCAATTTTTTTAGACGAGGCTGCTTTGTCGGCTCTCTGCTGCATGTACCGTTGGTTCGGCCTTGAAAGCTCGTACAACCATCTCGCCGAGGTAGTTATGGACGTCTATATCTATCGACTGCAAGTTCGCGCGAATTTTCAACAGCGCTGCACATGGTGTAGCTGCTTTGAGGCGCCCATTGGCATCGTCTGTGGGAC308141 627

M00328:4:000000000-A3DTF:1:1105:4949:14332:1 GGTCCCGATCCTGCATCCTGGGTAGTGATGTGTGAGCATTTCTCACCGGCTCACCCATGGGCTCGTACATCGCTGGTCTCTACACTACCGGTAAATCGTCTGTTCGTGAAAGGGGAGAGAGAGGTGGTGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGGGGAGAGAGAAGGCAAGCAAAACAAAGAAAACAGTGGGTCACAATCAAGAGAACGTGGTAGATCGACCACAAGGTTAGTAAGTGCAAAAGCACAAGTGCTGGCCGTAGACGGGTCCTCTTGGCTAACGGACAGAATTTCTATTACAGCACCTCAAAGCGAATGGTCGGGATTTCCTGTGTATGCTACATTAATC938668 1803

M00328:4:000000000-A3DTF:1:1105:16511:26310:1 TCAGTACACCGTGCATGCCACTGGCAGACCTTATCGGTTCTTTCAGATATGTTAATGGAGCTGCTGCAATATTTGACAGCACACCCATTGCAAATGTCAATGCCGACTTTGCCTCGCAAATGTAAGTATCATACGACATGACGAAAGAGATATGATGTAACATGACGAGAGATATGATGCGACATGACGAGAGAAATATGATACGACATGACGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGATTTCTTGTTCATACAGATGTCGATTGTTTCTAGGTCGAAGTTGGGGAGCTGCCTGCAATCAGGAGTTTATTCTGCACAGAGCTTACAAGCTGGTGGCGAGGTCGTGGTACGTACCTTTCTCATTGGCACACATGTGT1056214 2042

M00328:4:000000000-A3DTF:1:1106:15163:5368:1 CTCTTTGTCTCCCCGCTCCTGTCTCTTCTCTCGCTCCCATTCACTTGGCCCACCCTATCTCTGTAGCTCTCTGTTTGCCTCTCCCGGCTCTCTCAATGTCGCGACTGTGACTCTCTACCTCTCTGGCCTCTTCTCCGTGTCTTCCGTCCTGTGTGTCTGTCTCTTTCGCAGTGTCTATTTCTCTCTCTCTCTTTCTATCTCTCTCTCTCTCTATCCTTGTGTGTATCTATTGCTCTCTGTGTGTCTATTTCTTATGCTTGTCTCTGTCTGTGTATTTCTCCCTCCCTCTCTCTCTCTCCCCCTGTGTGTGTGTGTGTGTGTGTATCTATTGCTCTCTGTGTCTATTTTTCTCGCTCCGTCTCTGTTGATGTCCCCTCTCTCCTCTCCTCTCCTC1065130 2051

M00328:4:000000000-A3DTF:1:2103:16045:15751:1 CCTCGGCGTCAACTCGTTGCACAGCCGCTACCACAGCTAAATGTTCGCCCACATGAGCGGGGCTGCAGCCACAACGGCAGTGGCTGGCAGCATGAGCGAAACAGTTTGTCCACAAAGCATGCAGAAAAATGCCTATGAAGTTTGAAGACGATTAGACCTGTGCAGCAGGGCCAGCCATTACATCCCACAAAAATTACCGTAAGGACGGCCAATAATAATATTTTTCACATTTTGTCTGAAAGCTCAATGAAGATGGTCACATTAAAAATTGTGTACAACACAACAAGTCCTGCCCCACAAGCCTACATGCACACACACACACACACACACAGAGGAATTCCCTCTCCCTCTTTCACATCACTATGTGTCCCTCATTCACTATCAATCTCAGTC3493945 6526

M00328:4:000000000-A3DTF:1:2114:21406:9836:1 CACACACACACATGCAACCTACTCCGAGCTCTCTCTCCGTCTCTCTCTTCCGCTCTCTCTCTCTCTCTCTCTCCTTAATTCCTCTAGGAAATGCTATTATACTCGCAATAACGGATAGCTTGTAACACGAGGTAACGAGGTAAAGAACAACTGGTCACCCACGCAGACCAAAGAACCAAGCTATTTAAGCTGAAATGTAAATCAAGTTCCAGGCATCGCCTAATATAAAGTACGTTACTCGCTATGCAGAACACAGAGCAGCTCCTAATTCCAAGCGGTTCTCAAAGCATTTTTAGTTTTGGTAGCCCAGCACTTGCTGGCCTTATTCGTGCCAAGACATAGCAGGACTTGCATCCCAAACCACCAATATTGACCTGAATTGCCTGAGCCCCCCCAAACGTGTTGAATCTGGCTGAGTGGTATGCTTCCTTCGTACATTAGTAAGGAGCTTGCAGGTGGCTACATATCGT5608271 10319

M00328:4:000000000-A3DTF:1:2106:18069:8024:1 GCTATCGTCCGGCCACTCATTAAGAAACCAAACCCAGACCAAGAAAACCTAAGTAACCTCCATGCAGTCTCTCTCTCTCTCTCTCCTGCCATTTGTTTCTAAGACTTTTGAACGAGTCGTGGCAGGCCAGCTACATTCGTAGGTTGAATCATCAGAGCTTGCCAACAAGTTTCGGTCTGGATTTAGGGCTACTCACTTCCTAGTCGGCACCGCCGATATATGAGTGCACAATGATATACTTAGAAATACTCACCTGCGCAGAGTTTCTCTGCTAGTTCTATTAGACCTTTCTGCAGCATTTGACAGCATTGATCACCAGGTCCTTGTTGAAGCCTAGGGTCTCGCTATGTATACAAGGCATGGTACTCTACTGGATTAGGTGATTCCATAATGAG4007814 7468

M00328:4:000000000-A3DTF:1:2102:17592:9452:1 CAACAGTGCTGCTTACTACCGCGCAGTCGCCTTAACCTTTGACACCGTTTTCCTGGTCGCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGCGTGCGTGTGTGCTCGTGAGGGTGAGGCGCGAGACGAGAGCTACACTATCCTCTTCGTCGGAAGCGTCAGATGTGTGTATGAGTCAGCAACAGTGCTGCTTACTACCGCGCAGTCGCGTTAACCGTTGGCGCCGTTTTCCTGGTCGCTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGCGTGCGTGTGAGCTCGTGGGGCTGAGGCGCGAGAGGAGAGGGAG3224178 6034

M00328:4:000000000-A3DTF:1:1102:7325:12272:1 GTTTCAGTGTCATTCCTGGAGCTCTAGCGTTCCTAGGCCTTTAGCAGATGTTAGCAGACATAGGGCTCGACATAACTGTCTCTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTATAACTCTCCTCTGTTTTCATCTGTGCTCTGCTCGTATTTTGTATATGTTTCTCTCTCTTTTATAAATCTCTCCGCGCTCGCGAGACTAGGCATTATCCACATGTGTGCACACATAGCGCTCGCCATATCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGTATAACGCTCTTCTGTGTTCATCTGTGCGCTGTTCGAATGTTGTATATGTTTAC293897 599

M00328:4:000000000-A3DTF:1:1108:10747:24407:1 TGCTAATACAGTCCGCCTTCTCCTGACTATAGGCATTATCTCCCGAGGTAGTTTGGGAACAGAGAAAAACGTTATTTGTTCTAGTTGTCACCTTTTTTTTTACCATTTTCTTTTCTACATATATATATATATATATCAGTTAGCTTGGCGAAATGATTCATGGGTAAGAAAGTACCACGAACTGATATTATTTTTATGACTTGTTTGTCAGTAAAAGAGGCAGCTTTTACACTCTCACTATCTTTTCATAGTGATTAATGGTCATCTGCTTTTAACAGCAGTCCTACCAAGTGAAGAGTTTTAAGGTCTTTACTGTCTGAGGGTTAGTAAGTGAGGCGAATTTGGCCATAATAATAGTTATTAATGATATATTTATAAAAAAGCAAAAAAATTATTTAACAGGTTTCATTCTGATCATGGCTTTGATATTTTACGTACTTTAGACGCTTGTTTCTCTACCGTTATTTTGAATGAATCCTATAATAA1671036 3194

M00328:4:000000000-A3DTF:1:1110:20631:20840:1 CACAAAAGATCAGTCTTTATATTCAGTAAGGCCGGGAGAAAATAATTTCCTGAACGCATCTCTCACGAGTAGCTACAGGTCCGGCATCTTAGAACGACACTGCTAGTTAGTTACAAATGACTACTGTGTGAAATAGACAACCCGTCTATTTCATACTCAAACGCTAACGTCGCACGGGGATTAAACGCCGTCGCGCGTCGGCGACAGCAGTCGCCGAGCGCGTGCCTCTAAAGTGTGCCTAACTCAGATAAGACTCCGTCGTCGCCAAGCACCGAAGATTTATTTACAAAGGACCGTAATCACGGCCTACTGTCAGCACAGTACAGTTCTCTCTCTCTCTCTCTCCGGCAGCCTGTTATATATACAAGACACTACAGAGGTCGAATCAATGACTCATCGACTGGTCCTCAAAGGGGATATGACACCTTATAATCAGTGTGACACATAACATT2049719 3893

M00328:4:000000000-A3DTF:1:1112:23317:17377:1 GTGTAGCTCATCGGCTTCATGGTCAGCACCTGGCAGAAACAATGGTAACTACAGCAGCAGCAGCAGCAGCAGCAGCAGCAGAGCAGACTGAGCTTACAATGCACGGCACAGGCCACGGTGCTAAAACCGCTGACCTTCGAGGTAGGCACGTTGTCTCAAGCTCGACCTGAGCACACAGCCAACTCGCACATGCCAAGTATAGGTGTGATAGAAATGGTAATAATAATAATGATTACACTTCGAGAGCCCGCGAGGATCGAATGTCATTCGAGGCGCTTTACGGAGTAAGTACGAAGTCACTTATGCAGCAGCATGCACGCGGTAAGCGAGCGAAGAACACTCAGCGACACAATCAACCATCCAAGCAGAAGCTGAGCAGAGGAGCTGCGGACTTAGGTTTCTTCTTA2433892 4574

M00328:4:000000000-A3DTF:1:1103:19495:22288:1 CGAAGCGCCTAGAACGAGGTTAGGGCCTCGCGCGACGCTCTGCAAATAAGTGATTATTATTATTATTATTATTATTATTACTATTAATACATCGACGGCCGAGTGTAGGAGAAGCGTCCGGCGGTGAAGGAGAGCAAGAAAGGCGCGCCACCACGACTTCGCGGCCGGCCTCCTATTAAAAACACCGAGCACACGAGACGAGGCAGCATCACGTAGGACGCCGTCTGCTTGAAGCAAAAAAAAAAATATTAGCTCCTCGCACGCCGCTCAACAAATAGGTGATTATTATTATTATTATTATTATTATTACTATTAATACATCGACGGCCGAGTGTAGGAGAAGCCTCCGGCGGTCAAGGCTAGCCAGAAAGGCGCGCCACGCCCACTTTGCGGC610309 1242

M00328:4:000000000-A3DTF:1:2103:6980:16771:1 GTAGGAATCTCTCTCTATAGCTTTTGGGAGCTAGAGCTGCTCCCCGGATCGCATGGGTGTAAGTATTTCTCTCTGCCGTTCGTAGGAAGTAGGAACTTCTGTAACGGCGTTTGGGGGGCTAGGGTTGCTCACTCGAGTTTGTGGGAGTTATGAGCTCTCTTAGTACTTCGTGAGTGGTTGGAATTTCCTATACCTTTTCAGAGGTGCTCTGGACCTTTTTAGTGCTAGGTACTCTATCTCTCACTCGCTCTCTCTTTCTCTCTCTCTCTCTCTCGCTCTCTCTCTCTCTACTGCGTGGGACATATAAACATCTTTCTGTAATGTCAGAGAGCGAGCGCTGCATTCTGAATCTTGTCGGTGTTACTAGCTCTCTGTAGTTCGTGGTAGGTAGGCACGTCTCTCTGCAC3505052 6546

M00328:4:000000000-A3DTF:1:2106:21452:12741:1 CTACTGACACGAGGTCGGCCCCTGACATGACTACGTTTAAAAGAAAGTTAAAAACCCAGCTGTTCCGTTCAGCTTGTGCTTAGTCAGAGTTAACTGGCACGCATGCATGGGCTTCATTTTGTGTTGACGAATGCCACTGCTAGATTACTTAGATCGTGCTCTCATTCAGCACATGTAAAGCACCTAGATCGAGATCGGATCCTCCCAAGGCCCTACACAAGTAAACCATTATTATTATTATTATTATTATTGTGTTATTGGACTCTTCACGTGTTTTGCGTTAATCGGTCCCAAAAATCGGTCCCATTGCATAGGGTGAATGCCATTGGTGCTATGCATTTGTAGTTGATTGCGAATATGTGGCAACAGGTACTTGCAAGTAACCGATAGTCTAGAGCCTGCTCTTGTCCCTCACGGCTTCAGTTTCGCCCACCTGTGTCGTTTCTTACCGTGCGGATGCACTGCTGTGCTATTGCCGAGTAAACG4054745 7570

M00328:4:000000000-A3DTF:1:1102:9595:10588:1 TTCAAAAGGTGGTCAGTGGTGAGTTGTTCTACTGCTCCTGCTGCCGGTGCCGTTCTCTCACCCTCTTCCTCTCTACCATCCTCCCCCCTCTTTCTCTTTCTCTCACTCTCTCTCTCTCTCTCTCTCTCTCTCCTTTATATATATATACCCCTCTCTTTTTATGTTTCTGTGACTCACCTTTGTCTTCTTCTTCTGCACTCTCTTTTTCTCTATTCGGTTCAGCTTTGTGTCGCTGTCTTAGTTGTCTTACCCTAATCTCGTGTGCTTCTCCATATGTGGCATAGTCTCTCACTGCTTGCTTAAGCTCTTTGCTGCCCAACGTGCTCCTGGTTTAGTCTTCCACAATGCTACTTTAGGCCTTGCAGTAGCTGGTGTCTCTATTGTCTGCAGGCTGTGAGAAAGATGTTCAGGAAG276129 559

M00328:4:000000000-A3DTF:1:2108:25806:16681:1 GCTCCCACCTGCCTGTCCGAGTTGCTGATTCCCAGCGCACCCCTTGAGTCACCCGTTCTCTGACACTGGTCGTCTAGTCGTGCTGCTCACCAGGGTGAAATCTTTTGGTGACCGGGCCTTCAGCTCCTAGGGTCCCAAATTGTGGAACTCTGTCCCAACTGACATCAGGACAGCTTCTGACATGACAACGTTTAGAAGGAAGTTAAAAGCCCGCATGTCCCGTTCAACTTTCGCGTCGCCTGAAAATGAGGTCGTATGTCTATAGACCGGGATTGGGCCTTCGCAGGGTGCTATACAAGTACACTATTATTATTATTATTATTATTATTATTTAGTATCCTGTCCCTCCTCTTAGAACCGGCGGCAGGACTGCTCACGATTTGGCAACATTTAAAAGGAATGCTCCTTTCCTCCTGTTGCTGGCAGGCGTCATCTTTGAGAATATTATCGGTACTTGTGCTTATGCTTGTTT4491564 8370

M00328:4:000000000-A3DTF:1:2109:19317:16561:1 GATATAGAGAGGGGGAGCGAGGGAAAGTACGAGCGAGAGACAGAACAGACTGAGCCTGAGAGGCACAGACAGACAGAGAGGCAGAGACAGAGACACGAGAGAGAGAGAGAGACAGAGACAGAGAGAGACACAGAGAGACAGAGAGACAGAGACTGAGACAGAAACAGAGAGAGAGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGAGGGGAGGAGGAGGACCGAGAGAGGGAGAGACAGGGGATGAGACCGCGAGTCCCTAGAACAGGCCACCAGTCCACCGCTGTTCGATACGACCTAACCGGCAGGATGATCAGCCTGGCGACGGTAGAGTGACAATCTACGCCACACACGCTGCGATGGCTAACAGCGCAGACGCCGTTACTGATGGGTGCCAGGAGGGCGACTTATCTGTCCGCAGCAAAGCGGAGATGCAACTCGGGCGGACGCCAGGCGCGCGGCGAGCGAGCACTCCCTTACTG4688075 8712

M00328:4:000000000-A3DTF:1:1105:4591:20525:1 TACTGGAACAGGTGGAAGCTTCTAAATTTATGAATAATCAACCTAAAAATACTTTATTTCTTACCTGTTAACAAATTTTATTAACATATATATATATATATTCAATATACCACATGATTAGAGCTTATATCATCTTCTAATATCTAAAAACAGTAATTAGATTTAAAACAGTAATTAACCATATCACAAGGTGGAATTGGGAAATTAGTGTTGTTTTCTTCATAATTGTGGCATTCAATTTTATTAATCTCCTCTGCAATCATTGAAATGATTTCTTGAATTTTTTTATGATCTATACTGGCTTCTTTTCCTTTAATAGTTTCCTTATCGTTGACAGCAGCTAAATAAGAAGCC1006930 1942

M00328:4:000000000-A3DTF:1:1114:10371:19474:1 CGCTCAAGCAACTCGTTCAGGCACAGTTTGCGTTCGCGCGGCACTCGCTCGTCGTCGTCGTCGTCGTCGTCGTCGTCGTCGTCGTCGTCGTTGTCGTCGTCGCTGTCCTCGACGACCGTTCCAAAGAATGTTTCACCGAGGTGTCCGTAAATGTCCTGGTGAACAAGCACTCGGCCGCCCAACGCACGAGCTCAACACAACCACTGCGCATGCACGCCATGTAGAGAAGCGCGCGCGTGCTTGGCCACGCGCGCTCTTCCTTGTCGTTCGTGATTTGCAAGAATGGTTCGATTGCGCGAATAGCAAAGTCAAAGTCGACGCCGTTCGCCAGACACAAACACACACCGTCCAAAGTTGCCTCAGGCTCACAG2884413 5460

M00328:4:000000000-A3DTF:1:2108:15394:20735:1 GTGCAACAGTGATACAAAATAAATTCACTTATTGGTATATATGCAAAGCATATTGCCAGGCATAGAGCTGTTATCACACAGCTTGGCACTAAGGTCAAGACTCTTTGGCCATAGCCCCGGATAACTTCTAATCTCACCACCGACATTCTACCAATCTTTCAGCATTTATAAAGCGCCTAGTTCGATATTGAGTTCTCGCAGAGCTCTATACAAGTAAGATATTATTATTTTTATTATTGTCAACTCTCGTGCCTGAGAATGCGAAGTGCATGAAAAAGGCGCTTGAAAAGTCCTGGCCTTTGAATTGAAATATAAGCTCTCTCTCTCTCTCTCTCGCGGCTTTTTGTAAATGTCGAAAACTGGCCTAACAGTATTTTTTGCTAAGAAAAGGAGCTGTACGAGCAGTTTCTGGTGAGTGGCATGTATTTCGACGATTCCTTCGATTTCCGTGGCTACTGCATGTCCTTGATTGTAGTGGCAAGCCGGTGCCACAG4534570 8454

M00328:4:000000000-A3DTF:1:2107:16110:7528:1 CAACCAACCCCAATCCAAGAACATGAGGTCCCTCTCTCTCTTTTATCACTGTTTCACTTTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAAGAGAAGCTAGGAAGTGAAGCAACGAGCCATGTTCCCCAGTAAACGAGCAATCACAATCCAAGAACATGAGGTCAATGCCTCTCGAGGAGCAAAAGAGGCCAGGCCTTCCAAGAAAAAGTGCAAAGACTGCCTTGCGAGTTTGTCCGAAAGTTGAGCTTTCCCTAAGAGGAATACAGAAGTTCCCCTAAACTCTCTCTGACTAAGGCACAGTCACAGTTTGAAAAAATGGGAAATACACACGACTCTGAGCTGTAGACATGTAGCC4196889 7823

M00328:4:000000000-A3DTF:1:1101:12039:10404:1 AGTCAAGAAAGCTACAGTCAACTACGATCAAAACGGAAATCATCAAGGAACAGCAGAAATAGTGTTCGTTAACCAATCTGATATTATAACCTCAGTAAATAAGTTCAATAATGTTCCACTTGATGGTTTATAAACAAAATTAATACTATAAATTAAGGTAAACCTATGAGACTAGAAGTTGTTAGTTCCTTGAACTCTGATAGTCTTAATAGGTTTTTTGGAAGATTATCAATATATATATATATATAGTCCTTTGGGTTCAAGATTAGGAAAGATCAACAATGATGATATTTTTCAAAGAAAATTTGAAAGACCTTATGATAATTCAAATAACAGAGTTGGAAAGTTTAGTAACAACGGTAGAAGACGATCGTTTGGTTTTGATAAAGCATTACCTTCTAAAGATTCCTTAGATAATGAATTAGATTCAGACCGTAAAATGCAAGGATCAACAG52250 88

M00328:4:000000000-A3DTF:1:1105:7750:12378:1 GTTGTAGCCCCCGTCAGACCGCGGGCAGGGAGCTAAGCGCTGGGGGAGAGAGAGAGAGAGAGTAAACCAAAAGCTGCGTAGAGAGCGTGCGGTACTACATGCCGTCGGGGGACGGTTGTCCGGGTTGACAGGCAACTGGGACAACGGGCAGTTGCCCGGTGCTTTTTTGGCTGCACGGTGAATGGCAAAGACCCTGCTGAGCCGACAGCGTCGGGTGGGTATAAGAGACAGGTGGTAGGCCCGGTCAGACCGCGGGCAGGGGGCTAAGCGCTGGGGGAGAGAGAGAGAGAGAGTAAACCAAAAGCTGCGTAGAGAGCGTGCGGTGCGACATGCCGTCGGGTGACGGTTGTCCGGGTTGACAGGCAACTGGGACAACGGGCAGTTGCCCGGTGCTTTTTTGGCTGCACGGTGAATGGCAAAGACCCTGCTGAGCTGAGC916924 1764

M00328:4:000000000-A3DTF:1:1108:10609:11669:1 ACACAGGAGTGTCCAAATTCCTCCTGCCCGGCTCATACACCCCAGTACCGCAGCAGCTGTTACAATAACGGATACACAAACAAACACACACACACACACATATATGTGTGTATGTATATGTATATATGTATATTGTCAGCACCAGATGCAGACCGCATTATAATGGGCGCTCAATACCTGAGGGAACGCGATACTTGAGGGTGCACTCTACAGAGGCAAAACAAGGTGTCCCAGACTTACTGTAGTGGGCAGTTGCGCTTCGTCAGTGCGCATCACATTCCTCATTCACCCCAATCGCATGAACGGCAAGATCATAGCCCGTAGTGAATACCGTTTCCCAATTTACGCCAGCCACATGAACGGCAAGATTGTAACGCATAGTGAACGCCAGCCGGGTGCTGATGGCACAAGTGTAATGTTCCGATGCTTGCATGTCTCCGCAAACGCGGGGCTATTCCGGGAAGCAACTAGACCAAAACCGCATGAAAGC1530273 2891

M00328:4:000000000-A3DTF:1:1107:9588:15018:1 GTCGCCGACAGTACGGGACCGCATGGAGCCTGACATGGGCATGCGACTTATACAGCCCAAAACCAGAACGCCACTAGCCGAATAAAAGAGGGCAGAGGGAACGTTGTTGGGAATATACTGCATCAGTGGCGGCACTGCCCCCCCAAGCACAGTTGGCCTTGGCCGTTTTAGAACTTTGAAGGGATATTAGTAACTAGTCAGGATTGGCCAGTGTCCTATTACTGGAATTCAAATTCTTTATGTCGCCGCTGTAAGAATCATCGTAAGTTCCTCTTCACTTACACCAGGTTGGTTGTCATACCTCAAGGGCGAACATGTAATGTAATGTAATGTAATGTAATGTAATGTAATGTATCTCTGTTCGCAACACCACAAAGCCACAAGGACTAGGTGGATGTCACATGGAGAGATTTGATATAGCGC1358311 2573

M00328:4:000000000-A3DTF:1:1114:6691:21589:1 GAAGGAAGCTATAGTAATCGATATTTTCTTAACCTCCGGTATTGTTTCGGTGCAACCAGACAAAGCCATGGAAGGGCTGCTCATTACAAAAACCACCTTAGGCCAAGGAGATTCAAGGAACTCTCATCGAGTCTCCAGTCTCCAGTCTCCAGTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCGATCCCTCATACACAATCCGTATCTAAAACTCATATAGTCCTGGCATGCCATTAAAACCTGAACATAAAATCTTCAAAACTTACACACAATTGTCAGTCTCCTATGAGAATTAATCACTCCATAGAGTCGGACTGCTTCATGAGCATAATAAAACTCACAGGAGTGCTGACCTAGGCACAGATTAGTTCTATTAGACCTTCCTGCAGCATTTGACACCAGGGAACACCAGGTCCTTTTTGAATGCCCTGAGTC2908858 5510

M00328:4:000000000-A3DTF:1:1114:4860:16025:1 AGCTTCGCTACTCGTCACTTTACTTTCTTCATGTCACTCCGTCCTAGCCTCGTCCACATGCCATCTTCTGCCACCGACTGTGCCGGCCACTTGGGCGCCAGGTCACTCTGCTCGTTTCGACCCGCTCCTCTAGCCCGTCCTAACTGGCGCTCTCTCGCTCTACTTCACGACTTTCGACTCTCTCCTCCTCCTCTCCTCTCCTTTTTTTGGCGCTCGCTCTTTCCGCTCCTCCCTCTCGCTCTCTCTCGCTCTCTCTCGCTCTCTCTCGCTCTCTCTCGCTCTCTCTCGCTCTCTCTCGCTCTCTCTCGCTCTCTCTCGCTCTCTCGCTCTCTCTCTCTCTCTCTCTCTCTCCTTCTCTCCCCACTCTTGCGGCTCGCACCTGTTCCGCGGTCTCTAGTCTGTTCTACCG2842048 5368

M00328:4:000000000-A3DTF:1:2110:8474:24405:1 TGACCGTGCTGACCGAATATTGAGTGCCTACCTCTAAATCAAGACAGAAACTTGCTGACGACAATTCAATGTATGAATTGGCTGGATCTGTCAAAACTCACCACAGAATTTAAAAGAGAGCAGCTGGGGACGGAGAGAGAGCGAGAGAGACAGAGAGACAGACAGAGAGACAGACAGACAGCCACATGGACGGACAGACAGACAAGAGAGAGAGAGACAGAGAGACAGAGAGAGAGAGAGAGACAGAGAGAGAGACAGAGAGAGACAGAGAGGAGAGAAAAGAGAGGAGGCAGAGAGAGAAAAGAGATGATAGAGAGAGAAAGAGAGATATGAGCTAGGGAGAAACTACCCAAAGGCTCCTTCGGAGC4959296 9196

M00328:4:000000000-A3DTF:1:2102:4563:20335:1 ATCCGATGGCTTCACGTGATGAACTTAAACAGCTTCTAGGTATTATTAATATGGCTGTAATATATATATATATATAGTTATTTTACGCTTAGTTTATTACAATAATTTATAATTTAGTCATGTTTAATGAGTATTTGTTAATATAGTCTTGAAAATACTCTTTAAATATACTTTTTATTAATTACTTTGTAATTTATTTAAACTTATTGGTTATTTGATCTCTAATACTTAATAATTATAATTTTAACTATAAGACAGGCTGAGGATCTTATGGCAGCTGGTGTTGATGGACTTCGAGTCGGAATGGGTTGCGGGTCTATATGCATAACTCAAGAAGTGATGGCATGTGGAAGAGCTCAAGATAGTGCTGTATATCATGTTTCGTCTTTGTCTTCTAGCAAAAGTTATTCTTTAAATCCAAAATATTTTTTTTTGAAATCTTTTTATTCTTTAAAGTATTAATT3341327 6272

M00328:4:000000000-A3DTF:1:2110:11200:12257:1 TTATAATTGTAGTCGCTGAAGGTCCTGTCTCTAAGGCTGGAAATGTCCGTCTGGGCATCCAGACCCAGACAAAAAAAATTTGACGATGTGTCAGACAATCTACCGCTATACAATTCATACGGGTCGGCCAGAGAAAAGGACTGATTGGGCGTGGCAGTCAGTGACCGGACTTTAAATTCGAAATCACGTTTAGCTGAGGCCTCGGACAAGTATTGAAAAGCAGCAAAACACGGCAGGTTTTACTTTTGCAAGTCGTATCGAACACCGAAGGCACACTCGTGCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGGCGCGCCCATGCGATCTCTTTCTCTCGCTCGCTCTATCTCCCTCGCTCTCTCTCTTAATATGTACTGTATTTCTAGCAGTCCGTCGGTCGATCGATATATTTTTCCATCAATATCGTCTTTTGTTTTCCTGGAATGCTGTCTGCGCGATCTGCGTAG4835231 8984

M00328:4:000000000-A3DTF:1:1103:7671:20687:1 CAGCATATGCAGGTTACATTTTTTATAAGTTTAGCTTCGATGCACGTACACGTGCATGTACAACCACATGCACATACCTTACGGACCAGAGCGCATTCAAATACGCACGCGCGCACACACACACACACACACACACGCGCGCGCGCGCACACACACAGTCACACACCACGTGCACTAACGTGCATGAATGCAAACAGCGGGGCATGACAGCAAGCATTCATGCAAAATGTGTGGGGTGTGTGAGTGCGCAATGACACAGGCACGTCACATGGCAGTCGACAAAGGCCTGCAACACCTTTACCAAATCATACGCAAGACACATCATCTGTGTCAACAGTGTGCCCTAACACCTAGTATGGTCACCATGCCGACTGTGAGAGGGCGCCGCAAGAAGTATGCGGTCAGCTGTACCGGATAACGTACCAAAGCAGCCAGTTAGTGCCTGAATCTAGCCCACGCACCTATCCAAAAACAGAAGCAACCACGA594930 1204



M00328:4:000000000-A3DTF:1:2102:17979:17318:1 GAGTGACATCCGCCCCATCATTGACTTGGACGCTCTCATGGGGCTGCGGGGCCCTGCTTGTGTTGCTTATCCGTGCACCTCTCGGGTACCATTGCGCGTGCACGCTCCGGGAGTGACCCCGCAATGACTTTGAGTCATGCGGAAGCGCAGCCGTTGGGTACTAAATCTGGTATCTCAGTCGTGTGTCGCAGCTCGACGAGGCCGAGCCGCGGCAAATGTTCTGATTAGCGAGCTGAACGGGTTATGCCCCGCAGAGAGCTGCGCGTGATAAAACCATCGGGTCGAAACGCCTGAAATGAAGCGGAGCGAGGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAGGCAGGTGGAGAAAGGTACAGGGAGGGCCAAGTCAGGCAGATGTAGAGAGGTGAGGCTGAGGTGAAAGAAGAGCTAGGGTTGAGAAATAAGGGAAATAGCCACGAC3310314 6222

M00328:4:000000000-A3DTF:1:2106:18531:13421:1 GGTAAACAACCCACATGTGAGAAGCAGATAGGCTGGCTATGCATTGCCGACTGCAGCAAACTAAATGTTTGCTCCCAGAGGGCAGCTATAGGGTCGTACACCAGTGGCTCCTCCGACCTTTCAAGACATACCAGCAGTTATGGCTATGGGAAGAGCTACACCAACAGGTCGACATGCAGAATATCAAGTATCGAGGACAGTCAGTCTGACTTACAACATTGCCATTAGTGTGAAATACCAACGGGCTCGCCGTGGTGGCGGCCCGTTGTCATACTGTATATCGCGCCACTTGTGAGTGTGTGTGTGTGTGTGTATGTGCATGTGCGCGAGCATTCTTGCGCCGACGCGCATAGCACGAAATACGAACGAGCACGCACTAAGATTGCCTTGGTCAGCTCCCCATGGAATACATCGCTACACGTGTGTTATTGTGGCGTCCATGCGTGCATGTGCGTATGGGCATCTGAGTATGTGACAATGTGCA4062100 7591

M00328:4:000000000-A3DTF:1:1106:19389:18582:1 GTCAAAGATTTATCGTTCGAAACTGCAGCACCTTTGCTAATACAGTCCGCCTTCTCCTGACTATAGGCATTATCTCCCGAGGTAGTTTGGGAACAGAGAAAAACGTTATTTGTTCTAGTTGTCACCTTTTTTTTTACCATTTTCTTTTCTACATATATATATATATATATCAGTTAGCTTGGCGAAATGATTCATGGGTAAGAAAGTACCACGAACTGATATTATTTTTATGACTTGTTTGTCAGTAAAAGAGGCAGCTTTTACACTCTCACTATCTTTCCATAGTGATAAATGGTCATCTGCTTTTAACAGCAGTCCTACCAAGTGAAGAGTTTTAAGGACTTTACTGTCTGAGGGTTAGGAAGGGAGGCGAATTTGGCCATAATAATAG1193207 2281

M00328:4:000000000-A3DTF:1:2106:22369:4513:1 CTATTATTATGGCCAAATTCGCCTCCCTTCCTAACCCTCAGACAGTAAAGTCCTTAAAACTCTTCACTTGGTAGGACTGCTGTTAAAAGCAGATGACCATTTATCACTATGGAAAGATAGTGAGAGTGTAAAAGCTGCCTCTTTTACTGAAAAACAAGTCATAAAAATAATATCAGTTCGTGTTACTTTCTTACCCATGAATCATTTCGCCAAGCTAACTGATATATATATATATATATGTAGAAGAGTAAATGGTAAAAAAAAAGGTGACAACGAGAACAAATAACGTTTGTCTCTGTTCCCAAACTACCTCGGGAGATAATGCCTATAGTCAGGAGAAGGCGGACTGTATTAGCAAAGGTGCTGCAGTTTCGAACGATAAATCTTTGACAATACCAATTTCCTCAGATCCTGAA3984826 7427

M00328:4:000000000-A3DTF:1:2102:10780:20048:1 GCATGAAAGATTGATAAAAAATTAATATCAAGGCACATTTCATGCAAACAATTGAGTTTGAACTAGTATGCCTCACTAACACATTGCCCCTTTTATTTAACCTCGGACGGTTCCCACTGAATCGCGCATAAGTTTTTCTTTGGAGACTTATCACTAATTTTCAGTTCCCTTTCTGCCGTTGTTCTGGCTAACCAATCCGGATTGCAAGCCCAACAGATTGTTCACTACTACTTCTTCTTGCATATGTCGGTTTATCATGCCCGTTAAGAAATCAATGGATATTCTTTGGAGACCGTGTTTTTAGTGCTTGCAGTCAGATAAATTCCAGAACTCCGCTAATATGTATATATATATATATATATCTGAACAGCTTATGACTTGACCAATTTTCATGAAAAGCTACAGACCTCTTATTTATTCACGCCCAGCTCGGTCTCATATTAATGCTTATAT3338640 6263

M00328:4:000000000-A3DTF:1:1110:21845:10541:1 GCATTAACCACCGTGTCACTTGCTCAATTACTCAGGTGCAAACGTGAAGGCATTAACTGCAATCACGATGTATTGCAGGCAGGTTACGGCTTATGAGTTTGACTGCTAGCAGGCTACGAGGGGAAATGTGGCCAATCTTGACAAAACATTTATGCTCTTACACCCCACGGCCAGCTGCAACACACACACACACACACACACCACTTGCGGCCACTCTGGTGCCAGCAAGTACACGGTAGCAACAAACCATATCCAAGCGGTCCCGAATGCACCGATGGGCACGAATAATCAGAACGGCTATGTACCGACTAAAGTGAACTCGCTGTTTTGAATTACCAACGAGTCAGGACTTAGCACAACTTTCTCGACGCGGACGAAGTGGGTTCAGAGAGGGACTGGCCAGCCAAAGGTCTGGCTCACGAACAACCCAAGTCTTTTTAGCTAGCTGCACC1932057 3673

M00328:4:000000000-A3DTF:1:1103:12902:7529:1 ACATTTCCACATGCATATCCGGCAGCTTGGATAAGATGAGTTACTTTTGCTTACTGTTATAATTGGACCGGCAAGATGTTCCGTGATCATTCTCTAGTTGGTACATGTGCTTCCTTGCATTTACGAGTGTTTTAGAGGACGTTTTTGTGTTTATGTGTGAGCATAAGTGTGCATGCGTTTGTATTTGCCTGAATGATCACCTTTGATCGTCCGCTCGTTCGTGTGTGTGCTTATATACACGTGGGCTTGAGTGTTTATAAGTATGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCGTGTCTGTGAATGAATGCATTCCTAATCCATTATGGAATCGTATCCATAGTTTGGTGTCTTTGACATTGTTATTTAGTGTGTACATGCTTGACGTATTTCAACTGTGCATTTACGTGGCACTACTTGGGTCTTAGCAAGTATATGACTTCTACCCTTATTCTTTAGTT457718 910

M00328:4:000000000-A3DTF:1:2104:6682:21702:1 CTACTAATGAATTATTAATAACCTGACTTTTGTTTGTATTATTATAATTTTAGAAGTGATGAAAACAGTGAGCTACCTTCATTTGGTAATGTTAGAGCTATAGTTGGAATGTTCACTAAATCTAGACATAATAATAATAATAATAATAATAATAACATTTTTTCGAAATCCTCTAAATCAACCTCTTTAAATACTTATGTTAAAAGAGCCTATTCTATCACTTCAAAAAGTACGTCAGTTAAAATTATATATTTATTTACTTATTAATGATAGTTTTTAAAATAAGTACAAAAGTTTTAATTAAAGCTTTTATTTAATTAATTCTTATTAAACAACACCAAGATAATGAATTGCTGCAAGATTCTAATTGCAGAATTTCTTCCAGTGAAAATTGTAAAATTTTACTCACAATGGATTCGGATCAACCTTCAAAAC3750496 6978

