resist_ArsN1b-NCBIFAM arsinothricin resistance N-acetyltransferase ArsN1 family B (NFO40504.1) (NKKNAMPC_00239)
putative HTH-type transcriptional regulator YteD [NKKNAMPC_00235)
3-oxoacyl-[acyl-carrier-protein] reductase FabG (NKKNAMPC_00232)
Soluble pyridine nucleotide transhydrogenaseT(N KKNAM PC_00226)
HTH* -type transcrlptlonal régulator CysL (NKKNAMPC_00240)
Methyl-accepting chemotaxis protein | (NKKNAMPC 00227)
Catechol O- methyltransferase (NKKNAM PC_00231)
Glucose 1- dehydrogenase (NKKNAMPC_00233)
Michele_1A_hits_grouped (NKKNAMPC_00234)

238

224 228
236237 | | 241

223225 [229 230

IMGPR_plasmid_3300025735_000087: 224‘938-24-2.014 (+)
2-succinyl-6-hydroxy-2,4-cyclohexadiene-1-carboxylate synthase (PMKOMALA_00068)
63
DHECEKIEAIDD
-
IMGPR_plasmid_3300013850_000005: 52,015-60,466 (-)
putative HTH-type transcriptional regulator YtcD (JLKKKFEN_00410)
3-oxoacyl-[acyl-carrier-protein] reductase FabG (J LKKKFEN_00413)
HTH-type transcriptional repressor ComR (J LKKKFEN_OO420)
HTH-type transcriptional regulator DmiR (JLKKKFEN_00422)
HTH-type transcriptional activator RhaR (JLKKKFEN_00426)
Putative glycoside/cation symporter YagG (JLKKKFEN_00427)
Transposon Tn10 TetD protein (JLKKKFEN_00415)
Catechol O-methyltransferase (JLKKKFEN_00414)
Glucose 1-dehydrogenase (JLKKKFEN_00412)
Quercetin 2,3-dioxygenase (JLKKKFEN_00425)
putative hydrolase YcaC (JLKKKFEN_00423)

Glutathione reductase (JLKKKFEN_OO430) N- ethylmalelmlde reductase (JLKKKFEN_00417)
Alcohol dehydrogenase (JLKKKFEN_00431) NAD(P)H azoreductase (JLKKKFEN 00416

Beta-xylosidase (JLKKKFEN_00428) 419Michele_1A _hits_grouped (JLKKKFEN_00411)
435 | |429 | | | 424 420] 28| | | | |[ T 409

_— -
IMGPR _plasmid_2876571425_000005:414,863-442,864 (-)

MerA-TIGRFAMs TIGRFAMs: mercury(ll) reductase (TIGR02053.1) (KAMDIKIA_00252)
Putative aminotransferage/MSMEI76121 (KAMDIKIA_00244)
Alcohol dehydrogenase (KAMDIKIA_00253)

257
250 256
245 T251 255 | 258

I -
IMGPR_plasmid_3300031420_000116:261,330-275,061 (+)
MerA-TIGRFAMs TIGRFAMs: mercury(ll) reductase (TIGR02053.1) (KOANHLAA_00249)
251
TZLO Alcohol dehydrogenase (KOANHLAA_00248)

I -
IMGPR_plasmid_3300031417_000080: 245,625-259,356 (-)
MerA-TIGRFAMs TIGRFAMs: mercury(ll) reductase (TIGR02053.1) (DIECLFJB_00298)
Lysine/arginine/ornithine-binding periplasmic protein (DIECLFJB_00274)
PTS system galactitol-specific EIIA compone?(DlECLFJB,OO277)
PTS system galactitol-specific EIIC component (DIECLFJB_00279)
Ribose import ATP-binding protein RbsA (DIECLFJB_‘OO284) L
Ribose import permease protein RbsC (5IECLFJB_00285) Peptidyl-lysine -acetyltransferase YjaB (DIECLFJB_00269)
3- hexulo;? phosphéte isomerase (D(ECLFJB,OOZSZ)
Ribose import binding progym RbsB D—ECLFJB 00285)

