RND-peri-MexE-NCBIFAM multidrug efflux RND transporter periplasmic adaptor subunit MexE (NFO45904.1) (IMKFODAI_00460)
EI\TD,perm,quB-NCBIFAM multidrug efflux RND transporter permease subunit OgxB (NFO00037.1) (IMKFODAI_00461)
putative HTH-type transcriptional regulator (IMKFODAI_00485)
Right origin-binding protein (IMKFODAI_00499)
MicheIe_2A_hits_groupeﬁMKFODAI_OO498)
OmpD (VF0969) (IMKFODAI_00495)

Outer membrane porin N (IMKFODAI_00463) 492
MasRAC_ masC (IMKFODAI_00466) 473 483|486
464 J 468 471 [ 474 476478 480 487 | [ 488 490H 496
462 467 1469 470 1472 | 475 477 479]481484 4871489491494 | 497 Mono(2-hydroxyethyl) terephthalate hydrolase (IMKFODAI_00500)

EEE— - - -
IMGPR_plasmid_2895090955_000003:478,931-511,795 (+)

Crossover junction endodeoxyribonuclease RusA (KMOEPELH_00346)
Lysozyme RrrD (KMOEPELH_00337)
334 putative HTH-type transcriptional regulator (KMOEPELH_00354)

323 332 359
Cor anti-superinfection exclusion (APIS032) (KMOEPELH_00309) 318 321 328 §3L 341 348 353 3760
Regulatory protein SoxS (KMOEPELH_00301) 313 316 320 325 330 435338340 343 345 349 3511 356358  OmpD (VF0969) (KMOEPELH_00362)
T 306 308310 311 312314315 | 317 319322324 | 326 327 [329 331 | ||336 [339 342 [344 | 347 | 350852 (355357 [|[361 |

I L]
IMGPR_plasmid_2895116614_000001: 333,424-387,760 (+)
MTase_lI_00118 Type (BPGGMBPB_00554)

LexArepressor (BPGGMBPB_00548)

540

555 551 | 545 539

557[ 553 550 547544 542

1556| | 552|549 54 T543§41538 OmpD (VF0969) (BPGGMBPB_00537)

- - -
IMGPR_plasmid_2904474040_000003: 566,470-583,273 (-)
RM_Type_ll_Type_ll_MTases_FAM_36 (PFNPNCAI_00380)

Outer membrane porin N (PFNPNCAI_00362) LexA repressor (FiNPNCALOOS%)
Michele_2A_hits_grouped (PFNPNCAI_00357) Tase_|l_00118 Type (PFNPNCAI_00388) 404
BstA (PFNPNCAI_00365) 372 375 378 391 397 405

395 398400 402|

381 383 385387389 392 J
1396[399 [401403406 OmpD (VF0969) (PFNPNCAI_00407)

T 383 384386] | [390|393

363 368 373 576J
364| 366367 369 370 371 T374T37 379

- Eeee—— —-—
IMGPR_plasmid_2927767760_000004: 393,614-440,083 (+)
MTase_|I_00074 Type (CAEMNMCK_00515)

517 | [512 ‘OmpD (VF0969) (CAEMNMCK_00511)

- - -
IMGPR_plasmid_2839371029_000001: 532,609-541,999 (-)

ATP-dependent Clp protease proteolytic subunit (FIANPPGN_00515) putative HTH-type transcriptional regulator (FIANPPGN_00491)
Cor anti-superinfection exclusion (APIS032) (FIANPPGN_00531) RM_Type_ll_Type_ll_MTases_FAM_36 (FIANPPGN_00505)
Protein UmuC [FIANPPGN_00535) 517 Lysozyme RrrD (FIANPPGN_00507)
527 522 519 501 492 488
533 l526 524 521 51 513 510 508 503 [500 498 496 494l 490 487
534 | 532 530 529 528 [525 523 |]520 516 514 ] 512 511[ 509 | 506 | 504502| [ 499 497 | 495493 | 489 [486 OmpD (VF0969) (FIANPPGN_00485)
n _— - -
IMGPR_plasmid_3300046810_000054: 523,741-571,409 (-)
ATP-dependent Clp protease proteolytic subunit (PJIFIGFH_00467) putative HTH-type transcriptional regulator (PJIFIGFH_00492)
Cor anti-superinfection exclusion (APIS032) (PJIFIGFH_00449) 465 Lysozyme RrrD (PJIFIGFH_00477) 500
454 460 463 472 475 484 491 495 501
445 451 453 456 458 461 46 469 473 476 479 481 483 487 489('L 496 498/ OmpD (VF0969) (PJIFIGFH_00503)
447 448 450 452 [a55[457] 459 |[as2 [466 468 ] 470471 474|] 4787 480 | 482 || 485 486 T48849 94 497499502

. — L]
IMGPR_plasmid_3300050133_000024: 467,944-524,284 (+)

