Mono(2-hydroxyethyl) terephthalate hydrolase (AMCIDIMH_00532)
Diacetyl reductase [(S)-acetoin forming] (AMCIDIMH_00534)
Right origin-binding protein (AMCIDIMH_00533)
OmpD (VF0969) (AMCIDIMH_00537)
LexA repressor (AMCIDIMH_00548)

540
539
541 545 | 551553555
536 542544547 550 554

535 | 538)|| [543 546549[552| [ 556557

\MGPR_p\asmid»29-19150387_000002 566470:583273(+)

multidrug efflux RND transporter periplasmic adaptor subunit MexE (NFO45904.1) (PFNPNCAI_00359)

OmpD (VF0969) (PFNPNCAI_00407) multidrug efflux RND transporter permease subunit OgxB (NFO00037.1) (PFNPNCAI_00360)
LexA repressor (PENPNCAI_00394) 2-dehydro-3-deoxy-D-gluconate 5-dehydrogenase (PFNPNCAI_00357)
404 Outer membrane porin N (PFNPNCAI_00362)
405 399 Regulatory protein SoxS (PFNPNCAI_00358)
403 398 391 389387 378375 372 BstA_BstA (PFNPNCAI_00365)
402 400397395 392  [388 385 383381 379L 376 373 368 366 | 363
406|||T401 | [B96] 393[390| [ 386384382 [380] 377374 371 370 369 [367]  |364[361

\MGPR_p\asmid»29-277677607000004 393614:440083(-)

OmpD (VF0969) (CAEMNMCK_00511)
514
513

4516

15 518
512| [[517
E-DAN-DCHKAN

\MGPpr\asmid728-393710297000001 532609:541999(+)

putative HTH-type transcriptional regulator (IMKFODAI_00485)
OmpD (VF0969) (IMKFODAI_00495)

492
493 MgsRAC_masC (IMKFODAI_00466)
491 48¢/483 478 476 473 467

490488 | 482480 477 [474] 471 468 464
494||| [489[487484]481] 479 475 | 472 470469 | 465] Outer membrane porin N (IMKFODAI_00463)

\MGPR?p\asmid728-950909557000003 478931:511795(+)

putative HTH-type transcriptional regulator (PJIFIGFH_00492)
OmpD (VF0969) (PJIFIGFH_00503)

500 ATP-dependent Clp protease proteolytic subunit (PJIFIGFH_00467)
501 Lysozyme RrrD (PJIFIGFH_00477) 465 Cor anti-superinfection exclusion (API1S032) (PJIFIGFH_00449)
499 495 489 484 475 472 463 460 454
498 496493 490 487 483 481 479 476473 469 464 461 458456453 451 445

502|||[497] 494491 |a88 | 486 485|[ 482480 (478474471470 [468 | 466] 467 | 459 457455] 452 450 448 447

IMG PR,p\asmid733500501337000024 467944:524284(-)

ATP-dependent Clp protease proteolytic subunit (MAAPDDHL_00321)

OmpD (VF0969) (MAAPDDHL_00292) Lysozyme RrrD (MAAPDDHL_00314) Cor anti-superinfection exclusion (APIS032) (MAAPDDHL_00337)
LexA repressor (MAAPDDHL_00298) 323 ISL3 fTamin transposase ISSoEn4 (MAAPDDHL_00342)
297 301 304 308 310 1325 328 Ferrous-iron efflux pump FieF (MAAPDDHL_00340)
24 327 330332 335

294 2%{ \306 303 306L [311 313316 319

293[295 | 299]302 [ | 305307309 | 312[315317318 [320 | 322] 326 | 329 [331]333 334 336 338 341‘

\MGPR?p\asmid72§89913147000002 297313:352629(+)

ATP-dependent Clp protease proteolytic subunit (FIANPPGN_00515)
putative HTH-type transcriptional regulator (FIANPPGN_00491)

