resist_ArsN1b-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family B (NFO40504.1) (CPGGLMBL_00211)
4-hydroxy-4-methyl-2-oxoglutarate aldolase/4- carboxy-4-hydroxy-2-oxoadipate aldolase (CPGGLMBL_00207)
Hca operon transcriptional activator HcaR (CPGGLMBL_00218)

HTH-type transcnptlonal regulator KipR (CPGGLMBL_00206)

“HTH- type transcriptional activator CmpR (CPGGLMBL_00212)

‘ ‘ HTH-type tran?cﬁ)tlonal regulator PgrR (CPGGLMBL_00215)
Hydroxypyruvate reductase (CPGGLMBL_00208) DNA- blndlng transcrlptlonalactlvator DecR (CPGGLMBL_00221)
2- hydroxypropy| CoM lyase lyase (CPGGLMBL_00204) (R)-stereoselective amidase (CPGGLMBL_00219)

Putative tartrate transporter (CPGGLMBL_D0216) ‘
2-ha|oacry|ate‘ reductase (CPCGLM@L_OOZM) Michele_2A _hits_grouped (CPGGLMBL_00223)

209 210 | | 213 | 217 220 | 222 ] 224

205 ‘

IMGPR_plasmid_3300031132_000037: 21-4,929-236,492 (+) —
resist_ ArsN1b-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family B (NFO40504.1) (DLNMEJCL_00423)
HTH-type transcriptionalzﬁvator CmpR (DLNMEJCL_00424)
HTH-type transcriptional regulator PgrR (DLNMEJCL_00427)
L-threonine 3-déhydrogenas?(ﬁ.NMEJCL,OO426)
420
421 422

425 ‘ Putative tartrate transporter (DLNMEJCL_00428)

IMGPR _plasmid_2926248961_000002: 43-8,58174(30,155 (+) —
resist ArsN1b-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family B (NFO40504.1) (FHMNCJAA_00238)
Hca operon transcriptional activator HcaR (FHMNCJAA_00232)
HTH-type transcriptional activator CmpR (FHMNCJAA_00237)
HTH-type trarmtlonal regulator PgrR (FHMNCJAA 00234)
‘ —WQ) -stereoselective amidase (FHMNCJAA_00231)
Putative tartrate transporter (FHM NCJAA 00233)
2-haloacrylate reductase (FHMNCJAA_00235)
240 239 | | 236 | | 230 N-ethylmaleimide reductase (FHMNCJAA_00225)

IMGPR _plasmid_2597490175_000003: 21-5,369-238,146 (-) —
resist_ ArsN1b-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family B (NFO40504.1) (NPCGGHBN_00076)
HTH-type transcriptional activator CmpR (NPCGGHBN_00077)
HTH-type tr‘anEert.onm regulator PgrR (NPCGGHBN_00080)
‘ Putative tartrat?c'ansporter (NPCGGHBN_00081)
Alcohol dehydrogenase (NPCGGHBN_00079)
7374 75 | |78 | 83

- —
IMGPR_plasmid_3300027750_000009: 68,015-88,860 (+)

resist_ArsN1b-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family B (NFO40504.1) (OHLGILNH_00499)
HTH-type transcriptional activator CmpR (OHLGILNH_00500)
HTH-type transcriptional regulator CatM (OHLGILNH_00507)
HTH-type transcrlptlonal regulator PgrR (OH LGILNH _00503)
Putative ta rtrat;"tgnsporter OHLGILNH _00504)

2-ha|oacrylate reductase OHLG LNH, 00502)
4?6 506
497 498 501 505 [ (R)-stereoselective amidase (OHLGILNH_00508)

—-— —
IMGPR_plasmid_2847807205_000003: 488,681-509,853 (+)

resist ArsN1b-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family B (NFO40504.1) (DMGGCLNA_00328)
HTH-type transcriptional activator CmpR (DMGGCLNA_00327)
HTH-type transcriptional regulator CatM (DMGGCLNA_00320)
HTH-type transcrlptlonal regulator PgrR (DMGGCLNA 00324)
Putative ta rtratm\sporter DMGGCLNA _00323)

2-haloacrylate reductase DMGGCLNA,OOSZS)
321
330 329 326 ‘ ‘ 322 (R)-stereoselective amidase (DMGGCLNA_00319)

