RND_adapt_MexA-NCBIFAM multidrug efflux RND transporter periplasmic adaptor subunit MexA (NFO33834.1) (DNIACKEJ_00006)

cmlA_floR-NCBIFAM CmlA/FloR family chloramphenicol efflux MFS transporter (NFO33134.0) (DNIACKEJ_00005)

RND_perm_OgxB-NCBIFAM multidrug efflux RND transporter permease subunit OgxB (NFO00037.1) (DNIACKEJ_00007)

Isoquinoline 1-oxidoreductase subunit alpha (DNIACKEJ_00008)

Caffeyl-CoA reductase-Etf complex subunit CarC (DNIACKEJ_00015)

Protein-glutamate methylesterase/protein-glutamine glutaminase (DNIACKEJ_00002) Putative acyl-CoA dehydrogenase FadE17 (DNIACKEJ_00014)
NADPH-dependent curcumin reductase (DNIACKEJ,OOO‘ZLZ)

putative enoyl-CoA hydratase 1 (DNIACKEJ_00011)

Transcrlptlonal regulator SlyA (DNIACKEJ_00004) Isoquinoline 1-oxidoreductase subunit beta (DTCKEJ 00009) ‘

Aldose 1- -epimerase (DNIACKE)J _00003) Quinone oxidoreductase 1 (DNIACKEJ 00013) Putative short-chain type dehydrogenase/reductase (DNIACKEJ_00017)
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IMGPR_plasmid_3300001733_000077: 334-19,265 (+)
RND_adapt_MexA-NCBIFAM multidrug efflux RND transporter periplasmic adaptor subunit MexA (NF033834.1) (OMOLLHKF_00048)
cmlA_floR-NCBIFAM CmlA/FloR family chloramphenicol efflux MFS transporter (NFO33134.0) (OMOLLHKF_00049)
RND,perm,quB-NCBIFAM multidrug efflux RND transporter permease subunit OgxB (NFO00037.1) (OMOLLHKF_00047)

Isoquinoline 1-oxidoreductase subunit alpha (OMOLLHKF_00046)
Transcriptional regulator SlyA (OMOLLHKF_00050) putative enoyl-CoA hydratase 1 (OMOLLHKF_00043)

Isoquiholine 1-oxidoreductase subunit beta (0[\7&.LHKF_OOO45)

Aldose 1-epimerase (O OLLHKF_OOOSl)‘ \ 44 \ NADPH-dependent curcumin reductase (OMOLLHKF_00042)
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IMGPR_plasmid_3300029259_000037: 39,975-56,887 (-)

RND_adapt_MexA-NCBIFAM multidrug efflux RND transporter periplasmic adaptor subunit MexA (NFO33834.1) (FKGEJMMN_00067)
cmlA_floR-NCBIFAM CmlA/FloR family chloramphenicol efflux MFS transporter (NF033134.0) (FKGEJMMN_00068)
RND_perm_OgxB-NCBIFAM multidrug efflux RND transporter permease subunit OgxB (NFO00037.1) (FKGEJMMN_00066)
Protein-glutamate methylesterase/protein-glutamine glutaminase (FKGEJMMN_00071)
‘Isoquinoline 1-oxidoreductase subunit alpha (FKGEJMMN_00065)

tet_destruct-NCBIFAM tetracycline destructase (NFO33476.1) (FKGEJMMN_00073) NADPH-dependent curcumin reductase (FKGEJMMN_00061)
Transcnptlonal regulator SlyA (FKGEJMM _00069) putative enoyl-CoA hydratase 1 (FKG EJMMN_00062)
Iron-regulated protein A (FKGEJMMN_00077) Aldose 1- eplmerase (FKGEJMMN 00070) Isoquinoline 1-oxidoreductase subunit beta (FKGEJMMN_00064)
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IMGPR_plasmid_3300028892_000159:59,257-85,776 (-)
NADPH-dependent curcumin reductase (NHDLAFLN_00058)
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IMGPR _plasmid_3300006927_000019:55,569-61,327 (-)
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