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Acetophenone carboxylase gamma subunit (LPAFKDHE_00622)
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High-affinity branched-chain amino acid transport system permease protein LivH (LPAFKDHE_00628)
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IMGPR_plasmid_2842462802_000015: 871,738-900,601 (+)
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putative sugar-binding periplasmic protein (EEEDHLGJ_00818)
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655 656 657 662 666 668 putative oxidoreductase YjmC (HFPHFIFB_00669)
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