L] ——
IMGPR_plasmid_2847787641_000002: 296,924-318,096 (-)

resist_ ArsN1b-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family B (NFO40504.1) (KOGDCLBB_00447)
445 446 T HTH-type transcriptional activator CmpR (KOGDCLBB_00448)

e H-Cai

IMGPR _plasmid_2821051985_000003: 45-1,333—460.108 (+)

HTH-type transcriptional regulator NimR (COOOJFBB_00391)

HTH-type transcriptional regulator PgrR (COOOJFBB_00393)

" HTH-type transcriptional regulator PgrR (COOOJFBB_00399)
Glutathione S-transferase GST-4.5 (COOOJFBB_OOSS‘?)
2-nitroimidazole transporter (COOOJFBB_00392)
‘ 2-haloacrylate reductase (COOOJFBB_00398)
L- arablnolactonase (COOOJFBB_00396)
elamine deaminase COO&FB_OOQ‘M
388 |390| | | 395 | 397 | Putative tartrate transporter (COOOJFBB_00400)

IMGPR _plasmid_2924484564_000003:401,093-425,020 (+)
N-(3-oxo-hexanoyl)-Lhomoserine lactone QS system (VF0906) (JBDOHLEL_00073)
Quorum sensing (\7&)093) (JBDOHLEL_00074)
Putative tartrate transporter (JBDOHLEL_00075)

I
IMGPR_plasmid_2757320372_000002: 74,018-90,287 (+)
N-(3-oxo-hexanoyl)-Lhomoserine lactone QS system (VF0906) (EAAKFIKP_00267)
Quorum sensing (\TFT)O%) (EAAKFIKP_00266)
\ Putative tartrate transporter (EAAKFIKP_00265)

ddcaobE—maa—@1-bc aHohAa

I —_—
IMGPR_plasmid_2582581300_000002: 264,069-280,337 (-)
N-(3-oxo-hexanoyl)-Lhomoserine lactone QS system (VF0906) (AEBJBODH_00325)
Quorum sensing (VF0093) (AEBJBODH_00326)
327 Putative tartrate transporter (AEBJBODH_00328)

d@caobE—maa-H-@-oc aoHoa

I ——
IMGPR_plasmid_2602042078_000001: 335,201-351,469 (+)
N-(3-oxo-hexanoyl)-Lhomoserine lactone QS system (VF0906) (PGLPPFML_00175)

Quorum sensing (\7[5093) (PGLPPFML_00174)
‘ Putative tartrate transporter (PGLPPFML_00172)
176 173

E—— —
IMGPR_plasmid_3300012078_.000013: 176,876-193,132 (-)

N-(3-oxo-hexanoyl)-Lhomoserine lactone QS system (VF0906) (FKPEGAEC_00466)
Quorum sensing (VF0093) (FKPEGAEC_00467)
465 LT Putative tartrate transporter (FKPEGAEC_00468)

ddcaOoeE—/Da—@@1-bC A

—— —
IMGPR_plasmid_3300011210_000011:485,023-501,291 (+)

N-(3-oxo-hexanoyl)-Lhomoserine lactone QS system (VF0906) (IBFPOBLM_00409)
Quorum sensing (VF0093) (IBFPOBLM_00410)
412
408 4f1 Putative tartrate transporter (IBFPOBLM_00413)

d@dEooE—/D]a-EEH A

I —_——
IMGPR _plasmid_2816332477_000002:421,273-437,541 (+)
N-(3-oxo-hexanoyl)-Lhomoserine lactone QS system (VF0906) (IDFCCEHF_00135)
Quorum sensing (\ﬂ—TOO%) (IDFCCEHF_00134)
140139 \ Putative tartrate transporter (IDFCCEHF_00133)

dKiaOono—ma—@1-bC KO A

I L]
IMGPR _plasmid_648028049_000003: 128,454-144,712 (-)
189
188 Putative tartrate transporter (FILNDGAO_00190)
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IMGPR_plasmid_2821056566_000001: 192,970-208,108 (+)
383
SQT Putative tartrate transporter EMPOABAI_00384)

—
IMGPR_plasmid_2847782834_000002: 386,043-402,783 (+)

302
3@T Putative tartrate transporter (BAPHLPBM_00301)
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IMGPR _plasmid_2821065626_000003: 284,620-300,633 (-)
Glycine cleavage system transcriptional activator (HPAKPAJK_00085)

