Glutathione transport system permease protein GsiC (MLDICABE_00034)
Dipeptide transport system permease protein DppC (MLDICABE_00035)
HTH-type transcriptional activator RhaR (MLDICABE_00030)
Quorum-sénsing (VF0433) (MLDICABE_00032)
L-amino acid amidase (MLDICABE_00031) L Glutathione import ATP-binding protein GsiA
28 29  Prolineiminopeptidase (MLDICABE_00033)

OO

IMGPR_plasmid_2791355266.000013: 23,510-31,040 (+)
Protein-L-isoaspartate O-methyltransferase (ENNIKDFE_00061)
HTH-type transcriptional regulator LutR (ENNIKDFE_00059)
1S30 fami‘ly transposase ISRssp4 (ENNIKDFE_00063)
58 60 \ 62 64 66 HTH-type transcriptional activator RhaS (ENNIKDFE_00067)

IMGPR _plasmid 2515154113 000030: 54,109-68,862 (+)
Erythronate-4-phosphate dehydrogenase (BAODJGGL_00169)
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IMGPR_plasmid_639633055_000006: 194,704-203,080 (+)
ISNCY family transposase ISRel26 (KPJAMIPN_00216)
217 215
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IMGPR_plasmid_2838694306_000008: 2?779-235,497 (-)
Glycine betaine/proline betaine transport system ATP-binding protein ProV (ODDJLMDN_00195)
Glycine betaine/choline transport system permease protein OusW (ODDJLMDN_00196)
NADP/NAD»Hependent aldehyde dehydrogenase PuuC (ODDJLMDN_00192)
4-hydroxy-tetrahydrodipicolinate synthase (ODDJLMDN_00191)
HTH-typé transcriptional regulator CdhR (ODDJLMDN_00189)
‘ Sarcosine oxidase subunit delta (ODDJLMDN_00187)

Gamma-glutamylputrescine oxidoreductase (ODDJ LMDN_00193) TSerine hydroxymethyltransferase 2 (ODDJLMDN_00183)

Glycine betaine transport system perrhease ﬁrotein OpuAB ODDJLMDN_00197)  Sarcosine oxidase subunit alpha (ODDJ LMDN_00186)
‘ Sarcosine oxidase subunit beta (‘ODD]LMDN700188)
4-hydroxyproline 2-epimerase 2‘(ODD‘JLMD‘ _00198) ‘ Sarcosine Oxidase subunit alpha (ODDJLI\‘/IDN_00185) HTH-type transcriptional activator RhaS (ODDJLMDN_00180)
194 184 181
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IMGPR _plasmid 2896557008 000005: 185,263-212,534 (-)
Glycine betaine/proline betaine transport system ATP-binding protein ProV (AMLPHGMK_00159)
Glycine betaine transport system permease protein OpuAB (AMLPHGMK_00160)
NADP/NAD-Hependent aldehyde dehydrogenase PuuC (AMLPHGMK_00156)
4-hydroxy-tetrahydrodipicolinate synthase (AMLPHGMK_00155)
HTH-typé transcriptional regulator CdhR (AMLPHGMK_00153)
‘ Sarcosine oxidase subunit delta (AMLPHGMK_00151)
Gamma-glutamylputrescine oxidoreductase (AMLPHGMK_00157) TSerine hydroxymethyltransferase 2 (AMLPHGMK_00148)
| Sarcosine oxidase subunit beta (AMLPHGMK_00152)
4-hydroxyproline 2-epimerase 2 (AMLPHGMK_00162) Sarcosine oxidase subunit alpha (AMLPHGMK_00150)

161 | | 158 154 \ Il 149 | 147

IMGPR _plasmid_2896569440_000005: 148,619-175,969 (-)
Lipopolysaccharide biosynthesis protein WzxC (ONLGFAOF_00003)
putative acetoacetate decarboxylase (ONLGFAOF_00005)
Putative pyruvyl transferase EpsO (ONLGFAOF_00002)
1 \ 4 | Michele_1A hits_grouped (ONLGFAOF_00006)

— —
IMGPR _plasmid_2936367885_000007:7-14,164 (+)
3-methyl-2-oxobutanoate hydroxymethyltransferase (ICAAAFKI_00148)
putative tartrate dehydrogenase/decarboxylase TtuC' (ICAAAFKI_00151)
Hydrogen peroxide-inducible genes activator (ICAAAFKI_00149)
Hca operon transcriptional activator HcaR (ICAAAFKI_00153) 4-hydroxy-tetrahydrodipicolinate synthase (ICAAAFKI_00144)
putative acetyl-CoA acyltransferase (ICAAAFKI_00157) Delta(1)»pyr|"o|ine-2-carboxylate reductase (ICAAAFKI_00145)
L-methionine gamma-lyase (ICAAAFKI_00160) l PanC/PanD (VF0319) (ICAAAFKI_00147)
Mycobactin (VF0299) (ICAAAFKI_00156) KatG (VFO303) (ICAAAFKI_00150) ‘ HTH-type transcriptional repressor RspR (ICAAAFKI_00143)

162 161 159158 \ 155 154 152 | \ | 146 | | T 142141
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IMGPR_plasmid_3300009765_000059: 144,042-171,400 (-)
RND_adapt_MexA-NCBIFAM multidrug efflux RND transporter periplasmic adaptor subunit MexA (NFO33834.1) (JGODGPFD_00244)
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (JGODGPFD_00241)
RND_perm_OgxB-NCBIFAM multidrug efflux RND transporter permease subunit OqgxB (NFOOOOﬁ) (JGODGPFD_00245)
Molybdenum cofactor insertion chaperone PaoD (JGOBGPFD_00247j

HTH-type transcriptional activator RhaR (JGODGPFD,OOESS) Aldeﬁyde oxidoreductase molybdenum-binding subunit PaoC (JGODGPFD_00239)
a—dicarboxylic acid transporter DauA (JGODGPFD700254) ‘ Aldehyde oxidoreductase EAD-binding subunit PaoB (JGODGPFD_00238)
252 HitABC (VF0268) (JGODGPFD_00248) Adaptive-response sensory-kinase SasA (JGODGPFD_00242)
‘ 253 251 250 249 1 | 246 | | 243 | 240 | Aldehyde oxidoreductase iron-sulfur-binding subunit PaoA (JGODGPFD_00237)
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IMGPR_plasmid_2515075009_000006: 266,991-297,945 (-)
RND_adapt_MexA-NCBIFAM multidrug efflux RND transporter periplasmic adaptor subunit MexA (NF033834.1) (JMFIPIDL_00229)
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (JMFIPIDL_00226)
RND_perm_OgxB-NCBIFAM multidrug efflux RND transporter permease subunit OgxB (NFOO&)’377.1) (JMFIPIDL_00230)
Aldéhyde oxidoreductase‘molybdenum-binding subunit PaoC (JMFIPIDL_00224)

Molybdenum cofactor insertion chaperone PaoD (JMFIPIDL_00232) ‘ Aldehyde oxidoreductase FAD-binding subunit PaoB (JMFIPIDL_00223)
236 HitABC (VF0268) (JMFIPIDL_00233) Adaptive—response sensory-kinase SasA (JMFIPIDL_00227)
237 235 234 T | 231 \ | 228 | 225 \ 222
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IMGPR _plasmid 2824455559 000014:241,597-267,984 (-)
[ 10000 nt i

defence (DefenseFinder) virulence (VFDB) AMR (AMRFinderPlus)




