
IMGPR_plasmid_2928359186_000006: 184,563-226,464 (+)

183

Dipeptide transport system permease protein DppB (JFJDNMHB_00184)

Putative peptide transport permease protein (JFJDNMHB_00185)
Oligopeptide transport ATP-binding protein OppD (JFJDNMHB_00186)

FbpABC (VF0272) (JFJDNMHB_00187)

188

DrmD_00006 DrmD (JFJDNMHB_00189)

190

DS-30__DS-30D (JFJDNMHB_00191)

DS-30__DS-30C (JFJDNMHB_00192)

193
194

195
196

putative diguanylate cyclase DgcC (JFJDNMHB_00197)
Gamma-glutamylputrescine oxidoreductase (JFJDNMHB_00198)

Fructosamine kinase FrlD (JFJDNMHB_00199)
Fructoselysine 3-epimerase (JFJDNMHB_00200)

Diacetylchitobiose uptake system permease protein NgcG (JFJDNMHB_00201)

202
203

Fructosamine deglycase FrlB (JFJDNMHB_00204)

BopD (VF0362) (JFJDNMHB_00205)

206

Bifunctional protein Aas (JFJDNMHB_00207)

208 209
210

211
212

213

Tail-specific protease (JFJDNMHB_00214)

215

IMGPR_plasmid_2615840624_000018: 164,364-184,682 (-)

Bifunctional protein Aas (CNMGEJDB_00150)
151

152

REase_MTase_IIG_00032 Type (CNMGEJDB_00153)

154

Septu__PtuA_2 (CNMGEJDB_00155)

PDC-M01B_WP_163529272.1 (CNMGEJDB_00156)

157
158

IMGPR_plasmid_2936367885_000006: 405,328-426,062 (-)

378

putative ABC transporter ATP-binding protein YejF (LKEJHGML_00379)
Alpha-galactosidase (LKEJHGML_00380)

381

382
383

384386387
388

IMGPR_plasmid_2896557008_000004: 393,073-415,131 (-)

373
375

376
377

378379
380

381

IMGPR_plasmid_2515075009_000005: 487,559-506,081 (-)

441
442

443
446

Dsr1_WP_095606358.1 (DGCBDPAE_00447)

IMGPR_plasmid_2513237084_000007: 351,059-370,772 (+)

331
332

333

334

IMGPR_plasmid_2791355258_000007: 451,296-468,902 (+)

428
anti-RM (APIS108) (ILJHOOOK_00429)

430

Response regulator PleD (ILJHOOOK_00432)

Glutathione transport system permease protein GsiC (ILJHOOOK_00440)

IMGPR_plasmid_2791355266_000023: 128,180-145,997 (+)

124

125
126

127128
129

131

IMGPR_plasmid_2842341865_000014: 101,064-121,132 (-)

96

IS3 family transposase ISAtu5 (CKIOFDAC_00098)
IS3 family transposase ISAtu5 (CKIOFDAC_00099)

DrmC_00006 DrmC (CKIOFDAC_00100)

tet_protect-NCBIFAM tetracycline resistance ribosomal protection protein (NF012153.1) (CKIOFDAC_00101)

102

IMGPR_plasmid_2510065019_000004: 456,978-476,928 (-)

417
418

419

420424

capH (DIJELBHA_00425)

426

427
428

429
430

dCTP deaminase, dUMP-forming (DIJELBHA_00431)

432

IMGPR_plasmid_2516653047_000004: 278,741-303,544 (-)

268
269

270

DrmC_00006 DrmC (JHKKEMNO_00271)

272
273

274
275

276

277

anti-RM (APIS108) (JHKKEMNO_00278)

279
280

IMGPR_plasmid_2765235942_000014: 8-6,555 (-)

1

IMGPR_plasmid_3300025273_000170: 209,492-220,362 (-)

183

IMGPR_plasmid_2928373995_000008: 231,049-248,984 (+)

CARF6--CARF_CARF_CARF_MK_CARF_00100913 (FILIGIDN_00218)

219
220

221

222
223

224
225

226

IMGPR_plasmid_2630968330_000006: 251,607-271,208 (+)

Flavin-dependent thymidylate synthase (CNAJIOPI_00241)
PDC-M65A_WP_155597231.1 (CNAJIOPI_00242)
PDC-M65B_WP_153267907.1 (CNAJIOPI_00243)

244

Glutathione import ATP-binding protein GsiA (CNAJIOPI_00245)

246
247

248
249

IMGPR_plasmid_2509276052_000003: 599,050-616,822 (-)