M00328:4:000000000-A3DTF:1:2108:25546:17547:1 GTTGATATGCATACATACCGCTGGCTCCTTGGTGCTGCGTGTACAAATGCCAGCTCCACCACCCCAACAGCGATGCAATTTCATTACCATTCAGGATTTTCCACTTGTTACTGGAGATAGGCAAATATACCAGGGCATTCACTAGCATGTTCCACGACTAGCAGGTATGTCAGTGGCACAGTGTGCCGATAAAAGAAATGTTACAGTACTTGGGTGTGGGTGTATGCGGCCACAAGAGTACACGAGCAACAAGACATTCACTCTGCATGTACTTAACAGAAATCTGTTAGCTCCCACTGTACCTCCTGGGGCTTGGAAGAGCGGCAGCTCGGTAACCAATAATAATAATAATAATAATAATTTACTTGTATAGCGCCCTGCGAGAACTCAATCTCGAACTAGGCGCTTTACAAGTGCTGAAAGAGAGCATGATTTACGTAATCGGAATC4501133 8394

M00328:4:000000000-A3DTF:1:1111:16352:22980:1 TTTCACACGTTGTCAGTCCACCTGGTTTTACCATCACGATTAGTCCGGACTTACGAGTTGTGTTGCGTTACCCTGTTGTGCGAAGCCCACAAGTGACATTGCTTACTTCGACATCGCTCTATGCAGCCTGCACAACTGCTAGAATCATGAATGCATTCGTGCGCAAGTGCAGCATGCCTGTTAACCGTGCAATACTGCATCACCATTCTTCAACCAGAGCAAACAATTTAGTAATCCTACGATCTACACGTATTGTCGATTACACTGCATGTCGGCTGCTTTTTATCATAACATTGTGGATCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCAGGCAATTTAAGTGGCTTGCCCAGATCAGTGATCTTCATTGGTGTTTGGTTAGTTGTTGGGTTTTATTAAAGTGATCGTGGTGGTTGTCGAGAGCTAGCTAGCCGTCTTTGATGAGCATCTTTCACAGACTTGCTTAGTGGAAGAAAAAATGAAATGTACC2288134 4324

M00328:4:000000000-A3DTF:1:2107:10864:15246:1 CACCTTATCTCAAGGCTAAGACCTAGATGTAATTTGACCTCGAACGTGATTTTAGAATTTTTCAATATATGGGAACCACCGATGGTCGTCTGCCATTGGACCGAGTGCCCAAAATAATCGTTTGCCTCGAGCTGCGTAGACGACCATGGTCTTTGGTTATTGAACCACTGCTCTATCCACTGAATCAATCGAACGTACTCGTCTTTTTAAAAACCAACTGTTTAGCCTGTGCGTGTGGGTGTGTGTGTGTGCGTTCGTGTGTGCGTGTGGTTGTGTGTGTGTGTTTGTTTAGTGGCATGTGCATTGTCACATGTGTGCGTTGTGTGTACATGTATGTGTGCCTATGTGTGTTGTGTGAGTGGTGTGGTGTGTGTGCATGTGTGTGTGCGTGTGTGTGTGTGTGTGTGTGTGTGTGTGCACGTGTGTCTGCAGGTCCAGGCGTACGTGTGCATGCGAGGTGTGCTTGCAC4276503 7996

M00328:4:000000000-A3DTF:1:2112:14770:11692:1 GGTGAGATCCGTCAGTGATCGATTGTGTGCATTTGGTAATAACGGGGTCGACAGCGGACGATCATTCATTAGCGAACATTCGATCGAGAGTGTTTTGTCATGATTCGGGCCATGCACAGGAGCCTCAGAGAGAGAGAGAGAGAGACAGAGAGACACACAGAGAGAGACAGGCAGGCAGAGGGAGACAGACAGACAGAGGGAGACAGACACAGAGAAAGACAGAGAGGATGATTCTGCCAGGGCCCGAAAATCAACACGTACTGGGCCTGCTAGCCTGTCAAAAGGAACGCTAGAGTCGCCAAGTAGGAGAAGAGGTTGATTTCTGGTGCACAATATGGATATCAAGCCTGGGAAGTCCGTAATAAAGGTGCCATGGGACCAGGTGGACGATAGATAATTGATAGCAAAGTTTATTGA5226229 9661

M00328:4:000000000-A3DTF:1:2101:20578:15241:1 GCCTACGCGATTACCTAGTGCAGCCGTCAGAAAGCCTCTATGCCCTTCTACGTGTCGTGCTAGCTCTCGTTCGTACTAGCTTCTAAAGCCTCCGCCTGCAAGGGCATTTTTTTCTATGCCGTTATGAAAATCAGTATTTTTCAGATGAGTGCATATATGAAGTTTTCAAGTGAGGTTCCTCTGGATGAGGCAGCCACGGGATGTTGTCTCTCTCGCTCTCTCTCTCTCCTCTTCTCTCTCTCCTCTTCTCTCTCTCCCCCTCTCTCTCTCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGGCATTCAGTTACTGCCGAGTGCCTGCACATGACCTTGCCGGTTAAATTTATTGTACAACAAGTATTATGT3076257 5773

M00328:4:000000000-A3DTF:1:2107:11379:18181:1 TCTCAGGGGCAGTGCTGACGTCACAATGGAATCTAACACGATTTCCTCCAATGTGGTCAACAAGAACGGCAAAGGAATTTTATGCTCAGACACAAGATTTATGCTCAGACACATTTTATGCGCATCCCGCAGTCCAAGAGTAAAGAACGAATGTGTTACCGACCTCAGCAATTTGACAGCACTGCATACAGATTTCCCTGACCTCAGTACGAAGAGCAGTTGAGATACAGCTTTTTAATAATAATAATAATAATAATAATTGACCTATACAGCAGCTTACGAGAACCGCGTTTCGTCCGAGGCACTTTACAAATGCTGAAAGAGGGCATACCAGAGGTAAATCATGCACCGGCATGCACACATCATGCAAGCAAAGCACACGTAGACACATGATTTACTCGCGGCTATGCAAAAACCTAAGAACAGGTGGGTTTCTAC4308968 8068

M00328:4:000000000-A3DTF:1:2107:13008:20250:1 GATCTACTGTCTACGTAAAAAGAATTGGTTTCTTCACTGGCGTTAGTGAGCACCGAGGTAGCCGCCACAAAATGCCTCTATCTGCAAAAGCAGCCTCGGTTCTGAAAAGTTGGGAAAGTTGGGCTGCGTGGGCACTGCTTTCTCTGATTTCCCAGACAAAGTCGCTCTGGTGGCTCCGGTTGATCTTAGAGAGAGGGAGAAAGAGATTGAGTGAGAGAGAGAGAGAGAGGGAGAGAGAGAGTGAGAGATCGTCTGGCGATGTAATCTTTGCCTACCTATTGCGTATACGACTTTACTTTATTTTCGCTTAAATCTGATCTGTTTTCTGTCATTTTAAAACGCGTCGGATGCGTCCCGGTCCCCACTGCCTTGTCCAGAAGCCAAGTAATACTATTATTTATCATTGTGGAAGAGCGTCGACTTCATTGAC4330566 8104

M00328:4:000000000-A3DTF:1:2103:4074:13746:1 GCCGGAAGCTTAGATACTCCCCACGGATCCTTCCTTGTCTGCCACGTTACCCGTGATGCATCTCTATGCGTGCTGATATATTTAAGTGACGGGCCCTTGCTGATATGTTCAGTGATCATATTAGTAGAGACAGGGCGAGACAGGGAGGGAGAGAGAGAGAGAGAGGGGAGCGAGAGAGAGACGGAGACCGAGACAGGGAGCGCGGGAAGCGGAGGGCTGGAGCAGGGAACGGGGGGGGAGGGGGGTCTGCAAGCCACACGGCCCTCTCCTGTTTCTTCCTGTAGGTCTCCGCACGCCGGCTGCACTCGCCTAGCGCATGCCTTGCATGACTGTCAAGCTGCTTTGTCTGCTTAAGCACGCAGATGCGTGCAAGCCTGCACGCACTGGTGGGCTATTGCAATGTTGTGCAAGTCGGTTTCCTCAGCGTTGCTTGCATTAATTTGTTATTGTATATGTATG3471889 6486

M00328:4:000000000-A3DTF:1:1102:4996:20096:1 CATCAGGACGGCCCCTGATATGAACTCGTTTAAAAGAAAGTTAAAAACACACCTGTTCCGTTCAGCTTTTGCGTCGTCTCGTTGAAATCGCCCTTTTACGTGTGCTTCTGCTTTTGCGTGCTTCCGCGTGCATGCCACTGTTTCTGATTACGTAAATCATGCCCTCTTTCAGCACTTGTAAAGCGCCTAGTTCGAGATTGAGTTCTCGCAGGGCGCTATACAAGTAAATTATTATTATTATTATTATTATTATTATCGAATGATCTGGTTAACTCCCTGGTTCTCTCTAGGCTAGATTACTGCAATTCTTTGTTGGCTGGTCTACCAAAAAAATCTATTAAGCCTCTTCAGCTGGCTAAAAATACGGCGTCTAGGTTAGTGTTTAGAGCCAAAGAATTTGACCACGTGTCGCCCTTATTAAAAGAGCTTCGATGGCTGCCGGTTGATTTGCGGATACAGTG381071 775

M00328:4:000000000-A3DTF:1:1104:12959:17717:1 CTCTGCGATGGCGCCGGTTATTCAGTGACAGCTAACAGGCGCCCGTTGATCGAGAAGTGAGTGCGTCGTTCGCGTTTCGGAGACGCCGCCAAAAGCAGCGGAATGCCTCTTGACGGAGGTTGCAAGATCGGAGGGGCTTCGGGAAGACAGGAATTCGGTGTGCGAAAGGCGGAGAGAGCGGGAGGAGGTGTGCGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGTGGTTGAGAAAGAGAGAGGTTGAGAGACTGGGTAATAGATCAGGGCTTGAACTAATGATCTGGGTCACAAACAGCAGGCGATTGGCCCTTGGCCCGTTGAGACGTAGACCCGTGATTACCCTACCTAGCTTGCTTCCGTCGAATTGCTCTCGTCGACTAGAG769551 1520

M00328:4:000000000-A3DTF:1:1110:10735:10967:1 CGGTTAAAAGAATGTCAAGACGCTCCTGCTCCATTCAGCTTTTGCTTTGTCTGGCCAGAGTCGCACATCTATGTGTGCTTCTGCTTGCATCAGCGAGAATGCCAGCGGCGGTCTACTTCGGTCATGCACTCTTTCAGCACTTGAAAGGCGTCAAGATCGAGATTAGGTTCTTGCGGTGCGCTATATAAGTACACTATTATTATTATTATTATTATTATTATAACTGCTTTAAAGCTGGACACTAAGATGCATTTGGCACTGGGTACAATTTGACCTTGATAAGATCTGCCGCTGCTAGCCAGCCTGGCAGCCATTATTTAGCATCTTTAACCCATTTTGAATATTCGCTCTAGCGAACGAACTCAAAACTCTAGACAGTGGAGGTCGTGCGCCTGGCTCGCTGGCTGCCTCTCCCGCGTCGTCATGGATGCTCCCAGCTGCGGAGAAGGC1936250 3680

M00328:4:000000000-A3DTF:1:1114:12201:17033:1 AAAATATGTTGCTAGGTTGCATATAAGATAGTCGACGCATGGGCGTCTCGAGAAGAGTATACAATTGGCCTCTGTAAGACGCTTAGATAAAAGATTGTTCTCCTGTAGAAATCTCTAAAAGTACCCTTTTCGTTGTCTTTATTATTACAACGTCTTTATGGCGAGCCCTAATCAACTCCGGCTGAGCGTCAGAGAGAGCGAGAGAGGGAGAGAGAGAGAGAGAGAGCGAGAGAGAGAGGGAGCGAGAGTGCCCGCCACTGGGGCGTGAAAAGAACGCACTCGGGACTGGCGCGTTGCTTGGTGTCAGTGAGGGCTCGTCAGCTCGTCAAACGAGGCACGGTAGTGGAAATGCATAGGCGCCCAACTCTTTCTCCCATGAAATAAGCTCGTTTCGAGTGCTCTCCCGTGTGGTTAAATGATCGTGGCGAGAACCCGTCCATGTACTAAAGGG2854549 5401

M00328:4:000000000-A3DTF:1:2108:14726:3714:1 GTTCGAAGGTGTAGCTCGGCATTGAAAAAGCCTTGCAGAGAACTATCTAGATATCAGTTAGCGTACTGACCAGGGATACTTCTAGCCTCGACGATTTAGGTTTTCGGACAGCGACGCTTATCATTGCGGGTAGCGCCCCAAGATAGGGATCTGTCTAAGGGGAAGTTGTAGCTTCTCGAAGGCTCTTGTACATAGGATCAGTTTGGTCACTTGACCAGTGTGTTGTTTGTGTGTGTGTGTGTGTGCGTGTCGTAGGGGACGCCGCGGAAGTCGCGCATGATCGTTCACGAGGAAAATCCCCAAATTCAATAAAATATTGAATTGCTTGTTCCGAGTCCGCTTACGCCAACGAATCCCGACCCTCGTAACGGGAGTTTGACTAGTTCGGCAGCGGCCGAGTCGAGTCTACTCC4377464 8185

M00328:4:000000000-A3DTF:1:1112:3802:15105:1 ACCTAGACCCGTAGGCAGGTTCTTGAAAGTGGAGCGCACTGCAAGCATGCCTGTCTGGTGGTAACTAAGGGCCTGCAAGCAAATCGGTCGGCCAGGCAATCTTTCTCTCTCCCTCTCGCTCTCCCTCTCGCTCTCCCTCTCGCTCTCCCTCTCCCTCTCCCTCTCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTGTGGCAGAAACTGAGCTATCATTCACCAGTTTTATTTCCGCGGCGGGGCTTGCTTTTCGCGAGCCTCACGTCATAGACTTGTGCCAGTGCGCTGCACCTCTTCGACTTAGGCGGAGCACTCTCGCGTGCGAATAGAAGTCCCCATATGCCGTGAGCCGATCAACTCCACCGAACGCACCTGAAGACTGGAATCGCTTCCGAAACTACTC2406187 4538

M00328:4:000000000-A3DTF:1:1108:3258:17286:1 CTCCTCCGACACTGGCTGTCTGATCGTACCACTTACCAAGCTGAAATCTTTTGGTGACCGTGCCTTCGGCTCCTACAGTCCCAATGTTTGGGACTGGCTCCCGACCTACACCAGGAAGGCTCCTGACATGATTTCATTTAAAAGGAAGTTAAAAACCCACCTGCTCCGTTCAGTTATGCTTTGTCTGGTGAAAATCGCGTGTCTATATGTGTGCTTTTTGCCAGCGTCCGCATGCATGCCACTGCTAGATTACTGCGACCATGCTCTCTTGCAGCACTGATAATGCACCTAGTTTGAGCTTGGGATCTTGCAGGGCGCTATAAAAGTGAACTAATATTATTATTATTATTATTATTATTGTTACTATTGCAATGTAACCCATGCTGACCAGTAAACA1594842 3037

M00328:4:000000000-A3DTF:1:2105:15962:25788:1 GTCTTGCAAAACCTCACGTTTGCCCTGATTCGTCTGCCAGATAATTTGCGAGGCGACTAGACGTCACAATGCTGACAGCATCGTGACCAAGCAGGAGCGAATCATCGCATGCTGCTTCTGTCAGCACTTGCAAACTGCCTAGATTGGGTTCAATCAAGGTGCTGTACAAGTAAATTATTATCGATATGTATATATATATATATATCCTAAGACCGGTACTGATCTACAATGTCTCGCGGTAATTACTCAGTAAAACAACCTAGAGGCTAAGCCTCCGCAGGTTAGAGACTGGCAAACGTAATCTTGTCATCAGAATAATTACGATGTATTTACGCGACTAAGTGAACATCGGGATCAAGTTCAACAAAGTGCAAATGCTGCCGGCGACATGACATAAACCAACCCTAGTA3980645 7426

M00328:4:000000000-A3DTF:1:2109:14186:15359:1 GTGCCAAACGACTAAGATGCATGTAAATTTGTGTTACAAGCATTCGGGCATCACTAATTATGAATATAGTTCACTTTGGATCGTGTCAGATTTGTTTAACTACGCTATGTTGGCATTTAATTCATGCAATGACAGCCATATTTGATTACATCATAAAATACTCCTCCCTGGCCGAGTTTGCGGTGGCCCACCTAGGAGAGAGGTAGACAGCTAGCTAGCTAACTTGCTCGATGGATAGAGAGAGATGGAGAGCTAGAGAGAGCGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGATTTGATCAACTATGCTATATTGGCATTTAATTGATGCAATGGCAGCCGTATTTGATTAGATCCTAAAACACTCCTCTTTGGCTGAGTTTGCGGTGGCCCACTTGGGAGAGTAGGCAGCTAGCTAGCTAGCCAGTTAAATGGATAGGG4674583 8692

M00328:4:000000000-A3DTF:1:1113:14112:25151:1 ATGTGTGGTTTTAGCTTGCATCTGCACGCATGCCACTGTTAGATTACTTTAATCAGGCTCTCTTTCAGCACTTGCAAAGCACCTAGTTAGCGATTTGGTTCTCGCAGGGTGCTATACAAGTACACTATTATCATTATTATAGGATGTATCCTATATATGTATATATATATATATATTTAAAAGTGACATGTGATTTGACTCTAACGTTTGCTAAAGCCAAGTTTCTTCATCGTTAATGATTATGGAGTGCTATATGTGCACTGAGTTTGTCAGTCCCTGGTCTGCGTCGGCTTGAGAGCAGTCGCCCACTGGCAATGGTTATTTTTTTGCAGCTGTCGTCAGTCAAGCTGCAGTACCCGGCTGCCAGGCCCCTGGTAATCTGTAGGCTCGGCTGCTATCACTTAGCATTGCCAGAGCTTTCAGAAAAAATTAAACCTCTTCCACTCGTTTTGAACATGGCCACTCCGTCGCCTTGGTGTTTAAGCCAAAGG2733262 5155

M00328:4:000000000-A3DTF:1:2105:11796:9195:1 GTCTACCTGCGAGAAGAGGTGTGTCTACCTGCGAGACGAGGTGTGTCTACCTGCGAGAAGAGGTGTGTCTACCTGCGAGAAGTGGTAGGACTAACTGTGGGAACATGTGCATAACTATCCAGGGAGCACAAGAAAAGAGATGAGCAGAAGCGGACAGTGTAAGCAGACAGTGGACAGACAGAGCCCGCGCAGAACGGGTGAGCGTGCGCCAGTGAGAAACATATAAGATAGATAGATAGATAGATAGATAGATAGATAGATAGATAGATAGATAGATAGATAGATAGATAGATAGTTAGATAGATAGATAGATAGATAGTTAGATAGATATATTCATAAAGTTCAATCGGCCAGTCTTTACCTTCTTCTTAACACGACATGCGGATATGTACCTACACATTCATTCTATAATGAAATTATGCCTTTACTCAGATATGCCTGCGTATACAAAGCCCTACCCTGTATCTAGAGC3819642 7088

M00328:4:000000000-A3DTF:1:2113:17764:17523:1 CTTGCTCAATACGTGTGTTCGTGTGCCACCTCGTCTGTGTGCCCCTCTCTCTGTGCCCCTGCCTGTCCAGACGCAGTCTGTCTCTTGTGTCTCTGTGCCTCTCTTGCTCTCTCTCTCTCTCTCTCTCTCTCCCCTCCCTCTCTCTCTCTCTTTCTCTCTCTCTCGCGCCCTCTCTCTCTCTCTGCCTCACCGACTGTTCCTCTGTCTGTTCTCTCCACTCCTCTCCTCTGTCTCTCTCTCTGTCTGTCTCTCCCTCTCGCTTGTCTCTGTTTCTCTCCATCTTGCTCTCTTTCGCTCTCTCATGCTTGGTCTGGTTGTGCTGACACTGCTCCGTGTAGCACCGACGGTTAAGCACAATTTTAAGCCCAGACAGATATCAGCATGGTTCCTACAGCAGCGGATGGTATACCAG5492385 10113

M00328:4:000000000-A3DTF:1:1102:9698:22524:1 GTCTAGGATACGGTTCAGGGAGGCAGCGGTCAGTCGGGAAGTAATCGGTTCGGAAAGACCCCAATGTCCTTTGGTCGGTCATGTCGTGGAGGTCGGAGTGCGAAAGTGCGTTTGCTGTGCAATCCGATTGTCGGAGATTGGAAAAACCCTGCGCCTAAAAAAAGCAACATATGAATGGAGTCGCACTAGCAAACAGGCAGAGCTTTTGCAATACATGGGGCCATTATTGGACTTAGTGTGGGAGAGAGAGAGAGAGAGAGGGAGAGAGGGGAGAATGAGAGCGTATGCATTAGCAAGTGAAAGGAGACTGAGATAAAGCGAGAGATAAATAAATAGATCCCTAGAAGTTAGGATAGAAAATACGCAGATAGACGGGAAGCCAAAAATAGCACAGGGAAGCTAAGATCACTGTCGAAGTGGTGCTTCGGGTCAATACCTTGGTCCAGCTTAGGGATCCAGGTGCTTGAACCTACGACCCAGGTC404880 834

M00328:4:000000000-A3DTF:1:2103:15665:22482:1 GGTGTAGACATGCCCATGACCACAAACATGGACCACACGATGCAACCTCCTTTGTCAAAGACAGCTGGAATGTAAACCCACACTGTTACATTGCTGCTGCTGCTGCTGCTGCTGCTACAAAAAGGCAGCTGCAGCCCCAGCCTTGAGACCCTGTCTTCTCATCCAACATTCGCGAGACATCCGGATCTCTCAGGTTAGCGTGTTTGAAGCAAGAATAAGCTATAGTTGCATACATGCGGTCTCATCGCCATTTGATGCATCTCCATCTCCGACAGACTGCCTGTGCAGTATGGCCTAGAGACAAGATGGTCTGTAAGTCCCGAGCTAGTAGCCCCATACTGCTCAAAAGAGTAAACCATTGTCGTGGCTGTATGCACCATCACATACACGAGCACTCAAGAGTTTCTACGAACCTCGTGGGTTGCCCCAAGTTCGGTTGCAGCTAGTGCCCGAATTCGAGTACGGCCTTATAT3560302 6643

M00328:4:000000000-A3DTF:1:1101:4883:18177:1 CCTTTGTGCTTACACGTGTTGGTTTGCACGTTAGCATACCATACTAGTTGTTGTTGAAGACGAGTGTCTGCATGTGAGCACCATCCAGTTATCCATATCCAAGTTGCTATCACGAAACCAAAAGTGACTGACATTTCTATGGCTTTCTGCAGTGCTATGCCTGTATGGAAATAACATTTGCCTTAACTGGAAAATGTTTGATTTGCTGATTTGAGTTATGTATTTGTTTCTATCGCTGTCTTCATATTCATTTGAGACGGTGTGTGTGTGTGTGTGTGTGGGGGTGTGTGTATGTGTGTGAGTACGATGCTGCTTACCAGTGCTGTTAGCTACCAAACCAGTCGTACTTGTGTCTCAAGACAGTAATGAAGTTATTTAATTAACGCATGTTGGGTGCCTGTTTTATTGAGCAGAGTCATTGGGACGTACGGTTTGCTTGTGAAGTGAATGGCTCTTGGAC143161 295

M00328:4:000000000-A3DTF:1:2108:11111:6722:1 CTCGAAGGCCGGACATAAGAATGCCGAAGGGGAAACACGCTTAGCTCAGGTGAAGCCAGTCGGAACAATAATAGAAACGAACGCTCAGAGAACGGCAGTTAGAGCGAAGAGCCAGCAAGGTAGTGTGAGAGTTTCAGCGAGAAGCGAAAAGGAGAATGAAGAGAGAGAGAGAGAGAGAGAGAGAGAGAGAAAGAAAGAGAGAGACAGTTAGAAAGAGAGAGAGAGAGTAAACCTTTTACGATACAAAAGATGGATGTAGACACCCTTCATCTCATGAGCACTGCTAGTCAGGCAGGGACAAATGTATGCAAACTACAGGTGCGTGACAGAAGAAGGTCATGCTTCACGGCACATGCACTATATCCATGAGATGCTTGCGTGATGAGCTCGTACAATTCTAATTGAGCTTCGTTGCAACAGAATCCATGATTTTCCTTATTTCGAATCTTTCGCGTGGAGAGTCGACGATTCTCATGAACTGTCGCTGAAAGCAAG4390207 8212

M00328:4:000000000-A3DTF:1:2106:19769:13860:1 CCAGTGTGCTTTGTCCGAAGTAAAAACAAAGAATGGCCACCATTATTGTAAGGAAGCTACCCAGTGATTATTTACAATAAATAGATGTCTCTGAGCAGCTTAGTAATAAGTTCTGCAGTACAGAGAAAGGTAGATAGGTTGCTGAAATTAAATGCAGCCACAAATTCTTGATAAATAAACTTATTGGAATTATATTTTACCTGATACAGAATATTATCACCGTTAGTTTTCTGAGTCATTTTAACTGTAGAAACAGAGACGCAGAGACACACGTGCTCACACACACAGAGACGCTCATGCTCACTCACACACACACACGCACACACACAAACACACACGCACATGCGCGCACACACCCACACACACACACACACACACACACACACACACACACACACACGCACGCGTATGCATGCACACGCAGAACACAAATATACACACGCACGTTCGCATATAGTGTGTGTGCATGTG4066837 7599

M00328:4:000000000-A3DTF:1:1111:4837:17704:1 ATCATACTCTAGTTGGACCACGGACCATCATCGAACCGCTCTCCTGTTATGATATTGATTTCTACCTGTACTATTCTCTGTATGCCTTTATATCGCCCGCAGCCCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCTCCCTTTTTCTTTCTTCTTTTCTCTTTTCCTCCTCCTTTCTCTCCCCTTCCCTCGCTCTCCTTCTCTTTTCTTTTTTCTTCTTTTTTCTTCACTCTCAATTCAGACGTAGATAATGTAATATGGAGGAAGCTCTGTAGTTTGAAAATAAATCAAAGTAACCGTATCTAGCCTCACAGTGCCCACACCGCAAATACAGTCATCTTATCACATGGTTACCAGATAGACTACTACGGCAGATGTTTCCAACTCGCTTGGCCGGAACCTTCGTTACTTGAAGTCGCTGAGTTTTTTGTTACGAGAGCCCTCCGCATTCGTACCACGCCGTCGACCGGATGCATCTAGTG2226704 4217



Characterisation of polymorphic microsatellite loci for the bryozoan Fredericella sultana , the primary host of the causative agent of salmonid proliferative kidney disease

Table 1  Information on 865 primer pairs for microsatellite amplification in Fredericella sultana and Tetracapsuloides bryosalmonae host-parasite system

primer left left_sequence left_tm left_gc left_self_endleft_self_anyleft_hairpin

0 2;21 CGTGAATGTAGTCTGGCACAC 60.014 52.381 0 0 0

0 62;20 TCTCTTTCTTCTTGCACGCG 59.596 50 1.24 1.24 0

0 37;20 TGGTGCAGGGATTTAACGTG 59.224 50 0 0 0

0 0;20 TGCCATGACCATTGTGTCAC 59.509 50 0 5.2 0

0 13;21 GAAGAAACGAGGAGAGTGTGC 59.68 52.381 0 0 0

0 65;22 AGAGAAAGACTGAGAAACACCC 58.425 45.455 0 0 0

0 25;20 GCGTGACGTCGTTTATGGAC 60.358 55 0 1.95 0

0 71;20 GCGCGATGGTCAGCTATTAG 59.668 55 0 9.76 0

0 163;19 GGAGACGGCCACATACAAG 58.675 57.895 0 0 0

0 17;19 GGGCTTGGGAGGAAAGGAG 60.463 63.158 0 0 0

0 35;20 TGGCAGTTTGAGAGGGTTCC 60.659 55 0 0 0

0 120;20 TGGAAGGTTCGTTGTGGGAC 60.94 55 0 0 0

0 90;20 GAGAACTCAACTTCCTGGCG 59.309 55 0 0 0

0 19;20 TCAGGCAGCGTATCGATTTC 58.888 50 0 0 0

0 51;20 CCGTCTCTCCCTCGACATTG 60.644 60 0 0 0

0 2;19 CAGCAACTTCCAGCCCTTG 59.785 57.895 0 0 0

0 120;22 GCATTTCCACATCTCTAGCAGG 59.882 50 0 0 0

0 116;20 AGGAGATGGGAGGAAGGGAC 60.819 60 0 0 0

0 54;20 CGGAAGAACTACAGCAGAGG 58.458 55 0 0 0

0 17;19 GAGCAGGCAGAGACAAAGC 59.568 57.895 0 0 0

0 29;21 TCGTACCTTGCTAACTCCTCG 60.012 52.381 0 0 0

0 224;20 GTGTAAGAGAGAGCGCACAC 59.391 55 2.61 2.61 0

0 31;18 AAACAGGCGGGCAAGGTG 61.664 61.111 0 0 0

0 72;20 AGAGAGCTGACATACGCACG 60.641 55 0 0 0

0 28;22 CTATGACCTAGCTCTCTGTGTG 58.191 50 0 0 0

0 17;20 AGGGAGTTAGAGCCTGAGTG 58.911 55 0 0 0

0 2;20 CTTGACTTCCTGAGCGTCAC 59.315 55 0 0 0

0 132;18 CCTACCAGGCGAGCTCTC 59.616 66.667 0 0.84 0

0 30;20 CTGTGCAGCTTGAGATTGCC 60.573 55 0 0 0

0 6;20 CACTCATCTCTTGCACGTCC 59.384 55 0 0 0

0 64;20 CTTGACGGCTTGACTGCTTG 60.5 55 0 0 0

0 18;19 TCGAAGTTGACAGCTCCGC 61.11 57.895 0 0 0
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0 109;20 TTTCTGTGGCGTTCATGTCC 59.514 50 0 0 0

