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Tetragenococcus halophilus NBRC 12172 DNA, complete genome
Sequence ID: AP012046.1 Length: 2562720 Number of Matches: 5

Range 1: 2213586 to 2214094 GenBank Graphics
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https://www.aichi-inst.jp/other/aisanken_news/
https://www.aichi-inst.jp/shokuhin/