Cor anti-superinfection exclusion (APIS032) (HKEAKHJL_00063) HTH-type transcriptional regulator PrtR (HKEAKHJL_00100)
ATP-dependent Clp protease proteolytic subunit (HKEAKHJL_00079) OmpD (VF0969) (HKEAKHJL_00111)
Quter membrane porin N (HKEAKHJL_00055) RM _Type_ll_Type_ll_MTases_FAM_36 (HKEAKHJL_00088) 105 108
DS-6__DS-6A (HKEAKHJL_00057) 77 Lysozyme RrrD (HKEAKHJL_00086) 101 104 109
DS-6__DS-6B [HKEAKHJL_00058) 67 73 75 78 84 90 9799 1103 107
50 [56] T 59 6061 62 |64 65 66[68 6970 71 72[74[76|T 8081 82 83[8587 | 89] 91 92 93 9495 96 ]98] | 102 || 106 [||110

|
IMGPR _plasmid_649633088 000002 57,668-115, 874( )

MTase_Il_00074 Type (DCKLMIOL_00477)
ATP-dependent Clp protease proteolytic subunit (DCKLMIOL_00502) LexA repressor (DCKLMIOL 00482)
Cor anti-superinfection exclusion (APIS032) (DCKLMIOL_00517) Gao_let__letA (DCKLMIOL_00491)
504 Gao_let_letS (DCKLMIOL_00492) 76
509 506 Lysozyme RrrD (DCKLMIOL_00495) 488 483 480 glws
513 511 508 50 500 497 494 490 [487 485 (481 47
518 |516 515 514[512] 510 |]507 [503 501 ] 499 498 496 | 493 Ta89 | | 486484 | ['479]|||474 OmpD (VF0969) (DCKLMIOL_00473)

L] — - - -
IMGPR_plasmid_2667528173_.000001: 508,846-553,823 (-)

ATP-dependent Clp protease proteolytic subunit (MAAPDDHL_00321)

Cor anti-superinfection exclusion (APIS032) (MAAPDDHL_00337) Lysozyme RrrD (MAAPDDHL_00314)
ISL3 family transposase 1SSoEn4 (MAAPDDHL_00342) 323 307 LexA repressor (MAAPDDHL_00298)
Ferrous-iron efflux pump FieF (MAAPDDHL_00340) 328 325 308 304 299 OmpD (VF0969) (MAAPDDHL_00292)
335 332 330 327 32 319 316 313 310  [306 303 3o1l 297 294
341 338 336 334 333[331] 329 |[324][322 320 318317315 312311] 309|[[ 305 | [ 302300 | | 296 295[293
ACKIACKKHD

L —— L]
IMGPR_plasmid_2818991314_000002:297,313-352,629 (-)

Crossover junction endodeoxyribonuclease RusA (GPCOJEKJ_00346)
ATP-dependent Clp protease proteolytic subunit (GPCOJEKJ_00328) HTH-type transcriptional regulator PrtR (GPCOJEKJ_00356)
RM_Type_Il_Type_Il_MTases_FAM_3 (GPCOJEKJ_00349)

Lysozyme RrrD (GPCOJEKJ_00339) OmpD (VF0969) (GPCOJEKJ_00369)
Cor anti-superinfection exclusion (APIS032) (GPCOJEKJ_00312) 334 360
DNA damage-inducible protein | (GPCOJEKJ_60307) 326 336 342 359
Outer membrane porin N (GPCOJEKJ_00305) 316 321 324 335 341% 353 L362 366
| 309 317 319 322 32 330 332 L337 43 345|348 351 354 | 358361 364 367
306 308310 311 [313 314 315| [318] 320 |[[323 [327 329 331 333|338 340| [344 | 347 |350 352|355| 357 |[363]365|]368

- I n
IMGPR_plasmid_2582581297_000004:332,772-391,471 (+)
ATP-dependent Clp protease proteolytic subunit (CEEEIPNK_00083)
HEC-01B_WP_210225848.1 (CEEEIPNK_00095)
HEC-01A_WP_105482478.1 (CEEEIPNK_00096)
MTase_|I_00118 Type (CEEEIPNK_00100)

OmpD (VF0969) (CEEEIPNK_00057) 105
DS-6_DS-6A (CEEEIPNK_00059) Lysozyme RrrD (CEEEIPNK_00091) 103] 107
62 66 6971 737577 é 89 93 97 99/101 104 [108
58| 60 [63 64 65] 67 68 [70] 72 T[7476]7881 8485T 87 88 [90 | 9294 To8] | T102|T[106]] 109 110 OmpD (VF0969) (CEEEIPNK_00111)
K I | - -

I ]
IMGPR _plasmid 2561511173 _000003:59,678-112,704 (+)
Prophage bactoprenol-linked glucose translocase IDHNONNK_00217)
HTH-type transcriptﬁ)nal regulator Betl IDHNONNK_00220)
LPS (VFO124) (IDHNONNK_00216)  Hercynine oxygenase (IDHNONNK_00223)
215 | | | 222

EEEEE——— - - .
IMGPR_plasmid_2884592472_000002: 248,189-266,293 (+)

Prophage bactoprenol-linked glucose translocase (CPGKKMHC_00229)
LPS (VF0124) (CPG EKMHC_00230)
231 [ | 226

DK HIEEID-AEEHET

L ——— _— L ]

IMGPR _plasmid_2884587386_000002: 245,224-263,328 (-)

[ 20000 nt i

defence (DefenseFinder) defence (PADLOC) virulence (VFDB) anti-defence (dbAPIS) AMR (AMRFinderPlus)