0 0;19 GGCTCGAACACTACCGGTC 60.89 63.158 0 7.34 0

0 26;20 CTTGACGGCTTGACTGCTTG 60.5 55 0 0 0

0 18;19 CGCACACACACTGGTATGC 60.231 57.895 0 0 0

0 75;22 AGAGGAGAATGTGCATAAACGC 59.818 45.455 0 0 0

0 19;20 AGGATTTATGTCTGCCCTGC 58.41 50 0 0 0

0 25;20 CGAACTTTGGCTCTCGACTC 59.391 55 0 0 0

0 16;20 AGTGACAGACAGGTGACAGG 59.719 55 0 0 0

0 0;22 TCGTATGTGTGCCAAGAAGTTG 59.949 45.455 0 0 0

0 3;19 CAATAACCCACAGCCACGC 60.232 57.895 0 0 0

0 4;21 GACACAGGCAGAGGGATAATG 58.916 52.381 0 0 0

0 28;20 TCAGACTTGTCGGGAGCTTC 60.152 55 0 0 0

0 34;19 CAACCGAGTGACAAGCGAG 59.58 57.895 0 0 0

0 185;20 GAGTGAGTGAATGCGAGACC 59.104 55 0 0 0

0 41;20 GTTACAGGTGCGTGTCATCG 60.015 55 0 0 0

0 11;21 AGCATATTCGTGACGTAGCAC 59.281 47.619 0 7.55 0

0 125;19 ACAATCGCGCACAAGTACG 59.943 52.632 0 0 0

0 44;20 AGACTGAGTTCTTGCAGGGC 60.726 55 0 0 0

0 16;20 CGCAAGGTGAACAGAAGAGG 59.591 55 0 0 0

0 98;20 CTGCTCAATCTCTCTGCAGC 59.45 55 0 6.16 0

0 115;20 CAAGCTGTTGTGGCCACTAG 59.87 55 18.86 24.03 0

0 67;20 TTCTGTTGGCCTGATACCGG 60.511 55 0 0 0

0 1;18 TGCAGAGCGGACAAGAAG 58.055 55.556 0 0 0

0 305;20 GAGCGAATGAGTGAGCAACC 60.013 55 0 0 0

0 14;19 GGGTAGGAGGGTGGAGAGG 60.852 68.421 0 0 0

0 51;20 GCGCCTAGTTCGAGATTGAG 59.251 55 0 2.73 0

0 36;20 CGTCCACTATTCCGACATGC 59.526 55 0 0 0

0 5;20 GCGCCTAGTTCGAGATTGAG 59.251 55 0 2.73 0

0 29;20 ACGGAACCAGAGCAGAGTAG 59.579 55 0 0 0

0 15;20 TATGCAGCCACAGTAATGCC 59.077 50 0 0 0

0 35;20 GGTGTGAAGTAAGTCCGGAC 58.669 55 23.6 23.6 0

0 59;20 CTTACCGGGTAAATGGCGTC 59.45 55 0 0 0

0 91;20 CTGCAGCCTCTTCACCATTG 59.94 55 0 0 0

0 54;20 AGTGCGAGTCTGAGCTAGTG 59.94 55 0 0 0

0 5;20 AAGGTGCGTGCATAATTGTG 58.107 45 0 0 0

0 93;21 GCGCTTCTTATCCACCTTTCC 60.08 52.381 0 0 0

0 64;20 CTGGATTCGATGCACTACCC 58.877 55 0 0 0

0 69;20 AGAGTCGGGAAAGAAGGCAG 60.152 55 0 0 0

0 43;20 GCGCCTAGTTCGAGATTGAG 59.251 55 0 2.73 0

0 3;20 TAAAGTTGTGACAGACGCCG 59.244 50 0 0 0

0 3;21 CATAGACAGAAAGACAGGCGC 59.814 52.381 0 0 0

0 112;20 AGATGAGGCACGACAGACAG 60.223 55 0 0 0

0 91;20 AAACACATACATGCTCGCGC 60.637 50 0 0 0

0 78;20 TTGCTTGTCAACCACGTTCC 60.011 50 0 0 0

0 44;22 ACAGCCTCATTTATATAGCGGC 59.162 45.455 0 0 0

0 24;18 GAGAGGGAGGCGAGGAAC 59.533 66.667 0 0 0

0 5;21 GTCTGTCTCTCTGCCAGAATG 58.861 52.381 0 0 0



0 51;20 TGAACTGGCAAATTGTCCGG 59.796 50 4.1 4.1 0

0 10;20 TATTATTAGGGTGGCCGCGG 60.439 55 20.7 20.7 0

0 0;18 CTGTGGACGTACGTGTGC 59.181 61.111 2.41 11.07 0

0 5;20 AGATTGAGTTCTCGCAGGGC 60.865 55 0 0 0

0 114;20 AACCTCCTGAGCAGAAGAGC 60.151 55 0 0 0

0 34;20 AATCTTGAAGGACCACACGC 59.227 50 0 0 0

0 34;21 GCCCTAACGGTAACTTTGGTC 59.674 52.381 0 0 0

0 77;20 GCGCCTAGTTCGAGATTGAG 59.251 55 0 2.73 0

0 16;21 CGTGGCGAGCTATACAAGTAG 59.086 52.381 0 0 0

0 8;20 GCGCCTAGTTCGAGATTGAG 59.251 55 0 2.73 0

0 252;20 CCTGCGATGCCCTTAAACTG 60.011 55 0 0 0

0 56;22 GCATTGACTGGAGTTAGTTTGG 58.329 45.455 0 0 0

0 2;21 TCCGGATTGTGCGGTAAATTG 60.012 47.619 0 6.19 0

0 129;20 ACACATTCCAAAGAGCTGCG 59.87 50 0 0 0

0 6;21 AGGCATGGATAGAATTGTGCG 59.534 47.619 0 0 0

0 42;21 TCTGTTTCGTATCCCAAGTGG 58.432 47.619 0 0 0

0 4;18 TGTACCGTCGCGTCGTTC 60.842 61.111 2.24 10 0

0 33;19 GTGAGTGTGCATGCTGAGG 59.569 57.895 0 17.41 0

0 13;20 GCGCCTGATTATACTGCAGG 59.591 55 2.77 16.97 0

0 36;20 CTTGACCAGTGCGTTTCGTG 60.771 55 0 0 0

0 23;20 TCATTGACGTTTCGCCAGAC 59.594 50 0 0 0

0 22;20 TATCCGTTGTTGTTTCGCCC 59.588 50 0 0 0

0 1;20 CTCTAGGCTAGCGACAGGTG 60.082 60 0 0 0

0 6;18 GCCCACTACGGTTGCCTG 61.487 66.667 0 0 0

0 59;21 ACGCCGTGTATGTGCATATTG 60.147 47.619 0 0 0

0 79;20 GCGCCTAGTTCGAGATTGAG 59.251 55 0 2.73 0

0 329;20 TGCCATTCATTAAGCTCGCG 60.083 50 0 0 0

0 40;20 TACTCGCGCTTGTTTGCATG 60.568 50 0 4.1 0

0 79;20 AAAGTGCTTATCCGACGTGC 59.663 50 0 0 0

0 3;20 GTAGGACTTGCGGCAGAGAG 60.925 60 4.66 12.25 0

0 52;18 GCTTGCCATCGGTGTCAC 59.857 61.111 0 0 0

0 67;20 GCCCTCTCATTTGTCAGCAG 59.656 55 0 0 0

0 5;19 TCGCTTTGTCGTGTGCATG 60.158 52.632 0 0 0

0 9;20 GAGCTGGAGACTCGAGGAAC 60.293 60 0 11.22 0

0 35;20 AGGCCACTATGCAAGCAAAC 59.866 50 0 2.76 0

0 46;19 CACCAGCGAACACACTCTC 59.209 57.895 0 0 0

0 22;22 CACTCAACCTCTTCCTCTCTTG 58.837 50 0 0 0

0 38;20 CACACACATTCGTCCGACTG 59.946 55 1.55 1.55 0

0 7;22 AGTGCCTTGATTTGAGATTGGG 59.678 45.455 0 0 0

0 21;20 ATTAGAGATTCAGTGCGCGC 59.525 50 24.02 24.02 0

0 194;20 AGGTCAAATTGCAGCCGAAC 60.152 50 0 0 0

0 3;18 GAAGACCGAGTGAGTGCG 58.564 61.111 0 0 0

0 53;20 TGTGCATTTGAAACCCACAC 58.157 45 0.62 7.59 0

0 31;20 TCGATTTGTTGTCAGCCGTG 59.873 50 0 0 0

0 154;20 ATTGGATTGTTCGACGCTGC 60.292 50 0 0 0

0 33;20 CCCGCTTAGAAACGGTGTTG 60.222 55 0 0 0

0 65;22 GACAGATGAATAGATGGACGGG 58.84 50 0 0 0



0 85;20 GCGCCTAGTTCGAGATTGAG 59.251 55 0 2.73 0

0 43;21 CATGTCTAGCTCGTATTGGCG 59.684 52.381 0 0 0

0 43;20 AAGCACTTCTCTGTAGCGAC 58.388 50 0 0 0

0 136;20 TGCCTATATGTGTACACGCC 58.23 50 0.21 13.88 0

0 95;20 GGGTATGCACATAGGGAGGG 60.078 60 0 0 0

0 143;20 TCAGTCGCTCCTTTCCTCTG 59.866 55 0 0 0

0 187;20 CGTCTGAAAGAGGCCTGAAG 59.025 55 0 0 0

0 19;20 ACAGCAAACGGAGAGACAGC 61.351 55 0 0 0

0 35;22 GCCATTAGTGAACTAGAGAGCG 59.373 50 0 0 0

0 8;20 CAAGGGAGTGGGACGAAAGG 61.081 60 0 0 0

0 20;19 CCTCCATCGCTTCCCAAGG 60.909 63.158 0 0 0

0 19;20 ATCAACCAAATCAAGGCCGG 59.576 50 0 0 0

0 110;20 CTGCAGGGAAGTTACACGAG 59.027 55 0 2.22 0

0 2;18 GCACAGACGCATGCAAGC 61.221 61.111 0 4.41 0

0 60;20 TAGCTGCGGAGACCACTAAG 59.652 55 0 0 0

0 8;20 GCTTGAGGTATGCGTGCAAG 60.638 55 5.37 5.37 0

0 80;20 AAGCTGTGCCTACCTCATCC 60.224 55 0 0 0

0 23;21 CACGAAATGACAGCCGGATAC 60.148 52.381 0 0 0

0 6;21 ATACATACACAGGGCACATCC 58.276 47.619 0 0 0

0 26;20 CAGGCTCTGGTTCCATGTAC 58.723 55 0 0 0

0 31;20 ATGGACGGATGGATGAGCTC 60.079 55 3.53 3.53 0

0 48;21 CCTTTCTAATCGGTGCTACGC 59.882 52.381 0 0 0

0 8;22 CTTTGCTACGTGACGATTGAAC 59.012 45.455 0 0 0

0 93;20 ATGCTGCCTCTGAAGACGAG 60.578 55 0 0 0

0 9;22 AGTGTCTCATTTACCATCTCGC 58.972 45.455 0 0 0

0 38;20 ATCTCCCATGAAACTGGCCC 60.518 55 0 0 0

0 2;21 CATGTACTGCTCGGGTCTAAC 58.937 52.381 0 0 0

0 96;20 ACAATCCGTTAAAGCTGCCG 59.941 50 0 0 0

0 0;20 GCGCCTAGTTCGAGATTGAG 59.251 55 0 2.73 0

0 32;20 GCGCCTAGTTCGAGATTGAG 59.251 55 0 2.73 0

0 25;20 ATCTGGCAAACGTTCAGCTG 59.87 50 6.96 11.52 0

0 90;19 TTCCACTCACAGACCCGTG 60.007 57.895 0 0 0

0 62;21 CGTCCATAGCACTGAAGACAC 59.48 52.381 0 0 0

0 242;20 AATAGACGAGTGAGACGCCG 60.362 55 0 0 0

0 0;20 AGGTAATGTGGGTGGGAGAG 59.193 55 0 0 0

0 37;20 CTTTGCACCGATCCTTCAGC 60.292 55 0 0 0

0 61;20 TTTCTTGCTCTCTGTTGCCC 59.148 50 0 0 0

0 23;20 AGATCGACGTTGGGTTCTCG 60.573 55 0 0 0

0 99;18 AAAGGGAGGGCGAGCAAG 60.403 61.111 0 0 0

0 32;20 GTGAAGCCCAGTTGACGAAG 59.872 55 0 0 0

0 12;20 TCTAGCCGAGCCCAGACTAG 60.944 60 0 0 0

0 55;20 ATTGTTTGTGAGGACGTGCG 60.153 50 0 0 0

0 31;20 GGAGGAATACAGGACGGGAG 59.72 60 0 0 0

0 71;20 ACACATGTAGAGAGACCGGC 59.938 55 0 0 0

0 59;20 GGGTGACGATGAGAGTGAGG 60.294 60 0 0 0

0 5;20 ATTGTTGTAGACGGAGGGCG 60.861 55 0 0 0

0 65;20 TCGTCCCGTAATTCTCCAGC 60.294 55 0 0 0



0 21;20 CATCCGCTCACTGTGACAAG 59.664 55 0.81 6.61 0

0 175;20 AGATTGGGTTCTCACAGGGC 60.442 55 0 0 0

0 96;20 TTTGCAAGCCTGTACGATGC 60.223 50 1.1 1.1 0

0 37;20 TCCTTCTCATCTGGCCCATC 59.639 55 0 0 0

0 3;20 TAAGCGAGACGACCTTGACC 60.223 55 0 0 0

0 72;20 AGCGAGTGAGTGGAGTTAGC 60.223 55 0 0 0

0 51;20 CGCTACCACTATCTCTCGCC 60.502 60 0 0 0

0 181;21 GCGAGCAAGAACGTTATGAAG 58.703 47.619 0 4.2 0

0 35;20 TCAGCCATTATCGATCCGGC 60.791 55 15.44 15.44 0

0 76;20 GGCTTTGTGGAGTTGGGAAC 60.081 55 0 0 0

0 74;20 TCGTCGCCTGCTTCTTTCTC 61.132 55 0 0 0

0 27;20 CAACTGATCAGACCCACCCG 61.146 60 0.7 25.48 0

0 7;20 TCACTGCGTTGGTCCTCTTC 60.72 55 0 0 0

0 66;20 GCTCATACCGGTAGAAACGC 59.528 55 2.67 8.11 0

0 5;19 GGGCCACATCGACTCACTC 60.898 63.158 0 0 0

0 23;19 CTCTCGTGGCACTGGTACG 60.887 63.158 0 0 0

0 118;22 AATCATTTCGCCAAGCTAACTG 58.393 40.909 0 0 0

0 181;20 AAATGGTTCTCACAGCGCAC 60.152 50 0 9.33 0

0 107;20 CGTAGTGGACAAGTTTGGGC 59.871 55 0 0 0

0 0;20 CCATTGATCGCTGCCAAATC 58.61 50 0 0 0

0 7;19 GCAATCGAGGAACCGCAAG 60.304 57.895 0 0 0

0 30;22 GCGGTTGATTTAGAGGATTTCG 58.547 45.455 0 0 0

0 29;21 CCACTAACCACAACTGTAGGC 59.332 52.381 0 0 0

0 131;22 AATCATTTCGCCAAGCTAACTG 58.393 40.909 0 0 0

0 46;21 TTCGAACCTAAGCCGTAGTTC 58.527 47.619 0 0 0

0 36;18 CTCGTTCGCTTGCTCTCG 59.341 61.111 0 0 0

0 106;20 CACACTTAAGCTGAGCGACG 60.016 55 0 0 0

0 12;20 GGCTGCAGAAAGTCACTACG 59.665 55 0 0 0

0 12;20 ATGTGCGTGCATGTTCTCTC 59.661 50 0 3.2 0

0 6;20 TCCTGTCTGACTCATTCGGC 60.223 55 0 0 0

0 89;20 TTGCGCTGTATCTTGTGTGC 60.222 50 0 7.66 0

0 14;20 CCGACCTGATGAGCCAAAGG 61.501 60 2.25 2.25 0

0 82;21 GGCATTGCACGAAATTGTCTC 59.484 47.619 0 8.53 0

0 52;20 TTGACTCGCCATCTTTCCTC 58.366 50 0 0 0

0 36;20 TTTGTACACACCTGAGCACG 59.166 50 0 0 0

0 69;19 CTGCATGCCTGGCTTTCTC 59.935 57.895 0 4.42 0

0 21;19 GGCTGTTTGTCGCTGTCTG 60.158 57.895 0 0 0

0 25;20 TAGCCCAGTGAGTCGAGAAC 59.58 55 0 0 0

0 3;20 CAGTACAGCCTGGAACCTTG 58.939 55 0 0 0

0 173;20 CCATGCATGCTTCTCTGTCC 59.727 55 0 17.79 0

0 12;21 GTACACCAAAGAGAGTGCGTG 59.948 52.381 0 0 0

0 34;20 CCGCGCTCTTTCCTATTTCG 60.153 55 0 3.47 0

0 140;20 GAGTTTCAGCGGGCGTATTG 60.361 55 0 0 0

0 109;20 CCATGTCGAAGCCATGAACC 60.011 55 0 9.61 0

0 24;20 AAGGGAATGCTTTGCTTGGG 59.789 50 0 0 0

0 78;20 GAAGAGACAGAAACACGGCC 59.592 55 0 0 0

0 25;20 ATTGCCGACAGAGGATGATG 58.504 50 0 0 0



0 171;20 TTGACAAATGACAGCGGCAG 60.152 50 0 0 0

0 83;22 GTTTGCACGGCCGAATAAATAC 59.637 45.455 7.26 20.01 0

0 70;20 CAGAGACCAAGCTGCAATCG 60.013 55 0 0 0

0 3;20 GGACATCCCTTGACGACTCC 60.579 60 0 0 0

0 94;20 CCGAGGTATGCTGCATCTTC 59.237 55 7.1 10.78 0

0 21;20 CCAGAGCCATTGAAGGTTGC 60.223 55 0 0 0

0 19;20 CGAATGCCTCACTATGTCCG 59.245 55 0 0 0

0 1;20 GTGAGCAGCTGGATTGTACG 59.735 55 0 0 0

0 0;18 GAGTGGAAGGGAGGGAGG 58.706 66.667 0 0 0

0 17;21 CGTGCACATGTGGGAAGTATG 60.348 52.381 0 22.97 0

0 351;20 AGAGTGAAGAAGGTGGGCTC 59.788 55 0 0 0

0 8;20 TCATGCACCTTCGCTGAAAG 59.587 50 0 0 0

0 0;18 GACAGAGGCAGCAACACC 59.075 61.111 0 0 0

0 24;20 TGACTAACCACTAGCCAGCG 60.223 55 0 0 0

0 36;18 TTTGTGACCCGACGCAGC 61.703 61.111 0 0 0

0 5;20 AACGCATGGTGTGACAAAGG 60.081 50 0 0 0

0 83;20 GCAGAGAACAACCAGCAGAC 59.872 55 0 0 0

0 32;20 CGCAGACCGTTATACAAGCG 60.153 55 0 0 0

0 27;20 AAGAGCTCGGGAAGGCATAG 60.007 55 0 5.28 0

0 54;20 TGGGTTTATGAGGGCGAAGG 60.514 55 0 0 0

0 36;20 CTGGCCAGCTCTGATGATTC 59.156 55 0 17.84 0

0 9;19 CATGTGTGCCTGTATGCCC 59.637 57.895 0 0 0

0 33;22 TCCCACATTACATAGAACGGTG 58.633 45.455 0 0 0

0 101;20 AGTAAAGGCAAGGGTACGCC 60.798 55 0 0.03 0

0 58;21 CGGACTGCTTCTATTGCTCAC 59.814 52.381 0 0 0

0 2;20 CTGTGTGCCCATCAGTTGAC 59.87 55 0 0 0

0 7;19 GCTCGGCAGGCAATGATTG 60.671 57.895 0 0 0

0 37;21 CCAGTTCTGTTACTTCACGGG 59.337 52.381 0 0 0

0 18;20 GCTGGATGTTTGCCTGGATG 60.294 55 0 0 0

0 7;19 GCGCTCTACAAATGCTGGG 60.012 57.895 0 0 0

0 106;20 AGCATGCTGAGTAGGGAAGG 59.933 55 0 16.97 0

0 1;20 CTCCCTCCCGTCCTTTCATC 60.295 60 0 0 0

0 8;18 GCGACCATGCTTCTCGAG 59.022 61.111 2.6 2.6 0

0 79;22 TCTGTCAAGACGATCAAGAACG 59.182 45.455 0 0 0

0 12;20 TCTCAGCTTACGGTTCCTCG 59.94 55 0 0 0

0 123;20 AGATCAACTACCGAGACCGC 60.01 55 0 0 0

0 159;20 GACAGGGAGAGAATCGGGAC 60.009 60 0 0 0

0 0;20 CCGATTATGGCACCAAGACG 59.803 55 2.7 2.7 0

0 7;22 AGCTCGGTATTCAAGTAGTGTC 58.385 45.455 0 0 0

0 26;20 CACAGCTGCTTCGCTCTATG 59.806 55 0 12.01 0

0 116;20 ACGCGTAGAACCAGAAATGC 59.663 50 0 8.95 0

0 89;19 TTGAAGCCGCATACCCGTG 61.488 57.895 0 0 0

0 32;20 GTATGTCCGTCCCGTTATCG 58.692 55 0 0 0

0 93;18 CGAGACTCCGCATCTCCG 60.393 66.667 0 0 0

0 113;20 CCGATGTAACGTCAACCCAG 59.383 55 0 0 0

0 17;20 GTGTTCGTGCATGAGTGTCC 60.222 55 0 1.2 0

0 114;20 GACAGACAGGAATGTGCGTG 59.944 55 0 0 0



0 25;19 CGTCTCTGTCGTCTGTCCG 60.59 63.158 0 0 0

0 99;19 ACGCGCGTGTAAATTTGTG 58.651 47.368 0 32.31 0

0 6;21 CACACTTGCATGCATATACGC 59.091 47.619 0 3.96 0

0 60;22 CCTGCAGTGAATGATAGCTTCG 60.207 50 0 10.84 0

0 95;20 ACAAGAATGGCGTCAACTGG 59.513 50 0 0.25 0

0 125;20 GTGTGACCCAGATTTCAGCC 59.583 55 0 0 0

0 187;20 CTTTCTGCTGTGTCTGCCTG 59.871 55 0 0 0

0 74;20 CGTGACCAGCCAGTTTCTTC 59.872 55 0 0 0

0 87;21 AGCACTCCAAGGTTAGGTAGC 60.215 52.381 0 0 0

0 117;20 GGGTCTTGTGGCAAATGGTC 60.152 55 0 0 0

0 1;20 CATCATCCTGGGCATCACAG 59.15 55 0 0 0

0 10;21 AGCTCCTCATTGTGTTTCCTC 58.7 47.619 0 0 0

0 8;20 GGTTGCTGTACGAGTGACAC 59.597 55 0 0.96 0

0 204;20 GTCATCGGCAGCGACTTATG 59.876 55 0 0 0

0 1;19 ATGCGCACTCACAACCATG 59.863 52.632 0 10.99 0

0 212;20 TGTGAGAGACAGTCGCTAGC 59.941 55 0.76 0.76 0

0 75;20 CCCGGTTGTTCTGTGATTCC 59.585 55 0 0 0

0 25;20 TGATGACAGGTGAGGCATCG 60.579 55 0 3.84 0

0 38;20 TGTGTGCATGCGGGTATTTC 59.94 50 0 0 0

0 69;21 GGTCCTATTTCCACAGCAACG 60.012 52.381 0 0 0

0 81;20 ACCGGGACAGCTCATCATAC 60.008 55 0 4.15 0

0 4;20 AGAGGAAGGAAGTGCTGTCG 60.152 55 0 0 0

0 159;20 ATAGTCGATCGAGATGGCGG 59.941 55 0 11.43 0

0 67;20 AGGAGTGCAGAGGAGAATGG 59.568 55 0 0 0

0 154;20 GTCCATCTGCCGAATTCCAC 59.729 55 0 0 0

0 17;21 ACAGATCAGACACATGCATGC 59.74 47.619 6.51 22.71 0

0 133;20 CCCACTGTCCTGACTTCTCC 60.152 60 0 0 0

0 20;20 TATGTGACCGGATGCAAACC 59.009 50 0.4 0.4 0

0 63;20 TTGCCCTTCATGGTTTCTGC 59.792 50 0 0 0

0 57;20 AGCGCCTAGTTCGAGATTGG 60.647 55 0 2.73 0

0 249;20 ACACATGCTGCCACTTGAAC 60.081 50 0 0 0

0 42;20 TGACCTAGACTCGCCATTGC 60.579 55 0 0 0

0 11;19 AGCAGAGGAGTGGAGGGAC 61.079 63.158 0 0 0

0 4;20 GAAACCAGGCTGCACAAACC 60.998 55 0 0 0

0 10;20 CTGTTGGTGGTGTACGCTTG 60.153 55 0 3.49 0

0 137;20 TCAGTCGCTCATCTGCTAGC 60.364 55 4.81 4.81 0

0 48;20 TATTGCTTGCTTTCGGGTGC 60.223 50 0 0 0

0 37;20 GGTTCTTTAATTGGCCACGC 58.749 50 0 0 0

0 42;20 GCGCCTAGTTCGAGATTGAG 59.251 55 0 2.73 0

0 9;20 TCGGCAGCTCAAATTCTCTG 59.018 50 0 0 0

0 157;19 GGTTCGGGTCAACTGCTTG 59.79 57.895 0 0 0

0 78;20 CCGTTGCAGAGTTCATGAGC 60.292 55 0 0 0

0 98;20 CTGCGCATTCACTACGTCTG 60.084 55 0 10.11 0

0 63;20 TGTGTGCACGTTGGTATTCG 59.874 50 0 0 0

0 37;21 CTTACGTCCTTGATTGCCCAC 60.012 52.381 0 0 0

0 3;20 AGAACCCGATCATGGAGCAG 60.296 55 0 0 0

0 149;20 TACACTATCCGCTTCGTCGG 60.082 55 4.12 4.12 0



0 33;20 AGCATTGTGAACCGTGAGTC 59.234 50 0 0 0

0 31;20 ACCATGTTCTTTCGCAGCAC 60.152 50 0 0 0

0 168;20 CTCCCTTCCAACTCCAGTCC 60.151 60 0 0 0

0 41;20 ATGACGAGACCAATGTGAGG 58.074 50 0 0 0

0 28;20 TCAGCGCGTTGGAGAAATTC 59.943 50 0 19.23 0

0 124;20 CATCTTTGCCGAACCTCCAC 59.941 55 0 0 0

0 98;20 ATAGACGCGCGATTTCAACG 60.153 50 0 14.76 0

0 68;20 ACACATAAAGACGGAGAGCG 58.462 50 0 0 0

0 8;20 TTCTTCCCTTCTGCCGACTC 60.152 55 0 0 0

0 64;20 CAAACCTTGGGCGTAGATGC 60.293 55 0 0 0

0 141;20 CCGGCAGCCTTATGTTTACG 60.083 55 0 7.41 0

0 72;22 AGAGACGTAGATGTACCGAGAG 59.038 50 0 0 0

0 158;21 CCTTTCGGTTCCTTCTCCTTG 59.33 52.381 0 0 0

0 33;20 GGAGTCCAAGCAATTCCGTG 59.941 55 0 0.31 0

0 31;20 CAGTATGTAGCATGGCCGTG 59.521 55 17.37 17.37 0

0 62;20 AGACTGAAAGACGGACCGAG 59.868 55 0 5 0

0 45;21 GTGAGCCAGACAGTCATTGAG 59.405 52.381 0 0 0

0 208;20 GCAACATAGCCGCACGTTAG 60.702 55 0 0 0

0 44;20 TAGTGAAGAGGGTCGTGCAG 59.866 55 0 0 0

0 24;20 TGCTGACATCCACCTAGCAC 60.51 55 0 0 0

0 12;20 TCCTGCTGATACCGACATTG 58.15 50 0 0 0

0 189;20 CGAGGTTTGAACTGCGGAAC 60.499 55 0 0 0

0 6;20 GGCCGCGAGTGTATATATGC 59.457 55 0 0 0

0 63;20 AATTCCACCGCCATGTTCTG 59.58 50 0 0 0

0 15;20 ATTCACACAAATACGCGGGC 60.293 50 0 0 0

0 7;20 CACATGCACACACAAGCTGG 61.059 55 0 0 0

0 22;20 GCGTGCGTAGTAAAGATGGG 59.806 55 0 0 0

0 32;20 GCTTGCACGCTCGTAGTTAC 60.358 55 0 4.02 0

0 16;20 CATCCTCCCTCGTCTACCAC 59.723 60 0 0 0

0 13;20 GACTTGTTCATAGACGCGGC 60.084 55 0 0 0

0 48;22 TCTCACTTCCTCACATAACTGC 58.569 45.455 0 0 0

0 45;20 CCATTCATGTCCTCTCACGC 59.449 55 0 0 0

0 14;21 CGACACTGGATTGATTAGCCC 59.539 52.381 0 0 0

0 59;20 AGAGATGGAAAGACGGAGGC 59.935 55 0 0 0

0 142;20 CTTCCGAGGCTACTGAGGTC 60.01 60 0 0 0

0 78;20 AAAGTTTGCCGTCTAGCTGC 59.87 50 0 0 0

0 30;20 TTGACTGCAGACAAGCCAGC 61.923 55 0.43 21.13 0

0 1;20 CCCACGTGCTGCATATTTGG 60.644 55 8.32 8.32 0

0 0;18 GGATTGGCAGCGTTGACC 59.855 61.111 2.13 2.13 0

0 57;20 TAACATCCAGGTCCTGTCCG 59.573 55 0 3.83 0

0 1;20 GCTAACCCTGAGCTAGCTGG 60.651 60 11.31 15.05 0

0 159;20 CCTGTAGGCTAGTGGGTGTC 59.936 60 0 1.4 0

0 193;20 TAGGAGACGGGTGTATGGTG 58.993 55 0 0 0

0 190;20 AACGTATGCTGCAAGGGTTG 59.869 50 0 0.4 0

0 13;18 AGGGTGACGGATGTGCTG 60.085 61.111 0 0 0

0 32;18 TGACACACAGGCGCAGAG 60.708 61.111 0 0 0

0 191;20 TATCCTCTTCGTCTGCAGCG 60.363 55 16.32 16.32 0



0 199;20 GCTCACCACAGACGATCAAC 59.665 55 0 0 0

0 5;19 GTCCTCACGTACACACCCG 60.816 63.158 0 0 0

0 2;18 GCACGCGTTCCATGACTG 60.24 61.111 0 0 0

0 126;20 CAGCCGAGAGAGCATTGAAG 59.452 55 0 0 0

0 39;20 ATATGTAGGTGGGAGCAGGG 59.044 55 0 0 0

0 125;20 GTAGTATCCCTGCCGTGGTC 60.365 60 0 0 0

0 0;19 CTACTGTAGTGTGCCCAGC 58.299 57.895 0 3.06 0

0 2;20 ATTACGACTGCCTACTCGCC 60.364 55 0 0 0

0 10;20 CCGCTGTCTTCATCTCAGTC 58.82 55 0 0 0

0 27;22 CGTCTCACTCTCGCGTTAATTC 60.206 50 0 0 0

0 107;20 TCAGTTTCACCCGTTTGCAC 60.011 50 0 0 0

0 87;20 ATTCGTGACTTCCCGCCTAG 60.294 55 0 0 0

0 36;20 ATGAGTGTCAGCATTGCAGC 59.94 50 0 0 0

0 29;21 GCACACAACGACATAATTGCC 59.486 47.619 0 0 0

0 21;20 AAAGAGACGCAAACAGGGAG 58.868 50 0 0 0

0 61;20 AGAAGGCGAGAGATGACTGC 60.294 55 0 0 0

0 17;20 ACGAATTTAGCTGGTCTGCC 59.013 50 0 0 0

0 71;22 TCCAAGTATAAAGAACCACGGC 59.161 45.455 0 0 0

0 23;22 TGTAGGACTAGTTCTGCAAAGG 58.23 45.455 0 14.05 0

0 36;20 AATTCCTGTGTGTTCGCCAG 59.513 50 0 0 0

0 204;20 TGATCTATACGTCGGCAGCG 60.501 55 0 0 0

0 147;20 TTTGCTTCTTCGGAGTGACG 59.242 50 0 0 0

0 76;20 TATGCTGCTGTGTACCGTCG 60.921 55 0 0 0

0 0;20 ACCGTAACCTCCACCTCAAG 59.79 55 0 0 0

0 68;20 GAAAGACCTGTGCACACGAG 59.874 55 1.27 7.5 0

0 135;20 TTGTCATCCTCGCTCTCCAC 60.223 55 0 0 0

0 66;22 ACGAGCACAATGTCTACAAAGC 60.271 45.455 0 0 0

0 10;20 TGTCGTTCGTTGTAGCAAGC 59.876 50 0 0 0

0 9;22 AGAGGTAGGTAGAAACGCAGAG 59.748 50 0 0 0

0 95;20 GTGCACCGTTTGAGTCTGTC 60.153 55 0 1.78 0

0 26;20 TAGAGCGGTCAGGAATTCGG 60.009 55 0 15.29 0

0 17;20 TTTCCTCCTGCCCTTCTCTG 59.786 55 0 0 0

0 1;20 CCGGTATGATGTTCGTTGGC 60.083 55 0 0 0

0 1;20 AATAGTTACCCATCCGCCGC 61.007 55 0 0 0

0 0;20 CTACACGACCTAGTCTGGCC 60.01 60 0 0 0

0 117;21 GGCAGACAGAGGAACGAAATG 60.013 52.381 0 0 0

0 2;22 AGGATATTGTTGACGGCCTTAG 58.694 45.455 0 0 0

0 35;20 ATTCCTCGACTGCAACCTCG 60.859 55 0 0 0

0 2;20 ACAGCCGTTTGTTGCGTTAC 60.707 50 0 0 0

0 5;20 AGTGCATATCGACTCTCCCG 59.797 55 0 0 0

0 13;19 CATGCTGCCAAGACGTTCC 60.231 57.895 0 0 0

0 38;20 CTCTAATCGGATTGGCGAGC 59.315 55 0 7.95 0

0 117;20 CACTGCCAGATATCCAACGC 59.802 55 0 0 0

0 18;20 GCTCATGCGTCTTGACACTC 60.014 55 0 0 0

0 114;18 CCCTCTGTGCTCTGCTGG 60.479 66.667 0 0 0

0 4;20 TCGTCCGGCCACTCATTAAG 60.578 55 0 0 0

0 59;20 CATCTCTTAACAGCTCGCGC 60.153 55 0 0 0



0 34;20 TCGTCAACCTGAACCTAGCC 60.152 55 0 0 0

0 41;20 CTTACAAATCGACCGGCCAC 60.013 55 0 0 0

0 115;20 ACCCGTGTTTCCGTTTCTTC 59.445 50 0 0 0

0 42;21 GGTGCAGAAGAGAAAGATCGC 60.081 52.381 0 0 0

0 44;20 GGTGCTGTCGTTTCTTCTCG 59.946 55 0 0 0

0 185;20 ACACTATCCTCTTCGTCGGC 60.01 55 0 0 0

0 135;20 CGGTTTCTCGCAGGTCATTC 60.014 55 0 0 0

0 104;20 GTATGCAGCCAATGAGCTCG 60.153 55 0 6.65 0

0 22;20 CATTGGCAGTGGAGGACAAG 59.582 55 0 0 0

0 5;18 TGCCTGTCCGCTTGTCTG 60.712 61.111 0 0 0

0 2;22 TCAGCATAGTGAACCTTTCGAC 59.17 45.455 0 0 0

0 17;22 CCTAGTTGTCAATTTGCTACGG 58.149 45.455 0 0 0

0 27;19 ACAGGAGAGTGAAGGAGCC 59.087 57.895 0 0 0

0 16;20 ATTTCCATTGAACCGGCTGC 60.223 50 0 0 0

0 178;20 GCACACCAATCGCTATCTCG 59.876 55 0 0 0

0 16;20 TATCGTTCGCTTTCTTGGGC 59.378 50 0 0 0

0 194;20 GAGACCAGGCCTGATCTCTC 59.72 60 17.02 21.33 0

0 101;20 TCCGTCTGCATGTCTCTGAG 59.939 55 0 0 0

0 88;20 TTCTCACAGGGCGCTATACC 60.008 55 0 0 0

0 46;20 CAGAGGGCAAGAATAGGCAC 59.081 55 0 0 0

0 26;20 GAAGAACGGAGGAAGAGGGC 60.863 60 0 0 0

0 1;20 GCGTTGCCTTACTGAACTCG 60.291 55 0 0 0

0 59;20 AGATTGAGTTCTCGCAGGGC 60.865 55 0 0 0

0 46;20 TCTGACAACCCACGAGTCTG 60.081 55 0 0 0

0 35;22 AAGGACACAACTGAGAAGCTAG 58.5 45.455 0 0 0

0 2;20 TCCATTTAGCGCCACAGGAG 60.867 55 0 0 0

0 27;20 TCACCCAGGATCATGCTTTC 58.339 50 0 0 0

0 101;21 AGTGAGTTGCAGTTAAGCCAC 59.535 47.619 0 0 0

0 8;20 GCCTTCCTTTAGTGCAGAGC 59.657 55 0 0 0

0 6;20 GGTTCCCACACTTGCTTGTC 60.081 55 0 0 0

0 78;20 TTCCACAGGTTCCCAGAGTC 59.714 55 0 0 0

0 4;20 ACAGCAGTTCACTCCAGAGG 60.079 55 0 0 0

0 92;20 GGTAGCACCGACTTACAACG 59.39 55 0 0 0

0 9;21 CGAGCAACCTTCCTGATAAGC 59.811 52.381 0 0 0

0 60;18 CATATGTGTGTGCGCCCG 60.012 61.111 0 0 0

0 30;20 GATTGAGTTCTCGCAGGGTG 59.379 55 0 0 0

0 31;20 GAAACTGACCGGCATGTGAC 60.222 55 0 0 0

0 139;20 CTGAATCGCCTCTGTCCCTG 60.931 60 0 0 0

0 116;21 TGTCTTCCCTCTGTTATCCGG 59.662 52.381 0 0 0

0 29;20 CGTACCTGTGCTCGTGTAAC 59.395 55 0 0 0

