vanR-B-NCBIFAM vancomycin resistance response regulator transcription factor VanR-B (NFO00402.1) (HNDKMFCJ_00094)
Multifunctional non-homologous end joining protein LigD (HNDKMFCJ_00122)
putative membrane transporter protein chAf(HNDKMFCJ700114)
HTH-type transcriptional regulator GbpR (HNDKMFCJ_00083) |
Non- homologous end joining proteln 'Ku (HNDKMFCJ _00110)
Non- homologous end joining proteln Ku HNDkMFCJ_OOili)
1S3 family transposase ISAtus (HNDKMFCJ_00089)
153 faminTtransposase |SAtu4 (HNDKMFCJ_00088)
PDC-S01_ WP_076465573.1 (HNDKMFCJ_00091)
RcsAB (VFO571) (HNDKMFCJ_00103)

106 118
84 87 100 107 115 119 123
T8é 96 99101 1o§l 109 112 [11@121 J125
85| || 90| 929395197 98 | 102 104 108 | | 113116120 [124 126

\MGPR?p\asmﬁ28508.146047000003: 97?1627134.195 (+)
4-hydroxy-3-prenylphenylpyruvate oxygenase/4-hydroxy-3-prenylbenzoate synthase (IOKDHFDC_00435)
Inositol 2-dehydrogenase/D-chiro-inositol 3-dehydrog€nase (IOKDHFDC_00428)
Zinc-type alcohol dehydrogenase like protein (IOKDHFDC‘_OO421)
HTH-type transcriptional regulator BenM (IOKDHFDC 00413 putatlye membrane transporter protein YfcA (IOKDHFDC_00453)
HTH- type transcrlptlonal regulator YofA (IOKDHFDC_00433)
HTH-type transcriptional regulator PgrR (IOKDHFDC_00432) ‘
Non-homologous endjomlng protem Ku (IOKDHFDC 00415 Non homologous end joining protem Ku (IOKDHFDC_00449)
Non-homologous endjommg protein Ku IOkDHFDC 06416 Non* homologous end joining proteln Ku (IOKDHFDC_00450)
Haloacetate dehalogenase H-2 (IOKDHFDC_OO434
amily transposase 154811 (IOKDHFDC _00426)
L-threonine 3- dehyEﬁ'ogenase(IOkDHFDC _00429)
MTase_|_00004 Type (IOKDHFDC_00406) | L 4 440
RM_Type_I_S_03 (IOKDHFDC 00405) Non-heme chloroperoxidase IOKDHFDC_00423) 439
REase_I_00008 Type IOKDHFDC_00407) | | 442 457
6A_MBL_MbIB (IOKDHFDC_00409) 418 437 || 444 446 54l
397399 402 404 411 417 422 42 430 438443 447 | 451| [45
396 3984400401 [403] | 408| 410 [412 |414| [B19420 | |424 427 | 431 436 [441] | 445|448 | 452455 | 460 464

I .
IMGPR _plasmid_2765235942_000014:417,362-489,297 (+)
COGO0640 Csa3_1_CAS-I-1I-11I-IV-V-VI (DGCBDPAE_00373)
Glutathlone S-transferase GST-6.0 (DGCBDPAE_00371)
Chaperone protem DnaJ (DGCBDPAE_00376)
Protein \/es DGCBDPAE_OO377)
372 | ] Urocanate hydratase (DGCBDPAE_00378)

| ]
IMGPR_plasmid_2515075009_000005:413,852-423,733 (+)
COG0640 Csa3_1_CAS-I-1I-1lI-IV-V-VI (LKEJHGML_00346)
Disulfidgfbond oxidoreductase YfcG (LKEJHGML_00345)

DDA

|
IMGPR_plasmid_2936367885_000006: 367,655-377,484 (+)
352 351

IMGPR_plasmid_2513237085_000008: 384,979-394,311 (-)
putative membrane transporter protein YfcA (DIJELBHA_00365)
DrmC_00006 DrmC (DIJELBHA_00366)

364 | 1S3 family transposase ISAtu5 (DIJELBHA 00367)

L]
IMGPR_plasmid_2510065019_000004: 397,254-408,079 (+)
putative membrane transporter protein YfcA (ACJEKNHC_00380)
381 [ 379

IMGPR _plasmid_2513237084_000007:406,962-416,588 (-)
putative membrane transporter protein YfcA (FHAOPJFM_00188)
185
186‘
189 @ Multifunctional non-homologous end joining DNA repair protein LigD (FHAOPJFM_00183)

IMGPR _plasmid_2844462476_000003: 194,675-207,750 (-)
putative membrane transporter protein YfcA (JHKKEMNO_00210)
212
209 |211 213

