RND-peri-MexE-NCBIFAM multidrug efflux RND transporter periplasmic adaptor subunit MexE (NFO45904.1) (PNEMDPKG_00202)
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (PNEMDPKG_00203)

HTH-type transcriptional repressor RspR (PNEMDPKG_00199)
Multiple sugar-binding protein (PNEMDPKG_00195)

putative DapA-like lyase (PNEMDPKG_OOl‘?S)

Multiarug resistance protein MdtC (PNEMDPKG_00201)
BopD (VF0362) (PNEMDPKG,001¢7) efflux_O Q,AdeC-NCBIFA‘M multidrhg efflux RND transporter AdeABC outer membrane channel subunit AdeC (NFO33142.1) (PNEMDPKG_00205)

Alpha-L-rhamnosidase (PNEMDPKG_00196) \ 200 \ Adaptive-reéponse sen‘sory-kinase SasA (PNEMDPKG_00204)
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IMGPR _plasmid_2842311132 000011: 196,248-211,825 (+)
216
215T Multidrug resistance protein MdtC (KGFJPEEP_00217)
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IMGPR_plasmid_2842402390. 000007: 218,482-233,859 (+)
55 58 59 60
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IMGPR plasmid_2850822224 000002: 45,802-63,947 (+)
37
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IMGPR _plasmid_2791355264_000009: 31,788-49,933 (-)
High-affinity branched-chain amino acid transport system permease protein LivH (AOHAMFLN_00054)
FMNH(2)-dependent dimethylsulfone monooxygenase (AOHAMFLN_00052)
putative FMNH2-dependent monooxygenase SfnC (AOHAMFLN_00058)

ViuPDGC system (VF0627) (AOHAMFLN_00053) HTH-type transcriptional repressor PurR (AOHAMFLN_00061)
mads_8 (A\OHAMFLN_00057)
NADH-dependent FMN reductase SfnF (AOHAMFLN_00051) 55 56 \ 59 60 62

IMGPR _plasmid_2718218269_000002: 44,303-70,120 (+)

High-affinity branched-chain amino acid transport system permease protein LivH (GCPAJEGG_00046)
FMNH(2)-dependent dimethylsulfone monooxygenase (GCPAJEGG_00044)
‘ putative FMNH2-dependent monooxygenase SfnC (GCPAJEGG_00050)

ViuPDGC system (VF0627) (GCPAJEGG_00045) HTH-type transcrlptlonal repressor PurR (GCPAJEGG_00053)
mads_8 (GCPAJEGG_OOO49)
NADH-dependent FMN reductase SfnF (GCPAJEGG_00043) 47 48 \ 51 52 54
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IMGPR_plasmid_2718218233_000002: 33,289-59,099 (+)
High-affinity branched-chain amino acid transport system permease protein LivH (BEKJBHJD_00294)
High-affinity branched-chain amino acid transport ATP-binding protein LivF (BEKJBHJD_00290)
High-affinity branched chain amino acid transportKTP binding protein LivF (BEKJBHJD_00291)
FMNH(2)-dependent dimethylsulfone monooxygenase (BEKJBHJD_00296) —r‘
putative FMNH2-dependent monooxygenase SfnC (BEKJBHJD_00289)
ViuPDGC system (VF0627) (BEKJBHJD_00295) HTH-{ype transcriptional repressor PurR (BEKJBHJD_00286)
NADH-dependent FMN reductase SfnF (BEKJBHJD_00297) | | 293 292 || | 288 287 285

¢ K He OO O A DN XA . H H )
IMGPR_plasmid_2842422224_000001: 287,055-312,870 (-)
High-affinity branched-chain amino acid transport system permease protein LivH (GPAFEJLP_00237)
High-affinity branched-chain amino acid transport ATP-binding protein LivF (GPAFEJLP_00241)
High-affinity branched chain amino acid transport t ATP- -binding protein LivF (GPAFEJLP_00240)
FMNH(2)-dependent dimethylsulfone monooxygenase (GPAFEJLP_00235) —r‘

J putative FMNH2—dependent‘monooxygenase SfnC (GPAFEJLP_00242)
ViuPDGC system (VF0627) (GPAFEJLP_00236) HTH-type transcriptional repressor PurR (GPAFEJLP_00245)
NADH-dependent FMN reductase SfnF (GPAFEJLP_00234) | \ 238 239 || | 243 244 246
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IMGPR _plasmid_2838068647_000001:229,298-255,113 (+)
4-carboxy-4-hydroxy-2-oxoadipate aldolase (KGMALBKO_00048)
FMN-dependent NADH-azoreductase (KGMALBKO_00050)
6-deoxy-6-sulfo-D-gluconate dehyd ratase (KGMALB @0047)
‘ ‘ Thioredoxin reductase (KGMALBKO_00054)
46 49 51 52 53 55 2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial (KGMALBKO_00056)
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IMGPR _plasmid_256595655%_000003: 38,018-59,138 (+)
FMN-dependent NADH-azoreductase (FJEGIAGO_00057)
Thioredoxin reductase (FJEGIAGO_00061)
56 58 59 60 62 2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial (FJEGIAGO_00063)
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IMGPR plasmid_2850828621 000003:48,621-69,735 (+)
FMN-dependent NADH-azoreductase (NLFEBLAP_00050)
Thioredoxin reductase (NLFEBLAP_00055)
49 51 52 53 54 56 2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial (NLFEBLAP_00057)
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IMGPR _plasmid_640427137_000004: 38,022-59,253 (+)

} 10000 nt {

defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)