0 19;20 ATCAGTAGTCCGAGCCGATG 59.797 55 0 0 0

0 47;20 TCTTAGCCAACTCCTGAGCC 59.862 55 0 0 0

0 2;21 CCCTGGTTTGACTGTGTGTTC 60.079 52.381 0 0 0

0 275;20 TTGTGTGGAAGAGACGGGAG 60.08 55 0 0 0

0 15;21 CAAAGTAGTGCATGGCTGAAC 58.537 47.619 0 0 0

0 172;20 TCTCCTGCACACTGTTCTCC 60.08 55 0 0 0

0 3;18 CAGACCTGTGCGTGAGAG 58.159 61.111 0 0 0



0 64;19 ACCGATATCTGGTTCCCGC 60.007 57.895 0 11.5 0

0 34;20 TATACGAACCTGGAGTCCGG 59.074 55 12.14 12.14 0

0 59;22 CGGTAACTCTTATCATTGCGGG 59.95 50 0 0 0

0 28;20 GTCCATGCCTGCCTTTCATC 60.01 55 0 0 0

0 175;20 ACCAGCCAGTTCAATGCATG 59.865 50 0 0 0

0 93;20 AAGCCACCACACTAGATCGC 60.863 55 0 0 0

0 45;20 AGCCTTTGTATGGCACTTGG 59.213 50 0 3.3 0

0 27;21 TCCCAAATAGCAACACATGGC 59.94 47.619 0 0 0

0 55;20 TGTGCCCAGCCCTAAACTAC 60.441 55 0 0 0

0 162;19 CCGGGACATGGGAGAAGAG 59.931 63.158 0 0 0

0 1;20 TCCTCTCATGTAGCCAGCAC 59.936 55 0 0 0

0 71;20 GCGTTAAGGCAGAAGTGTTG 58.416 50 0 11.43 0

0 8;20 CCAGGTTGGCACGCTCTATC 61.561 60 0 0 0

0 7;19 GGGCACGTTAAACAGGTCG 59.867 57.895 0 0 0

0 180;20 GTTAGTAGCCGGCGTCAGAG 60.987 60 0 1.05 0

0 130;20 TCTTATACACCTCTCCGCGC 60.081 55 0 0 0

0 236;20 CAAACAAACTCAATGCCGCG 59.948 50 0 0 0

0 79;20 TACCATCCCTGCGACATCAG 60.008 55 0 0 0

0 5;19 TGTGTCTCCGTGTCGTCTC 59.79 57.895 0 0 0

0 108;21 ACAGAGAATGAGCGAACGAAC 59.413 47.619 0 0 0

0 36;20 ATGAAAGGGTGACGGAGACC 60.151 55 0 0 0

0 56;20 TCTTTCCCTTGTCCCTGCAC 60.659 55 0 0 0

0 123;20 CAGCACCTCAAACTTAGCCG 59.942 55 0 0 0

0 122;20 GGTGTTGCGAACGGAGATAC 59.737 55 0 0 0

0 45;20 TCGTTTGCCTTGTACATCGC 59.944 50 0 0 0

0 237;20 CATTCTGCGAGTCTCCAAGG 59.095 55 0 0 0

0 115;20 GCACTGTACGAAGACTGAGC 59.391 55 0 0 0

0 98;20 CTTCAATCGGTCACCAACGG 59.943 55 0 0 0

0 38;20 GTGATATGCTCCTCGGACCC 60.437 60 0 0 0

0 103;20 CGGAGTAGGAGAGGCACAAG 60.294 60 0 0 0

0 111;20 TCAAGGGCACATAGGTCTCG 59.936 55 0 0 0

0 78;19 AGTCAGATTCTGCCGGGTG 60.157 57.895 0 3.04 0

0 169;20 ATGCTCTCTTCTTCGTCGGG 60.294 55 0 0 0

0 91;20 CTTTGCTTGCTACTCCCGTG 59.942 55 0 0 0

0 211;20 ACCGTCTTTATCCTCCCGTG 59.937 55 0 0 0

0 77;20 GCAGCATTCTTCAGGGTCAC 59.94 55 0 0 0

0 63;20 CGTAATGACTTCGCGGACAC 60.085 55 0 0 0

0 2;20 TTATTGACAAGCGGTGCCAC 59.869 50 0 0 0

0 43;20 CTCCCTGCCTTCCTCTTTCC 60.513 60 0 0 0

0 5;20 GGGCTTAATGGTGGTTGCAG 60.223 55 0 0 0

0 61;20 TCAGGCGATTTGACTTGCAG 59.587 50 0 0 19.18

0 35;20 AGGCAGTCAGAGAGGCAAAG 60.44 55 0 0 0

0 36;20 GTCCGCCTACAGAGATAGCG 60.502 60 0 0 0

0 152;20 ATCTGCGCCAACAATGTGTC 60.223 50 0 0 0

0 181;20 CCGCGATCTCCACTATCCTC 60.223 60 0 5.89 0

0 84;20 GAAGAGTGACAGAGGCACAC 58.954 55 0 0 0

0 138;20 TCTCTCACACACTGCTGGTC 60.08 55 0 0 0



0 61;20 ACGAATTTAGCTGGCTTGCC 59.939 50 1.52 1.52 0

0 169;20 AGCCCACTAGACTACGCATG 60.009 55 0 0 0

0 16;20 CAGTGTGTAGGCAGCAGAAC 59.591 55 0 0 0

0 119;20 TCGCAGATCAGGATGACAGG 60.009 55 0 0 0

0 258;20 GGCAGCATCTTTCTACAGCG 60.083 55 0 0 0

0 44;20 ATCCACATCTGCACCTAGGC 60.296 55 0 5.96 0

0 148;20 GTGTATGCAGGCCACATGTC 60.011 55 4.44 9.01 0

0 31;20 ATGGGAAAGAGGAAGGGAGC 59.856 55 0 0 0

0 108;20 GCACTCTCGCTCAATTCGTG 60.359 55 0 0 0

0 0;20 CATCTCGGCATTGTTACCCG 59.803 55 0 0 0

0 48;20 CGCTTGCATGAATATACGCG 58.861 50 1.24 1.24 0

0 61;20 AGAGACACTGACGCTGAGAG 59.585 55 0 0 0

0 28;20 TGGGAAAGAAATGGCTGCAC 59.792 50 0 0 0

0 3;20 ATGCATTTCGTGGACCTAGC 59.084 50 0 0 0

0 188;20 ACACTATCCTCTTCGTCGGC 60.01 55 0 0 0

0 184;20 CGCTTGCTCCTCAGTCAATG 60.013 55 0 0 0

0 163;20 TTCGTAAATGACACAGCGGC 59.944 50 0 0 0

0 56;20 GGGCGATAGGTACACTCCAG 60.081 60 0 0 0

0 123;20 TATTTGTGCACGAGGGCATG 59.656 50 0 0 0

0 51;20 TAGCAGACATAGGGCTCGAC 59.437 55 0 0 0

0 9;20 TCCGTTTGTTTCTGTCTGCC 59.444 50 0 0 0

0 74;20 TTCTCAACACTGGCCCTCTC 60.079 55 0 0 0

0 53;20 ATGACCGCGATTCCTTTGAG 59.091 50 0 3.57 0

0 0;20 CTTCTTTACTTCCTGCGCGC 60.635 55 24.02 24.02 0

0 6;20 AAGCTGCCTCTTTCACTGAC 58.865 50 0 0 0

0 5;20 GCCAGGCAGCTGTAAGAAAG 59.94 55 0 6.2 0

0 22;22 AGTTTAACGTTCAAAGCATCGG 58.605 40.909 0 2.57 0

0 35;20 TTTGACGACACACTGCGAAG 59.806 50 0 0 0

0 7;20 CCGTGCTAGAAGGGAAAGTG 59.02 55 0 0 0

0 27;20 CGCCTTAACCTTTGACACCG 60.222 55 0 0 0

0 187;20 TTAGCGGATACTGGCCCTTC 60.007 55 0 0 0

0 169;20 CCAATAGCAGGCCAGGTTTG 59.937 55 7.83 7.83 0

0 61;20 CTCCAAAGCTAAGCGACTCG 59.46 55 0 0 0

0 56;20 AGCATGTCGACCAAGTTCTG 58.947 50 0 0 0

0 0;18 GCATCTTTCCAGCGTCGG 59.63 61.111 0 0 0

0 140;20 CGCAGAGTTACAGCAGGTTG 59.944 55 0 0 0

0 31;20 CCATCATGGGACTCAAACCG 59.369 55 0 0 0

0 142;20 CTGCAACCTGGATTATGGGC 59.722 55 0 0 0

0 7;20 GCCACGGTTATTACGAGCAC 60.084 55 0 0 0

0 7;20 GAAATGGGCCAGTGTGTAGG 59.293 55 0 0 0

0 103;20 CACAGGGAGCTCACATTTGC 60.223 55 0 5.28 0

0 239;20 AATGGCCCTTAAACGTGTGC 60.152 50 0 0 0

0 18;20 TACGGAATGTACAGCGCTTC 58.822 50 0 0 0

0 3;20 TCACCTCGCTGAACCCTATG 59.936 55 0 0 0

0 1;22 GATCCGTGTGTGCATTTATTCG 59.131 45.455 0 0 0

0 3;18 ACAGGGACAGGGACGGAG 61.049 66.667 0 0 0

0 16;20 TGAACGTTGTAACTGCCACG 59.805 50 0 0 0



0 160;19 CGTGCATGTGTTACGTCCG 60.301 57.895 0 2.66 0

0 39;20 CCGGAGTTATTCACGAGCAC 59.457 55 0 0 0

0 65;20 GGACCATCTGTGTTTGCTGG 59.868 55 0 0 0

0 85;22 ACACAGAGAGCTAGCTAACGAG 60.077 50 5.84 7.37 0

0 16;20 AAGTGGTTCAAATCCGGCAG 59.508 50 0 0 0

0 11;22 TGACCGTGACTGATATTGTTGG 59.165 45.455 0 0 0

0 102;20 TTCGTCTCGTTGAAATCGCC 59.668 50 0 0 0

0 174;20 ACTTGACCTGGGAGTTCGAG 59.792 55 0 0 0

0 45;21 TGCCCTCCCTAATCACGTAAC 60.284 52.381 0 0 0

0 186;20 ACACATATCTCCGAGCCCAC 60.008 55 0 0 0

0 40;20 CAAGGCGAGTTGTGAGGAAG 59.591 55 0 0 0

0 44;20 GGGTGGATCGGTCAGCTATG 60.722 60 0 0.99 0

0 2;20 GTGGCTCTGTCGATTTCTGC 60.013 55 0 0 0

0 14;19 GGCTGCATCTGACGTATGC 59.794 57.895 8.73 8.73 0

0 5;20 AGATTGAGTTCTCGCAGGGC 60.865 55 0 0 0

0 9;21 TGCACAGTTCAATCCATGCAG 60.215 47.619 0 0 0

0 158;22 TGAACTAGGCGGTTAACATGAG 58.903 45.455 0 0 0

0 5;20 ATACAGTCCGCCTTCTCCTG 59.647 55 0 0 0

0 178;20 CTGGATCGCGAAGAACAAGG 59.735 55 0 0.54 0

0 272;20 CACACGTCCACATTCATGCG 60.909 55 0 0 0

0 56;20 TTCGTCTCGTTGAAATCGCC 59.668 50 0 0 0

0 67;20 ACCCTACTTGTTGCCCAGAG 60.078 55 0 0 0

0 18;20 GTGCCCGACTTGTTCTGAAC 60.153 55 9.88 9.88 0

0 68;20 CCAACACCTGTAAATCGCCC 59.94 55 0 0 0

0 1;20 GCTTCACCTGAGCACAACTG 60.152 55 0 0 0

0 123;20 GCTTGAGGTGAAAGAGCGAC 59.944 55 0 0 0

0 21;22 TCTATTCGAGAAGCAACGAGAG 58.469 45.455 0 0 0

0 75;20 GAGACGGGTGAGGAGCTTAC 60.294 60 0 0 0

0 236;20 TACCGGCAGCATAGAAGTGG 60.295 55 0 0 0

0 59;20 CACAGACGGCCAATGATGAC 60.012 55 0 0 0

0 168;20 TGTAGCGATGCATGCAAGTG 60.012 50 6.99 12.04 0

0 81;20 TCTTCGGTGAGAGACTGGTG 59.508 55 0 0 0

0 36;20 ATGCAAACACCGGACACATG 60.152 50 0 0 0

0 6;21 GAGGGTGGACAGCAAATTAGC 60.011 52.381 0 1.17 0

0 141;20 TTTATAAGCGCGAGGGAGGG 60.366 55 0 0 0

0 5;20 TTCCTGTTCATCTGTCTGCG 58.663 50 0 0 0

0 170;20 CCTTCGGTGTGCTGTCTTTC 59.872 55 0 0 0

0 31;20 TGCAGCTGAACAGAACTTGC 60.082 50 7.69 7.69 0

0 55;20 TTCGTCTCGTTGAAATCGCC 59.668 50 0 0 0

0 144;20 GCACCTAGTTCGAGATTGCG 59.807 55 0 0 0

0 19;20 TCTCCTTCCTCCGTCTCCAG 60.805 60 0 0 0

0 29;20 GCTAGCCTTGCCTCAAATGG 60.01 55 0 0 0

0 125;20 GTTTCAAGCTACGCCACTCC 59.943 55 0 0 0

0 14;20 TGATGTCAGTTGGGAGCGAG 60.508 55 0 0 0

0 63;20 GCCTCTAGCGAAAGGAATGG 59.161 55 0 0 0

0 89;20 TCTTCGAGACCCAGCTCAAG 59.866 55 0 0 0

0 21;20 TATGCTGCTGTGTACCGTCG 60.921 55 0 0 0



0 89;20 AAGTGGCACCGATATCAGTG 58.437 50 0.46 12.18 0

0 39;20 GGGTGCTAGGCGAGAAAGAC 61.21 60 0 0 0

0 60;20 CACCACTCTTCCTGCTTCTG 58.944 55 0 0 0

0 164;20 TAGCACCCACAGATATCCGC 60.08 55 0 0 0

0 83;20 TTCGTCTCGTTGAAATCGCC 59.668 50 0 0 0

0 28;20 ACTGTCTCCAACTACCACCG 59.793 55 0 0 0

0 189;20 TTCGTCTCGTTGAAATCGCC 59.668 50 0 0 0

0 83;22 CGAAGTATCTGCGGAGAATGAG 59.441 50 0 0 0

0 18;20 CCGTCTTATCCACCGCTTTG 59.733 55 0 0 0

0 72;20 CTTGCTTTACCTTCCTCGCC 59.659 55 0 0 0

0 143;20 CAGATAGCCCTACCCTTCCG 59.792 60 0 0 0

0 7;20 TGTATGTCACCGCCCAACAG 61.078 55 0 0 0

0 56;20 TCGATTCCTACTTCCGGCTG 60.009 55 0 0 0

0 56;20 ATGTGTGGGAGCGAGGAAAG 60.797 55 0 0 0

0 45;20 ACAGTGAGACAAGAGACCGG 59.794 55 0 0 0

0 54;20 GAAGGGCAAATGTCACCGAC 60.223 55 0 0 0

0 42;20 AGACACCCTAGGAGCTTTGC 60.151 55 0 0.38 0

0 158;20 GTTTCCAGAGACATGGCAGC 59.94 55 0 0 0

0 65;20 ACTACAAGGCTGGTCTCCAC 59.789 55 0 0 0

0 82;20 GACACGGCAGTTGTAAGAGG 59.311 55 0 0 0

0 111;20 TGAATATGGAGCGTGCGAAC 59.453 50 0 0 0

0 19;20 TCTTCGATCGTTAACCTGCC 58.456 50 0 0 0

0 19;21 GCTGGCACTGTGAGATCAATG 60.349 52.381 0 0 0

0 90;20 GAAACTCCACGATCAGCAGC 60.013 55 0 0 0

0 53;20 AGATAGGCATGGTGGGTTCC 59.931 55 0 0 0

0 96;20 GAGTGTTTGCGGTCAGGTTG 60.431 55 0 0 0

0 181;20 TTCGTGATGCAGCAGGTTTC 59.871 50 0 18.17 0

0 59;20 CTTCGTCTTTACAGCCGTGG 59.666 55 0 0 0

0 0;20 TGCTAATACAGTCCGCCTCC 60.008 55 0 0 0

0 2;20 TATGGCTTGCCTCTCGAATG 58.508 50 0 10.56 0

0 8;20 CTGTCTGTTTCACCTCTGGC 59.231 55 0 0 0

0 3;19 TAGGGCTTCTGGTGCTTCG 60.157 57.895 0 0 0

0 109;20 ATTGACCACTACACCGTTGC 59.23 50 0 0 0

0 18;20 CCTAGGTCCATTGTTGCCAG 59.003 55 0 0 0

0 4;21 AGGCAAAGATTACATCGCCAG 59.466 47.619 0 1.66 0

0 96;20 ACAGCACTATCTCTGAGCCG 60.01 55 0 0 0

0 174;20 TACACCTCTGGCTCTTGACG 59.866 55 0 0 0

0 76;20 TTCCTTCCTTCACTCCCACC 59.711 55 0 0 0

0 12;22 CCATGGGTGTACTTTCCTTGTC 59.683 50 0 8.1 0

0 11;20 CACGTGCTCACAGACACATG 60.222 55 0 0 0

0 12;20 CCGATCCTTTAACGCGATGG 59.875 55 0 4.6 0

0 49;20 TCTACCATGCAGCCGTCTAC 60.009 55 0 0 0

0 2;21 CTAGGCAGGAAGTAACAACGC 59.745 52.381 0 0 0

0 28;20 TCGGGATCTAATTCTTGCGC 58.88 50 0 0 0

0 18;21 GTTTGTACTGCGACATGTGTG 58.829 47.619 0 0 0

0 1;20 CTTCACCCTGCAACCTTGTC 59.797 55 0 0 0

0 51;20 TCCAGCGTTCTAACCAGCTG 60.791 55 8.24 8.24 0



0 59;20 GCCAATCTCGAACTAGGCAC 59.451 55 0 3.86 0

0 71;20 ACCTTTCGGCTCAGCAAATG 59.868 50 0 0 0

0 26;20 TGTCTTGCTCCTCCGATCTC 59.65 55 0 0 0

0 236;20 GCTATTTCCATTCGCCACCC 60.081 55 0 0 0

0 134;20 GAACCCTCACGCAATCAGAG 59.379 55 0 0 0

0 2;20 CGTGTAGTCTGCTGCCTAAC 59.106 55 0 0 0

0 63;20 TCGCAACTTACCGTGCATTC 59.944 50 0 0 0

0 7;20 GCATGGTAGGTTGGCAGTTC 59.939 55 0 0 0

0 61;20 TCCATGCACCCATTGTTGTG 59.792 50 0 0 0

0 26;20 CGGTCAGCTGTCCTCGTATG 60.988 60 0 11.35 0

0 8;20 GCGCCTAGTTCGAGATTGAG 59.251 55 0 2.73 0

0 68;20 TTGCTTATGTGTCTGGCTGG 58.932 50 0 0 0

0 133;20 TTCGTCTCGTTGAAATCGCC 59.668 50 0 0 0

0 60;20 CGCCAAGAATCGTTGGACTG 60.291 55 0 4.83 0

0 10;22 TCATGATAATTCCCAGGGTGTG 58.608 45.455 0 0 0

0 23;20 AGAGTTGTGTGCATTTCCGC 60.152 50 0 0 0

0 13;20 TGCCCAACACGACAATCAAG 59.798 50 0 0 0

0 163;20 GGGCGCTAGACAAGTAAACC 59.378 55 0 0 0

0 9;19 CGTCCTGGCAGAGTTCCAG 60.825 63.158 0 2.94 0

0 4;21 TGAACATGCATGCAACTAAGC 58.528 42.857 6 16.58 0

0 153;20 GAAATGATGGCGTGGGAAGG 60.01 55 0 0 0

0 18;20 GATTGCACTTCACGACCCAG 59.942 55 0 0 0

0 74;20 GCTTGAATCAGAGCAGCGAG 60.083 55 0 6.78 0

0 0;18 GAGTGGGCCAGCAGAGTG 60.792 66.667 0 5.51 0

0 230;20 TGAAATACCAACAGGCACGC 59.869 50 0 0 0

0 114;20 AGGTGGCAGACTACTTCCTG 59.497 55 0 0 0

0 200;20 ATCTGAGCCACCACATCTCC 59.933 55 0 0 0

0 15;18 AAACCTGGCGCCAAGAAG 58.981 55.556 13.86 22.17 0

0 139;20 CTGAATCGCCTCTGTCCCTG 60.931 60 0 0 0

0 43;21 TGTGCCGCTACATAAATGAGG 59.195 47.619 0 0 0

0 88;20 GCGCCTAGTTCGAGATTGAG 59.251 55 0 2.73 0

0 42;20 GGTAGCATGTCCCATTGCAC 60.01 55 0 0 0

0 199;20 GAGGCCAAAGAGTCCAATGC 59.939 55 0 0 0

0 77;20 CGCACGCTAGTTACCATTGG 60.083 55 0 0 0

0 16;20 TCAAACACGCCAGTTCACAC 60.012 50 0 0 0

0 50;20 AAGCTGCCTCTTTCACTGAC 58.865 50 0 0 0

0 50;20 GGAATGTCAGCCTCTACGTC 58.532 55 0 0 0

0 8;20 CCGTTTCCCATTGCTATCGG 59.8 55 0 0 0

0 6;20 CAGCCTGCGACTAATGAACG 60.084 55 0 0 0

0 10;21 GACCTAACCCTAACGCATAGC 58.999 52.381 0 0 0

0 21;21 TCTCTCTAGCGTATCACCCAC 59.188 52.381 0 0 0

0 143;20 TAAATGCGACGTCCAATGGC 60.012 50 2.08 4.15 0

0 112;21 CGTCTGAGTTCTCTTTCGCAC 60.016 52.381 0 0 0

0 14;20 TTCCCTGCGAGCAAAGAAAC 59.798 50 0 2.57 0

0 24;22 AGCAAGACATATAGAGCTGCAC 59.034 45.455 0 0 0

0 22;19 GAGACTGCGCCTAGACTCC 60.01 63.158 0 8.55 0

0 43;20 GTGGTCTGTGTATGCTTGCC 59.941 55 0 0 0



0 7;21 CCCAATCTCGATCTAGGCATG 58.786 52.381 0 0 0

0 49;20 GTCCGTGTGAGAGTGGAAAG 58.957 55 0 0 0

0 24;20 CGCACAGCCTCTTACAAGTG 59.944 55 0 0 0

0 97;20 CTTACCTCGTCACCATTGCG 59.736 55 0 0 0

0 105;20 AGCCTGGGTAGCTTTCACTG 60.441 55 0 0 0

0 25;20 CTGCGTTGCGTTCATTAGGG 60.637 55 0 0 0

0 102;20 ATCGCGCATTATGAGTGTGC 60.153 50 0 4.94 0

0 19;20 AAACGCAATGTGATGTACGC 58.489 45 0 0 0

0 88;20 TGTCTCGTGCATTTCCGTTG 59.873 50 0 0 0

0 61;20 TGGGTCATGAGGAGAAGGTC 59.2 55 0 0 0

0 111;20 GACGAAGGAAACACACACGG 60.153 55 0 0 0

0 89;20 TGCTCGCGATGTATCTCCTC 60.152 55 0 6.12 0

0 82;20 AACAACAACAGCTGCAGAGG 59.725 50 4.26 11.55 0

0 47;18 CACTGGCCTGGCACTGAG 61.105 66.667 7.78 15.63 0

0 30;20 CTTAATTCAGGCGAGCAGGG 59.445 55 0 0 0

0 13;21 CACTTGCCTTGCTACCTACTG 59.402 52.381 0 0 0

0 0;19 CCGTAACGATGCCATGGAG 59.13 57.895 0 2.48 0

0 78;20 AGATCGCTCTTATGGCCTCC 59.791 55 0 0 0

0 43;20 GCGCCTAGTTCGAGATTGAG 59.251 55 0 2.73 0

0 1;20 CTCAATGTTGTCCCTCAGCC 59.296 55 0 0 0

0 40;20 TCCTTCTGTCTCACTCCACC 59.134 55 0 0 0

0 144;20 CGGCGGTCGTAACTCAAATG 60.359 55 0 0 0

0 47;20 TCTTCAGGGTGAGCTGGAAG 59.788 55 4.6 4.6 0

0 101;20 AGGAACCGGATGCAGATTCC 60.585 55 4.31 5.32 0

0 31;20 CTGCTCGACAAACACAAGGG 60.152 55 0 0 0

0 121;20 ATAGGCGCCAGAGAAATGTG 58.795 50 0 13.73 0

0 53;20 ACCTCCTCCCATAGAAAGGC 59.266 55 0 0 0

0 41;20 TCTCTCTCCCGACACCTCAG 60.801 60 0 0 0

0 9;21 GACGTGCTGAATGTTAACTGC 58.894 47.619 0 1.47 0

0 0;19 TCTTTGTCCAGGGCAGTCC 60.004 57.895 0 0 0

0 3;20 TAAAGAGGGCTGCAGAAGGG 60.151 55 0 17.14 0

0 0;20 GTGTAGGGAGAAGCAGGTCC 60.223 60 0 0 0

0 11;19 GTTGACAACTGCCAAGCCC 60.38 57.895 0 7.46 0

0 76;20 ACTGATAACCGGACGCTCAG 60.294 55 15.54 15.54 0

0 9;20 TCTTCACTTGGGAGGACTGC 60.079 55 0 0 0

0 128;20 GCGCCTAGTTCGAGATTGAG 59.251 55 0 2.73 0

0 47;20 CGATACAGCGTTGCAGATGG 60.153 55 0 0 0

0 16;19 GGCAAGGAAATGTCTGCCC 59.858 57.895 0 0 0

0 80;21 GTGGGACCAAATACTAAGGCC 59.114 52.381 0 0 0

0 132;20 GATCGACAGAAGCATCGCAG 59.877 55 0 0 0

0 21;20 CAGCTCCCACTACCTGTCTG 60.223 60 0 0 0

0 7;20 CCTAGAACGAGGTTAGGGCC 60.008 60 0 0 0

0 1;21 CGTCGGCTTGCTAGTTCTTTC 60.346 52.381 0 0 0

0 86;22 AGTGGATGTTTGAGAGTAAGCG 59.168 45.455 0 0 0

0 9;20 TGGTCTCACGTCAAACACTC 58.526 50 0 0 0

0 63;18 CTGCTCTGCTGGACTGCC 61.177 66.667 0 0 0

0 5;22 GTGTCGTTCAACATAAACACGG 59.198 45.455 0 0 0



0 86;20 GGTGTTGCGAACGGAGATAC 59.737 55 0 0 0

0 3;20 CCAGAGGGCATTTAGAAGCG 59.445 55 0 0 0

0 5;21 GCACCACATTAGTTTGGATGC 58.868 47.619 0 0 0

0 51;20 ATCACTGTCTTCACGAGCTG 58.384 50 0 0 0

0 125;20 GATGTATTGCTAAGCCGCGG 60.222 55 20.7 20.7 0

0 14;20 CAAGGTCTGTGCAAGGGTTG 60.081 55 0 0 0

0 59;20 TTAAACTTCTCACGGGCTGC 59.23 50 0 0 0

0 52;20 AACGGCAGGCTTTGAAGTTC 60.081 50 0 0 0

0 117;20 ATACGCCCTTTGTACGACCC 60.579 55 0 0 0

0 36;22 ACCACACTCAATAAACGCCTTC 59.947 45.455 0 0 0

0 108;20 GGTGCCATCCAACAGTTCAC 60.152 55 0 0 0

0 77;20 TTCTGCCAACGTTGCACTTG 60.643 50 9.78 17.86 0

0 68;21 CTGGTGCAACGTATTCAGGAG 59.745 52.381 0 0 0

0 14;20 GAGGCATGATCTTGGTGAGC 59.443 55 0 7.05 0

0 6;21 TGTTGCATGTGTTGTTGAAGG 58.589 42.857 0 0 0

0 146;20 ATTTAATGGAGGCTTCGCGG 59.442 50 0 3.95 0

0 3;20 TTGGCTCTTCTGGGTTCCTG 60.369 55 0 0 0

0 140;20 GACTAGTGCGTTTCGAGTGC 60.016 55 0 0 0

0 1;20 ACAGACACATAGGCAGGCAG 60.511 55 0 0 0

0 54;20 TCAGGATCTGCAAGACCCTG 59.861 55 3.54 3.54 0

0 179;20 TCGAAACTGCAGCACCTTTG 60.082 50 0 0 0

0 49;20 AGCAAGGTGAAAGCATGCAG 60.152 50 0 18.98 0

0 30;20 TTCTGCAAACATGAGCCTGC 60.152 50 2.87 2.87 0

0 38;21 GTATGCGAGAAAGAGATGGCC 59.609 52.381 0 0 0

0 112;20 CAGTCGAAGCCAGAGGTAGG 60.294 60 0 0 0

0 68;20 TCTTCCAAGCCACTCTCGAG 59.866 55 2.6 2.6 0

0 6;20 ATGCAGAAGGTCAGAGGAGG 59.568 55 0 0 0

0 52;20 AGATTGAGTTCTCGCAGGGC 60.865 55 0 0 0

0 0;20 GCTCTAATCCCATGCAGCAG 59.513 55 0 0 0

0 3;21 AGAACACGATGCTGACAGAAG 59.068 47.619 0 0 0

0 36;20 CATCAACAGTTGCGACACCC 60.501 55 0 3.9 0

0 3;18 CAGCGGCTCACCTGACAC 61.472 66.667 0 0 0

0 97;20 CCGGACCGCGATTTAGATTC 59.597 55 0 0 0

0 161;20 ATCTGTCATCTGCCCTCCTG 59.641 55 0 0 0

0 2;20 CGCCGGTTGTATCCAGTTTG 60.292 55 0 0 0

0 31;20 CTGAGCATGAGACGGAAAGC 59.734 55 0 0 0

0 62;20 TATCAGGAGCTTTCCCGACG 60.009 55 0 0 0

0 25;20 ACTTCCTCTCCTTCGTGCAG 60.152 55 0 0 0

0 24;21 CACAGTTATTGAGCCGTGTCC 60.013 52.381 0 0 0

0 79;20 CCAGAGCAGGCCGTAATTTG 60.011 55 0 0 0

0 49;20 AGCAGCAATAGGAGTGGAGG 59.933 55 0 0 0

0 90;20 CTTTCGCACTTGTCTACGCC 60.291 55 0 0 0

0 71;18 AGAGGGAGGCAGTGGGAC 61.058 66.667 0 0 0

0 143;20 GTGGGAGACAGTCATTGAGC 59.017 55 0 0 0

0 119;19 CTTGATTGACACGCGCAAC 59.015 52.632 0 0 0

0 145;20 GTCAGCCTCACCATTAACGC 60.013 55 0 0 0

0 8;18 CCTCTGTGCACCCTCTCC 59.767 66.667 0 12.6 0



0 135;20 GAGACACGAGACTTGGAGGG 60.223 60 0 0 0

0 3;20 TTGACCTAAGCTAGACGGCC 59.937 55 0 0 0

0 14;20 CCCAGAGCTCAATTACCGTG 59.091 55 0 0 0

0 16;20 ATTCGCCTCCCTTCCTAACC 59.933 55 0 0 0

0 18;20 CTTCCATACTGTGCTGGCTG 59.372 55 0 0 0

0 15;20 TCCGTAGAAGGCCAGGATTC 59.645 55 0 0 0

0 25;20 GGAACAAGCCGAGAAAGACG 59.944 55 0 0 0

0 35;21 CTTCACTTGGTAGGACTGCTG 59.061 52.381 0 0 0

0 13;20 TGCTTGTCTGTCTCCGTCTG 60.435 55 0 0 0

0 56;20 TGTGATGAATGCGGCAGATG 59.728 50 0 0 0

0 23;20 CAGTGGCAAGTGATGTGGAC 59.87 55 0 0 0

0 4;21 ACAAATGATGGGATGCGACTG 59.738 47.619 0 0 0

0 14;20 TGCTGGCTTCTGTCTGGTTC 61.011 55 0 0 0

0 50;20 ATGTGACGAAATTGGGCAGC 60.223 50 0 0 0

0 16;20 GTTCACCGGCTACTGTTTGG 59.871 55 0 0 0

0 43;20 GGGTCTTAGCCTTGGACTCC 60.224 60 0 0 0

0 7;20 ATCCTGCATCCTGGGTAGTG 59.639 55 0 0 0

0 71;20 TTTGACAGCACACCCATTGC 60.365 50 0 0 0

0 47;20 GCCCACCCTATCTCTGTAGC 60.08 60 0 0 0

0 30;20 CCACAGCTAAATGTTCGCCC 60.293 55 0 0 0

0 11;20 ATGCAACCTACTCCGAGCTC 60.295 55 0 0 0

0 4;20 TCGTCCGGCCACTCATTAAG 60.578 55 0 0 0

0 27;20 CGCCTTAACCTTTGACACCG 60.222 55 0 0 0

0 51;20 TAGCAGACATAGGGCTCGAC 59.437 55 0 0 0

0 5;20 ATACAGTCCGCCTTCTCCTG 59.647 55 0 0 0

0 76;20 AGGTCCGGCATCTTAGAACG 60.294 55 0 0 0

0 6;20 CTCATCGGCTTCATGGTCAG 59.165 55 0 0 0

0 7;20 CCTAGAACGAGGTTAGGGCC 60.008 60 0 0 0

0 66;20 TTCTCTCTGCCGTTCGTAGG 59.94 55 0 0 0

0 119;20 TGTGTTGACGAATGCCACTG 59.801 50 0 0 0

0 64;21 CTTCCTCTCTACCATCCTCCC 59.17 57.143 0 0 0

0 46;20 AGTCACCCGTTCTCTGACAC 60.081 55 0 0 0

0 15;19 AGCGAGGGAAAGTACGAGC 60.232 57.895 0 0 0

0 3;19 TGGAACAGGTGGAAGCTTC 58.031 52.632 14.61 14.61 0

0 2;20 CTCAAGCAACTCGTTCAGGC 60.222 55 0 0 0

0 74;20 CACACAGCTTGGCACTAAGG 59.87 55 0 0 0

0 10;22 CAATCCAAGAACATGAGGTCCC 59.748 50 0 0 0

0 32;22 ACGGAAATCATCAAGGAACAGC 60.012 45.455 0 0 0

0 78;20 TAGAGAGCGTGCGGTACTAC 59.449 55 0 7.27 0

0 8;20 GTGTCCAAATTCCTCCTGCC 59.579 55 0 0 0

0 38;20 GCATGCGACTTATACAGCCC 59.872 55 0 0.41 0

0 33;20 CTCCGGTATTGTTTCGGTGC 60.013 55 0 0 0

0 51;20 GTCCACATGCCATCTTCTGC 60.011 55 0 0 0

0 2;20 ACCGTGCTGACCGAATATTG 59.093 50 0 0 0

0 1;20 TCCGATGGCTTCACGTGATG 61.208 55 19.27 19.27 0

0 7;20 TGTAGTCGCTGAAGGTCCTG 59.866 55 0 0 0

0 47;20 ACACGTGCATGTACAACCAC 59.801 50 11.4 14.04 0



0 13;20 CCCATCATTGACTTGGACGC 60.011 55 0 0 0

0 79;20 GGGCAGCTATAGGGTCGTAC 60.152 60 0 0 0

0 16;20 TCGAAACTGCAGCACCTTTG 60.082 50 0 0 0

0 16;20 ATTCGCCTCCCTTCCTAACC 59.933 55 0 0 0

0 69;20 GCCTCACTAACACATTGCCC 59.939 55 0 0 0

0 63;20 CACGATGTATTGCAGGCAGG 60.082 55 0 0 0

0 68;20 CGGCAAGATGTTCCGTGATC 60.083 55 0 1.47 0

0 64;22 ACAGTGAGCTACCTTCATTTGG 59.089 45.455 0 0 0

0 40;20 GTACAAATGCCAGCTCCACC 59.939 55 0 0 0

0 82;20 AAGCCCACAAGTGACATTGC 60.08 50 0 0 0

0 88;19 TCTGCCATTGGACCGAGTG 60.458 57.895 0 0 0

0 8;21 CCGTCAGTGATCGATTGTGTG 60.082 52.381 0 10.62 0

0 10;20 TTACCTAGTGCAGCCGTCAG 60.223 55 0 0 0

0 9;20 CAGTGCTGACGTCACAATGG 60.222 55 11.04 21.64 0

0 42;20 TTAGTGAGCACCGAGGTAGC 59.938 55 4.62 4.62 0

0 44;20 CGTTACCCGTGATGCATCTC 59.526 55 0 3.68 0

0 69;20 TGCGTCGTCTCGTTGAAATC 59.671 50 0 0 0

0 12;20 GCCGGTTATTCAGTGACAGC 60.013 55 0 0 0

0 9;20 GAATGTCAAGACGCTCCTGC 60.013 55 0 0 0

0 62;20 AATTGGCCTCTGTAAGACGC 59.013 50 0 1.15 0

0 4;20 GAAGGTGTAGCTCGGCATTG 59.732 55 0 0 0

0 19;20 TTCTTGAAAGTGGAGCGCAC 59.8 50 0 0 0

0 10;20 ACTGGCTGTCTGATCGTACC 59.938 55 0 0 0

0 11;20 CCTCACGTTTGCCCTGATTC 59.941 55 0 0 0

0 29;20 TGTGTTACAAGCATTCGGGC 59.869 50 0 0 0

0 91;20 GATTTGGTTCTCGCAGGGTG 59.941 55 0 0 0

0 65;20 TGTCTACCTGCGAGAAGTGG 59.866 55 0 0 0

0 12;18 GTGTGTTCGTGTGCCACC 60.012 61.111 0 0 0

0 68;20 CTTTGGTCGGTCATGTCGTG 59.944 55 0 0 0

0 23;20 AAACATGGACCACACGATGC 59.869 50 0 0 0

0 15;20 GTGTTGGTTTGCACGTTAGC 59.256 50 0 0 0

0 30;20 GGAAACACGCTTAGCTCAGG 59.662 55 0 0 0

0 0;20 CCAGTGTGCTTTGTCCGAAG 60.152 55 0 0 0

0 6;20 CTCTAGTTGGACCACGGACC 60.223 60 0 0 0



left_end_stabilityleft_penaltyright right_sequenceright_tm right_gc right_self_endright_self_anyright_hairpin

