
IMGPR_plasmid_2718218199_000004: 375,503-395,604 (+)

HTH-type transcriptional regulator CdhR (KLPDOEOB_00340)

Sarcosine oxidase subunit beta (KLPDOEOB_00341)

Sarcosine oxidase subunit delta (KLPDOEOB_00342)

Sarcosine oxidase subunit alpha (KLPDOEOB_00343)

344 345

RtcR--CARF_AAA_HTH_MK_CARF_00010755 (KLPDOEOB_00346)

60 kDa SS-A/Ro ribonucleoprotein (KLPDOEOB_00347)

348

2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial (KLPDOEOB_00349)

350

Thioredoxin reductase (KLPDOEOB_00351)
L-fuconate dehydratase (KLPDOEOB_00352)

Michele_1A_hits_grouped (KLPDOEOB_00353)

Pectin degradation repressor protein KdgR (KLPDOEOB_00354)

355

IMGPR_plasmid_2609460209_000011: 173,042-193,037 (+)

171

RtcR--CARF_AAA_HTH_MK_CARF_00010755 (OHEPOACL_00172)
60 kDa SS-A/Ro ribonucleoprotein (OHEPOACL_00173)

174

2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial (OHEPOACL_00175)

176Thioredoxin reductase (OHEPOACL_00177)

IMGPR_plasmid_2585427632_000005: 422,504-444,179 (+)

RtcR--CARF_AAA_HTH_MK_CARF_00010755 (EPHIPMJE_00398)
60 kDa SS-A/Ro ribonucleoprotein (EPHIPMJE_00399)

400 401

2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial (EPHIPMJE_00402)

403
Thioredoxin reductase (EPHIPMJE_00404)

405 410

IMGPR_plasmid_2630968325_000004: 245,480-266,696 (-)

Thioredoxin reductase (PJIAIELL_00234)235

2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial (PJIAIELL_00236)

237238
60 kDa SS-A/Ro ribonucleoprotein (PJIAIELL_00239)

RtcR--CARF_AAA_HTH_MK_CARF_00010755 (PJIAIELL_00240)

IMGPR_plasmid_2775507240_000004: 263,984-286,386 (-)

260
261

Thioredoxin reductase (CKOFAEAL_00262)

263

2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial (CKOFAEAL_00264)

265
266267

60 kDa SS-A/Ro ribonucleoprotein (CKOFAEAL_00268)
RtcR--CARF_AAA_HTH_MK_CARF_00010755 (CKOFAEAL_00269)

IMGPR_plasmid_2842317721_000020: 294,507-316,909 (+)

RtcR--CARF_AAA_HTH_MK_CARF_00010755 (JILBGOFG_00291)
60 kDa SS-A/Ro ribonucleoprotein (JILBGOFG_00292)

293 294
295

2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial (JILBGOFG_00296)

297

Thioredoxin reductase (JILBGOFG_00298)

299
300

IMGPR_plasmid_2842489311_000013: 217,106-239,485 (+)

RtcR--CARF_AAA_HTH_MK_CARF_00010755 (ABMEHFMD_00217)

60 kDa SS-A/Ro ribonucleoprotein (ABMEHFMD_00218)
219 220

2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial (ABMEHFMD_00221)

222

Thioredoxin reductase (ABMEHFMD_00223)

224
225

IMGPR_plasmid_2738541344_000019: 294,508-316,911 (+)

RtcR--CARF_AAA_HTH_MK_CARF_00010755 (AFHPPLCG_00292)
60 kDa SS-A/Ro ribonucleoprotein (AFHPPLCG_00293)

294 295
296

2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial (AFHPPLCG_00297)

298

Thioredoxin reductase (AFHPPLCG_00299)

300 301

IMGPR_plasmid_2842192696_000006: 342,392-364,050 (+)

RtcR--CARF_AAA_HTH_MK_CARF_00010755 (PPLNPBBJ_00331)
60 kDa SS-A/Ro ribonucleoprotein (PPLNPBBJ_00332)