Ribulose- phosphate3 eplmerase (D ECLFJB_00280) putative HTH-type transcriptional regulator YtcD (DIECLFJB_00257)
Glycine cleavage system transcrlptlonal activator (DIECLFJB_00292) Tyrosine recombinase XerC DIECLFJB_00275)  3-oxoacyl-[acyl-carrier-protein] reductase FabG (DIECLFJB_00260)
é Michele_1A_hits_grouped (DIECLFJB_00291) M.che|ejA_h.ts _grouped (DIECLFJB_00271)
Alcohol dehydrogenase (DIECLFJB_00299) orbitol operon régulator (‘DIECLFJB,@%) Catechol O-methyltransferase (DIECLFJB_00261)

294 ylulose kinase DIECLFJB 0028 ) ‘ Acetyltransferése(DIECLFJB,OOZ(ﬁ) Glucose l—dehydl%‘ge:rgse(DI‘ECLFJB,OOZS‘?)
295 289 Mlchele 1A hlts _grouped (DIECLFJB_00281) 273 Michele_lA_hitS_grouped (DIECLFJB_00258)
297296[ | 293 Zﬂﬂ@ T272 270268 266 265 264 263 262 | || | | 256

| 283 [ | |278 |
AEKICIC

L1 ] [ ] [ ] ] -
IMGPR_plasmid_2847812201_000004: 254,012-301,428 (-)
Lysine/arginine/ornithine-binding periplasmic protein (LEPKBMEF_00110)
PTS system galactitol-specific EIIA component (LEPKBMEF_00113)
PTS system galactitol-specific EIIC component (LEPKBMEF_00115)
Peptidyl-lysine N-acetyltransferase YjaB (LEPKBMEF_00107)
Ribose import ATP-binding protein RbsA (LEPKBMEF_00120)
Ribose import permease protein RbsC (LEPKBMEF_00122)
3-hexulose-6-phosphate isomerase (LEPKBMEF_00118)
Ribose import binding protein RbsB (LEPKBMEF. 00121)‘

Rlbulo;phosphateS eplmerase(LEPKBMEF 00116) 3-oxoacyl-[acyl-carrier-protein] reductase FabG (LEPKBMEF_00098)
‘ Tyrosme recomblnase XerC (LEPKBMEF_00111) putative HTH-type transcrlptlonal regulator YtcD (LEPKBMEF_00095)
Sorbitol operon regulator(LEPKBMEF 00112) Catechol O- methyltransferase(LEPRBMEF 00099)
Xylulose kinase (LEPKBMEF_00123) ‘ ‘ Acetyltransferase(LEPKBMEF_OOIOS)Glucose1 dehydrogenase(LEPKBMEF_OOO97)
126 124 Michele_'1A_hits_grouped (LEPKBMEF_00117) | 109 Michele_1A_hits_grouped (LEPKBMEF_00096)
T125 | [119] T | 114 | | | T108106 104 103 102101 100 LIL T | 94
_— -

\MGPR,p\asmid,é48276708,000003:82,830-120,2363
Lysine/arginine/ornithine-binding periplasmic protein (KOKNBBAN_00006)
PTS system galactitol-specific EIIA componen?(ROKNBBAN 00009)
PTS system galactitol-specific EIIC component (KOKNBBAN_00011)
Peptldyl Iysme N- acetyltransferase YjaB (KOKNBBAN_00003)
Ribose import ATP-binding protein RbsA (KOKNBBAN_OOOlé)
Ribose import permease protein RbsC (KOKNBBAN_00018) é
3-hexu|os;éfphospha‘te isomerase (KOKNB AN_00014)
Ribose import binding protein RbsB (KOKNBBAN_00017)
Ribu‘losg—%osphatefi epimeras‘e(KO‘KNBBAN,O 012)
| Tyrosine recombinase XerC (KOKNBBAN_00007)
Michele_1A_hits grouped(kOKNBBAN_oooﬂ)
Xylulose kinase (KOKNBBAN_00019) Sorbitol operon regulator (KOKNBBAN_00008)
222120 [ | | as] | | | 0 T | | 5 4 | 2Acetyltransferase (KOKNBBAN_00001)

