resist_ArsN1a-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family A (NFO40503.1) (FHAOPJFM_00054)
Intracellular exo-alpha-(1->5)-L-arabinofuranosidase (FHAOPJFM_00062)
3-oxoadipate CoA-transferase subunit A (FHAOPJFM_00058
3-oxoadipate CoA-transferase subunit B (FHAOPJFM_00057) L
Pcaregulon regula‘tory protein (FHAOPJFM_00059)
Beta-ketoadipyl-CoA thiolase (FHAOPJFM_OOOSé) Dipepti&e transport system permease protein DppB (FHAOPJFM_00064)
| 55 | | | 60 61 | 63 Putative peptide transport permease protein (FHAOPJFM_00065)
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IMGPR_plasmid_2844462476_000003: 60,219-72,923 (+)
288

aH - EHE A H O

_—
IMGPR _plasmid_2516653047_000004: 299,66 1-312,367 ()
194 193

g+ - EEHTD-D- A a HADED

_—
IMGPR_plasmid_2791355262_000021:218,494-231,592 (-)
471

G0 a DD

_—
IMGPR plasmid_2509276033.000002: 514,137-526,462 (+)
349 350

GO a o

_—
IMGPR_plasmid_2510065076_000003: 376,955-389,402 (+)
Teichuronic acid biosynthesis protein TuaB (HLJHNPLA_00213)
214 212

¢ -0 a D

_—
IMGPR_plasmid_2565956559_000006: 230,335-246,794 (-)

Teichuronic acid biosynthesis protein TuaB (GPNHIJEC_00208)
210 209 207

¢ O H HOED

_—
IMGPR_plasmid_640427137_000006: 223,896-240,353 (-)

Teichuronic acid biosynthesis protein TuaB (PONKLDJO_00249)
250 248 247
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_—
IMGPR_plasmid_2791355264_000014:272,599-288,754 (-)

L-lactate transporter (PNGCKJJC_00214) Teichuronic acid biosynthesis protein TuaB (PNGCKJJC_00206)
213 207 205

IMGPR _plasmid_2850828621 000005: 224,333-242,143 (-)
Methylamine utilization protein MauG (FFADKCKK_00288)

289 287
IMGPR_plasmid 639633055 000004: 304,398-317,190 ()
233

- I

IMGPR_plasmid_2630968330_000006: 242,792-255,476 (+)
10 9

IMGPR _plasmid_2765235942_000014:2,673-16,521 (-)
Methylamine utilization protein MauG (CEPLJHMP_00275)
Phospholipase C 1 (CEPLJHMP_60274)
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IMGPR_plasmid_643348569_000003:291,573-305,526 (+)
Methylamine utilization protein MauG (CKIOFDAC_00111)
Phospholipase C 3 (CKIOFDAC_60112)
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IMGPR _plasmid 2842341865 _000014:117,239-131,193 (-)
Methylamine utilization protein MauG (MNJHOGOJ_00192)
Phospholipase C 3 (MNJHOGOJ_60193) 191

@@ — a L
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IMGPR_plasmid_3300025273.000170:216,480-232,010 (-)

Teichuronic acid biosynthesis protein TuaB (OIMJPKAF_00347)
Methylamine utilization protein MauG (OIMJBKAF_OO348)
Phospholipase C 3 (OIMJPKAF_60349) ‘ 346
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_—
IMGPR_plasmid_2791355261_000013: 384,860-402,625 (-)
Methylamine utilization protein MauG (CKOFAEAL_00047)
Phospholipase C 3 (CKOFAEAL_00046) 48 49 50
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_—
IMGPR_plasmid_2775507240_000004: 33,987-49,651 (+)

Methylamine utilization protein MauG (PPLNPBBJ_00117)
Phospholipase C 3 (PPLNPBBJ_00118) 116 115

GEEEHD@EEEHE -0 H HDED

|
IMGPR_plasmid_2842192696_000006: 115,305-130,993 (-)

Methylamine utilization protein MauG (PJIAIELL_00056)
Phospholipase C 3 (PJIAIELL_00055) 57 Toxin FitB (PJIAIELL_00058)