566
567

568

569

570
571

572
573

574

IMGPR_plasmid_2844454524_000004: 407,044-431,250 (+)

385
386

anti-RM (APIS108) (GNPAOFIE_00387)
3-hydroxy-5-methyl-1-naphthoate 3-O-methyltransferase (GNPAOFIE_00388)

389 390
391

392
393

394
395

396

IMGPR_plasmid_2516653085_000003: 358,408-382,614 (-)

320
321

322
323

324
325

326327

3-hydroxy-5-methyl-1-naphthoate 3-O-methyltransferase (JNBDAKKM_00328)
anti-RM (APIS108) (JNBDAKKM_00329)

330
331

IMGPR_plasmid_2859840839_000003: 169,136-198,701 (-)

175

176
177

178179
180

181182

3-hydroxy-5-methyl-1-naphthoate 3-O-methyltransferase (CEMGLEJC_00184)

anti-RM (APIS108) (CEMGLEJC_00185)

185

Conjugal transfer protein TraG (CEMGLEJC_00187)

187

ATP-dependent RecD-like DNA helicase (CEMGLEJC_00189)

189

IMGPR_plasmid_2585427526_000008: 27,028-45,624 (-)

2324252627282930

IMGPR_plasmid_2918430697_000003: 142,527-162,051 (-)

134
135

136
137

138
139

140
141

142

IMGPR_plasmid_2850814604_000003: 192,082-211,147 (-)

178

179

180
181

182183
184

185186

IMGPR_plasmid_639633055_000004: 290,557-308,281 (-)

272

anti-RM (APIS108) (FFADKCKK_00273)
274

275
276

277
278

ATP-dependent RecD-like DNA helicase (FFADKCKK_00279)

IMGPR_plasmid_2896569440_000003: 88,400-104,773 (-)

76

anti-RM (APIS108) (GOBJHPON_00078)

78

79
80

Serine/threonine-protein kinase toxin HipA (GOBJHPON_00082)

82
83

ATP-dependent RecD-like DNA helicase (GOBJHPON_00085)

85

IMGPR_plasmid_2896545022_000003: 480,541-509,513 (-)

445
PDC-S67_WP_013220863.1 (FDLGDLMF_00447)

HTH-type transcriptional regulator DmlR (FDLGDLMF_00448)

Michele_2A_hits_grouped (FDLGDLMF_00449)

449450

Putative HTH-type transcriptional regulator YwnA (FDLGDLMF_00453)

453

HTH-type transcriptional regulator NimR (FDLGDLMF_00455)

D-cysteine desulfhydrase (FDLGDLMF_00456)

456

Insertion element IS6110 uncharacterized 12.0 kDa protein (FDLGDLMF_00458)

IS3 family transposase ISRle4 (FDLGDLMF_00459)

DrmC_00006 DrmC (FDLGDLMF_00460)
Hypnos_HyoA (FDLGDLMF_00461)

IMGPR_plasmid_2510065076_000003: 385,518-412,089 (+)

gcu167__gcu167A (PBAGENFK_00359)
359 360 361

D-cysteine desulfhydrase (PBAGENFK_00363)
HTH-type transcriptional regulator NimR (PBAGENFK_00364)

364

Putative HTH-type transcriptional regulator YwnA (PBAGENFK_00366)

IMGPR_plasmid_2791355263_000017: 145,701-159,022 (+)

145
146

D-cysteine desulfhydrase (KKCNPNLM_00147)
HTH-type transcriptional regulator NimR (KKCNPNLM_00148)
p-hydroxybenzoic acid efflux pump subunit AaeA (KKCNPNLM_00149)

Cellulose synthase catalytic subunit [UDP-forming] (KKCNPNLM_00150)

IMGPR_plasmid_2739367694_000016: 227,932-249,630 (-)

Michele_1A_hits_grouped (NOBAPFBI_00200)

Ureidoglycolate lyase (NOBAPFBI_00201)

202

1,4-dihydroxy-2-naphthoyl-CoA hydrolase (NOBAPFBI_00203)

204

NADPH dehydrogenase (NOBAPFBI_00205)

Michele_2A_hits_grouped (NOBAPFBI_00206)
Transcriptional activatory protein BadR (NOBAPFBI_00207)

Mycobactin (VF0299) (NOBAPFBI_00208)

Michele_1D_hits_grouped (NOBAPFBI_00209)

Kynureninase (NOBAPFBI_00210)

Putative aminoacrylate peracid reductase RutC (NOBAPFBI_00211)