IMGPR _plasmid_2516653047_000004: 224,526-237,717 (+)
HTH-type transcriptional regulator DmIR (IALMIGBF_00167)
4,5—DOFA dioxygenase extradiol (IALMIGBF_00166)
Alcohol dehydrogenase (IALMIGBF_00163)

164

16 157

IMGPR _plasmid_2791355266_000023: 168,305-180,389 (-)
488
487
489|] 486 485

IMGPR _plasmid_ 2844454524 000004: 529,241-539,744 (-)
229
230
228|] 231 232

IMGPR_plasmid_2516653085_000003: 249,914-260,417 (+)
Undecaprenyl-phosphate 4-deoxy-4-formamido-L-arabinose transferase (GOBJHPON_00503)
Multifunctional non-homologous end joining DNA repair protein LigD (GOBJHPON_00491)
‘ putative membrane transporter protein YfcA (GOBJHPON_00525)
HTH-type transcriptional activator RhaS (GOBJHPON_00487)
Non-homologous end joiniﬂé protein Ku (GOBJHPON‘_OO479)
Non-| homologous end joining protem Ku (GOBJHPON_00522)
‘ Non-homologous end joining protein Ku (GOBJHPON_00523)
Non-homologous endjomlng proteln Ku (GOBJHPON 00480)
Phyllosphere-induced regulator PhyR (GOBJHPON_00502)
rror-prone DI\TJA‘ponmerase (GOBJHPON_00510)
| €D0873 (VF0593) (GOBJHPON_ 00515
RcsAB (VF0571) (GOBJHPON_00499)
Protein YciF (GOBJHPON_00513)
| 508 516
Michele_2A _hits_grouped (GOBJHPON_00488) 5067[ 519
481 484 493 499 50350 518 25
477480483 | 488 491494496500 l50§ 510 17 527
5157 |520 | 523528

476]| | heaf48s| | 489 493 495497 |l
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IMGPR _plasmid_ 28%569440 000003:515,822- 563 367 (+)
cmx_cmrA-NCBIFAM Cmx/CmrA family chIoramphenlcoIefﬂux MFS transporter (NFO33135.1) (FFADKCKK_00161)
(Z)-2-((N- methylformam|do)methylene) 5-hydroxybutyrolactone dehydrogenase (FFADKCKK_00178)
Low-molecular weight cobalt-containing nitrile hydratase subunit beta (FFADKCKK_00128)
vanH-Sc-NCBIFAM D-lactate dehydrogenase VanH-Sc (NF000128.1) (FFADKCKK_00165)
Inositol 2-dehydrogenase/D-chiro-| |n05|tol 3-dehydrogenase (FFADKCKK _ 00142
putative tartrate dehydrogenase/decarboxylase TtuC FFADKCKK_00156)
Multifunctional non-homologous end joining protein LigD (FFADKCKK 00118) Alpha- ketoglutarlc semlaldehyde dehydrogenase 1 (FFADKCKK_00164)
3- succmoylsemlaldehyde pyrldlne dehydrogenasJF‘ADKCKK 00157) ‘

a1
)

3-ox0- tetronate4 phosphate decarboxylase(FFADKCKK 00153
ch -type alcoholdehydrogenase like protem (FFADKCKK _ 00137) ‘ Arabmoselmport ATP- binding protem AraG (FFADKCKK_00171)
Cobalt-containing nitrile hydratase subunltalpha FFAD?CKK 00127) HTH- type transcrlptlonal regulator CatM FFADKCKK 00163)