3.82 1.014463 62;20 GAGCCCGACAGTCTAAACAG58.745 55 0 0 0

6.01 0.404065 120;22 GAGGAATCAAAGAGACAGGGTG59.16 50 0 0 0

4.49 0.775601 96;21 TCAAGAGCTAGGCGTACTCTC59.466 52.381 4.82 9.69 0

3.67 0.49125 60;20 GTGCGTGCTCATTTGTGTGC61.999 55 0 0 0

4.57 1.319642 71;22 GACACTTCCTCATAACTCCCTC58.37 50 0 0 0

4.61 3.575367 127;19 CACGCGGCTCCTCAATAAC59.722 57.895 0 10.4 0

4.02 0.357601 88;18 TGTGACCCTAGTGCGCTG60.086 61.111 0 0 0

1.73 0.331687 130;22 GACGCAGATAGTATCATACCCG58.731 50 0 1.06 0

3.16 2.324853 223;21 CATGCGTACTTCACTCTGTCG59.819 52.381 0 0 0

3.69 1.462568 78;20 CTAATGCCACACCTGCTCTC59.088 55 0 0 0

3.62 0.659045 96;20 ATACAGCCAGACACTACCGG59.648 55 0 0 0

4.46 0.939967 181;20 CAGGGCGCTGTACAAGTAAG59.381 55 0 18.31 0

5.69 0.690975 150;22 TGGGAGATATGCGAGCTTAAAG58.768 45.455 0 0 0

2.17 1.111791 81;20 TAGGTAGGTGGAAGCACAGG59.202 55 0 0 0

2.82 0.644299 111;22 GAGAAAGAAAGTGCAAGCAAGC59.697 45.455 0 0 0

3.61 1.214964 64;20 GTATGCGCTGCTTGTGTGAC60.909 55 0 0 0

4.85 2.117702 185;18 TCTCTCGTGCGCTGTCTG60.164 61.111 0 0 0

4.46 0.81934 181;18 TCACAGTCTGCCCGTTCG60.397 61.111 0 0 0

3.69 1.541882 117;20 TACGATCGGTTGTCACGAGG60.292 55 0 18.1 0

3.51 1.431549 81;20 GTCCTGCGTCTCTATCCGTC60.432 60 0 0 0

4.63 1.011689 93;20 TAGGGAACGAGAGGAAGACC58.625 55 0 0 0

3.82 0.609339 288;20 CTCCGTCCCTATTTCCCTCC59.717 60 0 0 0

4 3.663533 95;20 GAACCAAACCAGCTCACGAG59.872 55 0 0 0

5.34 0.641401 138;18 TCTCTCTCCCGCGTGTGG61.808 66.667 0 0 0

3.82 3.809466 93;20 AATCGGTTCCTAGACCGCAC60.578 55 0 11.39 0

3.51 1.089288 82;20 TCCGTTCCTACAGCCCTTTC60.152 55 0 0 0

3.67 0.68548 67;20 ATACAGCTACCGGAGAGACG59.156 55 0 0.76 0

3.2 2.3839 197;20 AAAGAAAGAGAAAGCGCCGG59.87 50 0 0 0

4.52 0.572944 97;18 ACTCAGTGACGCAGCAGG60.398 61.111 0 0 0

4.79 0.615817 70;22 GAGACTAGGCTCTCGAAGGTAC59.883 54.545 0 13.97 0

4.01 0.499985 129;21 CACACTTGCATGCATATACGC59.091 47.619 0 3.96 0

5.54 2.109834 84;20 GATTGAGTTCTCACAGGCGC60.013 55 0 0 0



4.02 0.485658 175;20 TCACAGACACAGCGCATATG59.098 50 0 0 0

4.79 1.88975 68;18 TATGTCGGGCGCAGTCAG60.242 61.111 0 5.88 0

4.01 0.499985 92;20 CACACTTGCATGCATGAACG59.395 50 11.85 19.52 0

3.14 1.23092 85;20 CTAGACGGCTTGACTGCTTG59.384 55 0 0 0

4.84 2.181697 142;21 GCATGCACAAACCTACACAAG59.078 47.619 0 10.99 0

4.85 1.590332 87;20 TCTACAGAAACGTGGGCTGG60.438 55 0 11.09 0

3.36 0.609339 93;20 TACGAGCGTTCTGAGAGACG60.014 55 6.97 6.97 0

4 0.281089 85;20 AGGATCTACTGTCTCGCTGC59.725 55 0 0 0

3.16 2.051185 69;20 CACTCCAATGACACCTCACG59.31 55 0 0 0

5.34 1.231549 72;20 AAGCTGGTAGGTCATGAGGC60.224 55 0 0 0

1.9 2.084178 73;20 AAAGCGCCCTATTGCAACTC59.939 50 0 0 0

3.86 0.151836 98;19 CGCAGGTGTGACGAGCTAC61.529 63.158 0 0 0

5.03 1.420339 105;18 CTCGCCGCAGACAGAGTC60.925 66.667 0 0 0

3.85 0.89633 254;20 TCCTTCAGTCACTCGCTCAC60.152 55 0 0 0

3.84 0.015223 111;20 AGAGATTGAGGCATCGCAGG60.652 55 0 0 0

4.4 1.719377 83;18 TACGCGCGCACAGACAAG61.82 61.111 11.29 29.43 0

3.67 1.057292 195;20 ACCTAACATGTTGTACGCGC59.664 50 0 1.36 0

5.19 0.726381 114;20 CAAAGGTCTGCTGCGTACTG59.944 55 0 0 0

3.69 0.40926 88;19 GGCAGGAGGTGGTGATATG58.04 57.895 0 0 0

5.25 0.549812 169;20 TCCTCTGAAGTTAGGAGGGC58.906 55 0 14.17 0

2.57 0.130117 186;20 ACTGAAGACCCTGAGATGGC59.861 55 0 0 0

5.28 0.511474 138;20 AGGGCACTAAACAAGCGAAG59.227 50 0 0 0

2.85 3.94549 72;20 GCTCACTCTTTCTGCCGTTG60.222 55 0 0 0

3.77 0.013327 376;20 CTACTTCTATCCCTCCGGCC59.503 60 0 0 0

3.69 1.852112 83;22 CCTTCAACCATTCCTTCCATCC59.745 50 0 0 0

3.02 0.749254 123;20 CGCGTGTCGTTGTTGGTAAG60.833 55 0 0 0

4.06 0.473511 108;20 AGATGGAGTTCTTCAGGCGC60.865 55 0 0 0

3.02 0.749254 77;20 TGTAAAGCGCCTAGTCCGAG60.293 55 0 1.21 0

2.57 0.421098 101;20 CCTGAAGCTTGGCGACTATG59.449 55 0 0 0

4.4 0.922779 86;22 GCATCAATGTTCGTTTAGCAGG59.315 45.455 0 0 0

4.79 1.331089 107;21 CTAGTCCTTGTGGCTTTGTGG59.603 52.381 0 0 0

5.19 0.550275 132;20 GAACCAAATCTCGTCCTGGG59.013 55 0 0 0

2.82 0.060217 163;21 GTGAACGGTGAATGAAGGACC59.945 52.381 0 0 0

2.74 0.059907 127;20 ACCTGTGAATGACGAAACCG59.236 50 0 0 0

3.33 1.892609 78;20 AACCACCTGCTCCATCTCAC60.441 55 0 0 0

3.13 1.079639 167;20 TTGAACCCTGATCACCTCGG60.151 55 0 0 0

3.69 1.123353 138;20 GTGTGCCGCTTCGATGTATG60.428 55 0 0 0

4.85 0.151551 142;21 TCTCGCTTCCTCTTACCTACC59.113 52.381 0 0 0

3.02 0.749254 117;20 AGTTCAGAGCCACACGTGAG60.718 55 2.57 11.08 0

6.46 0.755704 77;20 GATTGAGTTCTCGCAGGGTG59.379 55 0 0 0

6.53 1.186364 78;20 GCTCGTGACCTTCTGCTTTC59.944 55 0 0 0

3.51 0.223002 185;22 TCTTGTCACTCGCACATTTCTG59.95 45.455 0 0 0

6.86 0.637123 168;18 GTTCTGTAGGGCACGTGG58.454 61.111 0 15.92 0

3.62 0.01106 151;22 TGGTCCAGATATAGTGAGAGCC59.276 50 0 0 0

6.53 2.837973 119;20 GCGCCTAGTTCGAGATTGAG59.251 55 0 2.73 0

3.62 2.466606 100;20 CGCTCTCCCATTTGCTCTCC61.564 60 0 0 0

2.67 2.139254 80;21 AGAATCACCAAGAACAGACGC59.335 47.619 0 0 0



5.14 0.204298 127;20 CTGGCATGTAGACGGTCTCC60.647 60 1.8 6.41 0

6.46 0.43877 87;20 TTTCTATGCCGACGACACCC60.859 55 0 0 0

4.57 2.818976 77;20 AATGAGCAGGCACACGTATG59.375 50 0 0 0

5.19 0.864643 81;22 ACGTAACTGGAAAGCGTTTAAG58.026 40.909 0 0 0

4.09 0.151468 192;20 CATGCATATGGTCGCAAAGC58.971 50 0 0 0

5.34 0.772532 113;19 CCTGCCCTTGGTGCTACAC61.429 63.158 0 0.03 0

4.02 1.326375 110;22 ACACACAGGTATATACAGGTGC58.364 45.455 0 16.14 0

3.02 0.749254 154;21 TCTTGTGTTATGCGACGTCAC59.683 47.619 2.94 14.28 0

2.57 1.914127 94;20 TCATGCTGGCCAAGTGTTTC59.795 50 0 6.84 0

3.02 0.749254 87;20 CACCAGACATAGGCAGACAG58.444 55 0 0 0

3.16 0.011278 331;20 GCGCCTAGTTCCACATTGAG59.732 55 0 0 0

3.28 3.671413 135;20 CGGAGAGGGAGAACTGAAGG59.937 60 0 0 0

2.32 1.011898 81;20 GATTTAGTTCTCGCAGGGCC59.446 55 0 0 0

5.18 0.130117 206;22 CCATGTTCGTTGACTTACTGGC60.59 50 0 0 0

5.34 1.466463 85;20 TTTGCCGAACCTTTACTGGC59.796 50 0 0 0

4 2.567786 123;19 GAGACGATGGCCTCTCTCC59.71 63.158 0.63 9.79 0

3.95 2.84182 84;20 GTCCCTAACACCAGCAACAC59.514 55 0 0 0

3.86 1.431141 113;20 GCATGCACACACATATGACG58.633 50 0 10.99 0

4.85 0.40926 94;20 ACGCCTGGTTCGAGATTGAG60.859 55 0 0 0

4.35 0.770995 117;20 TCTCGTCAATCATCATGCGC59.525 50 0 0 0

3.51 0.40628 104;20 TGTGCAATATCTCTGACCGG58.15 50 0 0 0

6.13 0.412271 103;20 TAGATCGTGCTGTCCAGAGG59.364 55 0 0 0

4 0.081593 81;21 CGTCTGTCTTTATCCACGCAC60.082 52.381 0 0 0

4.85 3.486545 87;20 AGATTGAGTTCTCGCAGGGC60.865 55 0 0 0

1.9 1.147319 141;20 CATATACACAGATGCCGCGC60.291 55 0 0 0

3.02 0.749254 161;20 ATTGTAGGGTGCTGCAGGTC60.801 55 0 14.1 0

5.87 0.082617 411;20 GTTCCCTTGCTCTCGTTTCC59.588 55 0 0 0

4.06 0.56761 122;20 TCGAAGCATGCATCATCCAG59.159 50 1.56 17.4 0

5.34 0.336871 161;20 TTGGGCTAATTTGTTTGCGC58.954 45 1.5 1.5 0

3.2 0.925135 86;20 TTAGCGGGTACAGATGACGG60.01 55 0 0 0

3.67 2.142857 137;18 GTAAGGCCGCGCTTACCC61.627 66.667 0 11.13 0

4.24 0.343836 150;20 ACCAGCCTCATCATCAGTGG60.224 55 0 0 0

4.06 1.158404 89;20 AGTACGTCTGGTCTGGTAGC59.294 55 0 0 0

3.62 0.293233 94;20 AATGAATGCTGCAAACACGC59.316 45 0 9.03 0

2.93 0.13415 120;20 CATGCCACACAACTAACGGG60.223 55 0 0 0

3.2 1.791175 132;20 TTGCCCTTGTGAATGTGAGC59.795 50 0 0 0

3.02 3.163218 109;19 GGGATGAACGGAGGGAGTG60.233 63.158 0 0 0

3.51 0.054019 124;20 CCTTGAGCTGACATACGCAC59.735 55 0 0 0

4.12 2.321603 94;20 AGGCACAGGTGAAGCATAAC58.931 50 0 0 0

6.86 0.47516 108;20 CCCTTTCTTTCTTTCGGCCG60.223 55 18.69 18.69 0

3.95 0.152057 281;20 CACTGCCTTGGACGTCATTC59.942 55 0 0 0

5.34 3.435708 90;20 TCCCGACTAGTGATGCAAGG59.936 55 0 0 0

3.82 1.843103 140;20 GAACACGTACATACATGCGC58.374 50 0 0 0

4.94 0.126574 118;20 CTCGACTATGGCCGAAACAC59.457 55 0 0 0

5.25 0.292129 241;21 GTTGGTGGCTCTGTACTTCTC59.063 52.381 0 0 0

3.33 0.222207 121;20 GACTGGCACACATTACGCTC60.014 55 0 0 0

5.28 3.160062 153;20 TCGGCTGACTTATTGTTGGC59.301 50 0 0 0



3.02 0.749254 175;18 CTGAGGGCGTGTCTCCTG60.164 66.667 0 0 0

5.69 1.316342 132;20 AGCGTGAATTGGAGGCAAAG59.868 50 0 0 0

5.19 1.612087 132;20 CGCTCATGTTCTACTTGCCG60.084 55 0 0 0

5.68 1.769767 225;20 AGGCGGTATAGGTGTACAGG59.064 55 0 0 0

4.3 0.078325 183;21 CCCACATAAGCTACGTGTCTG59.207 52.381 0 5.15 0

3.35 0.134354 231;21 GTGGAGCATACGAGAGAAAGG58.934 52.381 0 0 0

3.02 0.975485 277;20 TACCAAGATGCCGAGCTAGC60.366 55 3.21 3.21 0

4.4 1.351112 109;20 TTCGCCAAGCTGCCTTAAAC60.152 50 0 0 0

5.03 2.627263 124;21 TCTTGATGTACCGTGCATGTG59.405 47.619 0 0.42 0

3.11 1.080783 99;20 CAGTACCTTGTTGCCTCGTC59.311 55 0 0 0

3.61 1.908858 111;20 GCGCCTAGTTCGAGATTGAG59.251 55 0 2.73 0

6.13 0.424231 110;20 GGAACTGTGTCCAATCGAGC59.662 55 0 1.28 0

4.18 0.972552 202;20 AGAGACCAGAATCAGTGCGC60.86 55 0 0 0

4.01 3.220511 94;20 TTGGTCTGGAAGGAGTGGTG60.006 55 0 0 0

2.18 0.348242 152;20 GGAATTAAGCGTACGTGGCC60.083 55 0 6.23 0

4.01 0.638256 100;20 TAGCCACCACTTCCATCGTG60.509 55 0 0 0

3.51 0.223778 173;20 TAGGCCTCGAAGTGATGGAC59.648 55 0 4.02 0

2.24 1.147513 114;22 TCTGCCTCTTATTCCCTCATTC58.078 45.455 0 0 0

3.51 2.724142 99;20 TGAACGTGCTGTGTTAGTGC59.804 50 0 0 0

2.9 1.276545 119;20 TTGCTTACTTACCGCGCATG60.013 50 0 0 0

4.09 0.079415 124;20 AGGCCAAGATCTAGAGTGCG60.009 55 0 2.76 0

4.42 1.118416 141;20 CTTCGGTTCTTCAGCACCTG59.591 55 0 0 0

3.18 2.988451 101;20 CCTTCACCTCTTTCCCTTGC59.219 55 0 0 0

4.18 0.578175 187;20 ATCCTCGGCTAATTCCACCC60.006 55 0 0 0

5.03 3.028214 102;21 GCCAGTTAACTTCGCCTCAAG60.281 52.381 0 7.28 0

5.8 0.517537 131;21 ACAAACATTCAATCGCGTGTG59.087 42.857 0 0 0

2.34 2.063464 97;19 CGGAAGACAGCACATACGC59.725 57.895 0 0 0

5.69 0.058523 190;20 TTTGCGTCTAAGTGCATGCC60.223 50 0 3.42 0

3.02 0.749254 95;20 CACGCTTCTGTTGGTCTGTG60.153 55 0 0 0

3.02 0.749254 127;20 CTTGTGGGCTCGGTACAAAC59.871 55 0 0 0

4.24 0.130117 121;19 ACCAGCAGTGTTGTAGGCG61.05 57.895 0 0 0

4.94 1.007333 185;20 AATGAAAGTCGTGCACAGCG60.499 50 0 4.44 0

3.67 1.520203 158;20 TTGAGTAGGCGACGTCTTCC60.223 55 10.04 10.04 0

6.46 0.361758 338;20 AAAGCCTTCAAACCGCTTCC60.081 50 0 0 0

3.2 0.80675 96;20 TTTGGGTCCCTGTGTGGTTG61.168 55 0 6.93 0

4.26 0.292403 133;20 CGCGATATCAGCCAGAAGTG59.598 55 0 8.56 0

5.36 0.852038 157;20 CACCAGGACATCATTGGCTG59.653 55 0 0 0

4.04 0.572944 119;20 TCATTCCATTTGACACGCCG59.942 50 0 0 0

4.01 2.402655 196;20 TTCTAGCCGGTGTGATCAGG59.936 55 0 0 0

3.79 0.12755 129;20 ACAGTGCTTTGACACAACCC59.652 50 0 0 0

2.57 0.944384 109;20 TAGCTCAATGTACCGCCCAG60.295 55 0 0 0

5.34 0.152528 152;20 TAGCGAGATCTATGCCGTCG59.943 55 1.06 10.28 0

4.3 0.280187 126;22 GCTTGCAAACTCTTTCAGACTG59.12 45.455 0 0 0

6.13 0.062408 170;18 AGTTTCTGTGAGCCCGGC60.716 61.111 0 0 0

3.86 0.293865 156;20 CTGCCTCTCCTCCACCATAC60.007 60 0 0 0

6.13 0.861164 103;20 AATGCTAGTCCGATCCACCC60.007 55 0 0 0

4.85 0.294006 161;22 AGAGAAGCTGAATGACAACTGC59.687 45.455 3.41 3.41 0



3.16 0.335891 118;21 CATTAAGGATGCTCTGACGGG59.266 52.381 0 0 0

5.19 0.442453 273;20 AGCTGTCCTCCTGAGTATGC59.646 55 0 0 0

3.91 0.222526 194;21 GAGTATGCCTGAAGTGTGTGC60.013 52.381 0 0 0

3.51 0.361194 136;20 TTTGCAACCACTCGACACTG59.73 50 0 0 0

4.02 0.222725 102;20 TCAACACGTGCTCACATTCG59.875 50 0 0 0

3.09 0.222926 171;20 ACAGGGACGTTGTATCTCCC59.573 55 0 0 0

5.54 0.501577 150;20 GTGTGTGTGAGGGAAGACAG58.877 55 0 0 0

3.02 2.297222 281;20 AGATTGAGTTCTCGCAGGGC60.865 55 0 0 0

6.13 0.791283 135;20 TGCTTTGTGGTGTTGCGAAC60.92 50 0 0 0

3.62 0.080615 177;19 GGGTCACAGTCGTCTATGC58.389 57.895 0 0 0

2.87 1.132308 174;20 AGAGCAAGCTGGAGTGAAGG60.44 55 0 0 0

5.28 1.146259 127;20 GCAGAACAATGTCGAGGCAG60.292 55 0 0 0

2.87 0.720133 107;20 TGCCAGACCGACCCTTAAAG60.439 55 0 0 0

4.84 0.472279 166;20 AGTGTGAGATCTCGTGACGC60.571 55 8.17 10.06 0

3.51 1.897746 106;20 CATCGAACCGGATATGCACG59.946 55 0 0.37 0

3.67 1.886509 125;19 TGCCTTGCGAGTGAGTGTC61.044 57.895 0 0 0

3.16 3.606994 219;20 ATCGCTCGAGGTAGTTTGGG60.294 55 0 0 0

5.34 0.152255 282;20 GAAACTCTGCCTGGTCATGC59.94 55 0 0 0

5.36 0.128729 208;20 TGTCTGCTGCACGATCCTTC61.14 55 0 0 0

2.17 1.390382 101;20 CCAATCTCGAGCATTCCGTC59.525 55 0 0 0

4.01 1.303562 108;20 CAGGTTGCTGCTTTCCCTTC60.152 55 0 2.38 0

3.46 3.453262 129;22 ACAGTGAGCTACCTTCATTTGG59.089 45.455 0 0 0

3.93 1.668204 131;19 CACTGACGTCACATGCCTG59.575 57.895 0.49 10.12 0

3.16 3.606994 232;20 ATCGTTCGAGGTAGTTTGGG58.083 50 0 0 0

3.01 2.472987 149;19 GTTTCCTTCCGAGCGAGTG59.283 57.895 0 0 0

4.04 2.659415 139;19 GCGAGCAAGCTAGATGGAG58.836 57.895 0 0 0

5.12 0.015846 208;20 TCGCCACTTGTTTACAGTGC59.801 50 0 0.06 0

3.51 0.334915 113;21 CACCTGCTATGCGTCTTTCTG60.081 52.381 0 0 0

3.2 0.339172 114;20 GAGCTACACGTTCTGCCATC59.455 55 0 0 0

5.54 0.223155 108;20 ACCGAAATGAGTGGCTAGGG60.224 55 0 0 0

4.57 0.22228 192;20 GCATGCACGAGACTAACACC60.014 55 0 10.99 0

3.11 1.501084 117;20 GTGCCAAGATCACGATTGGG60.011 55 0 7.6 0

3.36 1.515584 185;20 GAAGGTGATTTGGCTCTCGC60.012 55 0 0 0

3.71 1.634018 155;20 GCGCGTGAGAAAGACAGAAC60.563 55 0 6.36 0

5.34 0.833664 140;20 CATTCGGACAGTACATCGCG59.879 55 0 0 0

2.87 1.064515 173;20 CCAAGCAACAGACAAGGACG60.152 55 0 0 0

3.51 1.158323 125;20 AGTGACAGGTTCGGACAGAG59.794 55 0 0 0

3.01 0.419544 129;21 GACAGACAGGAAGACTAAGCG58.874 52.381 0 0 0

3.61 1.060696 108;20 CACGAATTGAGCGAGAGTGC60.359 55 0 0 0

4.02 0.273093 278;20 AGAAACGTTGATCCAGCAGC59.587 50 0 0 0

5.34 1.05199 117;20 CCTGACTTCTTACGCGCATG60.084 55 0 0 0

3.46 0.152892 139;20 GCAGAAAGGTTGTAGCGGTG60.222 55 0 0 0

1.9 0.360534 245;20 GCACCGTCTTAGTACGATCG58.985 55 11.75 11.75 0

3.62 0.011278 213;22 CTTCGACTTCTACACCTGAGAC58.663 50 0 0 0

4.12 0.211383 128;22 GGTGGTTGTAAGGCTAATGACG60.078 50 0 0 0

6.13 0.408139 184;20 TCCGAGTCTTATCCGGCATC59.795 55 0 0 0

3.07 1.496193 131;20 CTGCAGCTTGATCATCACCC59.727 55 0 0 0



4.85 0.152275 276;21 GGACCTGACAGCCATTTCAAG59.943 52.381 0 0 0

1.89 2.363219 189;20 TGCCTTTGTTGACAGCTGTG60.01 50 1.62 19.5 0

3.34 0.013007 177;20 TGTCTCTTTCCCAGCTGTCC60.079 55 0 0 0

3.85 0.578933 110;20 GTGTAGCATCGTGGAAGTGC60.014 55 0 0 0

2.87 0.762843 201;20 AGGGAGACAAAGCTCACAGG60.079 55 0 0 0

4.17 0.222977 128;20 GCATGCTGTCTGATTTGCCC60.926 55 0 8.14 0

4.79 0.754525 124;22 GTGTGCATACTTTGTGGGTAGG60.012 50 0 2.32 0

3.67 0.265367 109;20 AAACGACGGGCTACACAAAC59.802 50 0 0 0

4.3 3.294247 108;20 CATGGTCTTATGTGCCAGCG60.082 55 0 0 0

2.39 1.347816 124;21 GCATGTCGTCAACTAGCAGAG59.816 52.381 0 0 0

4.7 0.211899 460;20 GCCAAGAGAACGAACACAGG59.872 55 0 0 0

2.62 0.412649 117;20 AGAAGAGGGCGTACAAGAGC60.223 55 0 0 0

4.16 2.925347 109;20 GTTCTCGCTTGCGCTTGTAC60.903 55 0 0 0

5.18 0.223053 133;20 TGCGTTCGAAATGGCTAAGC60.292 50 2.77 11.91 0

5.25 3.702883 145;20 TGCCTCCAGTAACCTCTTCC59.495 55 0 0 0

3.11 0.081334 114;20 CCTCTGCCTTCATGTACAGC59.088 55 0 0 0

3.51 0.128335 193;20 CTCGTTCTTGGTCTCCCTCC60.223 60 0 0 0

4.68 0.153154 142;20 CCGTCAGAAAGTGCTCAGTG59.594 55 0 0 0

2.23 0.007372 137;20 CGAGTTAACGCCATACCAGC59.806 55 0 0 0

3.46 0.513614 163;21 CAAGCATGCACACACAAGATC59.148 47.619 0 18.98 0

2.52 0.844082 146;21 ACCGATGTAACTTCAACCCAG58.707 47.619 0 0 0

5.36 1.363417 120;20 GCACAGCAGGCTATATCACG59.594 55 0 0 0

4.94 3.367159 145;20 CCAGCTACTCGTGTGCAATG60.013 55 1.51 9.03 0

5.68 0.797963 216;18 CCCTCGTGTGCTGGCATG61.867 66.667 0 0 0

3.51 1.186364 171;20 CAAGAGTGCAGCTTTCCGAG59.943 55 0 0 0

3.18 0.130117 115;20 AGCAGCAATGAAGGAACCTC58.928 50 0 0 0

2.67 1.670596 120;20 CCTTTCGGTAGGCTCCTGAG60.295 60 0 0 0

5.28 1.663031 150;20 CCACTGTATGACTCACACGC59.386 55 0 0 0

3.51 0.294006 131;20 GCACTCTGTTCAACCTCAGC59.872 55 0 0 0

4.45 1.011513 120;20 ACGTGTGCTTGTCTTGCTTC60.083 50 0 0 0

3.46 0.066747 220;20 GCAACAAGATCATCGGACGG60.083 55 0 0 0

2.92 0.295294 113;22 GGTGAGAGACTAACTTGAGAGG58.049 50 0 0 0

4.04 2.978486 122;20 TTGACCCGTCTCTCTCCTTG59.504 55 0 0 0

3.95 2.817961 194;20 GCGCCTAGTTCGAGATTGAG59.251 55 0 2.73 0

4.63 0.060217 127;20 TCTCTAGGCGCCTCACAAAG60.223 55 3.04 10.21 0

5.68 0.010401 237;21 AGTGAGTTGCAGTTAAGCCAC59.535 47.619 0 0 0

4.46 0.008844 274;20 TGCTCCATATCTGTCGCTCG60.434 55 0 0 0

4.18 0.197222 117;18 CTGTCTGCCTATGTGCCC58.194 61.111 0 0 0

3.67 3.615383 122;20 CTCCGACGTCCTCTCCTTTC60.293 60 0 7.52 0

2.23 0.19437 141;20 GCGCCTAGTTCGAGATTGAG59.251 55 0 2.73 0

3.56 0.336871 231;20 GATGACCTGCTTATCGTGGC59.521 55 0 0 0

4.94 2.488477 205;20 GCACATACGTTGATGGAGCC60.083 55 0 1.39 0

2.92 1.308333 147;21 ACAAAGTGCACAAAGAGGAGC60.079 47.619 0 6.57 0

4.63 2.393179 211;18 ATTCTCGGCTGCCCAGTG60.48 61.111 0 0 0

4.45 0.616823 229;20 CTGGCCAGCTCTGATGATTC59.156 55 0 17.84 0

4.02 0.222061 134;20 GCACAGCCAGATAGTGATGC59.801 55 0 0 0

5.34 0.0561 229;22 GCCGAGAAAGATAGTGTTAGCC59.628 50 0 0 0



4.79 1.590329 141;21 GCTGTGGATTTAGAGAGACCG58.934 52.381 0 0 0

3.33 2.348564 215;22 TCCTATTTGCATGGCTGAATCC59.547 45.455 0 0 0

4.42 1.908909 122;22 TGGACAACAAAGCTAGCACATG60.207 45.455 7.84 11.1 0

3.79 2.20656 178;20 GCTCATTGTCATCGTCACCC59.732 55 0 0 0

4 0.487369 211;22 ACTGCATAAGAAACATGGGACG59.751 45.455 0 0 0

4.85 0.416844 244;20 ACTTTCAAAGCGCCTAGGTC58.942 50 0 0 0

4.85 0.128927 306;20 CCACCGCTACGTAAATGAGC59.806 55 0 0 0

2.87 0.12755 193;20 GCATTATCGAACATGCGCAC59.333 50 0 10.99 0

3.58 1.215163 207;20 TCCGTCTTTCAGCCTCTCAG59.866 55 0 0 0

4.02 0.151857 235;22 GAGGACAGTTGACACCATAGAC58.907 50 0 0 0

3.66 0.850037 121;20 AAGGGATTAGTGACGTCCGG59.937 55 0 2.69 0

3.71 2.300238 130;20 GAGCAATGAGGGAGCCAAAG59.653 55 0 0 0

3.67 0.402963 128;20 CTGGCCAAGTCGTATTGTGC60.292 55 3.52 3.52 0

1.9 0.123682 324;20 AATGCTTGTCACGTGCTCTG59.872 50 0 3.15 0

3.66 1.137491 122;19 GCAAACGCACCCTCAAATG58.917 52.632 0 0 0

3.42 0.05929 331;21 CCGTCCGTCTTTCTGAATGTC59.748 52.381 0 0 0

3.01 0.415312 193;22 TGAATGCGAAACACTAACAGAC58.022 40.909 0 0 0

3.84 0.579441 146;20 TTTCACCTGTCCTCTGCTCC60.079 55 0 0 0

2.17 0.059907 159;20 CACAATCCGCATGCTGACAC60.915 55 0 8.4 0

4.1 1.012417 190;20 ATAGAAGGGCCACAGGATGC60.297 55 0 0 0

2.39 0.007828 204;18 CTGCAAGCTTCCTGGGAG58.428 61.111 0 0 0

4.35 0.151755 125;20 TTCTACCTCTCACCGTGCAC60.152 55 3.53 3.53 0

6.13 0.05929 281;19 GTGCGAGTCATGTGGGTTC59.572 57.895 0 0 0

3.16 0.431801 189;20 CGCCAAATGTGTAGACGTGG60.291 55 0 0 0

4.02 0.271064 276;20 TGCAATGACACAGCAGCAAG60.434 50 0 0 0

4.06 1.259938 139;20 TCTAAGTGCAGTGCCACGAG60.787 55 8.32 9.08 0

3.71 0.151551 255;20 AGTACCCTGCAACAGTTGTC58.501 50 0 4.19 0

3.27 0.99113 143;19 ACATGCGCACACATCCATG59.936 52.632 0 1.46 0

4.26 0.207808 183;22 CTCAATACATTACGTGCGAAGG58.301 45.455 0 0 0

3.16 0.647234 180;20 GTTGGTGTCTGCCTGTTGAG59.799 55 0 0 0

3.18 0.081074 372;20 ACAGAGATCGACGGAAGGAG59.368 55 0 0 0

3.56 0.57868 165;20 CGGAATTGAAGTCGAGGCAC60.014 55 0 0 0

4.46 2.078915 134;20 TAAGCTACGAGTCCAAGCCC59.937 55 0 3.71 0

3.27 0.998141 127;20 AAAGGAGAGAGGAACGGGTG59.789 55 0 0 0

4.01 0.152528 134;20 AATCGCCTTGCATGTATGGG59.436 50 0 3.6 0

3.42 0.363682 261;20 CGGGTCTATCATCAACTGCC58.877 55 0 0 0

5.01 0.222775 172;20 CTGTGAGAACCCAATGTCGG59.304 55 0 0 0

5.34 1.250736 163;18 GTGTCACCGTGCCTCATG59.162 61.111 0 0 0

3.02 0.749254 166;20 TGAAGCTCCGTGTAGTGCAG60.787 55 0 0 0

3.35 0.982139 134;20 GACATAAAGCGCCTGGATCG59.874 55 0 0 0

4.01 1.210474 283;19 GTATGTGCGCGTCCCTTTG60.303 57.895 0 0 0

4.26 0.29172 203;20 ACGACATTCTCCGACCTGTC60.223 55 0 0 0

3.51 0.08442 222;21 GTTGGCCGTGAGTATGATGAC59.812 52.381 0 0 0

3.34 0.125797 188;20 GCGTTCATGTGATACCCGTG60.083 55 0 0 0

4.61 1.012417 162;20 AGATAGATGGGATGCCGGTG59.788 55 0 0 0

4.24 0.295512 128;20 TGATAGGGCCGTGAGAGATG59.43 55 0 0 0

4.79 0.082363 276;19 GGATACGGGAGAGCATTGG58.133 57.895 0 0 0



3.36 0.766453 159;20 CCTTTATGTGTGCCGAACCC59.94 55 0 0 0

4.4 0.152255 157;20 TCCATAGTGACCGGCTTTCC60.224 55 0 0 0

3.85 0.151344 296;18 GGTCAGGGTGGGAGAGTG59.363 66.667 0 0 0

3.86 1.926074 167;20 TCACTTTCTACCTGCTCCCG59.864 55 0 0 0

2.17 0.057003 155;20 TAAACGCATTCTGACACCGC59.944 50 0 0 0

4.02 0.059136 251;20 TCAGCAACTCGGACAGGTAG59.866 55 0 0 0

4.1 0.153154 225;20 ACTATGGCTGACTCGTGGAC59.938 55 0 0 0

5.03 1.53751 196;20 TTGGTGTCCCGCGAAATAAG59.303 50 0 0 0

3.36 0.151633 136;20 TTACGGCCATGGACCACTTG61.084 55 6.15 17.2 0

3.91 0.292817 192;20 TCCCTACTCCGTTGCTCTTC59.577 55 0 0 0

3.18 0.082806 269;20 GCAGCTATCCGTGCTCTGTG61.891 60 0 0 0

3.2 2.96209 200;20 CTACATGCGCGCAAATTGTC59.539 50 0 29.38 0

3.61 1.67029 288;18 GAAGTTTGCCCAGCCGTG60.087 61.111 0 0 0

4.94 0.059136 161;20 CTGCAGCGTTCCACTACTTC59.665 55 0 0 0

4.94 0.478901 159;20 ATTGCTGCTGAGAGATTGCG59.73 50 0 0 0

4.63 0.131718 191;20 TCTCTCTGATTCCGTCTGCC59.65 55 0 0 0

3.02 1.594747 174;20 ACACACACACTGTTGCCTTG59.939 50 0 0 0

2.34 0.702223 337;20 CTGGTTTCTGTGCTCGGTTC59.872 55 0 0 0

4.41 0.133538 173;20 TGCCTATCAGTAGCGACCTC59.437 55 0 0 0

4.4 0.510203 155;18 CACCAGTACGTGCGTAGG58.251 61.111 6.62 6.62 0

2.82 1.849621 141;20 GAGCAAAGGTTTCGGCAATC58.755 50 0 0 0

3.62 0.498606 320;18 CTATCGCACTCCCTCGCG60.772 66.667 0 0 0

3.14 0.542928 135;20 CTGCTACGAATGAGGCAAGC60.083 55 0 0 0

3.02 0.42032 191;22 ACGGATGCTTATTCGTTGACAC60.078 45.455 0 0 0

6.13 0.29254 145;20 TAGGAGCAGGTGGTTCATGG59.86 55 0 0 0

4.85 1.059373 137;20 GCATGTCACTATCTTCCGGC59.521 55 0 0 0

4 0.194134 152;20 CACACCCAGATGCTCGTAAG59.098 55 0 0 0

2.5 0.35803 160;22 CATTAGTCCGCATATCAGTCGG59.502 50 0 0 0

4.16 0.277204 146;20 GAAATCCAGCCTGTTACGCC60.012 55 0 0 0

6.53 0.083991 142;21 ATCTTGCATCGTCAGCAATTG58.33 42.857 0.63 8.53 0

4.4 3.430532 178;20 ACGATTTGCCACAGGTGAAC59.798 50 0 0 0

5.34 0.550739 175;20 CGGGCAAGCAGGGATAATAG58.939 55 0 0 0

5.19 1.461325 142;22 CCTATAAATTGCTCACTTGCCG58.534 45.455 0 0 0

4.7 0.064639 188;21 TTGACCCAATCTCTGTCTTCG58.439 47.619 0 0 0

3.85 0.009959 272;20 GCTTCGGATGCCTTTGTGTC60.571 55 0 1.11 0

5.25 0.129521 208;20 GCGCCTAGTTCGTGATTGAG59.807 55 0 1.07 0

4.85 1.922674 162;18 CAGCTTGTCCCTCCCTCC59.764 66.667 0 0 0

3.28 0.643717 132;20 CATGCCGTTGTGTGATACCC60.012 55 0 0 0

4.02 2.145128 131;20 CCAGGCCGAGCATTAATAGC59.587 55 0 0 0

4.79 0.426998 188;20 ACGCGTATATGTACACACCC58.246 50 0 8.95 0

4.85 0.651405 132;20 ACCCTAACCCAATAGCCAGC60.224 55 0 0 0

3.67 0.063998 290;21 ACCCAAATCACCAAAGTCGTG59.806 47.619 0 0 0

4.17 1.007203 323;22 GCTTGCACCTGAATGTAATGTG59.244 45.455 0 0 0

3.77 0.131316 321;21 GCGCTAGTTCAGATGCTAACC59.881 52.381 0 0 0

4.41 2.084735 145;20 GTAGCGCATCATCACGTGTC60.153 55 0 0 0

3.35 2.707825 164;20 TTGTCAGCCTCTCCTTCTGC60.439 55 0 0 0

5.18 0.363226 323;20 AGTGTCAGAGCAGCCATAGG59.935 55 0 0 0



3.18 0.334915 332;20 CCTTTGAGAACACTTGGGCG60.152 55 0 0 0

5.28 1.816036 138;20 CTACAGCTGGCATTGGGTTG59.939 55 0 0 0

3.51 2.240277 135;20 TTTAGACTGGGCTCACACGC61.073 55 0 0 0

3.02 0.547963 260;20 GCATCCGAAACTGGACTTGC60.571 55 0 0 0

4.45 0.955827 174;20 CTTCACTTTCCGCCTGTCAC59.872 55 0 0 0

4.02 0.365182 260;20 GGATGACACCGATAGCACAC59.17 55 0 0 0

4.85 2.700972 136;20 CCAGGTCATTGTAGTTCGGC59.376 55 0 0 0

5.54 0.364026 137;21 AGTATCCTGTTGGCTCGAAAG58.506 47.619 0 0 0

3.51 1.180008 147;20 ATCAGTCTCGTGGCAGACAG60.223 55 0 0.08 0

2.17 2.206037 166;19 CCACCCAGGCGTTATTTGC60.232 57.895 0 0 0

4.57 0.01106 246;19 GGTGCGTAAATACCCGTGC60.013 57.895 0 0 0

3.02 0.29429 225;20 GTGGCAGTTACGACGTTCAC60.222 55 0 0 0

5.25 0.060217 175;20 AAGGTAAACTGTCTGTGCCC58.49 50 0 0 0

4.52 1.513919 168;20 CCACCTTCGGAGCTAGTGAG60.294 60 0 0 0

4.3 1.131739 159;21 GGCTAGTGTAGATCTCGGTGG60.147 57.143 0 0 0

4.4 0.294148 201;20 CTGTGGCATTCATCTCTCGC59.803 55 0 0 0

4.85 0.987367 157;20 GGCTATCGTTCAGGCTGCTC61.623 60 0 1.12 0

5.68 2.839175 211;20 TGGGTGTGGAAATGGCTTTG59.718 50 0 0 0

3.11 3.769959 163;20 CAACGTGCAACCTGAGGATG60.222 55 0 0 0

4.85 0.487369 177;20 CCGATCGTCCTACATCCGTC60.501 60 0 12.2 0

5.18 0.50058 345;20 TTTCCCAATTCCACCTTGCG59.793 50 0 0 0

4.35 0.758072 288;20 GCAGCCCAAGAAATGTCCTC59.939 55 0 0 0

5.12 0.920938 217;20 ACCGGAACCTTCACCTCAAG60.368 55 0 7.06 0

3.02 0.209843 141;20 TATGCTGCTGTGTACCGTCG60.921 55 0 0 0

4.18 0.125604 209;20 GCTAGTCTGCTGCAAACGTC60.291 55 0 0 0

4.02 0.223155 276;20 TCTCCTTCTTCGGACAGGTG59.504 55 0 0 0

3.51 2.270737 207;20 GAGTCAGTGCATCGAGGGTC60.925 60 0 0 0

4.01 0.124064 151;20 GGTCTCATGATGGCCTCGAG60.719 60 1.86 3.71 0

3.35 2.251691 150;20 TCTCCTTCTCAAACCCACCC59.711 55 0 0 0

3.51 0.152701 237;20 TGCCTGTTACAAACGATGCC59.869 50 0 0 0

4.3 0.009403 168;20 GTTGGTTAAGCGACGAGTGC60.565 55 0 7.03 0

3.35 0.214238 159;20 TCACTTGCAACTCGATCAGC59.31 50 0 0 0

4.52 0.082806 144;20 GGAGCTCGCTGATAATGACG59.32 55 0 0 0

6.53 1.007025 144;20 GACAGTCAAAGAGATGCGCC60.013 55 0 1.96 0

5.36 0.010401 144;19 GCAGACCACCTCCAGAGTG60.457 63.158 0 0 0

2.32 1.013036 260;20 ACCTACTCAGCTCAGTTCGG59.579 55 0 0 0

2.18 3.306254 146;20 CAAAGCGACTTGGAGTGGAC59.872 55 0 0 0

4.63 0.858578 180;19 CTCTGCCTGACTGTCCCTG60.158 63.158 0 0 0

2.5 0.707403 145;21 CTGCCTCAACTCTCAACAGAC59.338 52.381 0 0 0

5.14 0.203306 148;22 AGACGATGTAAGTGAGAGAGCC60.077 50 0 0 0

3.62 1.231359 159;19 GATGATAAAGCGGCCAGGC59.788 57.895 0 0 0

5.03 0.68548 183;20 GAAGTTGCCGCTCTGCTTAG60.013 55 0 0 0

4.84 0.198183 260;22 ATAATTGCTCAGAAACCACACG58.069 40.909 0 0 0

3.51 0.014385 162;21 AATGCAATCCGGATTTCGCTG60.685 47.619 8.44 17.25 23.29

4.85 2.47898 261;18 CCAGCCGGCATAACAACC59.541 61.111 0 28.46 0

1.85 0.57767 149;20 CTTGTTGGCCAGCTCTGATG59.94 55 0 3.4 0

6.86 0.153004 203;22 GGAGAAGTGATTTGAGGTGAGG59.16 50 0 0 0



3.93 0.151715 178;22 AAGGATGGGAGAAAGAATGAGG58.264 45.455 0 0 0

5.01 0.013113 188;20 GCCGACATCAAACACTCTCG60.015 55 0 0 0

2.87 0.554944 262;20 GTGCCATGAGTTGCAGAGAC59.942 55 0 0 0

4.58 1.080635 189;20 TGCTCTCAGAATCCGCGATC60.715 55 0 0 0

4.04 0.054167 190;21 GTTACTGAACCACGGACAGAC59.344 52.381 0 0 0

5.54 0.010401 332;20 GAGGCAGCGTGTTCAAATTG59.043 50 0 0 0

2.67 0.013752 281;21 TTAACCGTCATCATACTGCCC58.572 47.619 0 0 0

5.03 0.152567 253;19 AGCTGCTCCTTTCTGACGG60.457 57.895 0 0 0

3.16 0.417998 168;22 TCATTTGGAAAGACAGACCTGC59.617 45.455 0 0 0

3.51 2.711517 153;20 AAACGTTTCCCACCATTGCC60.366 50 0 3.58 0

4.2 2.829636 151;20 AAGCTCGCTCCTCTTAGACG60.011 55 0 0 0

4.02 3.851482 166;20 TTAGCCTTGTCAGTCTCGGG59.864 55 0 0 0

4.7 1.912963 176;20 TCGTTGTATTTCTCGGCCAC59.026 50 0 0.07 0

5.25 0.223129 166;19 GTGCGTATGGGAAGTGCAC59.939 57.895 6.01 6.01 0

4.04 0.123682 327;21 AGGGCCTAGATCAAGATTGGG59.723 52.381 0 0 0

5.36 0.621891 165;21 GCAGACCAGGATGTTACCAAG59.398 52.381 0 0 0

3.2 0.279587 344;20 CTCCAGCCATACTACCGGTC60.081 60 0 7.34 0

3.35 0.061308 252;20 TTATTGTCCGTTGCAAGCGG60.222 50 21.13 21.13 0

2.73 0.008281 239;20 GCACTCCATATCGAAACCGG59.522 55 0 0 0

5.01 0.919225 197;20 TGTGCATTCCAAATTCCGCC60.507 50 0 0 0

5.19 0.863334 179;19 TTTCGCCTCACCCTTTCCG61.053 57.895 0 0 0

4.18 0.290579 153;20 TGATGGACCTGGCCGATAAG60.007 55 0 0 0

5.19 0.864643 212;19 GGCTTGCCACAACTCGTTC60.45 57.895 0 3.94 0

3.51 0.080615 199;20 TCCGAGCAGCTTATTGGTAC58.154 50 0 0.9 0

