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Putative trans-acting regulator (FFBMKDBI_00001)

IMGPR_plasmid_3300011936_000066: 88-4,481 (+)
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Accessory gene regulator protein A (PCIIKKBP_00003)
1S30 family transposase ISLmoé (PCIIRKBP_OOOOl)
AgrA/AgrC (VF0793) (PCIIKKBP_00002)
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HK_VanS_ACDEFG-NCBIFAM vancomycin resistance histidine kinase VanS (NF033091.0) (POMFMBMF_00023)
Maltose O-acetyltransferase (POMFMBMF_00024)
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erm_B_23S_MT-NCBIFAM 23S rRNA (adenine(2058)-N(6))-methyltransferase Erm(B) (NFO12220.1) (BBBEOEAA_00010)
9 ISL3 family transposase 151165 (BBBEOEAA_00008)
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erm_B_23S_MT-NCBIFAM 23S rRNA (adenine(2058)-N(6))-methyltransferase Erm(B) (NF012220.1) (BOLJEAON_00005)
6 ISL3 family transposase 151165 (BOLJEAON_00007)
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Putative HTH-type transcriptional regulator YwnA (GACBGAFF_00006)
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Putative NAD(P)H nitroreductase YodC (GACBGAFF_00003)
Glyoxal reductase (GACBGAFF_00001) Catechol-2,3-dioxygenase (GACBGAFF_00007)
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4,4'-diaponeurosporen-aldehyde dehydrogenase (HICPGLCF_00021)
UvrABC system protein B (HICPGLCF_00024)
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