GEEEHD @D P a D

_—
IMGPR_plasmid_2630968325_000004:47,391-62,139 (+)
Phospholipase C 3 (LDKMAPHI_00132) Toxin FitB (LDKMAPHI_00129)

130  129]
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—
IMGPR_plasmid_2517287029_000004: 137,678-152,718 (-)

390 Toxin FitB (JILHJAMH_00389)

a O

IMGPR plasmid_ 2896557008 000004: 411,249-424,331 ()
428
431 430 429 T Toxin FitB (ABMEHFMD_00427)
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_—
IMGPR_plasmid_2842489311_000013: 444,555-459,307 (-)
418 Toxin FitB (ILJHOOOK_00420)

Ta19]
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_—
IMGPR_plasmid_2791355258_000007:441,188-453,161 (+)

468

IMGPR _plasmid_2896545022_000003: 505,629-514,678 (-)
2-hydroxy-6-oxo-2,4-heptadienoate hydrolase (JFJDNMHB_00176)
putative acrylyl-CoA reductase Acul (JFJDNMHB_00175)
174 | 177 178 179 182

g+ O EHD-EGHO DB ) Ao

mPpr\asmid729283591867000006: 171,579-188,451 (+)
2-hydroxy-6-ox0-6-(2'-aminophenyl)hexa-2,4-dienoic acid hydrolase (CNMGEJDB_00169)
putative acrylyl-CoA reductase Acul (CNMGEJDB_00170)
171 | 168 167 166

- DD

—
IMGPR_plasmid_2615840624_000018: 180,797-197,833 (-)

1S3 family transposase ISSme1 (FILIGIDN_00207)
DrmC_00006 DrmC (FILIGIDN_00206)
205 T | 208 209 210

- ddidih<(—— @@« A a

IMGPR_plasmid_2928373995_000008: 210,998-234,936 (+)

48 47

_—
IMGPR_plasmid_2515154134_000006:44,916-63,454 (-)
270 271 272 273
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IMGPR_plasmid_2513237085_000008: 282,809-301,347 (+)
318 319 320 321 322

MK EEEK

_—
IMGPR_plasmid_2513237084_000007: 335,327-354,081 (+)

a o

Methylamine utilization protein MauG (KKCNPNLM_00135)
Phospholipase C 3 (KKCNPNLM_00134) Toxin FitB (KKCNPNLM_00137)
128 129 130 131 132 | 136]

_ HEK H > DDA a HADED
IMGPR_plasmid_2791355263_000017: 129,582-149,588 (+)

462 461 460 459 458 456 455

aH - ECOECEEK DD H 0

_—
IMGPR_plasmid_2515075009_000005: 503,059-522,310 (-)

441
448 447 446 445 444 442 T Toxin FitB (DIJELBHA_00440)

—
IMGPR_plasmid_2510065019_000004:473,906-492,237 (-)

Oligopeptide transport ATP-binding protein OppD (ELLBMHPC_00146)
150 149 FbpABC (VF0272) (ELLBMHPC_00145)
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IMGPR_plasmid_642555152_000003: 164.,224-175,277 (-)
203 202 201 200
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_—
IMGPR_plasmid_2859840839_000003: 198,893-218,096 (-)
153

IMGPR_plasmid_2872747094_000004: 176,999-183,538 (-)
Alpha-ketoglutarate-dependent sulfate ester dioxygenase (IALMIGBF_00113)
Glutathione transport system permease protein GsiD (IALMIGBF_00108)
Glutathione transport system permease protein GsiC (IALMIGBF_00109)
Glutathione import ATP-binding protein GsiA (IALMIGBF_00107) Putative aliphatic sulfonates-binding protein (IALMIGBF_00114)
O-acetyl-L-homoserine sulfhydrylase(IALMICBF_OOll )
Glutathione-binding protein GsiB (IALMIGBﬁ_OOllO) 115
Validamycin A dioxygenase (IALMIGBF_00106)| | | 111 114 116

IMGPR_plasmid_2791355266_000023: 106,230-132,073 (+)
} 10000 nt {
defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)




