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trans_reg_VanU-NCBIFAM glycopeptide resistance transcriptional regulator VanU (NFO00090.1) (GOFGFGDF_00022)
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Retron_VI_HTH (JGEKDKHK_00020)
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HTH-type transcriptional activator mta (FCNFPINK_00015)

am K K K K

I
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HTH-type transcriptional activator mta (MBMACLGM_00003)
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IMGPR_plasmid_3300008096_000126: 1,635-7,813 (+)

12

Qa

Protein VirD4 (ENDEFCOB_00010)
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IMGPR_plasmid_3300014794_000024: 17,220-25,442 (-)
Transcription-repair-coupling factor (ONGAACKK_00001)
Foldase protein PrsA (ONGAACKK_00002) 3 4
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