OmpD (VF0969) (FIANPPGN_00485) Lysozyme RrrD (FIANPPGN_00507) Sil7 Cor anti-superinfection exclusion (APIS032) (FIANPPGN_00531)
488 | 494 501503 506 1519 522 527
18 521 524526 533

487 490 493 496 498 soo[ 504 F,os 510 513

48¢] 489492(495 [ 497 499 | 502[505 ||| 509]511512 [514 | 516] 520 | 523 *sgsles 529 530 532 [534 Protein UmuC (FIANPPGN_00535)

\MGPR_p\asmid»3?500468107000054 523741:571409(+)

HTH-type transcriptional regulator PrtR (HKEAKHJL_00100)

OmpD (VF0969) (HKEAKHJL_00111)| Cor anti-superinfection exclusion (AP1S032) (HKEAKHJL_00063)
108 105 ATP-dependent Clp protease proteolytic subunit (HKEAKHJL_00079)
109 104 101 Lysozyme RrrD (HKEAKHJL_00086) 77 Outer membrane porin N (HKEAKHJL_00055)
107 103L 9997 90 84 78 75 73 67 56
110/[] 106|| 102 | 98] 96 9594939291 [8988 878583 82 8180 Tl7¢]7472 71 7069 68166 65 64| 62 6160 5958 57 50
« ‘

\MGPRip\asmid7656330887000002 57668:115874(-)

Crossover junction endodeoxyribonuclease RusA (GPCOJEKJ_00346)
HTH-type transcriptional regulator PrtR (GPCOJEKJ_00356)

OmpD (VF0969) (GPCOJEKJ_00369) ‘ ATP-dependent Clp protease proteolytic subunit (GPCOJEKJ_00328)
360 Lysozyme RrrD (GPCOJEKJ_00339)
359 334 Cor anti-superinfection exclusion (AP1S032) (GPCOJEKJ_00312)
361 342 336l 326 DNA damage-inducible protein | (GPCOJEKJ_00307)
366 362 353 350 34 341 33 L324 321 316 Outer membrane porin N (GPCOJEKJ_00305)
367 364 U 358 | 354 351 348345 343 340337 \ 332 330 25 322 319 317 \ 309 \
368365363 357 355(352 [349]|| T344[| [338||333] 331 [329 | 327[ 323 | 320 [318] [315 314 313 311 310 30830
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IMGPR_plasmid_2582581297_000004 332772:391471(-)

Crossover junction endodeoxyribonuclease RusA (KMOEPELH_00346)
putative HTH-type transcriptional regulator (K‘R/IOEPELH_00354)
Lysozyme RrrD (KMOEPELH_00337)

OmpD (VF0969) (KMOEPELH_00362) 334 323
359 4332 322 Cor anti-superinfection exclusion (APIS032) (KMOEPELH_00309)
360 355 351 348 341 33 328 321318 313
358 356|352 349 345 343 340338335| 330 325 ’3’201 316 314
361|[[ 357] 353[350[347 [344342| 339]3364|| | 331 329 327 326 [324|||319 317 [315 [ 312 311 310308 306
DD

-
IMGPR _plasmid_2895116614_000001 333424:387760(-)

AAA domain, putative AbiEii toxin, Me IV TA system (CEEEIPNK_00096)
Retron_VI__HTH (CEEEI PNK_OOlOS)‘ATP-dependent Clp protease proteolytic subunit (CEEEIPNK_00083)

OmpD (VF0969) (CEEEIPNK_00711) Lysozyme RrrD (CEEEIPNK_00091) 79 75
107 l103 94 8077
108] 104 10199 97 93 | 89 86 84 | 81 7673 7169 66 59 OmpD (VF0969) (CEEEIPNK_00057)
110109 [106 | [102]10098] | 95/]92 | 90[88 87 [85] | 8278/[74 72 70 68 67 [6564 636260 [58]

] u —
IMGPR _plasmid_2561511173.000003 59678:112704(-)

k 20000 nt 1

Defence Virulence Anti-defence AMR