3.42 3.499676 188;20 ACTTCGTGCTTGAACCGTAG58.96 50 0 0 0

3.69 0.866835 155;20 CTGGATGTAGCTGCCGTAAG58.885 55 0 0 0

2.62 1.661293 181;20 GACCCAAGGACTCTAGCTGG59.935 60 0 0 0

5.01 1.46527 255;20 TCTGCTAGCAACCTGGTACC59.862 55 1.07 5.72 0

4.09 0.342829 162;20 TCAACCCACTAGACCAAGCC60.079 55 0 0 0

3.18 0.081269 160;20 AGTCACGTTCTGAATGTCCC58.295 50 0 4.18 0

3.36 0.285961 231;21 GAGAGAAAGAATGAACCCGGG59.124 52.381 18.82 18.82 0

3.69 0.079415 158;20 GACCACACGCTCTCTGTAAC59.037 55 0 0 0

4.1 0.610329 247;20 TAGAGTGCCTGCTTCTGGTG60.152 55 0 3.47 0

3.09 1.188598 164;20 CCATGCCACCGCCATATTAC59.869 55 0 0 0

6.13 2.012356 215;20 CCAAGCCATTACTCCGAACG59.733 55 0 0 0

4.61 0.620872 185;20 ATGAGCCCTGATGTCACTCG60.295 55 0 0 0

3.67 0.222304 187;20 ATGCATAGTCTAGTGGGCCG60.08 55 0 0 0

4.45 0.931284 295;20 TACCTGCATGCATTGGTGTG59.58 50 11.09 26.47 0

5.14 1.338114 271;22 TGCGTGTAGTATAGAGAGGAGG59.025 50 0 0 0

2.5 0.605405 186;20 AACCTCCTATCCTGTGCAGC60.224 55 0 0 0

3.84 0.203306 178;18 GCCTTAGCCGATCTCACG58.397 61.111 0 0 0

4.7 0.138497 204;20 TATACACCTCTGACGCTGCC60.009 55 0 0 0

3.18 1.07907 160;20 GAGAAGGTGAGGAGTGGTGG60.152 60 0 0 0

4.3 0.079952 433;20 ACAGTAGGCAGACTCAAGCC60.152 55 0.82 0.82 0

3.18 2.462986 173;20 CCAAGCAACAGACAAGGACG60.152 55 0 0 0

3.71 0.079684 333;18 ATCGCCCAGTCGTCCAAC60.477 61.111 0 0 0

3.2 3.840788 163;20 GACGTCGTAACTGCAGCATC60.085 55 0 0 0



6.13 1.007214 225;20 GGCTGGATGGTTTGAAGCTC59.939 55 0 0 0

5.14 0.925639 195;20 TCCAGGGTTCATACGACCAC59.863 55 0 0 0

6.13 2.049967 220;20 CATGCGAGACTTCCACTTCG59.737 55 0 0 0

2.92 0.009737 190;20 CTCACAATGCACGATCGAGC60.427 55 23.16 23.16 0

4.06 0.134764 337;20 GCGACTGTTCTCTGCGATTG60.359 55 0 0 0

4.58 0.862899 255;20 GCCTTATGTCGATGGATGCG59.944 55 0 0 0

3.61 0.786813 207;20 GGATTAAGCACCGACACGTG60.014 55 12.31 12.31 0

4.4 1.059547 190;20 CAATATTGCCAGGCCTTCGG60.081 55 0 0 0

2.73 0.441101 219;19 TGTCCCTCTCTCGGTTTGC60.082 57.895 0 0 0

2.85 1.06906 323;22 AGCAAGTGTCTCAGAGTCTCTC59.946 50 0 0 0

4.4 0.064478 165;20 ACTTGCGTGAGATGAGGTCG60.854 55 0 0 0

3.33 1.584024 235;20 ATGCAACCAAGAAGCCAGTC59.507 50 0 0 0

2.08 1.560939 173;19 GCAATACGGCGCTCTGAAG60.086 57.895 0 0 0

4.79 1.133282 172;20 TCCACTCGCTCACACTTTCG61.062 55 0 0 0

3.35 0.986924 345;20 GGTTCAGACGTTAGCCTGTC59.03 55 0 0 0

6.86 0.081464 296;20 AGAGACATACTGGGACACGC59.938 55 0 0 0

6.46 0.05241 402;20 GGGCGATTAAGAACGTGTCG60.084 55 0 0 0

2.9 0.007941 245;20 CTAGCGTGATATCCGTCGGG60.571 60 0 9.22 0

3.36 1.209692 171;20 GCCGGCAGATGTTGAGAATG60.362 55 0 21.49 0

3.95 1.586802 274;20 TGCTCCATATCTGTCGCTCG60.434 55 0 0 0

3.85 0.151427 202;20 CGCTATCACGTGCATCTGTC59.878 55 0 0 0

4.57 0.659045 222;20 ACCACGATCACTGCAAACAC59.8 50 0 0 0

5.52 0.057608 289;20 TGCGGTCATCCAGGAAGAAG60.51 55 0 0 0

2.24 0.263407 289;20 AGGCCAAGCGACATTTAAGC59.939 50 0 2.76 0

4.58 0.0564 212;20 TGTTTGTCTGTCCGCCTCTC60.72 55 0 0 0

3.61 0.905235 404;20 ATCATTTGGCCGCTTTCAGG59.937 50 0 0 0

4.26 0.609339 282;20 CTCTGGGTCAACTTTGGTGC59.797 55 0 0 0

4.44 0.057003 266;20 ACTAGCGATGGACAGTTGAC58.091 50 0 0 0

4.46 0.436967 206;20 ATGGCATGCATCTTCCAAGC60.008 50 0.28 8.66 0

3.16 0.293865 271;20 GGGCATGTTAAGCCATCTCG59.799 55 0 2.44 0

4.04 0.063838 279;20 CAGATTCTTGCAGGGCTTGG59.938 55 0 0 0

4.61 1.157406 246;20 GCATGTGACTGCCCAACTAC59.941 55 0 0 0

5.14 0.293865 338;20 AGACCGGTGAGTTAAGACGC60.505 55 0 7.04 0

4.94 0.057608 259;21 TGCGAGAAAGTAGCTTCGTAG58.609 47.619 0 1.14 0

4.94 0.063359 380;20 ATCAGAGGCCCTTTCACTCC59.859 55 0 0 0

3.67 0.059753 247;19 TGAGAGGGACGGAGGAAGG60.77 63.158 0 0 0

3.67 0.084846 231;21 CCAAGTGCCGGTGAGTTTATC60.012 52.381 0 0 0

5.01 0.130515 173;18 GTGGGAGAGCACGAGAGG59.851 66.667 0 0 0

3.13 0.513399 212;20 AGAAAGACTGACCGGGAGAC59.503 55 0 0 0

4.41 0.223129 174;20 ACTGTTTCCCTCCACCTTCC60.004 55 0 0 0

4.41 0.412649 231;19 AGGCGGACGACAAAGACAG60.749 57.895 0 0 0

2.77 0.439764 204;20 TCTGCCTAGGTCTGCATTCC59.934 55 0 0 0

4.26 0.501577 206;20 TTATGTCAAGCACGCGTGTC59.945 50 12.42 19 0

3.67 0.222625 322;20 CCTACAAACCTTCGAGCCAC59.306 55 0 0 0

3.71 0.222675 351;20 TTGCACACTCATCTTGCTGC60.152 50 0 0 0

3.82 1.045706 254;20 TCTGTGCCTTGCTCTATCCC59.934 55 0 0 0

4.02 0.08035 309;20 TTTGAGCATTCTGAGCTGGG58.929 50 0 0 0



4.52 0.060683 232;20 GCGCCTAGTTCGAGATTGAG59.251 55 0 2.73 0

4.06 0.008956 342;18 CACTTGCTTCGTCGCCTG59.862 61.111 0 0 0

3.01 0.40926 187;20 CAACGGATTCTCATGGCGTC60.083 55 0 0 0

4 0.008619 290;20 TGTGATCCCATGTGCAAACG59.869 50 0 0 0

5.18 0.082932 429;20 CTCTGCAGTACATGAACCGC59.735 55 0 0 0

3.93 0.296243 216;20 GTCGGCAGTCCATGTTTCAC60.222 55 0 0 0

3.06 0.011278 320;20 GGCAAGCAAAGAGAGTGGTG60.152 55 0 0 0

4.7 0.143614 204;20 GACATTGAGCTGGCCGTTAG59.732 55 0 0 0

4.35 0.358784 281;20 GGTTAGTCCGTACAAAGGGC59.018 55 0 0 0

5.28 0.197222 173;20 TGAAGACAGGGTACGCGATC60.293 55 1.69 1.69 0

6.01 1.139111 221;20 CATGTAGACGGGCAAACACC59.941 55 0 0 0

3.2 0.41493 234;20 TCCCTATCCTGTCCTCGCTG61.238 60 0 0 0

4.57 0.207808 201;20 AGCACACGTCCACATTCATG59.587 50 0 0 0

3.42 0.916398 176;20 GCAGTGCCGGATTATAAGCC59.87 55 4.99 4.99 0

5.54 0.010401 361;20 GTCGTACTTCCACACACTGC59.597 55 0 0 0

2.82 0.013007 360;18 GGGTTGCCGAAGTCAGTG59.078 61.111 0 0 0

6.53 0.0564 337;20 CCGCTGATTACGAAAGCTGG60.083 55 0 0 0

3.86 0.080549 229;21 CCCACAGGCTGCTAAAGTAAG59.398 52.381 0 0 0

4.06 0.344172 298;20 TACACACGCACATGACCTCG61.129 55 0 0 0

4.2 0.563498 226;20 TAATGCCTAGTCTCGCGAGC60.433 55 15.07 20.34 0

4.85 0.556356 184;20 GCAGACAATGACAGACGCAG60.291 55 0 0 0

3.2 0.079009 249;20 CTGAACGGCCAGTATTGTCG59.736 55 0 0 0

3.02 0.909394 228;20 AGCATGTCGACCAAGTTCTG58.947 50 0 0 0

6.86 0.634593 177;19 AGGAGAGCGATGGGAAGAC59.248 57.895 0 0 0

3.51 1.135124 181;21 AGGCTATATCTCCCGAGGTAG58.119 52.381 0 0 0

2.62 0.059753 181;20 GTGTGTGTGAGCATGGAAGC60.502 55 0 0 0

4.18 3.395169 199;20 TCCGTACCGTTCCGTTTACC60.504 55 0 0 0

3.79 0.193898 212;20 GCTACCCTTGCCACTTCATG59.654 55 0 0 0

3.16 0.979912 184;20 AGCTGCGTTCGAGTTTCATG59.944 50 0 0 0

4.94 0.222207 203;21 CGGTAGTAAGCAGCACTGTTG60.014 52.381 0 0 0

3.46 0.007144 364;20 TTTGCCGACGGTGTTATGTG59.872 50 0 13.79 0

2.93 0.062724 347;19 ACATGCGCACACATCCATG59.936 52.632 0 1.46 0

4.18 0.54021 236;22 TGCCTCAGTTCAGTGATTACAG58.833 45.455 0 0 0

3.02 1.052761 234;20 ATGACCGCGATTCCTTTGAG59.091 50 0 3.57 0

4.79 2.37025 179;19 GTCAAAGAAGCGGCGGTAC59.941 57.895 0 0 0

3.77 0.0561 319;20 TGTGGATTCAAGAGAGCGTG58.663 50 0 0 0

4.44 0.630655 210;20 AACAGAGGGAGGAAACGAGG59.789 55 0 0 0

5.36 0.277798 323;18 GAGACAGGCAGACGGAGC60.551 66.667 0 0 0

4.4 0.08362 187;20 AGAGCATGCCTAGTCTCGTG60.01 55 0 7.21 0

3.18 0.70731 187;20 CAACGGATTCTCATGGCGTC60.083 55 0 0 0

3.68 0.222725 283;20 GTGAATGTCCCGAAGCATCC59.729 55 0 0 0

4.57 0.151937 420;20 GGAACCCGTAACAGATGACG59.102 55 0 0 0

3.86 1.178289 199;20 AATCACCGACCACTGCTCTC60.508 55 0 0 0

2.23 0.063838 185;20 TGGAAGCGACTGTCTGATCC60.223 55 9.15 9.15 0

3.34 2.869056 183;20 CCAAATGCAGGGCTTGTACC60.223 55 0 0 0

4.63 3.048914 185;20 ATCACTGAGCCTTCCTTCCC59.859 55 0 0 0

4.94 0.195316 199;20 GAGTCGAAGGAGTGGGTGAC60.506 60 0 0 0



4.79 1.301401 343;20 CATGCACACACGGACGTAAC60.565 55 0 0 0

4.4 0.542928 223;20 TCCGCGGCCTAATAACAGAG60.365 55 0 20.15 0

4.85 0.13212 249;20 AAATGCTCTAGAAAGGCGCG59.732 50 0 0 0

4.18 2.077301 269;20 CAATCTGTTCGCACACTCCG60.291 55 0 0 0

4.85 0.491684 201;20 GGCCCGTAAGTCATTTCACG60.013 55 0 0 0

3.77 2.83498 196;20 CATAGCCCATTTCAGGTCGC59.799 55 0 0 0

5.54 0.332329 287;21 CAAATAGGTAGAGGGCTGCTG58.916 52.381 0 0 0

4.04 0.208315 360;20 AAATGACCACGGCGATCTTC59.376 50 0 1.96 0

2.5 1.283789 231;20 GTGTCGACAGCAGGTACAAC59.597 55 0 11.96 0

4.61 0.007828 372;20 CAGCTGGTCACATCACATGC60.293 55 0 2.22 0

3.46 0.40926 227;20 CTGCCTGGTTCTTTCTGTCG59.591 55 0 0 0

2.23 0.721509 231;20 CTACTCGCTGGCATCCTGAC60.996 60 0 0 0

4.26 0.013327 189;20 TGCCGACGAAGAGGATAGTG60.011 55 0 0 0

3.14 1.206339 202;20 AGTGCTTTAACCGTGGCATG59.869 50 0 0 0

5.19 0.864643 191;22 AGGTTTCTGCTGTCATGGAAAG59.616 45.455 0 0 0

4.41 1.214599 198;20 ATGACTGTTTGCATGCCAGC60.507 50 4.49 8.87 0

2.9 3.096716 347;20 GCGCCTAGTTCGAGATTGAG59.251 55 0 2.73 0

3.86 0.353069 195;20 TGTATAGTGTCGAGAGGGCG59.443 55 0 0 0

3.61 0.265367 368;20 GTGGATGCAGTTTCGTGTCG60.565 55 0 0 0

4.73 0.908625 463;19 AGGAACTCAGACAGCCAGC60.082 57.895 0 0 0

5.54 0.332329 246;20 ACCTCGTCAGCCAGTAACTC59.866 55 0 0 0

3.35 0.078325 256;22 AGCATCTTGAAGTCTTTGGGTG59.616 45.455 0 0 0

3.18 0.152509 207;22 TTGGAAGTAGTGAGATGACCAC58.23 45.455 0 0 0

6.13 0.060062 259;21 GCCTCTGTTTGGTGTAAGCTC59.945 52.381 0 0 0

3.16 0.152373 193;20 CTGCCGACGAAGAGGATAGG60.434 60 0 0 0

5.19 0.05625 315;20 TTGTGCCCAGGACTGACTAC60.079 55 0 0 0

3.2 3.530557 213;20 AATCCGGATGTCTGAGACCG60.009 55 4.15 4.15 0

2.34 0.293654 267;20 TGCTCCACCATAGTCCAAGG59.86 55 0 0 0

4 0.294934 428;20 TGCCTGTTGTCGTATTTGCC59.869 50 0 0 0

3.06 0.012362 252;20 TTCGTCTCGTTGAAATCGCC59.668 50 0 0 0

3.16 0.01247 361;20 TGCCTGTTGTCGTATTTGCC59.869 50 0 0 0

4.17 0.492119 274;20 TTTGCATTCACCAGCATCGG60.223 50 0 0 0

3.21 0.152077 229;20 AACGGGAATGTGCCTTACTG58.934 50 0 0 0

3.09 1.010955 199;20 CATCACGCCACTGTCACATC60.013 55 0 0 0

4.3 0.366235 335;20 AACACCAAAGAGTCAAGCGG59.442 50 0 0 0

5.18 1.336888 199;20 CCGCATCATGTGACCATCAG59.801 55 0 0 0

2.62 0.12755 364;20 GCGCCTAGTTCGAGATTGAG59.251 55 0 2.73 0

4.01 0.081722 227;19 GCGCACACATGTACTCACG60.302 57.895 0 0 0

5.54 0.332329 250;20 AACGGCATGCATTCGGTAAG60.012 50 0 15.82 0

4.85 0.192725 340;20 TTAGAGGTCGACAATGGCCG60.578 55 0 0 0

3.86 0.805198 215;20 CGTGTTCGTACTTGTGAGCG60.289 55 0 0 0

3.16 0.009737 225;20 ATTTGCTGAGATGCTGGCAG59.652 50 7.75 7.75 0

3.85 0.057154 321;20 CTTCTCTGTCCGTCTGCTTG59.032 55 0 0 0

5.03 0.508107 210;20 AGATTGAGTTCTCGCAGGGC60.865 55 0 0 0

3.16 0.839498 259;20 CAGCAAGTGTTACTGCCGAG59.944 55 0 0 0

3.02 0.134354 285;20 CCCTAGGCTGAGACCTGAGG61.531 65 4.99 4.99 0

5.12 0.920938 218;20 TCTACACCACGCAGAACCTC60.152 55 0 0 0



3.66 1.56296 287;20 CCACAACAACAGAACCGGTC60.082 55 0 0 0

3.01 1.209627 237;20 TCCACGCTGATCTGATACCG60.081 55 0.07 0.07 0

3.02 1.055923 256;22 TCAGTGGCAGCAATGAATACTG59.751 45.455 0 0 0

5.54 0.079952 362;20 CCTACATACCCAGGCCCTTC60.006 60 0 0 0

5.54 0.332329 282;20 TGTAATGCGCTCTCACCAAC59.306 50 0 0 0

4.94 0.207303 227;20 CAGGACGGCGGAGTATTGAG60.994 60 0 0 0

5.54 0.332329 388;20 CCTGCTTCTGTTCACCACTG59.515 55 0 0 0

2.9 2.558976 282;20 ATCTACTACTCTTCGGCGCG60.152 55 0 0 0

2.77 0.267061 217;20 GGGCGAAAGAGTTGGACATG59.941 55 0 0 0

5.54 0.341494 270;22 AGAACAACCACATGAATCAGGC59.945 45.455 0 0 0

4.3 0.208315 343;20 ACTGGGCCTCTTCATCTGTG60.151 55 0 0 0

3.16 1.077907 206;21 GCCCAATTTGCTTTCTTTGGC60.214 47.619 0 0 0

4.85 0.009403 256;20 CGCTTGAATTATCCCTGCCG60.152 55 0 0 0

2.62 0.796774 256;20 CTCACTCACGTTCCTGCATG59.664 55 0 0 0

5.28 0.205795 246;20 ACATGCCCAGAAACAAGCAC60.08 50 0 0 0

4.79 0.222551 255;20 ACAGTTGAGAATTGCTGGCG59.87 50 0 0 0

3.68 0.151344 243;20 CTTAGTGCAGCTTTCCGACC59.662 55 0 0 0

5.25 0.059753 362;18 GGCTTAGACTTGCGCCAG59.238 61.111 0 1.3 0

4.02 0.210869 267;20 GGGAAGGCAGGAGAGAAAGG60.513 60 0 0 0

3.69 0.688769 284;20 TGCCCAAGTTGACCTCTACC60.079 55 0 0 0

3.95 0.547043 314;20 CAAGGGACCGAGCAGTAATG59.091 55 0 0 0

4.85 1.544077 222;20 GCGGGTCCATCAATCGATTC59.872 55 0 0 0

2.82 1.348611 224;20 TTTCCCACGCTTTCCCTTTG59.722 50 0 0 0

5.25 0.013327 295;20 CGTGTGTCTGTCAGTCTCAC58.973 55 11.43 11.43 0

3.62 0.069392 257;21 ACCCTTGCAATGAACAGTTCC59.802 47.619 0 7.22 0

3.77 0.431397 301;20 TCATTCAATGGTATGGCGGC59.437 50 0 0 0

2.78 0.129322 386;20 GCGCCTAGTTCGAGATTGAG59.251 55 0 2.73 0

4.94 0.333619 265;19 CTCTCCCTTCGTCCCTCAG59.254 63.158 0 0 0

4.3 0.008281 206;20 AAGCTGCCTCTTTCACTGAC58.865 50 0 0 0

2.67 1.491872 208;20 GCTCACAGACTGCATTACCC59.374 55 0 0 0

4.85 0.768876 212;22 TCGAATGAGCAAGTGAAACTCG60.015 45.455 0 0 0

3.79 1.157477 209;20 TCTCTTATGCACCTCGGACG60.011 55 0 0 0

4.17 0.770091 316;20 CTTGCGGAGAACACTGACTG59.594 55 0 0 0

4.85 0.997201 224;21 CGTTTCTGTACTGCTGGTTGG60.214 52.381 0 0 0

4.85 1.534433 211;20 TTAGTGAGCACCGAGGTAGC59.938 55 4.62 4.62 0

5.52 0.009626 303;20 TGAAGAGCCACAGTTCCTCG60.437 55 0 0 0

4.35 0.133538 382;20 GAACGACCAGAGAAACGCTG59.946 55 0 0 0

4.61 0.289059 284;20 AGCGAGAACAAACTGTGAGC59.521 50 0 0 0

3.18 2.316547 220;20 CCTCTCACATCCAAGTCAGC58.729 55 0 0 0

3.21 0.221892 219;20 CTTGACGGCTTGACTGCTTG60.5 55 0 0 0

3.51 0.124832 220;20 GGTAGAAGGTGAGAGGGTGC60.223 60 0 0 0

2.59 0.009403 256;21 GCACACTAAGCAGACAATGGG60.282 52.381 0 0 0

4.84 1.254594 213;19 TCGGGCAGTCTTCGTTCAC60.748 57.895 0 0 0

6.09 1.120029 238;20 TGCAGGTCTTGATAGCCCTC59.934 55 0 0 14.36

3.82 2.171186 228;20 GTGTGCAGTATCCAGGCAAG59.658 55 0 0 0

3.18 0.203059 211;20 CTAGTGCAGTTCAGGCCATG59.372 55 0 0 0

4.24 0.791283 262;20 GGACCACATGCATCGTCATG60.082 55 8.17 12.11 0



5.01 0.549349 271;20 GCGTAACAGTGTGACAGTCG59.948 55 0 1.21 0

2.32 0.13212 283;20 CACATGGCACCGATTGAGTG60.292 55 0 0 0

2.75 0.349612 238;20 TTGAAGCTCGACGTCTGAGG60.503 55 11.9 23.21 0

4.61 0.081269 449;20 ATTTACAACGCGATCCTGGC59.73 50 0 7.55 0

3.35 0.620872 347;20 CAGCGTTATTTGAGGTCCGC60.361 55 0 0 0

2.34 0.893619 216;19 TGGGCGTGCGTAACCATAC61.191 57.895 0 3.61 0

2.67 0.0564 277;20 ACGTTCGCATATACAGGCAC59.172 50 0 0 0

3.01 0.060683 221;20 AAAGAGTGCACAGGTCTCAC58.507 50 0 9.02 0

3.33 0.207555 275;20 GGGAGGAGGAAGAACACTGG60.151 60 0 0 0

2.39 0.988436 239;21 ACCTCTCATCAATGCCCTACG60.352 52.381 0 0 0

3.02 0.749254 223;20 TAGTGATCGCTCGTATCGCC60.222 55 0 7.28 0

4.85 1.067925 283;20 TATGTCTGGGCTCACTCGTG59.938 55 0 0 0

5.54 0.332329 347;21 CCCTTAGGCTGCTAACATGAC59.192 52.381 0 0 0

3.51 0.291449 274;21 ACAGCCGGAATTCTAACATGC59.739 47.619 0 0 0

3.82 3.392274 225;20 AGGCGGTATAGGTGTACAGG59.064 55 0 0 0

5.54 0.152255 239;20 GCGATGCAGGAAGTCAAGTC60.013 55 0 0 0

3.02 0.201828 229;20 TCCTCGTAGCATGCCTTCTG60.295 55 0 0 0

3.27 0.622401 382;20 TAACACCGCACATTTAGCCG59.661 50 0 0 0

3.86 1.824899 227;21 TCGCATGTTACTTTCGTCAGC60.015 47.619 0 0 0

3.09 2.471981 224;20 AAGTGCGTAGAACTAGCCCG60.575 55 0 0 0

3.46 0.01018 374;20 AGACGCACTCCACCACTTTC61.004 55 0 0 0

4.45 0.057608 239;20 TGTGCATGTGATGGTGAACG59.871 50 0 0 0

5.03 0.083309 296;20 TACCAATCTTCGCCGCAGAG60.927 55 0 0 0

3.51 2.792008 222;20 ACACATCAGTCCAGTGCCAC61.011 55 0 0 0

5.34 0.130515 451;21 CATACTCAGATGCCCATACGC59.407 52.381 0 0 0

3.86 0.50272 337;20 GCCTGTGAAGGATGCATGAC60.011 55 0 0 0

3.71 0.066747 426;20 GTCAGGTCTATGGCAGGCAG60.936 60 0 0 0

2.85 3.018888 241;20 TATAACAAAGTGGTGCCCGC59.297 50 0 0 0

4.45 0.931284 364;21 ACCGTGTCCTATCTGCCTATC59.526 52.381 0 0 0

3.86 1.804827 270;20 AGACGTGCAAGCCAATCATG59.94 50 0 0 0

3.02 0.749254 315;20 CACGGTCGTTCACTTCAACC60.153 55 0 0 0

4.57 0.01018 269;20 AGGGAGCTGTCGATCATGTC60.009 55 0 0 0

3.56 0.061308 426;20 CTATCCGTCTGTCCGTCTGG60.082 60 0 0 0

3.16 0.083433 305;20 GCATGTGTGTAGTCAGTCGC60.015 55 0 0 0

3.82 0.012147 244;20 CTATCGGAAAGCACTGGACC58.806 55 0 0 0

3.51 1.135124 279;20 ATGGTGTGAAACTGCAGCAC60.081 50 9.49 9.49 0

4.34 1.468499 279;20 CCACCAAGTTGCCTTCGTAC59.871 55 0 0 0

4.18 0.199633 237;20 AAAGACGATCGTAGGGCCTC60.009 55 0 8.33 0

3.95 0.083806 235;20 AGAGATGGTGGGCATAGCTG60.006 55 0 0 0

2.97 2.001472 241;20 CCTTCCTAACCCTCGGACAC60.223 60 0 0 0

4.61 1.812133 253;20 TGTTACGCGAGACAATGCAG59.667 50 0 14.18 0

4.4 0.012147 375;20 GAAGTCGGTGTGTCAGCAAG59.874 55 0 0 0

5.34 1.016362 343;21 AGCTATACGGGAAGAGAGTGC59.804 52.381 0 0 0

2.78 0.202074 247;20 GAGAGCACGAAGGGATGGAG60.648 60 0 0 0

4.57 2.966121 257;20 ATGAATACCTGGCCGTCCTC60.007 55 0 0 0

3.85 1.010142 255;20 TAAAGCCAGGAACGCAGATG59.013 50 0 0 0

4.52 0.059136 277;20 CATCGGCATGGCAAGCATAC60.781 55 0 13.44 0



4.06 2.214322 241;20 ACCTCAGCAGAAAGTGAACC58.496 50 0 0 0

2.62 1.042596 283;20 ATGACAGCGTTACACAGAGC59.027 50 0 0 0

3.16 0.0561 259;20 CGCCAAGGTAGAAGCAACAG59.942 55 0 0 0

4.85 0.264245 333;20 ATGCAGCTCCATAGGCAGAG60.368 55 0 0 0

3.66 0.440765 341;20 TGATAGTTCACTGCGGCCTC60.579 55 0 0 0

3.53 0.637123 262;20 GCAGAAGGACGCATTCACTC60.013 55 0 0 0

4.57 0.152644 339;20 GTTTGCAGTCCTACGCCAAG60.222 55 0 0 0

4.42 1.510674 256;20 TTTCTGCATCGTTCAGTCGC59.944 50 0 0 0

4.1 0.126574 325;20 ATCGCTCATGAAGTCACGTG59.104 50 6.63 6.63 0

3.85 0.80023 301;18 GGCGGTGGAAATGGACAG59.148 61.111 0 0 0

4.94 0.152778 349;20 GCCTCCTGCCTTTGACTTAC59.298 55 0 0 0

3.71 0.152236 327;20 ATGGCCCTGCTTGAGACTAG59.933 55 0 0 0

3.69 0.274846 320;20 TTCTTAGGCAGCTGAGGACC59.862 55 0 2.93 0

3.35 3.104925 286;20 CCAACACTTCAAGCTACCGC60.222 55 0 0 0

4.45 0.555414 269;20 CAATGGTCGTGAACACCGAG59.944 55 0 0 0

2.74 1.59759 254;20 TTGTCATAGCTACGGTCCGG60.01 55 0 14.33 0

3.86 1.870206 239;22 ACATGTACTGTCCACACAACTG59.294 45.455 0 0 23.71

4.3 0.209332 318;21 CAGGTAGAGATAGGTACGGCG59.945 57.143 2.6 2.6 0

3.02 0.749254 285;20 GCAGGTTTGTAACTGGAGCG60.222 55 0 0 0

4.85 0.703881 243;20 TTCCACTGTCGCTACTTCCC60.152 55 0 0 0

4.61 0.86626 282;20 TGGGACCTAGCTGTATTGCC59.933 55 0 0 0

2.32 0.359001 386;20 ACCGATTCCGCTACCAGATC60.081 55 0 0 0

3.46 0.211641 287;22 AATTTCCCAATTCCACCTTGTG58.15 40.909 0 0 0

3.01 0.584849 344;20 CTCGGCTTGTTGTCTCTCTG59.032 55 0 0 0

3.95 0.152451 274;20 ACGACAGTTCTGTAGGGCAC60.436 55 0 8 0

3.21 1.205426 364;20 TTGTGAAGGTGCAAGCTTCG60.082 50 0 13.64 0

4.35 0.733903 300;18 CGAAAGCAGAGCAACGGG59.859 61.111 0 0 0

3.35 0.801158 286;20 GCATAATGCGCGACAAACTC59.265 50 0 0 0

4.4 2.106259 254;20 CTCTCCTTCTTTCTCCGGCC60.58 60 0 0 0

3.85 1.004432 245;20 TAACCTCCCTCCTGCACAAC60.079 55 0 0 0

3.95 0.151155 249;20 ATTAATCCCTCGACCAGCCC60.006 55 0 0 0

4.46 0.223438 247;20 CAGCTCCTACGGTCCCAAAG60.863 60 0 0 0

5.19 1.380061 258;20 GGCGCTGCAGGATTACTTAG59.521 55 0 5.51 0

3.35 0.293583 323;20 TGTCTCTCAGTCTGTGTCCG59.512 55 0 0 0

4.4 0.079009 255;21 AGGCATTATCTCCCGAGGTAG59.242 52.381 0 0 0

3.02 0.749254 377;20 GAGCAAGCAGACGGAACTTC59.944 55 0 0 0

3.51 0.152835 299;18 CGCCCACTTGCACATCTG59.856 61.111 0 0 0

5.36 1.142033 267;19 CCGAAATGCCACTGGTCTG59.566 57.895 0 0 0

5.19 1.886313 329;22 GTGTTAGAGCTACCAGTTCCTC58.646 50 0 0 0

5.18 0.12254 383;20 ATAGTACCCTCACTTCGGCG59.724 55 0 0 0

3.51 0.223257 271;21 CACACTGATGCAAGTAGAGGC59.744 52.381 0 0 0

5.8 0.008168 259;20 CCTATTTGTTGAGCGGCGTG60.637 55 0 0 0

2.62 1.345667 253;20 TTAAGCACACCTGAAGCCAC59.151 50 0 0 0

4.68 2.832004 338;20 CGGGTCTGTTGTTCTCTTGC59.872 55 0 0 0

3.51 1.473754 261;20 CGACCTACCTATCCGAGCAC60.152 60 0 0 0

4.85 3.177255 316;20 GGTGTCACAATGATGCCCTG59.939 55 0 2.22 0

4.94 2.80206 258;20 GAGTCTCAGCCCACCAGTAG59.937 60 0 0 0



2.24 0.263407 340;20 GGCCCGTAGACAGTAAGAGG60.009 60 0 0 0

4.68 0.555414 258;20 GCACCGAAGATTCTCGTAGC59.53 55 0 0 0

3.91 2.132043 260;20 TGCCAATCAACTTTGCATGC58.949 45 8.53 8.53 0

4.24 1.615515 307;20 ATATTGCACAAACGCCTGGG59.938 50 0 0 0

6.46 0.222061 381;20 CTTCATTAGGTGCGTCGTGG59.736 55 0 0 0

3.77 0.081074 271;20 TGTTCCTGCATGCACCATTG60.152 50 0 8.59 0

5.25 0.770091 316;20 TGTTGAAATACCGTGGCAGC59.869 50 0 0 0

3.01 0.081269 309;20 CGTGTAAAGCGCCTAGTTCG60.085 55 0 0 0

4.46 0.579441 375;19 GATCTGACAGGGTGGGCTC60.233 63.158 0 0 0

3.46 2.052692 294;20 CTGCCGAGATTGAGCAAGTC59.734 55 0 0 0

3.18 0.152057 366;20 CTTAGTGCCTTGACTGACGC59.665 55 0 0 0

3.16 0.642556 336;20 AGGCTATGCGGATGTCAGAG60.08 55 0 0 0

3.69 1.255388 326;21 TGTTGCATGTGTTGTTGAAGG58.589 42.857 0 0 0

4.26 0.5573 272;21 AGCCTTCCCTTTAAGCATCAC59.04 47.619 0 0 0

3.46 2.410655 264;21 CTGGTGCAACGTATTCAGGAG59.745 52.381 0 0 0

6.46 0.558247 405;20 TTGCACGCTTCTGGTTTCTG60.082 50 0 0 0

3.86 0.369469 265;18 CCATTGCACTCCAGCCTG59.143 61.111 0 0 0

4.4 0.016155 400;20 TTCGCCTATCACTCGCCTAG59.798 55 0 0 0

4.85 0.511049 261;20 AGCAGGCCTATTCAGACCTG59.933 55 0 0 0

4.45 0.139128 314;20 TCGAGAGTAGGCAGTGATGC60.01 55 0 0 0

2.77 0.081979 439;21 CTTCACTTGGTAGGACTGCTG59.061 52.381 0 0 0

4.41 0.151917 312;20 CGTGCACATGTCAGGGAGAG61.484 60 0 15.73 0

4.85 0.151997 293;20 CAGCCATTGGATCCTGCTTG60.009 55 0 3.83 0

5.36 1.390721 303;20 CACCCGCCACCTCTATACTC60.081 60 0 0 0

3.18 0.293865 378;20 TCAGTGCTTCCCGTCGATAC60.293 55 0 0 0

4.04 0.134354 334;20 GCGTGAGAGACAGCTACTTG59.11 55 0 0 0

4.3 0.431801 272;20 ATACAGACATGCATGCACGC60.082 50 4.59 14.02 0

5.19 0.864643 318;20 CCTCAAATGGCTGGTGAACC59.866 55 0 0 0

4.24 0.486512 267;20 CAGGCTGCTCTTAAACCTGC59.94 55 0 0 0

2.85 1.932113 270;20 GTGCGAAAGACATGTACCCG60.014 55 0 0 0

4.61 0.501178 303;20 ATGAGTGTCAGAGAAGCGGC60.86 55 0 0 0

3.67 3.472109 270;20 AGAGTGAGCGCTGTCCTAAG59.939 55 0 2.73 0

2.52 0.402963 365;20 ACGACAGGACTCAGTGTTGC60.999 55 0 0 0

3.86 0.359051 430;19 GTCGGGCGATCCTTAGTCC60.38 63.158 0 0 0

2.93 0.291856 270;20 GCTCCGAAGACAACATGCAG60.292 55 0 0 0

3.51 0.266495 302;20 CCACACGGCAAGGATTTCTC59.941 55 0 0 0

5.12 0.009403 336;20 CTCGCGTCCAACTGTCTTTG60.222 55 0 0 0

4.41 0.151755 300;20 TCATGCCCACTCGACCTATC59.72 55 0 0 0

4.02 1.013446 300;20 CAGCCGCTTGTACCATCATG60.082 55 0 0 0

2.32 0.011278 356;22 TCTAACATAGTAAGGCCCACGG60.075 50 0 0 0

4.3 0.066747 329;20 TGGGACCAGGAATGAGCTTG60.442 55 0 0 0

5.68 0.290579 372;20 CAGATGTTGCCATGCCTCTG60.011 55 0 0 0

4.46 3.057782 354;20 TGATCCGGCAATTTCACTGG59.293 50 0 0 0

4.26 0.982883 426;20 ATCGCTATAGTCGCTGGCAG60.504 55 7.75 6.93 0

4.17 1.984925 402;20 CGGGTTCGTTACAAAGGCTG60.222 55 0 0 0

4.84 0.012685 432;20 CTTCCCTCACTACCTCTGCC59.935 60 0 0 0

3.71 2.233409 296;20 ACACTCTTCTACTCGCCACC59.866 55 0 0 0



4.3 0.222926 424;20 TTACAAGTGCCATCCAACGC59.869 50 0 0 0

6.13 0.063359 292;21 TCTGGGTTACACGGTGATGAG60.215 52.381 0 0 0

4.94 0.909394 305;20 TCGTGCTGCTATTTGAACGC60.291 50 0 0 0

2.85 0.067239 306;21 AGGCATTATCTCCCGAGGTAG59.242 52.381 0 0 0

4.85 0.62754 309;22 CGAGGAGAAAGCGATGACTTTC60.143 50 1.31 1.31 0

2.52 0.355165 309;20 TACGACCTTGGTTCAGACGC60.785 55 0 0 0

4.18 0.055651 319;20 GGGTGTATTCGTGTCAAGCG60.014 55 0 0 0

4.41 1.938925 329;20 TCGAAACTGCAGCACCTTTG60.082 50 0 0 0

3.51 0.43519 308;20 AGAAATTTCAGTCGCTGCGG59.942 50 3.07 20.17 0

2.9 0.271642 351;20 GCCTCATAACCAGCATGTCG59.802 55 0 0 0

4.02 0.130117 321;19 CACTGTCGCTCGCTTGTTC60.23 57.895 0 0 0

3.51 1.261566 302;20 TATTGCATGACTGAGCGACG59.177 50 0 0 0

3.62 1.01074 312;20 TGCTAAGGAGGTACAAGGGC59.86 55 0 0 0

5.25 0.222876 349;20 ATAACGTGCCTTGCGAATCC59.73 50 0 0 0

3.28 0.128729 318;20 CGAACTCTAAAGACGCAGGC59.738 55 0 0 0

3.85 0.223699 347;20 ACGTCCATAACTACCTCGGC60.01 55 0 0 0

2.74 0.361194 311;20 GACCATTCGCTTTGAGGTGC60.571 55 0 0 0

3.56 0.365299 373;22 ACATGTGTGCCAATGAGAAAGG60.207 45.455 0 1.77 0

3.58 0.079617 351;20 ACATCAACAGAGACGGAGCG60.854 55 0 0 0

6.13 0.292817 333;22 TGAAAGAGGGAGAGGGAATTCC59.939 50 12.72 12.72 0

4.09 0.294575 318;20 GTCTTGGCACGAATAAGGCC60.012 55 0 0 0

1.85 0.57767 313;20 GCTTCAACAAGGACCTGGTG59.797 55 0 0 0

4.94 0.222207 340;18 TCTCCTCTCGCGCCTCAG61.57 66.667 0 0 0

4.2 0.563498 365;19 AGCGCACAGATGAACACAG59.2 52.632 0 9.33 0

3.86 0.353069 318;21 TCGCCTCACTTACTAACCCTC59.666 52.381 0 0 0

3.95 0.29429 390;20 TGAGGACCAGTCGATGAGTC59.292 55 3.54 3.54 0

3.51 0.834955 320;20 GTGTTCTTCGCTCGCTTACC60.015 55 0 0 0

5.8 0.008168 324;19 CTTCTCCTACACTCGGCCG60.305 63.158 18.69 18.69 0

3.18 0.060217 382;20 GAGAGACGTGCCTACCTACC59.727 60 0 0 0

3.66 0.19939 435;20 CGCACGGTAAGAAACGACAC60.561 55 0 0 0

4.3 1.82961 382;20 CTTTCTCACAGCCTGCAGAC59.589 55 0 14.09 0

3.67 0.080549 364;20 CCAAATCGTGAGCAGTCCTG59.661 55 0 0 0

5.03 1.231935 333;20 CGTGTGTGGCGTAGATTGTC60.015 55 0 0 0

3.86 2.96866 322;20 AGCTGCTGTCAACGATAAGG58.733 50 0 0 0

4.85 0.222158 322;20 TGTGTTTGTGTCTGGCGAAC60.012 50 0 0 0

2.69 0.130117 398;20 CACTCACCAGAAACTGCTCG59.594 55 0 0 0

4.46 2.252205 334;21 TCTACAGCTCAGAGTCGTGTG59.945 52.381 0 0 0

4.4 2.011767 357;21 CCAAACGATCGTCTTCTACCG59.553 52.381 0 0 0

2.73 0.550739 407;20 CAGGGTCTTTGCCATTCACC59.866 55 0 0 0

4.85 0.420709 337;20 ATGTGGCTGGCGTAAATTGG59.938 50 0 0 0

5.19 0.12755 369;21 CTAGTCCTTGTGGCTTTGTGG59.603 52.381 0 0 0

5.01 0.013113 365;20 ATCTGTGCCTAGGTCAGCAC60.224 55 14.15 18.73 0

4.26 0.010841 385;20 AGAACAGACTAGAGACCGCG59.658 55 0 0 0

1.9 0.906618 334;22 CCTTTGGGTAGTTTCTCCCTAG58.283 50 0 1.1 0

3.07 1.208326 336;20 GCTCTTCCACATGCCATCAC60.011 55 0 0 0

3.86 0.133538 344;20 GAGAAAGAGATCGCATGGGC59.519 55 0 1.59 0

4.16 0.198665 385;20 CTGACCGCATACTTCTTGCG60.084 55 7.4 7.4 0



5.19 0.011278 351;20 TGTACCTTTCTCCACCTGCC60.079 55 0 0 0

3.67 0.151897 417;20 ACGCCACAATAACACACGTG60.153 50 12.31 12.31 0

2.77 0.081979 355;20 ATTCGCCTCCCTTCCTAACC59.933 55 0 0 0

2.85 0.067239 355;20 TCGAAACTGCAGCACCTTTG60.082 50 0 0 0

5.36 0.060683 407;22 GCTGGGCGTGAATAAATAAGAG58.275 45.455 0 0 0

4.85 0.082363 404;20 GTTCGTGAGCCAGACCTTTG59.872 55 0 0 0

2.92 0.083183 411;20 AAGACCCAAGTAGTGCCACG60.724 55 0 0 0

3.28 2.911437 406;21 GGTTGATCCGAATCCATTGTG58.051 47.619 0 0 0

4.61 0.060683 386;20 GCGCCTAGTTCGAGATTGAG59.251 55 0 2.73 0

3.56 0.080417 431;20 GCTCATCAAAGACGGCTAGC59.804 55 2.68 2.68 0

3.51 1.45785 439;18 CTCGCATGCACACGTACG60.016 61.111 11.89 11.89 0

3.82 1.081552 356;21 CCCATGGCACCTTTATTACGG59.806 52.381 0 2.67 0

3.51 0.223053 368;18 CGGCAAGGTCATGTGCAG59.856 61.111 0 4.1 0

3.16 0.222134 366;20 TCTACGTGTGCTTTGCTTGC60.153 50 0 0 0

3.58 0.061778 401;20 GTCGACGCTCTTCCACAATG60.015 55 0 0 0

2.75 0.473511 404;20 CTGAGGAAACCGACTTGCAC59.872 55 0 0 0

2.17 0.329133 430;20 CAAATCAACCGGCAGCCATC60.924 55 0 10.19 0

4.4 0.012685 373;20 ACGGAAGCAAGCTAGGTAGG59.936 55 0 0 0

4.85 0.013327 370;20 GCACGACCTCCACTGTCTAG60.574 60 0 0 0

5.19 0.987367 425;20 AGTACATGGACGGGTTCTCG59.938 55 0 0 0

2.82 0.268198 369;20 GCCGAACTAGTCAAACTCCC59.022 55 0 0 0

5.34 0.199633 385;20 GATTCCAGTCTTCAGGTGCG59.379 55 0 0 0

3.34 0.062408 377;20 TGTTTACTGGTCAGCATGGG58.563 50 0 0 0

2.52 0.059136 380;20 GGTTTATGTCATGTCGCCGG60.083 55 0 0 0

6.13 0.130515 398;20 CTGCCTACTCTCCCAAGTGG60.224 60 0 0 0

4.61 0.059136 464;20 CTTAAACACCAAGGCGACGG60.222 55 0 0 0

4 0.133538 440;20 GGGTAGGGCTTTGTATACGC58.874 55 0 0 0

4.61 2.011532 387;20 ATACCATCCGCTGCTGTAGG60.08 55 0 0 0

4.35 0.055502 445;20 AAGCACCTGGATCCCTAAGC60.224 55 4.17 5.19 0

3.91 0.131316 426;20 CTAGCTGCAACCGAACTTGG59.942 55 0 0 0

3.09 0.744043 422;20 TCACAAGCAAACCGTACGTC59.526 50 0 12.34 0

3.86 0.338183 452;20 AGAATCGTCGACTCTCCACG60.013 55 0 5.85 0

3.79 0.152451 441;21 ACACACTATATGCGAACGTGC59.815 47.619 0 0 0

4.46 0.223078 467;20 ACTAGATGCATCCGGTCGAC60.081 55 3.83 15.89 0



right_end_stabilityright_penaltypair_product_size pair_compl_endpair_compl_anypair_penaltyduplicate