333 334 335

2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial (PPLNPBBJ_00336)

337
338 339

IMGPR_plasmid_2842422224_000004: 381,519-403,974 (+)

345 tRNA-Phe(gaa) 350

RtcR--CARF_AAA_HTH_MK_CARF_00010755 (MADHIADK_00352)

352

60 kDa SS-A/Ro ribonucleoprotein (MADHIADK_00354)

354

2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial (MADHIADK_00356)

356
Thioredoxin reductase (MADHIADK_00358)

362 363

IMGPR_plasmid_2933599457_000003: 381,518-403,973 (+)

349

RtcR--CARF_AAA_HTH_MK_CARF_00010755 (MECAALCG_00351)

351

60 kDa SS-A/Ro ribonucleoprotein (MECAALCG_00353)

353

2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial (MECAALCG_00355)

355
356

Thioredoxin reductase (MECAALCG_00358)

IMGPR_plasmid_2728369352_000004: 383,021-404,311 (+)

361

RtcR--CARF_AAA_HTH_MK_CARF_00010755 (NPOCOEAE_00363)
60 kDa SS-A/Ro ribonucleoprotein (NPOCOEAE_00364)

364

2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial (NPOCOEAE_00366)

366
Thioredoxin reductase (NPOCOEAE_00368)

IMGPR_plasmid_640427137_000006: 467,111-479,495 (+)

453 454

IMGPR_plasmid_2850828621_000005: 466,883-479,292 (+)

449

IMGPR_plasmid_2565956559_000006: 473,822-486,210 (+)

457 458

IMGPR_plasmid_2791355261_000013: 183,772-232,068 (+)

172

RtcR--CARF_AAA_HTH_MK_CARF_00010755 (OIMJPKAF_00173)
60 kDa SS-A/Ro ribonucleoprotein (OIMJPKAF_00174)

175 176
177

178
179

180 181 182
183

184 185
186

187
188

RutC family protein YjgH (OIMJPKAF_00189)
Transposon Tn10 TetC protein (OIMJPKAF_00190)

191 192 193 194

Outer membrane protein A (OIMJPKAF_00195)
196

197 198 199 200

IMGPR_plasmid_3300025273_000170: 5,512-53,855 (+)

RtcR--CARF_AAA_HTH_MK_CARF_00010755 (MNJHOGOJ_00011)
60 kDa SS-A/Ro ribonucleoprotein (MNJHOGOJ_00012)

13 14
15

161718 19 20 21 22 23 24 25 26

HTH-type transcriptional regulator DmlR (MNJHOGOJ_00027)
2-hydroxymuconate tautomerase (MNJHOGOJ_00028)

Leucine efflux protein (MNJHOGOJ_00029)
30 31 32 33

Outer membrane protein A (MNJHOGOJ_00034)
35

36 37 38 39

IMGPR_plasmid_2517287029_000004: 335,949-380,448 (+)

311
312

313
314

315 316 317
318

319 320
321

322 323 324325 326 327 328 329

Outer membrane protein A (LDKMAPHI_00331)
331

332 333 334 335 336

IMGPR_plasmid_2842341865_000014: 387,950-442,478 (+)

364 365
366

367
368

369 370 371
372

373 374
375

376 377
378
379

380 381

Michele_2A_hits_grouped (CKIOFDAC_00383)

HTH-type transcriptional regulator DmlR (CKIOFDAC_00384)
2-hydroxymuconate tautomerase (CKIOFDAC_00385)

385 386
387

ClpP (VF0074) (CKIOFDAC_00389)

389

HTH-type transcriptional regulator LrpC (CKIOFDAC_00391)

391 392 393 394 395

Outer membrane protein A (CKIOFDAC_00397)
397

398 399
400

401 402

20000 nt

defence (DefenseFinder) defence (PADLOC) virulence (VFDB) tRNA