212

IMGPR_plasmid_2842489311_000013: 429,581-448,441 (-)

Oligosaccharides import ATP-binding protein MsmX (ABMEHFMD_00408)
409

D-xylulose reductase (ABMEHFMD_00410)

411

Trehalose-recycling ABC transporter (VF0842) (ABMEHFMD_00412)
Trehalose-recycling ABC transporter (VF0842) (ABMEHFMD_00413)

414

HTH-type transcriptional activator RhaR (ABMEHFMD_00415)

416

417
418

419

IMGPR_plasmid_2728369352_000004: 162,690-175,926 (-)

144

Trehalose-recycling ABC transporter (VF0842) (NPOCOEAE_00146)
Trehalose-recycling ABC transporter (VF0842) (NPOCOEAE_00147)

147
HTH-type transcriptional activator RhaR (NPOCOEAE_00149)

IMGPR_plasmid_2585427632_000005: 152,430-171,004 (-)

132134

Trehalose-recycling ABC transporter (VF0842) (EPHIPMJE_00135)
Trehalose-recycling ABC transporter (VF0842) (EPHIPMJE_00136)

137

HTH-type transcriptional activator RhaR (EPHIPMJE_00138)

139
Phosphoglycolate phosphatase (EPHIPMJE_00140)

Lamassu-Fam__LmuA_effector_Cap4_nuclease_II (EPHIPMJE_00141)

Lamassu-Fam__LmuC_acc_Cap4_nuclease (EPHIPMJE_00142)
Lamassu-Fam__LmuB_SMC_Cap4_nuclease_II (EPHIPMJE_00143)

IMGPR_plasmid_640427137_000006: 208,410-227,782 (-)

189

Trehalose-recycling ABC transporter (VF0842) (GPNHIJEC_00190)
Trehalose-recycling ABC transporter (VF0842) (GPNHIJEC_00191)

192

HTH-type transcriptional activator RhaR (GPNHIJEC_00193)

194
195

196
197

198

199

IMGPR_plasmid_2850828621_000005: 208,882-228,219 (-)

185187

Trehalose-recycling ABC transporter (VF0842) (PNGCKJJC_00188)
Trehalose-recycling ABC transporter (VF0842) (PNGCKJJC_00189)

190

HTH-type transcriptional activator RhaR (PNGCKJJC_00191)

192
193

194
195

196

197

IMGPR_plasmid_2775507240_000004: 45,765-67,663 (+)

PDC-S31_WP_089217355.1 (CKOFAEAL_00058)

59
60

61

Lamassu-Fam__LmuB_SMC_Lipase (CKOFAEAL_00062)

63
64 65

HTH-type transcriptional activator RhaR (CKOFAEAL_00066)

67

Trehalose-recycling ABC transporter (VF0842) (CKOFAEAL_00068)
Trehalose-recycling ABC transporter (VF0842) (CKOFAEAL_00069)

70

IMGPR_plasmid_2842317721_000020: 30,547-52,445 (-)

33

Trehalose-recycling ABC transporter (VF0842) (JILBGOFG_00034)
Trehalose-recycling ABC transporter (VF0842) (JILBGOFG_00035)

36

HTH-type transcriptional activator RhaR (JILBGOFG_00037)

3839
40

Lamassu-Fam__LmuB_SMC_Lipase (JILBGOFG_00041)

42
43

44

PDC-S31_WP_089217355.1 (JILBGOFG_00045)

IMGPR_plasmid_2738541344_000019: 30,549-52,447 (-)

33

Trehalose-recycling ABC transporter (VF0842) (AFHPPLCG_00034)
Trehalose-recycling ABC transporter (VF0842) (AFHPPLCG_00035)

36

HTH-type transcriptional activator RhaR (AFHPPLCG_00037)

38
39

40
41

Lamassu-Fam__LmuB_SMC_Lipase (AFHPPLCG_00042)

43
44

45

PDC-S31_WP_089217355.1 (AFHPPLCG_00046)

IMGPR_plasmid_2565956559_000006: 207,915-234,221 (-)

186

Trehalose-recycling ABC transporter (VF0842) (HLJHNPLA_00187)
Trehalose-recycling ABC transporter (VF0842) (HLJHNPLA_00188)

189

HTH-type transcriptional activator RhaR (HLJHNPLA_00190)

191

Oligopeptide transport ATP-binding protein OppF (HLJHNPLA_00192)

193
194

195

196

DrmC_00006 DrmC (HLJHNPLA_00197)