IMGPR _plasmid_3300031413 000077:503-21,869 (-)-
MerA-TIGRFAMs TIGRFAMs: mercury(ll) reductase (TIGR02053.1) (CAPCEAKP_00475)
Lysine/arginine/ornithine-binding perlplasmlc protein (CAPCEAKP_00499)
PTS system galactitol-specific EIIA component nt (CAPCEAKP_00496)
PTS system galactitol-specific EIIC component (CAPCEAKP_00494)
Ribose import ATP-binding protein RbsA (CAPC CEAl KF’_00489
Ribose import permease protein RbsC (EAPCEAKP_OO487)
3-hexu|os§'§phospha‘te isomerase (CAPCE. KP_00491)
Ribose import binding p\'ot6|n RbsB (CAPCEAKP._( 00488j HTH- type transcriptional regulator DmIR (CAPCEAKP_00502)
Ribulose-phosphate 3- eplmerase (CAPCEAKP 00493) putative HTH-type transcriptional regulator YtcD (CAPCEAKP_00507)
Glycine cleavage system transcrlptlonal activator (CAPCEAKP_ 00480) Tyrosme recombinase XerC (CAPCEAKP_ 00498j
FL Michele_1A_hits_grouped (CAPCEAKP_00481) \ \ \ I ’l Michele_1A_hits_grouped (CAPCEAKP_00506)
Alcohol dehydrogenase (CAPCEAKP_00474) Xylulose kinase (CAPCEAKP_00486) Sorbitol operon regulator (CAPCEAKP_00497) ‘
478 482 484 Michele_1A_hits_grouped (CAPCEAKP_00492) NADH oxidase (CAPCEAKP_00503)
476477] 479 | 1 lasol T | [498 | |

T 483 485 500 501 | | 504505 | | 508

— — - - -
IMGPR_plasmid_2627853687_000002:471,880-513,641 (+)

MerA-TIGRFAMs TIGRFAMs: mercury(ll) reductase (TIGR02053.1) (CJICCIGE_00179)
Spermidine/putrescine transport system permease protein PotB (CJICCIGE_00196)
Spermidine/putrescine import Aﬂibinding protein PotA (CJICCIGE_00197)
Lysine/arginine/ornithine-binding periplasmic protein (CJICCIG‘E_&ST‘)Z)

PTS system galactitol-specific EIIA componemCJ ICCIGE_00189)
PTS system galactitol-specific EIIC component (CJICCIGE_00187)
Ribose import ATP binding protein RbsA (CJIC CCIGE'00182)
&4 hexulose 6-phosphate isomerase (CJICCIGE_00184) putative HTH-type transcrlptlonal regulator YtcD (CJICCIGE_00212)
Ribose import binding protein RbsB(CJICCIGE_OOlBl)‘ 3-oxoacyl-[acyl-carrier-protein] reductase FabG (CJICCIGE_00209)
Ribulose-phosphate 3-epimerase (CJICCIGE_00186) Catechol O-methyltransferase (CJICCIGE_00208)
| | Tyrosine recombinase XerC (CJICCIGE_00191) Glucose 1-dehydrogenase (CJICCIGE_00210)
Michele_1A_hits_grouped (CJICCIGE_00185)[ 201 205 |
Alcohol dehydrogenase (CJICCIGE_00178)  Sorbitol operon regulator (CJICCIGE_00190) 202 204  Michele_1A hits_grouped (CJICCIGE_00211)
T | 180 | 183 | | |88 T || 193 194195 198 199200 | [203[ |206 207 L] T 218

— -—
IMGPR_plasmid_3300025233_000009: 170,085-212,151 (+)
F——10000 "t ——

defence (DefenseFinder) AMR (AMRFinderPlus)