HTH-type transcriptional regulator PgrR (HPAKPAJK_00089)
RNA pyrophosphohydrolase (HPAKPAJK_00086)
Putative tartrate {ransporter (HPAKPAJK_00090)
Michele_1A_hits_grouped (HPAKPAJK_00084)
2-haloacrylate reductase (HPAKPAJK_00088)
83 | | |87 | | 91

d@dc@Oono—a@@hidmE-Ee<C -¢H-1od
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IMGPR plasmid_2767802446_000006: 83,782-103,369 (+)
Glycine cleavage system transcriptional activator (MPPHIKPG_00442)

HTH-type transcriptional regulator PgrR (MPPHIKPG_00446)
RNA pyrophosphohydrolase (MPPHIKPG_00443)
Eutsgve tartrate fransporter (MPPHIKPG_00447)
Michele_1A_hits_grouped (MPPHIKPG_00441)
Alcohol dehydrogenase (MPPHIKPG_00445)
440 | | |444 | | 453

@@ ag@oh-o-dm-EaEE o< Ka-b-hid
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IMGPR _plasmid_2924459726_000003: 454,133-473,608 (+)
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (KDPEGJFG_00341)
resist_ArsN1b-NCBIFAM arsinothricin resistance N»acetyltransferase]TsN 1 family B (NFO40504.1) (KDPEGJFG_00347)
HTH-type transcriptional regulator CatM (KDPEGJFG_00327)
HTH-type transcriptional regulator PgrR (KDPEGJFG_00331)
Adaptive-response sensory-kinase SasA (KDPEGJFG_00342) Putative tartramnsporter (KDPEGJFG_00330)

HTH-type transcriptional activator CmpR (KDPEGJ FG_00346) 2-haloacrylate reductase (KDPEGJFG_OO332)
345 343 340 RNA pyrophosphohydrolase (KDPEGJFG_00334) 328
349 348 T 344 T 1339 338 337336 335[333 | | | 3297 (R)-stereoselective amidase (KDPEGJFG_00326)

Lol — —_—
IMGPR _plasmid_2617271107_000002: 321,648-352,165 (-)

vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (IGHBDDLM_00221)
resist_ArsN1b-NCBIFAM arsinothricin reS|stance N- acetyltransferastNlfamlly B (NF040504.1) (IGHBDDLM_00215)
HTH-type transcriptional actlvator CmpR (IGHBDDLM 00216) HTH-type transcriptional regulator PgrR (IGHBDDLM_00230)
Adaptive-response sensory-kinase SasA (IGHBDDLM_00220)

RNA pyrophosphohydrolase (IGHBDDLM_00227)
217 219 222 2-haloacrylate reductase (IGHBDDLM_00229)
213 214 T218T 1223 224 225226 | 228 | Putative tartrate transporter IGHBDDLM_00231)

L} — —
IMGPR_plasmid_3300042934_000023:217,657-248,562 (+)

vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (MOBJFJHB_00289)
resist_ArsN1b-NCBIFAM arsinothricin resistance N»acetyltransferasgATsN 1 family B (NFO40504.1) (MOBJFJHB_00283)
‘ HTH-type transcriptional regulator PgrR (MOBJFJHB_00300)
Adaptive-response sensory-kinase SasA (MOBJFJHB_00288)
‘ RNA pyrophosphohydrolase (MOBJFJHB_00297)

HTH-type transcriptional activator CmpR (MOBJFJHB_00284) Alcohol dehydrogenase(MOBJFJHB 00299)
285 287 290 292 294
281 282 T286 1291 293 295 296 | 298 Putative tartrate transporter (MOBJFJHB_00301)
[} —_—

IMGPR_plasmid_2690315785_000001: 29-4,758—324.042 (+)
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO033117.2) (MJEPEFFI_00098)
HTH-type transcriptional regulator PgrR (MJEPEFFI_00107)
Adaptive-response sensory-kinase SasA (MJEPEFFI_00097)