IS3 family transposase ISRde2 (HLJHNPLA_00198)

199
200

201
202

203

PDC-S31_WP_089217355.1 (HLJHNPLA_00204)

IMGPR_plasmid_2791355262_000021: 202,685-222,381 (-)

173

COG0640 Csa3_1_CAS-I-II-III-IV-V-VI (AFHIGFHM_00174)

Trehalose-recycling ABC transporter (VF0842) (AFHIGFHM_00175)
Melibiose/raffinose/stachyose import permease protein MelD (AFHIGFHM_00176)

177

Dimethyl-sulfide monooxygenase (AFHIGFHM_00178)

Dibenzothiophene desulfurization enzyme C (AFHIGFHM_00179)
Dibenzothiophene desulfurization enzyme C (AFHIGFHM_00180)
Putative aliphatic sulfonates-binding protein (AFHIGFHM_00181)

Putative aliphatic sulfonates transport permease protein SsuC (AFHIGFHM_00182)

FbpABC (VF0272) (AFHIGFHM_00183)
184

Alkanesulfonate monooxygenase (AFHIGFHM_00185)

IMGPR_plasmid_2844462476_000003: 68,860-153,164 (+)

anti-RM (APIS108) (FHAOPJFM_00068)

GajA_00010 AAA (FHAOPJFM_00069)

GajB_00015 UrvD (FHAOPJFM_00070)

71
72

PtuB1_00017 Unknown (FHAOPJFM_00073)

PtuA1_00024 AAA (FHAOPJFM_00074)
Gabija__GajB_2 (FHAOPJFM_00075)

76 77
78

79 80 81

Protease PrtS (FHAOPJFM_00082)

83 84 85
86

87

DrmC_00006 DrmC (FHAOPJFM_00088)
IS3 family transposase ISRle4 (FHAOPJFM_00089)

90 91 9293
94
95

96

Non-homologous end joining protein Ku (FHAOPJFM_00097)

Non-homologous end joining protein Ku (FHAOPJFM_00098)

99

Low affinity potassium transport system protein kup (FHAOPJFM_00100)

101

O-mycaminosyltylonolide 6-deoxyallosyltransferase (FHAOPJFM_00102)

103

Na(+)/H(+) antiporter NhaA (FHAOPJFM_00104)

H(+)/Cl(-) exchange transporter ClcA (FHAOPJFM_00105)

106
107

108
109

110
111

112

113
114

115
116

Error-prone DNA polymerase (FHAOPJFM_00117)

Protein ImuB (FHAOPJFM_00118)

119
120

DNA polymerase IV (FHAOPJFM_00121)

DNA polymerase IV (FHAOPJFM_00122)

123
124

ATP-dependent DNA helicase Rep (FHAOPJFM_00125)

ATP-dependent DNA helicase Rep (FHAOPJFM_00126)

127
128

129
130

131
132

133
134

135

IMGPR_plasmid_2850822224_000005: 182,838-234,028 (-)

160
161

162
163

164

Michele_2A_hits_grouped (LACLADIM_00165)

166167168
169

170
171

172
173

174
175

176
177

178

179
180

Putative conjugal transfer protein (LACLADIM_00181)

182
183

184
185

186187

Bifunctional protein Aas (LACLADIM_00188)

189190191

RM_Type_II__Type_II_MTases_FAM_0 (LACLADIM_00192)

193

194
195

IS66 family transposase ISCARN48 (LACLADIM_00196)
IS66 family transposase ISRel19 (LACLADIM_00197)

198

IMGPR_plasmid_2791355264_000014: 228,098-276,486 (-)

204
205

206
207

208

Michele_2A_hits_grouped (PONKLDJO_00209)

210211212
213

214
215

216
217

218
219

220
221

222

223
224

Putative conjugal transfer protein (PONKLDJO_00225)

226
227

228
229

230231

Bifunctional protein Aas (PONKLDJO_00232)

233234
235

236

RM_Type_II__Type_II_MTases_FAM_0 (PONKLDJO_00237)
238

239

IMGPR_plasmid_2509276033_000002: 524,597-552,636 (+)

480 481

482
483

IS6 family transposase ISRsp9 (EGLAHEBD_00485)

485
486487

488
489

490
491

492

493
494

IS3 family transposase ISRm1 (EGLAHEBD_00496)

496
497

anti-RM (APIS108) (EGLAHEBD_00499)

499 IS3 family transposase ISKpn11 (EGLAHEBD_00501)

30000 nt

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