3.16 1.255278 80 0 0 2.269741 0

4.61 2.84038 80 0 6.8 3.244444 0

3.2 1.533554 80 0 0 2.309155 0

4.57 1.999122 80 0 0 2.490372 0

4.3 3.630256 80 2.62 5.28 4.949898 0

1.89 1.277945 81 0 0 4.853312 0

5.18 2.085708 81 0 0 2.44331 0

5.28 3.269262 81 0 0 3.600949 0

4.35 1.181111 81 0 0 3.505963 0

3.2 0.912185 81 0 0 2.374753 0

5.28 0.351681 81 0 0 1.010726 0

2.34 0.618842 81 0 0 1.558809 0

1.85 3.232346 82 0 0 3.923321 0

4 0.797645 82 0 0 1.909436 0

4.01 2.303358 82 0 0 2.947658 0

3.67 0.909074 82 0 0 2.124038 0

3.51 2.164425 83 0 0 4.282127 0

3.95 2.396839 83 0 0 3.216179 0

4.63 0.292334 83 0 0 1.834216 0

4.79 0.431709 84 3.75 8.56 1.863258 0

3.85 1.374666 84 0 0 2.386355 0

4.3 0.283208 84 0 0 0.892547 0

4.18 0.12755 84 0 0 3.791083 0

4.17 3.808307 84 3.26 10.57 4.449709 0

5.34 0.577922 85 0 0 4.387389 0

2.62 0.15151 85 0 0 1.240798 0

4.18 0.844082 85 0 0 1.529563 0

6.13 0.129521 85 11.72 11.72 2.513421 0

4.85 2.398038 85 2.54 5.37 2.970982 0

3.34 2.116825 86 0 0 2.732642 0

4.42 1.908909 86 0 0 2.408894 0

6.53 0.013327 86 0 0 2.123161 0



1.78 0.901792 86 0 0 1.38745 0

3.51 2.241869 86 0 0 4.131618 0

3.95 0.604916 86 0 0 1.104901 0

4.01 0.615817 87 0 0 1.846736 0

3.16 1.922049 88 7.42 11 4.103745 0

4.85 0.437783 88 0 4.61 2.028116 0

4.18 0.014069 88 0 0 0.623408 0

5.25 0.275433 89 4.69 1.91 0.556522 0

4.35 0.690422 89 0 0 2.741607 0

4.7 0.223778 89 0.41 0 1.455327 0

3.01 0.060683 89 0 0 2.144862 0

3.58 2.528684 89 0 0 2.680521 0

3.36 2.925247 89 0 0 4.345586 0

3.51 0.152037 89 7.24 25.58 1.048367 0

4.85 0.652309 90 0 0 0.667532 0

3.16 3.820093 90 0 0 5.53947 0

6.86 0.335565 90 15.46 9.37 1.392857 0

2.74 0.0561 90 0 0 0.782481 0

1.78 2.959873 91 0 0 3.369133 0

5.19 1.094322 91 0 0 1.644134 0

4.4 0.139339 91 0 0 0.269456 0

3.79 0.772532 91 0 0 1.284006 0

4.1 0.222158 91 0 0 4.167648 0

6.13 0.496937 91 0 0 0.510264 0

3.51 2.254792 91 10.04 10.04 4.106904 0

2.34 0.83297 92 0 0 1.582224 0

6.53 0.864643 92 0 0 1.338153 0

4.63 0.293303 92 0 1.98 1.042558 0

2.23 0.550739 92 0 0 0.971838 0

4.85 2.685223 93 0 0 3.608002 0

4.17 1.397396 93 0 0 2.728486 0

4.45 0.987367 93 0 0 1.537642 0

4.46 1.05484 93 2.71 4.4 1.115057 0

4.44 0.764043 93 0 0 0.823951 0

3.51 0.440765 93 0 0 2.333374 0

4.63 0.151448 94 0 0 1.231087 0

2.39 0.428323 94 0 0 1.551676 0

3.18 1.886976 94 0 0 2.038527 0

3.51 0.718082 94 0 0 1.467336 0

4.61 0.620872 94 0 0 1.376576 0

2.62 0.05625 95 0.12 3.75 1.242614 0

3.02 2.050371 95 0 0 2.273373 0

4.94 3.545909 95 0 0 4.183032 0

4.7 2.724241 95 0 0 2.7353 0

3.02 0.749254 95 0 0 3.587227 0

3.71 1.564441 96 13.8 12.67 4.031046 0

5.19 1.665092 96 1.59 3.21 3.804347 0



3.71 0.647234 96 0 0 0.851531 0

4.61 0.859438 97 18.67 18.67 1.298207 0

2.39 0.625477 97 29.71 29.71 3.444453 0

1.85 3.974288 98 0 0 4.838931 0

3.51 1.028794 98 0 0 1.180262 0

2.9 2.4292 98 0 0 3.201732 0

5.01 3.635627 98 0 0 4.962002 0

3.67 1.316939 98 0 0 2.066193 0

2.78 0.205294 98 0 12.9 2.119421 0

3.51 1.556249 99 0 0 2.305503 0

3.02 0.268198 99 0 0 0.279476 0

3.46 0.063042 99 0 0 3.734455 0

5.8 0.554005 99 0 0 1.565903 0

4.85 2.590377 99 0 0 2.720494 0

4.85 0.203554 99 0 0 1.670016 0

3.71 1.290026 100 0 0 3.857812 0

3.32 0.486085 100 0 0 3.327904 0

4.35 1.366901 100 34.44 30.91 2.798042 0

3.02 0.858578 101 0 0 1.267839 0

6.09 0.474747 101 0 0 1.245742 0

5.28 1.849621 101 0 0 2.255901 0

3.69 0.636429 101 0 0 1.0487 0

5.34 1.081733 101 0.01 0 1.163326 0

5.19 0.864643 101 0 0 4.351187 0

6.86 0.290778 102 8.54 6.71 1.438097 0

3.85 0.800757 102 0 0 1.550011 0

3.13 0.411893 102 0 0 0.49451 0

3.86 0.840804 102 0.09 0 1.408414 0

6.09 1.045706 102 0 0 1.382576 0

4.79 0.009848 103 0 0 0.934983 0

3.69 3.626624 103 0 0 5.769481 0

4 0.223857 103 0 0 0.567693 0

3.58 0.706164 104 0 0 1.864568 0

5.34 0.684389 105 0 0 0.977623 0

5.28 0.222526 105 0 0 0.356675 0

4.26 0.205294 106 0 0 1.996469 0

3.51 1.232692 106 3.26 5.53 4.39591 0

5.34 0.265367 106 0 0 0.319386 0

1.89 1.068733 107 6.24 10.01 3.390336 0

6.13 0.222551 107 0 0 0.697711 0

2.67 0.057608 107 0 0 0.209666 0

3.61 0.063838 107 0 0 3.499546 0

6.09 1.625966 107 0 0 3.469069 0

3.32 0.542928 107 0 0 0.669502 0

2.87 1.936872 108 0 0 2.229001 0

5.03 0.013752 108 0 0 0.235958 0

4.52 0.699349 108 0 0 3.859411 0



3.86 2.164106 108 0 2.68 2.913361 0

2.77 0.13212 109 0 0 1.448462 0

5.69 0.083806 109 0 0 1.695893 0

4 0.935766 109 9.32 9.32 2.705532 0

3.51 1.793474 109 0 0 1.871799 0

3.11 2.06649 109 5.39 9.23 2.200844 0

3.42 0.365532 110 0 0 1.341017 0

2.01 0.152137 110 0 0 1.503249 0

3.21 1.595219 110 0 0 4.222482 0

4.2 0.688769 111 4.22 0 1.769552 0

3.02 0.749254 111 0 0 2.658112 0

5.03 0.338183 111 0 0 0.762414 0

6.09 0.8603 112 0 0 1.832852 0

4.17 0.005644 112 0 0 3.226155 0

5.36 0.082995 112 0 0 0.431237 0

4.35 0.509362 112 0 0 1.147618 0

4.02 0.351681 113 0 0 0.575459 0

2.67 3.922171 113 0 0 5.069684 0

4.4 0.196267 113 0 6.54 2.920409 0

4.06 0.01322 113 0 0 1.289765 0

5.34 0.008506 113 0 0 0.087922 0

4 0.40926 113 0 0 1.527677 0

4.01 0.781174 113 0 0 3.769625 0

4.61 0.005527 114 0 0 0.583702 0

3.02 1.281008 114 0 0 4.309222 0

3.82 1.912818 114 0 0 2.430355 0

4.42 1.274946 114 4.36 0 3.33841 0

4.4 0.222526 114 0 0 0.281049 0

3.66 0.152644 115 0 0 0.901898 0

2.93 0.128729 115 0 0 0.877984 0

5.52 2.049564 115 0.38 0.38 2.179681 0

5.18 0.499196 115 0 0 1.506529 0

3.46 0.222725 116 0 5.63 1.742928 0

3.46 0.080615 116 0 0 0.442373 0

3.77 1.168294 116 0 0 1.975044 0

3.16 0.401866 116 0 0 0.694269 0

4.85 0.346878 116 0 0 1.198916 0

6.46 0.05837 116 0 0 0.631314 0

3.86 0.063838 117 0 0 2.466493 0

4.11 0.3479 117 0 0 0.47545 0

4.45 0.294934 117 0 0 1.239318 0

5.12 0.057154 117 0 0 0.209682 0

3.51 2.879952 117 0 0 3.160138 0

6.13 2.715638 117 0 0 2.778046 0

2.39 0.007372 117 10.62 12.2 0.301237 0

4.61 0.006685 118 0 0 0.867849 0

4.4 2.313038 118 0 0 2.607044 0



5.28 1.734243 118 0 0 2.070134 0

3.14 0.354465 118 0 0 0.796918 0

4.57 1.013036 119 0 0 1.235562 0

3.66 0.269627 119 0 0 0.630821 0

3.34 0.12464 119 6.38 0 0.347365 0

4.3 0.427395 119 0 0 0.650321 0

3.51 1.123353 119 0 0 1.62493 0

5.19 0.864643 120 0 2.35 3.161865 0

3.95 0.920474 120 0 0 1.711758 0

3.14 2.611411 120 0 0 2.692026 0

3.46 0.439764 120 4.89 4.89 1.572072 0

4.85 0.29172 120 0 0 1.437979 0

1.85 0.439431 120 0 0 1.159564 0

5.19 0.571475 120 0 0 1.043754 0

5.34 0.054019 121 0 0 1.951765 0

3.67 2.043809 121 7.14 0.4 3.930317 0

4.12 0.29429 121 0 0 3.901284 0

4.06 0.059753 121 0 0 0.212008 0

3.46 1.140143 121 0 0 1.268873 0

4.79 0.47516 121 0 0 1.865542 0

3.46 0.151977 121 0 0 1.455539 0

3.28 2.911437 121 0 0 6.364699 0

4.85 1.425492 121 0 0 3.093696 0

4.12 1.916596 121 0 0 5.52359 0

3.51 1.716568 122 0 0 4.189555 0

3.86 2.163702 122 16.7 16.7 4.823117 0

4.4 0.198665 122 4.7 8.99 0.214511 0

3.02 1.080697 122 10.11 10.11 1.415611 0

3.51 0.544751 122 1.73 0 0.883923 0

3.53 0.223673 122 12.21 13.6 0.446827 0

4.16 0.013752 123 0 0 0.236032 0

4.12 0.011278 123 0 0 1.512362 0

5.03 0.012255 123 0 0 1.527839 0

3.01 0.563354 123 0 0 2.197372 0

5.87 0.121031 124 0 0 0.954695 0

4.79 0.152451 124 7.3 0 1.216966 0

3.35 0.205795 124 1.53 9.71 1.364117 0

4.68 2.125698 125 0 0 2.545242 0

4.4 0.358784 125 0 0 1.41948 0

5.25 0.413028 125 0 0 0.686121 0

4.06 0.083806 125 0 0 1.135796 0

4.94 0.222304 125 0.75 12.4 0.375196 0

3.69 1.014558 125 0 0 1.375093 0

3.36 3.33665 126 0 0 3.347928 0

4.35 2.077855 126 0 0 2.289238 0

3.91 0.204795 126 0 0 0.612935 0

4.61 0.273093 126 0 0 1.769285 0



3.02 1.057318 126 0 0 1.209593 0

3.66 0.010291 126 0 0 2.37351 0

4.02 0.079009 127 0 0 0.092016 0

4.4 0.013752 127 0 0 0.592685 0

4 0.078737 127 0 0 0.84158 0

5.36 0.926075 127 0 0 1.149051 0

3.18 2.012168 127 0 0 2.766693 0

2.93 0.197942 128 0 0 0.46331 0

5.18 0.082363 128 0 0 3.37661 0

3.35 1.184157 128 0 0 2.531973 0

4 0.12755 129 0 0 0.339449 0

4.09 0.22318 129 0 0 0.63583 0

2.9 0.903284 129 0 0 3.828631 0

3.09 0.291856 129 0 0 0.514909 0

3.46 0.505423 129 0 0 4.208305 0

4.4 0.912185 129 0.87 0.87 0.993519 0

4.3 0.22318 130 0 0 0.351516 0

3.66 0.40554 130 0 0 0.558694 0

4.85 0.194134 130 0 2.23 0.201506 0

2.75 1.851687 130 0 0 2.365301 0

4.45 2.292917 131 0 0 3.137 0

4.35 0.40554 131 13.86 11.68 1.768957 0

2.82 0.013433 132 0 0 3.380593 0

4.06 3.866833 133 0 0 4.664797 0

4.63 0.056701 133 12.56 12.83 1.243065 0

3.85 1.071977 133 0 0 1.202094 0

3.35 0.294575 133 0 1.27 1.965171 0

5.34 0.613812 133 0 0 2.276843 0

4.26 0.128335 133 0 0 0.422341 0

3.86 0.082553 133 0 0 1.094067 0

4.79 0.083183 134 0 0 0.149931 0

3.69 3.95122 134 0 0 4.246514 0

3.61 0.496496 134 0 0 3.474982 0

3.02 0.749254 135 0.15 0.15 3.567215 0

2.77 0.223155 135 0 0 0.283372 0

5.01 1.46527 135 0 0 1.475671 0

5.03 0.433596 135 0 5.63 0.442439 0

5.36 3.805541 135 2.46 8.67 4.002764 0

2.62 0.292955 135 0 0 3.908339 0

3.02 0.749254 135 0 0 0.943624 0

5.01 0.479319 135 0 0 0.81619 0

4.7 0.082553 136 0 0 2.57103 0

4.7 1.078815 136 0 0 2.387148 0

3.66 2.480242 136 0 0 4.873421 0

2.52 0.844082 136 0 0 1.460905 0

3.91 0.199148 137 0 0 0.421209 0

3.93 2.372398 137 0 0 2.428498 0



4.79 2.06649 137 0 0 3.656819 0

3.01 2.453204 138 0 2.24 4.801768 0

3.21 2.2069 138 0 0 4.115809 0

4.61 0.268198 138 0 0 2.474758 0

4.79 2.248633 138 0 0 2.736002 0

3.85 1.058305 139 0 0 1.475149 0

4.26 0.194134 139 0 0 0.323061 0

5.34 0.66678 139 0 0 0.79433 0

3.35 0.134354 140 0 0 1.349517 0

2.59 3.092972 140 10.16 10.07 3.244829 0

5.14 0.063359 140 0 0 0.913397 0

2.77 0.347218 140 16.94 23.22 2.647456 0

4.57 0.292129 140 0 0 0.695092 0

3.35 0.128139 140 0 0 0.251821 0

2.32 2.083017 140 0 0 3.220508 0

3.06 1.251971 140 0 0 1.311261 0

3.51 3.978031 140 0.23 4.52 4.393343 0

4.7 0.079009 141 19.2 25.16 0.65845 0

3.67 0.914958 141 21.43 31.95 0.974865 0

3.91 0.296985 141 0 0 1.309402 0

4.3 3.571693 141 0.1 12.43 3.579521 0

4.57 0.151917 141 0 0 0.303673 0

3.62 1.428304 141 0 0 1.487594 0

4.94 0.29118 142 0 0 0.722981 0

4.01 0.433913 142 0 0 0.704977 0

4.18 0.787421 142 0 0 2.047359 0

3.18 1.499448 142 0 0 1.650999 0

3.66 1.063691 142 0 16.32 2.054821 0

3.46 3.698519 142 0 0 3.906327 0

3.02 0.200606 143 0 0 0.847839 0

3.69 0.631699 143 0 0 0.712773 0

5.01 0.013752 143 0.7 0.7 0.592432 0

5.19 0.063359 143 0 0 2.142275 0

4.61 0.210869 143 0 0 1.209009 0

4 0.564461 144 0 0 0.716989 0

4.85 1.123353 144 0 0 1.487035 0

4.79 0.69598 144 0 0 0.918755 0

3.07 2.837751 144 0 0 4.088487 0

4.41 0.787421 144 0 0 1.536676 0

3.69 0.125604 145 0 0 1.107742 0

2.77 1.303248 145 0 0 2.513722 0

3.51 0.222825 145 0 0 0.514545 0

3.06 1.187701 145 0 0 1.272122 0

4.94 0.083433 145 1.52 3.83 0.209231 0

4.94 0.211641 145 0 0 1.224058 0

2.9 0.5698 145 0 0 0.865312 0

3.16 2.866589 146 0 0 2.948951 0



4.11 0.060062 146 0 0 0.826515 0

3.13 0.223568 146 0 0 0.375823 0

3.51 2.636647 146 4.72 6.98 2.78799 0

5.14 0.135586 146 0 0 2.06166 0

5.68 0.0564 147 0 8.92 0.113403 0

3.18 0.133538 147 0 0 0.192674 0

4.02 0.062408 147 0 0 0.215562 0

1.73 0.6971 148 0 0 2.23461 0

3.16 1.083679 148 0 0 1.235312 0

2.87 0.423444 148 0 0 0.716261 0

3.66 1.891105 148 0 0 1.973911 0

3.18 0.461004 148 0 0 3.423094 0

4.94 2.087066 148 0 0 3.757356 0

3.01 0.334915 148 0 0 0.394051 0

4.85 0.270201 148 0 0 0.749102 0

4.85 0.349612 149 9.95 9.95 0.48133 0

3.61 0.060528 149 0 0 1.655274 0

3.62 0.12755 149 0 0 0.829773 0

3.85 0.563498 149 0 1.95 0.697036 0

3.18 3.749359 149 3.71 3.71 4.259562 0

2.67 1.245324 149 8.94 8.94 3.094945 0

5.87 2.772446 149 6.29 9.48 3.271051 0

4.01 0.082932 149 0 0 0.62586 0

3.67 2.078463 150 0 0 2.498783 0

3.66 0.140397 150 0 0 0.432938 0

6.13 0.479319 150 0.58 2 1.538692 0

2.34 0.902479 150 2.04 2.04 1.096613 0

4.79 2.497664 150 0 0 2.855694 0

5.68 0.011605 150 0 0 0.288809 0

2.32 2.669847 150 0 0 2.753838 0

3.18 0.202074 150 0 0 3.632606 0

1.73 1.060696 150 0 0 1.611435 0

5.69 3.465578 150 0 0 4.926903 0

3.79 2.561326 150 0 6.26 2.625966 0

3.67 0.571231 150 0 0 0.58119 0

3.02 0.192725 150 0 0 0.322246 0

4.3 2.236409 150 6.41 2.69 4.159083 0

3.69 0.011714 151 0 0 0.65543 0

2.97 0.413028 151 0 0 2.558156 0

4.61 1.753637 151 0 0 2.180635 0

4.85 0.224204 151 3.21 3.21 0.87561 0

4.35 1.194303 152 0 0 1.258301 0

3.21 2.755732 152 0 0 3.762935 0

2.85 1.11914 152 0 0 1.250456 0

3.67 0.153079 152 14.03 14.03 2.237814 0

4.26 0.4391 152 0 0 3.146925 0

2.57 0.065122 152 0 0 0.428348 0



6.13 0.152255 153 0 0 0.48717 0

3.77 0.061151 153 0 0 1.877187 0

5.34 1.072775 153 0 0 3.313051 0

4.01 0.571231 154 0 0 1.119194 0

3.67 0.12755 155 0 1.92 1.083377 0

3.82 0.830451 155 0 0 1.195633 0

5.54 0.623936 156 0 0 3.324908 0

2.62 2.494389 156 0 0 2.858416 0

3.51 0.223002 157 0 0 1.40301 0

3.68 1.23187 158 0 0 3.437908 0

5.34 1.012751 158 0 0 1.023811 0

3.18 0.221654 158 0 0 0.515944 0

5.36 1.510391 159 0 0 1.570608 0

3.51 0.293865 159 0 0 1.807784 0

4.61 1.146748 159 0 0 2.278487 0

5.03 0.196744 160 37.85 37.85 0.490892 0

4.26 1.623462 160 0 0 2.610829 0

2.77 0.282298 160 0 0.75 3.121472 0

3.51 0.222378 160 0 0 3.992336 0

4.79 0.500779 161 0 0 0.988148 0

4.85 0.206799 161 0 0 0.707379 0

3.71 0.061308 161 0 0 0.81938 0

3.02 0.367898 161 0 0 1.288836 0

5.12 0.920938 161 0 0 1.130781 0

4.34 0.290845 161 0 0 0.416449 0

4 0.496496 161 0 0 0.719651 0

4.46 0.925135 161 0.43 12.66 3.195872 0

4.04 0.719447 161 0 0 0.843512 0

4.61 0.289059 161 2.4 0 2.540749 0

4.4 0.130515 162 4.3 7.96 0.283217 0

4.4 0.564762 162 0 0 0.574166 0

4.26 0.690422 162 0 0 0.90466 0

4.35 0.680054 163 0 0 0.76286 0

6.53 0.013327 163 0 0 1.020352 0

3.51 1.456926 163 0 0.2 1.467327 0

4.3 0.421098 163 0 0 1.434135 0

4.02 0.12755 164 0 0 3.433804 0

4.45 1.157512 164 0 0 2.01609 0

3.51 1.662004 164 0 0 2.369407 0

4.7 2.07668 165 0 0 2.279986 0

4.85 1.211521 165 0 0 2.44288 0

2.18 0.013327 165 0.89 0.89 0.698807 0

4.49 3.931304 165 0 0 4.129487 0

5.18 1.684966 165 0 0 1.699351 0

3.77 2.459312 165 0 0 4.938292 0

3.07 0.060217 165 0 0 0.637888 0

3.86 2.84038 166 0 0 2.993384 0



3.86 3.736314 166 0 0 3.888028 0

4.04 0.014805 167 0 0 0.027919 0

3.36 0.058217 167 0 0 0.613161 0

3.69 0.714698 167 4.22 4.22 1.795333 0

3.51 1.656399 167 0 1.77 1.710566 0

2.32 0.957395 167 0 0 0.967796 0

5.36 2.428335 167 0 0 2.442086 0

4.79 1.456926 168 0 0.35 1.609493 0

4.85 2.38289 168 0 0 2.800889 0

4.52 0.366118 168 0 0 3.077635 0

4.18 0.01106 169 0 0 2.840696 0

5.14 0.135586 169 4.06 0 3.987068 0

5.01 0.974017 169 0 0 2.886979 0

4.57 1.061091 169 0 0 1.28422 0

4.12 1.277071 170 1.44 6.54 1.400753 0

3.61 1.602376 170 0 0 2.224266 0

4.79 0.080549 170 0 0 0.360136 0

5.52 0.222427 171 0 0 0.283735 0

5.28 0.477649 171 0 0 0.48593 0

6.13 0.507069 171 5.74 5.74 1.426295 0

4.3 2.053054 172 5.18 12.61 2.916388 0

1.73 0.0068 172 0 0 0.297379 0

3.95 1.450099 172 3.63 3.63 2.314741 0

3.34 1.845705 173 0 0 1.92632 0

3.51 1.039501 173 0 0 4.539177 0

2.34 1.115073 173 0 0 1.981908 0

4.85 0.064639 174 0 0 1.725932 0

3.34 0.13766 174 0 0 1.60293 0

4.35 0.0786 174 0 0 0.421429 0

4.46 1.705045 174 0 0 1.786314 0

5.73 1.875814 174 0 0 2.161775 0

2.5 0.963122 174 0 0 1.042537 0

4.17 0.151572 175 0 0 0.7619 0

1.89 0.131316 175 0 0 1.319914 0

3.95 0.267061 175 0 0 2.279417 0

4.18 0.29479 175 0 9.41 0.915662 0

6.13 0.079684 176 0 0 0.301988 0

3.82 0.419932 176 0 0 1.351216 0

4.3 2.974953 177 0 0 4.313067 0

5.25 0.223778 177 0 0 0.829183 0

4.35 3.603227 177 0 0 3.806533 0

4.85 0.009403 177 0 0 0.1479 0

4.61 0.151551 178 0 0 1.230621 0

4.35 0.151551 178 0 0 0.231503 0

4.79 0.152451 178 0 0 2.615437 0

3.77 2.476692 179 0 0 2.556376 0

3.91 0.084603 180 0 0 3.925391 0



4.09 0.061308 181 0 0 1.068522 0

4.16 0.136827 181 1.82 9.85 1.062466 0

3.79 0.262572 181 0 0 2.312538 0

5.03 0.427416 182 0 0 0.437152 0

2.67 0.358784 182 0 0 0.493548 0

4.73 0.0561 182 0 0 0.918999 0

4.49 0.014175 182 0 0 0.800988 0

4.3 0.081074 183 0 0 1.140621 0

3.68 1.082329 183 0 0 1.52343 0

3.2 2.054497 183 0 0 3.123558 0

4.79 0.854312 184 0 0 0.91879 0

3.51 0.493426 184 0 0 2.077451 0

3.02 1.086268 184 0 0 2.647206 0

3.46 1.061578 185 0 0 2.19486 0

3.51 0.970362 185 0 0 1.957286 0

5.34 0.062408 186 0 0 0.143872 0

4.35 0.084237 186 0 0 0.136646 0

5.14 0.570501 186 0 0 0.578443 0

2.67 0.362432 186 0 0 1.572124 0

5.03 0.433596 186 8.38 7.59 2.020397 0

3.51 0.121784 186 0 0 0.273211 0

3.32 0.199633 186 0 0 0.858677 0

2.85 0.510203 186 0 0 0.567812 0

3.09 0.060683 187 0 0 0.32409 0

3.2 0.720133 187 0 0 0.776533 0

3.86 0.062724 187 0 0 0.967959 0

5.01 0.203059 187 4.6 2.8 0.812398 0

3.18 1.908539 188 0.05 0 1.965542 0

4.01 0.008281 188 0 0 0.445248 0

4.04 0.200606 188 0 3.25 0.49447 0

3.61 0.061778 188 0 0 0.125616 0

2.73 0.059136 188 0 0 1.216543 0

5.19 0.504809 189 3.6 3.6 0.798674 0

3.51 2.390512 189 2.39 0 2.448121 0

3.85 0.141463 189 0 0 0.204822 0

3.46 1.770225 189 0 0 1.829978 0

1.75 1.012417 189 0 0 1.097263 0

3.69 2.148594 189 0 0 2.279109 0

3.36 0.496937 189 2.43 10.04 1.010335 0

3.46 0.004354 189 0 0 0.227484 0

3.51 1.749146 189 0 0 2.161795 0

3.01 0.066095 189 5.84 11.28 0.505858 0

3.67 0.054907 190 0 0 0.556484 0

5.01 0.694305 190 0 0 0.91693 0

5.25 0.152196 190 0 0 0.374871 0

3.85 0.066095 190 11.23 10.7 1.1118 0

4.45 1.071164 191 0 0 1.151515 0



3.02 0.749254 191 0 3.4 0.809938 0

4.85 2.138408 191 0 0 2.147364 0

5.19 0.083183 191 0 0 0.492444 0

3.6 0.131115 191 0 8.38 0.139734 0

5.68 0.265367 191 1.21 0 0.3483 0

3.18 0.222304 192 0 0 0.518548 0

4.17 0.152176 192 0 0 0.163455 0

2.34 0.268198 193 0 0 0.411812 0

5.19 0.982139 193 0 0 1.340923 0

3.69 0.293303 193 0 0 0.490526 0

4.16 0.058523 193 0 0 1.197634 0

5.18 1.238411 193 0 0 1.653341 0

3.07 0.412649 193 0 0 0.620458 0

4.35 0.129521 193 0 0 1.045919 0

4.4 0.402963 193 0 0 0.413364 0

3.66 2.92225 194 0 0 2.935256 0

4.85 0.083183 194 14.11 13.1 0.139583 0

2.34 1.602376 194 0 0 1.682924 0

4.63 1.129328 195 25.45 25.45 1.473501 0

5.03 0.433121 195 0 6.42 0.996619 0

5.18 0.291046 195 17.27 21.81 0.847401 0

4.35 0.264245 195 13 13.47 0.343254 0

3.02 1.052761 195 0 0 1.962155 0

3.01 1.752168 196 15.16 15.16 2.386762 0

3.18 2.881115 196 0 0 4.016239 0

3.86 0.501978 196 0 0 0.56173 0

2.85 0.504402 197 0 0 3.899571 0

3.07 0.34586 197 0 0 0.539759 0

3.07 0.0561 197 0 0 1.036012 0

3.33 1.014463 197 0 0 1.23667 0

3.21 0.127746 197 0 0 0.13489 0

3.66 1.063691 197 0 0 1.126415 0

2.74 3.167183 197 0 0 3.707393 0

3.02 0.909394 198 0 0 1.962155 0

3.34 1.059018 198 0 0 3.429268 0

5.34 1.336888 199 0 0 1.392987 0

4.63 0.210869 199 0 0 0.841524 0

4.7 2.55105 199 0 0 2.828848 0

4.35 0.009626 200 0 1.02 0.093246 0

5.19 0.083183 200 0 0 0.790494 0

3.51 0.271064 200 0 0 0.493789 0

4.35 0.89769 201 0 0 1.049627 0

3.2 0.508316 201 0 0 1.686605 0

3.36 0.223155 202 1.61 2.43 0.286993 0

3.34 0.223129 202 0.37 0 3.092185 0

3.97 0.141463 202 0 4.88 3.190376 0

3.67 0.505627 203 0 0 0.700943 0



2.5 0.564527 203 32.83 32.83 1.865928 0

3.35 0.365066 204 0 0 0.907994 0

6.86 0.268198 204 0 0 0.400318 0

4.63 0.290778 204 0 0 2.36808 0

4.35 0.013113 205 0 0 0.504798 0

5.19 0.200606 205 0 0 3.035585 0

4.41 2.084178 206 0 0 2.416507 0

2.87 0.623936 206 0 0 0.832251 0

3.32 0.402963 206 0 0 1.686753 0

4.06 0.292609 206 0 0 0.300437 0

4.35 0.40926 207 0 0 0.818521 0

3.51 0.995564 207 0 0 1.717073 0

2.74 0.010511 207 0.39 5.03 0.023838 0

4.06 0.131316 208 0 0 1.337654 0

2.62 2.38423 208 0 0 3.248872 0

4.85 0.506656 209 0 0 1.721255 0

3.02 0.749254 209 20.67 22.05 3.845971 0

6.13 0.556828 210 10.4 16.01 0.909897 0

4.35 0.565471 210 0 0 0.830838 0

4.85 1.081779 210 0 0 1.990404 0

3.01 0.133742 210 0 0 0.466071 0

4.61 2.38423 211 1.12 2.09 2.462555 0

4.16 3.769959 211 0 0 3.922468 0

4.09 1.055419 212 0 0 1.115481 0

2.57 0.433754 212 0 0 0.586127 0

2.73 0.07928 212 0 0 0.13553 0

4.79 0.008956 212 0 0 3.539512 0

3.61 0.140397 212 6.52 9.55 0.434051 0

4.52 0.130515 212 0 0 0.425449 0

5.54 0.332329 213 0.05 0 0.344691 0

4.52 0.130515 213 0 0 0.142986 0

4.18 0.22285 213 1.94 1.94 0.714969 0

2.74 1.065506 213 0 0 1.217583 0

3.06 0.013433 213 0 0 1.024388 0

5.52 0.558247 214 0 0 0.924482 0

2.9 0.198906 214 5.02 1.25 1.535794 0

3.02 0.749254 214 0 0 0.876804 0

4.35 1.301705 215 0 0 1.383428 0

2.34 0.011714 215 0 0 0.344043 0

