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VERSION MN503255.1
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FEATURES Location/Qualifiers
source 1..710
/organism="Shigella sp."
/mol type="genomic DNA"
/strain="sh.98.R"
/isolation source="stool"
/host="Homo sapiens"
/db_xref="taxon:625"
/country="Iran"
gene <1..>710
/gene="invC"
CDS <1..>710
/gene="1invC"
/codon_start=2
/transl table=11
ATPase"
/protein id="QKD77170.1"
LAQKGQFPAIDSLKSISR"
ORIGIN
1 tctttatcga cctgtagata atgctcctcc
61 gcctttttta acaggtatta aggttattga
121 aatggggatt tttgcgtcag ctggttgtgg
181 acatagtggt gctgatatat atgttattgg
241 agaaacggtt gattatttga aaaactctga
301 aacttcggat tactcttcgg ttgatcgttg
361 cgaatttttt aggactgaag gacataaagt
421 tgccagagca ttacgtgatg tggccttagce
481 tccggtttcg gtttttgata gcttacccag
541 aggtggctct attactgcat tttacactgt
601 attagctgaa gaggtaagat ccattttaga
661 ccaaaaagga caatttcctg caattgattc
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gaaagggctg
acgtgtggtyg
ctcatgaata
gagcgaggtc
aggtgtgttt
tatatagcca
attgattcat
tcacctgcca
aggccaggaa
gatgatgatt
tatttgagca
ataagcaggg

caattgagaa
aaggacagcg
tgctcattga
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gaaatctagc
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