MCR-5 family phosphoethanolamine--lipid A transferase (NFO33463.1) (LKBNICJM_00486)
Gamma-glutamylputrescine oxidoreductase (LKBNICJM_00484) putative tartrate dehydrogenase/decarboxylase TtuC' (LKBNICJM_00489)
Thymidylate kinase (LKBNICJM_00483) Immunogenic protein MPT70 (LKBNICJM_00493)
LKBNICJM_00482 Putative hydroxypyruvate reductase (LKBNICJM_00490)
LKBNICJM_00480 1 HTH-type transcriptional regulator BenM (LKBNICJM_00487) Sigma L (VF0855) (LKBNICJM_00492)
LKBNICJM_00479 LKBNICJM_00481 LKBNICJM_00485 ‘ Putative tartrate transporter (LKBNICJM_OO488) ‘ LKBNICJM_OO4§1 ‘
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