RNA pyrophosphohydrolase (MJEPEFFI_00104)
Fluoroacetate dehalogenase (MJEPEFFI_00092) 99 2-haloacrylate?aductase (MJEPEFFI_OO 106)
86 9091 | 93 9495 96 [ 100 101 102103 | 105 | Putative tartrate transporter (MJEPEFFI_00108)
—
IMGPR_plasmid_2876561215_000002: 79,334-108,298 (+)
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (CFCALMGK_00215)
HTH-type transcriptional regulator PgrR (CFCALMGK_00206)
Adaptive-response sensory-kinase SasA (CFCALMGK_00216)
Fluoroacetate dehalogenase (CFCALMGK_00221) RNA pyrophosphohydrolase (CFCALMGK_00209)
219 217 214 2-haloacrylate reductase (CFCALMGK_00207)
223222 220 [ 218 [ 213 212 211210 | 208 | Putative tartrate transporter (CFCALMGK_00205)
] ——
IMGPR _plasmid 2617270728 000002: 192,328-221,195 (-)
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (BIJLONAF_00425)
HTH-type transcriptional regulator PgrR (BIJLONAF_00435)
Adaptive-response sensory-kinase SasA (BIJLONAF_00424)
RNA pyrophosphohydrolase (BIJLONAF_00432)
Fluoroacetate dehalogenase (BIJLONAF_00419) 2-ha|oacry|ateTeductase (BIJLONAF_00434)
421 423 426 428 430
418 420 [ 4227 [427 429 431 433 ‘ Putative tartrate transporter (BIILONAF_00436)
—_—

IMGPR _plasmid_2648501645_000004:427,173-456,018 (+)
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (DCJBMICF_00140)
FosA-NCBIFAM FosA family fosfomycin resistance glutathione transfer;s'g(NFOOO221.4) (DCJBMICF_00136)
Glycerol-3-phosphate regulon repressor (DCJBMICF_00128) T ‘
Adaptive-response sensory-kinase SasA (DCJBMICF_00139)
Tyrosine recombinase XerC (DCJﬁMICF700137)

WYL_III_II_IV_V_VI_1 (DCJBMICF_00135) HTH-type transcriptional regulator PgrR (DCJBMICF_00149)
Acetyltransferase (DCJBMICF_00133) RNA pyrophosphohydrolase (DCJBMICF_00146)
1S30 family transposase ISCfr4 (DCJBMICF_00125) HitABC (VF0268) (DCJWICF_OOlSQ} 141 2-haloacrylate reductase(DCJBMICF_00148)
124 126 127 | 129 130 131 | 134 | | |138 [ 142 143 144145 | 147 | Putative tartrate transporter (DCJBMICF_00150)
— L | | L | —

IMGPR_plasmid_2576861666_000003: 121,875-159,897 (+)
vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (PNNCMMGH_00006)
Adaptive-response sensory-kinase SasA (PNNCMMGH_00007)
Fluoroacetate dehalogenase (PNNCMMGH_00012)
13 ] 11 109 8

5 4 32 1

IMGPR_plasmid_2609460322_000002: 743-17,134 (-) -
efflux. OM_AdeC-NCBIFAM multidrug efflux RND transporter AdeABC outer membrane channel subunit AdeC (NFO33142.1) (DBAIPJPG_00377)
cmlA_floR-NCBIFAM CmlA/FloR family chloramphenicol efflux MFS transporter (NFO33134.0) (DBAIPJPG_00382)
RND_perm_OgxB-NCBIFAM multidrdg efflux RND transporter permease subunit 6qu (NFO00037.1) (DBAIPJPG_00380)
N-(3-oxo-hexanoyl)-Lhomoserine lactone QS system (VFO906) (DBAIPJPG_00383)
Multidrug resistance protein MdtA (DBAIPJPG_00379)
‘ Quorum sensmg(V 0093) (DBAIPJPG_00384)

Michele_1A_hits_grouped (DBAIPJPG_00375) Putative tartrate transporter (DBAIPJPG_00385)

374 376 | 378 | FAS-II (VFO809) (DBAIPJPG_00381) | | 389
— I N —— —— —
IMGPR_plasmid_2844050306_000002: 394,688-420,894 (+)
Putative tartrate transporter (PEJNJMHG_00046)
48
49 T477 45 Michele_1A_hits_grouped (PEJNJMHG_00040)

dd@dd@omo-oO@EE-o-a¢-D-aoh

— —
IMGPR _plasmid_2716884865_000003: 36,147-49,857 (-)
[ 10000 nt i
defence (DefenseFinder) virulence (VFDB) AMR (AMRFinderPlus)