6.13 0.57767 216 0 0 0.770396 0

5.03 0.289008 216 0 0 1.094206 0

4.85 0.348242 216 0.78 1.79 0.357978 0

4.01 0.968181 216 11.02 11.02 1.025334 0

5.19 0.864643 216 0 0 1.37275 0

4.63 0.0561 216 0 0 0.895598 0

3.86 1.531232 216 0 0 1.665586 0

3.85 0.151917 217 0 0 1.072855 0



4.79 0.082171 218 0 0 1.645132 0

4.02 0.081269 218 0 0 1.290896 0

2.74 2.249393 218 2.37 0 3.305316 0

3.46 0.005527 218 0 0 0.085479 0

3.77 0.693748 219 0 0 1.026077 0

3.02 0.993515 219 0.83 0.83 1.200818 0

3.66 0.484806 219 0 0 0.817135 0

6.86 0.15249 219 0 0 2.711466 0

3.21 0.059136 219 0 0 0.326197 0

4.85 2.055059 220 0 0 2.396552 0

3.66 0.151281 220 0 6.48 0.359596 0

4.52 1.214353 220 0 0 2.292259 0

5.69 0.152451 220 0 0 0.161854 0

4.06 0.335891 220 4.44 4.44 1.132665 0

4.4 0.080417 221 0 0 0.286211 0

5.69 0.130117 221 0 0 0.352667 0

4.79 0.338183 221 0 0 0.489527 0

4.85 2.76154 222 0 0 2.821293 0

3.11 0.513399 222 0 0 0.724267 0

3.18 0.0786 222 0 0 0.767369 0

1.9 0.909394 223 0 0 1.456437 0

2.52 0.12755 223 0 0 1.671627 0

2.77 0.278393 225 0 0 1.627004 0

3.51 1.027279 225 0 0 1.040606 0

3.62 1.197575 225 0 0 1.266967 0

6.53 0.562538 225 0 0 0.993935 0

3.02 0.749254 225 0 0 0.878577 0

3.35 1.745831 225 0 0 2.079449 0

3.51 1.135124 226 0 0 1.143405 0

3.69 0.625992 226 0 0 2.117863 0

4.18 2.015116 226 0 1.31 2.783992 0

4.79 0.010511 226 0 0 1.167988 0

3.51 0.40554 227 0 0 1.175631 0

3.77 1.21411 227 0 0 2.211311 0

3.58 0.061778 227 0 0 1.596211 0

4.63 0.436804 227 0 0 0.44643 0

5.18 0.054167 228 0 0 0.187705 0

4.26 0.479319 228 0 0 0.768378 0

4.26 1.270937 228 0 0 3.587483 0

4.01 0.499985 228 0 0 0.721878 0

5.01 0.223438 228 0 0 0.34827 0

4 1.281778 228 0 0 1.291181 0

3.18 1.747644 230 0 0 3.002239 0

4.3 0.066095 230 0 0 1.186123 0

4.01 0.342495 230 0 0 2.51368 0

3.66 0.62754 230 0 0 0.830599 0

3.07 0.082363 231 0 0 0.873646 0



4.18 0.052119 232 0 0 0.601468 0

3.51 0.292334 232 0 0 0.424454 0

3.86 0.503387 232 0 0 0.852999 0

4.85 0.269913 233 0 0 0.351183 0

5.54 0.360534 233 0 0 0.981406 0

2.39 2.19123 233 0 0 3.084849 0

5.01 0.827896 234 0 0 0.884296 0

3.51 1.49295 234 0 0 1.553633 0

4 0.151344 234 0 0 0.358899 0

3.51 1.352393 234 0 0 2.340828 0

5.54 0.222231 235 0 2.3 0.971485 0

4.35 0.06225 235 0 0 1.130175 0

3.06 1.807858 235 0 0 2.140187 0

4.06 1.26075 235 0 0 1.5522 0

4 0.935766 235 0 0 4.32804 0

3.01 0.013327 236 7.32 7.32 0.165582 0

3.02 0.294504 236 0 0 0.496332 0

5.52 0.338512 239 0 0 0.960914 0

4.26 1.014866 239 0 0 2.839765 0

6.13 0.575417 240 0 0 3.047399 0

2.62 1.003867 241 6.41 5.51 1.014047 0

3.95 0.129125 241 0 0 0.186733 0

3.35 0.927488 242 0 0 1.010797 0

5.01 1.01074 242 0 0 3.802747 0

4.42 1.592863 242 0 0 1.723378 0

3.06 0.010841 243 0 0 0.513561 0

4.85 0.936083 246 0.25 0.33 1.00283 0

6.13 0.702743 246 0 0.17 3.721631 0

2.08 1.473713 246 0 0 2.404997 0

3.07 0.059598 247 0 0 1.864425 0

3.77 0.152778 247 0 0 0.902032 0

3.06 0.008506 247 0 0 0.018686 0

3.86 0.081851 247 0 0 0.143159 0

5.19 0.014805 248 0 0 0.098238 0

4.46 1.193915 248 0 0 1.206062 0

4.4 0.081074 249 16.47 24.39 1.216198 0

3.67 0.128729 249 0 0 1.597228 0

4.7 0.009291 249 0 0 0.208924 0

4.24 0.005876 249 0 0.93 0.089682 0

3.67 0.223335 251 0 0 2.224807 0

4.41 0.333296 252 3.49 0 2.145429 0

4.01 0.125604 252 0 0.56 0.137751 0

4.4 1.195699 252 0 0 2.21206 0

3.86 0.648418 253 0 14.99 0.850492 0

3.71 0.006685 253 0 0 2.972806 0

2.9 0.986617 253 0 0 1.996759 0

2.39 0.780967 254 33.92 33.92 0.840103 0



3.62 1.503808 254 0 0 3.71813 0

4.09 0.972552 254 0 0 2.015148 0

3.16 0.057608 255 0 0 0.113708 0

3.35 0.368018 256 0 0 0.632263 0

4.7 0.57868 256 0 0 1.019446 0

3.51 0.013327 257 3.81 8.04 0.650449 0

3.61 0.222304 257 0 0 0.374948 0

5.19 0.055502 257 0 0 1.566176 0

4.49 0.895651 257 0 0 1.022224 0

3.51 2.852118 258 0 0 3.652347 0

2.34 0.702176 258 0 0 0.854954 0

2.57 0.066747 258 0 0 0.218983 0

4.46 0.138497 258 9.79 21.65 0.413343 0

5.68 0.222304 259 0 0 3.32723 0

4.63 0.055502 259 0 0 0.610915 0

5.14 0.009848 261 0 0 1.607438 0

3.16 2.705605 261 0 0 4.575811 0

6.46 1.054985 261 0 0 1.264317 0

5.03 0.222304 262 0 1.84 0.971559 0

3.97 0.151715 262 0 0 0.855595 0

4.52 0.067075 262 0 0 0.933334 0

2.75 0.080549 262 0 0 0.43955 0

3.33 3.849936 262 0 0 4.061577 0

3.35 0.968181 263 0 0 1.553029 0

5.01 0.436318 263 0 0 0.588769 0

3.79 0.081979 263 0 0 1.287405 0

5.28 2.140617 265 0 0 2.87452 0

3.01 0.73492 265 0 0 1.536078 0

6.13 0.57995 265 0 0 2.686208 0

3.32 0.0786 265 0 0 1.083032 0

5.19 0.005527 266 15.01 15.01 0.156682 0

2.77 0.862899 267 0 0 1.086337 0

2.18 0.479319 267 0 0 1.85938 0

4.79 0.487798 267 7.96 10.5 0.781381 0

3.18 1.757778 267 4.04 0 1.836787 0

3.01 0.05625 269 0 0 0.805504 0

2.9 2.143535 270 3.65 3.65 2.296369 0

3.51 1.433595 270 0 0 2.575628 0

3.71 3.35445 271 0 0 5.240762 0

6.46 0.276022 271 0 0 0.398562 0

4.7 1.25645 271 0 0 1.479707 0

5.34 0.637123 272 0 0 0.64529 0

5.01 0.849372 272 0 0 2.195039 0

4.01 0.12755 272 0 0 2.959554 0

4.4 0.152295 272 0 0 1.626048 0

4.45 0.061151 273 0 0 3.238406 0

2.57 0.063042 273 0 0 2.865102 0



3.69 0.009291 274 0 0 0.272698 0

3.58 0.46983 275 0 0 1.025244 0

4.06 1.051186 275 0 0 3.183229 0

4.45 0.062093 276 0 0 1.677607 0

4.94 0.264245 276 0 0 0.486306 0

2.82 0.151816 277 2.36 2.36 0.23289 0

5.25 0.130515 277 0 0 0.900607 0

3.95 0.084846 277 0 0 0.166115 0

4.7 1.232826 277 4.59 4.59 1.812267 0

3.01 0.266495 278 11.61 1.32 2.319187 0

5.19 0.334915 278 0 0 0.486972 0

3.35 0.080085 279 0 0 0.722641 0

3.46 2.410655 279 2.64 0 3.666042 0

3.06 1.959868 279 0 0 2.517169 0

3.69 1.255388 279 2.64 3.77 3.666042 0

3.02 0.081979 279 0 0 0.640226 0

4.85 2.857242 280 0 0 3.226711 0

3.02 0.20232 280 7.34 8.23 0.218475 0

4 0.066747 280 12.39 12.39 0.577797 0

3.91 0.010069 280 0 0 0.149198 0

4.41 1.938925 281 0.29 9.71 2.020904 0

3.2 1.484454 283 0 0 1.636371 0

4.01 0.009403 283 1.87 0 0.1614 0

2.59 0.080549 285 9.92 7.75 1.471269 0

2.24 0.293303 286 0 0 0.587168 0

3.16 0.889578 286 0.66 2.53 1.023932 0

5.34 0.082363 286 0 2.31 0.514164 0

3.62 0.13415 286 0 0 0.998792 0

4.85 0.059753 287 0 0 0.546265 0

5.28 0.014175 287 0 0 1.946287 0

6.53 0.8603 287 0 0 1.361478 0

2.18 0.061464 287 19.29 23.38 3.533573 0

4.17 0.998658 288 0 0 1.401622 0

3.85 1.379799 288 0.79 1.53 1.73885 0

4.41 0.29172 288 0 3.95 0.583576 0

2.87 0.059136 291 0 0 0.325631 0

2.77 0.221821 294 0 0 0.231224 0

2.08 0.279887 295 0 0 0.431642 0

3.07 0.082363 296 0 0 1.095809 0

4.94 2.07535 299 0 0 2.086628 0

4.01 0.442283 300 0 0 0.50903 0

3.35 0.010511 302 0 0 0.30109 0

4 0.706737 303 0 0.47 3.764519 0

4.85 0.504198 303 0 0 1.487081 0

4.85 0.222207 303 0 0 2.207132 0

4.85 0.064639 307 0 0 0.077324 0

4.61 0.133742 308 0 0 2.36715 0



4.84 0.130515 309 0 0 0.353442 0

2.9 1.214869 310 0 0 1.278228 0

4.84 0.29118 311 0 0 1.200574 0

3.18 1.757778 311 0 0 1.825017 0

2.62 2.142863 313 0 0 2.770403 0

5.19 0.784747 314 0 2.25 1.139912 0

4.68 0.014175 314 0 0 0.069826 0

2.77 0.081979 314 0.29 0 2.020904 0

5.69 0.057608 315 0 0 0.492798 0

4.35 0.198183 315 0 0 0.469825 0

3.18 1.230337 317 0.74 0.74 1.360453 0

5.12 0.823454 318 0 0 2.085021 0

5.19 0.139762 318 0 0 1.150501 0

3.01 0.269913 319 0 0 0.492789 0

4.85 0.26174 322 0 0 0.390469 0

5.54 0.009737 324 0 2.7 0.233436 0

5.01 0.571231 324 0 0 0.932425 0

3.11 2.207094 324 3.65 5.11 2.572393 0

5.03 0.854312 324 6.73 6.1 0.933929 0

3.01 2.060967 325 0 0 2.353784 0

5.19 0.011605 327 0 0 0.30618 0

4.17 0.203059 329 0 0 0.78073 0

3.35 3.569507 331 0 0 3.791713 0

3.66 1.799573 333 0 0 2.363071 0

4.3 1.333928 334 0 0 1.686998 0

3.36 0.707884 334 1.28 5.5 1.002174 0

2.85 0.015119 334 0 0 0.850073 0

6.13 1.305234 336 0 0 1.313402 0

3.18 0.273384 336 0 0 0.333601 0

3.67 0.561493 336 0 0 0.760883 0

3.51 0.410762 338 0 0 2.240372 0

3.86 0.339172 338 0 0 0.419721 0

3.18 0.015223 338 0 0 1.247158 0

2.69 1.267222 339 0 0 4.235882 0

3.95 0.012147 340 0 0 0.234305 0

5.03 0.40554 344 0 0 0.535657 0

3.82 1.055419 345 0 0 3.307623 0

4.02 1.447137 346 0 0 3.458905 0

4.02 0.13415 349 0 0 0.684889 0

3.16 0.062093 349 7.98 4.45 0.482802 0

4.17 1.397396 352 0 0 1.524946 0

4.4 0.223516 352 0 0 0.236629 0

6.46 0.341827 354 0 0 0.352667 0

3.02 3.716825 354 0 0 4.623443 0

3.06 0.010841 355 6.56 13.98 1.219167 0

5.36 0.480998 357 0 0 0.614536 0

4.85 0.083806 358 0 0 0.282471 0



4.85 0.0786 358 0 0 0.089878 0

4.49 0.152606 358 0 0 0.304503 0

2.85 0.067239 359 0 0 0.149218 0

2.77 0.081979 359 0 0 0.149218 0

2.85 3.724688 360 0 0 3.785371 0

2.77 0.12755 361 0 0 0.209913 0

4.94 0.723586 363 0 0 0.806769 0

3.33 2.948915 363 0 0 5.860352 0

3.02 0.749254 366 0 0 0.809938 0

3.42 0.196029 369 0 0 0.276445 0

3.67 2.016136 369 0 0 3.473986 0

4.02 1.194303 369 0 0 2.275855 0

4.41 2.143535 376 0 0 2.366587 0

4.01 0.152528 377 0 0 0.374662 0

2.82 0.014805 379 0 0 0.076583 0

4.57 0.12755 380 0 0 0.601061 0

3.51 0.924198 381 0 0 1.253331 0

3.18 0.063998 381 0 0 0.076683 0

2.43 0.573929 381 0 0 0.587256 0

4.04 0.061778 383 0 0 1.049145 0

4.3 0.977694 385 2.26 0.93 1.245892 0

5.34 0.620872 386 1.46 1.46 0.820505 0

4 1.437435 387 0 0 1.499844 0

6.13 0.082806 389 0 0 0.141942 0

4 0.223516 389 0 0 0.354031 0

4.79 0.222207 393 7.95 7.95 0.281343 0

4.42 1.125858 395 0 0 1.259396 0

3.18 0.079684 395 0 0 2.091216 0

3.09 0.224043 397 0 0 0.279545 0

3.61 0.057608 423 0 0 0.188924 0

4.34 0.474334 427 8.75 10.33 1.218377 0

4.94 0.012578 442 0 0 0.350761 0

5.34 1.184596 462 0 0 1.337047 0

4.2 0.081204 481 0 0 0.304282 0
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Table 2  Sequence and developed primer information for 24 microsatellite loci that were tested in Fredericella sultana and Tetracapsuloides bryosalmonae host-parasite system (n = 17)

Primer sequence (5´ - 3´)

Forward*

Fs004TKU 117 156 303 AATTACTGGAGGAGCTACTACAATGCTGCTCCTCCTTTTG

ACATTGCAGTTCCAAGGAACTGCGTCCATAGCACTGAAGA

CACCAGAGAGGGCTGGAAAGGCAGTGCCACAGTGGGCA

GCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGC

AGGGAAGACGTCGCCTACTCAAGCAGTGGGAAATGAGTC

CAACAGAGTGAGACCCGCAGAGCAAAAGCTTCTGTCACC

AGCAGTCGTTAGGTGGAAACAGACAAAGCTGTTTGGCAG

CCATCATAACTGATTGAATAAGATGAGATC

 

CGTCCATAGCAC

TGAAGACAC

Fs005TKU 39 90 154 GCAGTTGAGCCGTCTAGCCGAGCCCAGACTAGTGGCTGC

AGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAG

CAGCAGCAGCAGCAGTGCAAGGCCAGCACCGGCTGGGC

GGTACATTGAGCTAGGGCACTCATGCAGCAGTGCTGGCG

 

TCTAGCCGAGCC

CAGACTAG
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Fs009TKU 83 137 204 GCCCTAAACCGGTCGGTCTGTCAAATTTTAGAAAGCATTG

TGAACCGTGAGTCAAAAGGTTTGCCCACCCCTGGTCTAG

GGCTAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA

GCAGCAGCAGCAGCAGCAGCCAACGATTATGGTAATTTG

ACAGGGTTCGGCACACATAAAGGGTCGTATATGTGCTTAG

TTCACAGC

 

AGCATTGTGAAC

CGTGAGTC

Fs010TKU 173 230 366 GCAGACAATAATGCAGACAGGCAGCTGAATGAAGATCTGA

ACTCCCTAAGGGTCATGAATCAATACAGGATGCAACTCGA

ATGGGCTTGAACACATGCCCGGGTGGGCTTTGAAGCCAT

CATGCTGCAACTGTTTCTACTAGCTTCCGAGGCTACTGAG

GTCACTGCCACCCTGCTGCTGCTGCTGCTGCTGCTGCTG

CTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTACAGTGT

GCATGCTGCCCGATGCCTGCCTGTACCAGCTGTGAGACA

CAAAGGCATCCGAAGCCGGTAGCCTGACGCATGGCTGTG

CTATCATCAGTCAAGTTGGCCTCGGCCGTGCGAAAAGAGT

CAGCGCCCAAC

 

CTTCCGAGGCTA

CTGAGGTC

Fs012TKU 106 136 215 TGCATTGTGTTCGTGCATGCTCATGCGTCTTGACACTCGC

TAAGTTCAAACAGCTGGTAGCAGCATGGTTAGTAGGGGAC

ATCGAGACGTACAATGCCTGTTACTTGCTGCTGCTGCTGC

TGCTGCTGCTGCTGCTGCGGCCCCTGCCGCTGTCCCTGC

CGCCAGCGAAATCCGGATTGCATTTTTGCCATCTGGTCTT

GTGACCTCCTGTGTAC

 

GCTCATGCGTCT

TGACACTC

Fs014TKU 62 101 194 ACCCTGCGCCAGGTTGGCACGCTCTATCTCAATTTATGCG

AAGGGCCACGAAAACTGCATAGGATGATGATGATGATGAT

GATGATGATGATGATGATGATAATAATGATGATCGTAATTG

TTTATCTCCTAGATTTGCGTATTTAGGTAAGTACGCTCCAA

TCTATCTGTCTCTTCAGAGCGCCGTATTGCAT

 

CCAGGTTGGCAC

GCTCTATC



Fs015TKU 218 257 313 GCCCAGGCATGACTACATTTACGAGAAAGTTTTAAACATC

CCACTTACGCTTTGGGCTTTTGCTTGATCTCTGAAAATCG

TAAAACCTTTGCTTTGCTTGCTACTCCCGTGCACGCTATT

GCATAATTAATTTAAATATAATCACTCTCAGACTCTTGTTAA

GAGCCCAGGACGAACTCGCATAGCTGAGCACGCTCTTAA

TGTGGCTCATTATTATTAGTAGTAGTAGTAGTAGTAGTAGT

AGTAGTAGTAGTAGTATCTACGAAGCTACTTTCTCGCATTT

TCTTAGATTCTCATCCCGTTACCTGTGGAC

 

CTTTGCTTGCTAC

TCCCGTG

Fs016TKU 140 212 264 GCATTAGGCAAAACTGGTGAGTTAACGATTTCTTTTTTGAC

GACACACTGCGAAGCACAAGCCTTGCTTATGTGGAGTGAA

TGGGTTACTCAGCCGATGAAATCAGAGGATATCAGTAGCA

ACTGCGGCAGCAGAATAGGAGCAGCAGCAGCAGCAGCAG

CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA

GCAGCAGCAGCAGCCATGAAGTGGCAAGGGTAGCCAGTG

GCGACTGCAGCAGTGGTGGTGACCGTG

 

TTTGACGACACA

CTGCGAAG

Fs021TKU 41 77 345 GTTAGAATTTGTGCGGCTCGCTGGCACTGTGAGATCAATG

CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA

GACCGTTGCTCTTTTGCTAGCCCGCGCTCCCCTGGGAAG

GCTCGCGCCGGGCAATTACGTTAGTGACAGAGCGCACGA

GCTGATACAAGGAAAACCTAGTTACTGCATTGCAACCTTA

ATTGATAAGCCTTTTAAGCGCATCGTATCAAAGGGAAAGC

GTGGGAAAATTGTGAAAGGTCAAAGTAGTGACGACGAGG

CTCGCTGATCGGCGAAGTCGAGGAGGCGTGGCTGCCGC

GCGTGACGGGCCTTTGAACGGATGGGGTGGAC

 

GCTGGCACTGTG

AGATCAATG



Fs024TKU 90 126 336 GTTTCAAGAGAACCAAAAAAATCTCTCTAGCGTATCACCC

ACGTAGTGAAGCCAAGCTTAGAGATACATACAGATACACA

TGATACACATGATGATGATGATGATGATGATGATGATGAT

GATGATGCTGATGATGAGGATGGTGATAATTTATCTCATTA

ACACAAGGAAACCGCAAGGACTAAATGTTACTCTGCACAG

TTTGAGTACATCTAGAGCCTAAGCGGCTATCATCGCAGAT

ACGTCGACTCCCCTGCATTGTCTCGCGTAACAAAACGAAC

TGGAAAGAATGGCAAGGCAGAGGAGCAGTCGTGCTAGTT

CGTAGCGGAGTAGCAC

 

TCTCTCTAGCGT

ATCACCCAC

Fs025TKU 83 143 429 GCACAAATGTGTGAGCACAGGGAGAGCAAGACATATAGA

GCTGCACTGATAGATATATAGATGAGATAGATAGGTATATA

AATAGATAGATAGATAGATAGATAGATAGATAGATAGATAG

ATAGATAGATAGATAGATAGATAGACAGATAGCTAGAGAG

GTAGAGTACCTATATAGACAGAGAAATAAAGAGAGGGAGA

GAGAGTGGAGTTATGCTGTGCCATTGAGTTTGCATGACGG

CAAGCAAGCACATTTAGAGGACGGCCAGGTATTCATTGCA

TCCAGTCACCCTTCAGAATGAGGAACTATCTGCCTCAGTG

GCTGGCGAGCGATCAAATCAGTTTCTTGCTTGTCACTAGA

CTAGACTTTTGCAGGACAACCGAGCACGAAGCCTGTGCA

GTTGGTTCTAAATATGGCCTCCAGACTGG

 

AGCAAGACATAT

AGAGCTGCAC

Fs030TKU 158 197 359 GCTGGGCATTGCAATACGTCAGAGCAGAGCCGTGCCGAG

TCCATCGGTTCATTCTCAGGATCTGCAAGACCCTGCCGAG

CAGTCTGCAGGTCCGAGGAAAACAACCCTGCTGCTTGGA

CTGGAGAGCAGCCAGCAATCTCTGCCCTATGTGGCGGGG

CAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCAGCA

GCGAAAGACTGAGTGTCTGATGCTCCACTGGAGGCATAC

AGCTCGGCTGGGTCTGTTTGGAACCCTGCAATCAATTATT

TCATGCATCACCGTCATCAGCATAATCACTTATGGCACCG

GCATCACTGCCTACTCTCGAACTATCTGGTCAGGGTAACT

TGGGT

 

TCAGGATCTGCA

AGACCCTG



Fs001TKU 50 95 297 ACCCTGGCAGTACTGTGCCGGCTGGCCGTCCAAACAGGC

GGGCAAGGTGGCGGCGGCGGCGGCGGCGGCGGCGGCG

GCGGCGGCGGCGGCGGCGGCTCGTGAGCTGGTTTGGTT

CGATATATAGGCAATCTTCATTTAGCCACGGCTGCGATAC

AATTCTGTGTGGCCGCCTCCCATGCGGTCCAATGCGGTC

CAAATGTTCTTTTTTCTACTATAGCATTAGCTCGTTACTGC

TCGATCGCATACGCGCGCTCGCATCTCGGCTGCGAGCGA

ACATCCTTTCCATTGGGCCGCAAG

AAACAGGCGGGC

AAGGTG

Fs002TKU 60 102 134 CTCGATCTGGACGCGCAGCCTCGCCGCTCTGCTCCAACC

GAGTGACAAGCGAGCGAGGGGCGGCGGCGGCGGCGGC

GGCGGCGGCGGCGGCGGCGGCGGCGGAACGACTCTGT

CTGCGGCGAGGTGAAGGGGGA

CAACCGAGTGAC

AAGCGAG

Fs003TKU 27 57 145 GCTGTGTACCGTCGCGTCGTTCGTTTGCCGCCGCCGCCG

CCGCCGCCGCCGCCGCCGCGACTGGTGGGGTTGCTGGT

GTTGCTGGTGTTGCTGGTGTTAGGGACCCGAACGTCGTA

GTGGTTCCATTTTCGGCTTCTTGAGGTGG

TGTACCGTCGCG

TCGTTC

Fs006TKU 69 129 196 TATATGAACTGAGCGAATCCACTAGGCTATTTGCCTCAGC

CATTATCGATCCGGCCGCCTGGTAAAATCAATGTAATGTA

ATGTAATGTAATGTAATGTAATGTAATGTAATGTAATGTAA

TGTAATGTATCTCCGTTCGCAACACCACAAAGCAACAAGG

ACTAGGTGGATGTCACATGGAGAGATCTGATATAG

TCAGCCATTATC

GATCCGGC

Fs007TKU 230 272 328 TGTGGAGGCAGCTCAAATCCCTCGACATTTGTAGCTGTCA

GATAGTAGACACGCGGATATTCCTGTTTGCTATCTAACATT

CCATCCTAGCTGAGCAATTTACCACTCTAGGTCGTAGCTG

AAGGCGATGTGCTTGCCCTGTGCGATTCAGGCCATTCAAT

GTCTGCAGATGGCCATGCATGCTTCTCTGTCCTCCAGAAG

CAGTAGTAGTAGCCCCAAAGAACTCTACTGCTGCTGCTGC

TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTACTGCTGC

TGCTGGATCAACGTTTCTGTCAAATCGACTGGCCTTTACC

CTTATGTC

CCATGCATGCTT

CTCTGTCC



Fs008TKU 65 98 272 AAGGAGGTGCGCCTGCTGCCGTCGCACCGTTTCTTTTTTG

TGACCCGACGCAGCTGCCAAGGCGACGGCGGCGGCGGC

GGCGGCGGCGGCGGCGGCGGTGCGGGCTGCAGGCGGC

ACCGGAACCAAAAGACGGGCACCGCAGCGCGGAAGAGG

TTACTGGAGGCAGGCGTGCGAGTCACTACGCCGGCGGCT

GGCTTATCAGTCCGGAGCCGGTGCATCTGAGTATAAAAAA

AGGCGGATAATCGGAACGACGGAGAGACAGACTGGAGAG

C

TTTGTGACCCGA

CGCAGC

Fs013TKU 72 144 379 TCCCACCATAGATTGGAACAGATCTCGAGCTTTCCGTATT

TGACCTTTCTTAGCCAACTCCTGAGCCTAAATAGTAGTAG

TAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGT

AGTAGTAGTAGTAGTAGTAGTAGTACGTTTACTGTTTTTGT

TTATGATACGGCGCCCACCGAGATCTACACTATCCTCTTC

GTCGGCAGCGTCAGAGGTGTATAAGAGTCAGTCGCACCA

TAGATAGGGACAGATCATGAGGTTTCCGTATTTGACGTTT

CTTAGTCACCTCCTGAGCAGTAATAGTAGTAGTAGTAGTA

GTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAGTAG

TAGTAGTAGTAGTAGTAGT

TCTTAGCCAACT

CCTGAGCC

Fs020TKU 212 245 350 GTGCGCGTGAGACGCCGCACGCGTGCGCGTCGGGGGCG

GGGCCACCCCCCGCCCCAGCCGCACCACTCTTCCTGCTT

CTGCCATTGTTGATTACATGCCGCCCGGTGTGGACGTCC

GCTCACCGTTCCGACGCGGTCCCCACCTGGCAGCGCTGC

TGGGGCCAGCCGCACTTGCCACGGCACTGGCGACGCAG

CGGCGGCAGCAGCAGCAGGAGCAGCAGCAGCAGCAGCA

GCAGCAGCAGCAGCATTTGCTGCTGCAGTATTCATTGCTG

CCACTGATTTTCGCCGGCGGCTTCGCGGTTGCTGTGGCG

GCGGCACCGTGGACACCTCCGCGCTGGCGGCTCTGTGC

TG

CACCACTCTTCC

TGCTTCTG



Fs023TKU 257 293 426 GTTGAACTCCATGATGGTTTGCAGAGATGCGCTCGCCATT

TTCTCTCCTATATATATGTGCGAGCATTTTTCTGCTTTCTT

CTAGTATCGAATATGCGATTGAATGCGATCGCGCCTCCGT

AAGGCGACGAACTCTTAGCCACCGTGTCTGTAACCGTCTT

ATCCACCGCTTTGTACACCTCTGGCTCTTGACGCTTCAGC

TTTTCAACGTAATCCTCATCGTCGTCGTCCTCATCGTCGC

TAGGTGGTTTAGTCTCCTTCTTCTTCTTCTTCTTCTTCTTC

TTCTTCTTCTTATCCTTGTCCTCCTTATCCTCCTTCCTCTT

CCTATCGTTATCGATCTTGATCGCCTCTGTCTCCGCCTTC

TTCTTCTCAGCGTCCAAATCAGCGTTTCTCTGGTCGTTCG

TTAGATCCTGCGCATTCTTATCC

TACACCTCTGGC

TCTTGACG

Fs026TKU 245 272 327 GTCCTACGACTTGAGTAGGTTGGTTGGTCGAACGAAATTG

ACGACAGGCACGGCCCCTCGTTGGGTCATGAGGAGAAGG

TCATCCATGGCGATGGGATCCGCACTCCTGTGGTGGCAA

TGCCGTCTTCGACACGGGACGATAGCCGCGGCAGCGTG

GAGCGGCTGTCCTCTTGCGGCGGGATCGACTACGCGAAG

ACGACGATGGGCGACGTCCACCCCTCGTTCTTCTTCCCG

TCGCCCGCCCGCGTCGTCGTCGTCGTCGTCGTCGTCGTC

GCCGAGCCATCGCGATCGTCGCGTTTTTCTGTCCATTTCC

ACCGCCGCCTCCGT

TGGGTCATGAGG

AGAAGGTC

Fs027TKU 169 196 389 CTCCCGCTTGGAAGTTATTAGAGCCGTTGACGGCCGAGA

GCTCCATAGCGCGAACCTCCTCCCATAGAAAGGCAAAAAC

TCTTTTGGGAAGCTGCCAGGGTGACGCTAGAATCGCGCC

GCCATTCCACCAGCAGCGGTCGACGCGCGTCGCAGTCGA

CAGTATCAGCAACGGCGGCGGCGGCGGCGGCGGCGGCG

GTGGGGCCTTGGTAGCGCCTGGCCTTTCCGCGCGCCAAA

GCCCAGAGCTGGCCGCGCTGGGCGGGCGCTCGCAAGCC

GAGAGCATGCGCGACGCGCGAGCACCGACCCGTTGCTCT

GCTTTCGCCCACGGGGCCCTCGGCGTATGCCGAGCTCCG

ACCGCATGACTGGCCGCGGTAGACGAGGTCGGCCTCGG

C

ACCTCCTCCCAT

AGAAAGGC



Fs029TKU 78 147 359 ATACACCACCAACCAGAAAAGGCAGCAGGAATACATTGTC

TGCTGGTTGTTATCACTGTCTTCACGAGCTGTTACTGAGC

TGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGCTGC

TGCTGCTGCTGCTGCTGCTGCTGCTGCTATGGCACTTATA

AAAAGTAAAGGCGAGCGAATTTAACAGTGCCATTTATATG

GTGGCCAGAAAGCCTATCACTGCCACCTGCAGGGTGGGG

GGCAATGAAGATTTGTCTGGTGCAGAGCTTGAACACAAAA

CCTGAGTCGTTAAGAGCAAGCACCTAGCTCCCAGGCGTT

TGTGCAATATTTCGGTGTGCTGCAAGTCAACCCCCTCCCA

CT

ATCACTGTCTTCA

CGAGCTG

* Forward primer sequences are presented without the M13-tail. 

** The GTTT “tail” (Browstein et al. 1996) was added to the reverse primer

*** Number of alleles

**** Observed heterozygosity

***** Expected heterozsygosity
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Table 2  Sequence and developed primer information for 24 microsatellite loci that were tested in Fredericella sultana and Tetracapsuloides bryosalmonae host-parasite system (n = 17)

Primer sequence (5´ - 3´)

Reverse** Motif/Repeat NA*** Allele size 

range, bp
HO**** HE*****

 

GTTTGAGTAGGC

GACGTCTTCC

(AGC)13 7 133 - 170 1.0000 0.8636

 

GTTTAGCTCAATG

TACCGCCCAG

(AGC)17 16 88 - 244 0.6429 0.9444



 

GTTTCCTTTATGT

GTGCCGAACCC

(AGC)18 10 154 - 200 0.6154 0.9046

 

GTTTGCTTCGGAT

GCCTTTGTGTC

(AGC)19 15 139 - 230 0.9167 0.9457

 

GTTTAATGCAATC

CGGATTTCGCTG

(AGC)10 11 173 - 237 0.9231 0.9169

 

GTTTGCAATACGG

CGCTCTGAAG

(ATC)13 8 188 - 201 0.7500 0.8225



 

GTTTGCGAGAAA

GTAGCTTCGTAG

(ACT)13 8 227 - 387 0.4545 0.9221

 

GTTTGCTACCCTT

GCCACTTCATG

(AGC)24 12 168 - 204 0.8667 0.8667

 

GTTTCCCACGCTT

TCCCTTTG

(AGC)12 10 239 - 407 0.5000 0.9233



 

GTTTGTTACGCGA

GACAATGCAG

(ATC)12 8 268 - 284 0.6667 0.8506

 

GTTTATGAATACC

TGGCCGTCCTC

(AGAT)15 9 255 - 302 0.7000 0.8895

 

GTTTCGAGAGTAG

GCAGTGATGC

(AGC)13 11 299  - 363 1.0000 0.967



GTTTGAACCAAAC

CAGCTCACGAG

GTTTCTCGCCGC

AGACAGAGTC

GTTTGTCCCTAAC

ACCAGCAACAC

GTTTGCTTTGTGG

TGTTGCGAAC

GTTTAGAAACGTT

GATCCAGCAGC



GTTTGCCTCCAGT

AACCTCTTCC

GTTTATACACCTC

TGACGCTGCC

GTTTCAGTGGCA

GCAATGAATACTG



GTTTGAACGACCA

GAGAAACGCTG

GTTTGGCGGTGG

AAATGGACAG

GTTTCGAAAGCAG

AGCAACGGG



GTTTATATTGCAC

AAACGCCTGGG