HTH-type transcriptional regulator CdhR (FFADKCKK_ 00122 ‘ 2-keto-3-deoxy- L-rhamnonate aldolasé FFADKCKK 00159)
HTH-type transcriptional regulator BenM (FFADKCKK_EOlOB putatlve MFS- type transporter YfcJ (FFADKCKK _ 00150 ‘ ‘ putative membrane transporter protein YfcA (FFADKCKK_00191)
Putative metal chaperone YciC (FFADKCKk 00130) Ribose import permease protein RbsC (FFADKCKK 00170)
Non-homologous endjommg protem Ku (FFADKCKk 00110 3 sulfolactaldehyde reductase (FFADKCKk 00151 ‘ ‘ HTﬁtype transcrlptlonal regulator PgrR (FFADKCKK_00187)
Non-homologous end jomlng proteln Ku (FFADKCKK 00111) 1S3 family transposase ISRle4 (FFADKCKK 00146) Ribose' import binding proteln RbsB (FFADKCKK 00172)
PDC-S21_WP_215433626.1 (FFADKCKK,()arlOl) L threonate dehydrogenase FFA KCKK,00155 6- deoxy 6- sulfogluconolactonase (FFADKCKK_00182)
PDC-S15_WP_134723796.1 (FFADKCKK_'00104) 2-oxo-tetronate i |somerase (FEADKCKK_00152) ‘ ‘ ‘ 2—methylcitrétedehydTratase(FFA‘DKCKK,OOlSS)
Specificity_|_00015 Type (FFADKCKK_00103) Non-heme chloroperoxidase (FFADKCKK_00139) | Michele_1A hits_grouped (FFADKCKK_00167) |
MTase_|_00002 Type (FFADKCKK_00102) \ T \3 oxo-tetronate kinase (FFADKCKK_00154) Michele_2A _hits_grouped (FFADKCKK_00181)
I CD0873 (VF0593) (FFADKCKK_00115 DrmC_00006 DrmC (FFADKCKK _ %147 \ J Michele_3A_hits_grouped (FFADKCKK_00177)
REase_| 00001 Type (FFADKCKK_00105) 121 125 134 putative protem(FFADKCKK,C)oMs Michele_1A_hits_grouped (FFADKCKK_00169)
Orf5_00008 Orf5 (FFADKCKK_00099)| | 113 [ 123 132 4 143 || T L\ || J Alcohol dehydrogenase ( FFADKCKK,OOl 3 19
| 107 112 120 ll% 133 38 141144 || Michele_1A hits_grouped (FFADKCKK 00158) 174176 | 180 185| 189 193
9798 | 100 106 |10 24129 131|135136 |] 140 | |1a5| (149 ||| [ ] | T|w60'62 | [166168 1841861887 | |192
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IMGPR _plasmid_639633055_000004: 103,781-208,320 (+)

vanR_ACDEGLN-NCBIFAM VanR-ABDEGLN family response regulator transcription factor (NFO33117.2) (BBGCFHFH_00471)

Photosynthetic apparatus regulatory protein RegA (BBECFHFH_OO466)
putative HTH-type transcriptional regulator (BBGCFHFH_00440)
Cytochrome bd-I ubiquinol oxidase subunit 2 (BBGCFHFH_00459)
Acetolactate synthase isozyme 3 large subunit (BBGCFHFH_00439)
Fatty acid oxidation complex subunlt alpha (BBGCFHFH_00451)
Cytochrome bd ubiquinol oxldase subunit 1 (BBGCFHFH_00460)
putative multidrug resistance protein EmrY BBGCFHFH 00445)
HTH-type transcrlptlonal regulator cdhrR (BBGCFHFH 00437)
G/U mismatch-specific DNAegcosyIase (BBGCFHFH_00438) Low- molecularwelght cobalt- contalnlng nitrile hydratase subunit alpha (BBGCFHFH_00478)
COG0640 Csa3_1_CAS-I- EN-IV-V-VI (BBGCFHFH_OO436 Inner membrane ABC transporter permease protein ijF (BBGCFHFH_00469)
putatlve NAD- dependent malic enzyme 2 (BBGCFHFTI_OO463

Protein/nucleic acid deglycase HchA (BBGCFHFH 00455) putative HTH-type transcriptional regulator YtcD (BBGCFHFH_00500)

Response regulator proteln TmoT (BBGCFHFH_00454) Cls 3-alkyl-4- alkyloxetan 2-one decarboxylase (BBGCFHFH_00491)
Tellurite resistance protemTehA(BBacFHFH 00448) HTH- type transcrlptlonal activator RhaR(BBGCFHFH 00486) ‘
IS5 family transposase ISRel13 (BBGCFHFH_00428) | Carpentier_1_ HMM1cov80e-10_nr80 (BBGCFHFH_00496)
IS5 famlly transposase ISRe 13 BBGC?HFH 00424 Adaptlve response sensory kinase SasA(BBGCFH#H 00494)
1S3 famlly transposase 1SAtus BBGCFHFH 00426) Adaptlve response sensory kinase SasA BBGCFHFH 00482)
‘ ‘ ‘ ‘ ‘ Mlchele_lA,hltsgroupe (BBGCFHFH_00453) Response regulator pr&%TodT BBGCFHFH 00483
DrmC_00006 DrmC (BB FHFH,OO4‘27) ‘ Adaptlve response sensory- kinase SasA BBGCFHFH 00467 Kdaptlve response sensory kinase SasA (BBGCFHFH_00498)
Aldo/keto reductase (BBGCFHFH_00441) Fumarate hydratase class II (BBGCFHFH_00472) | |
\ (LTiegXS (VF0858) (BBGCFHFH_00450) FbpABC (VF0272) BB?CFHFH_GOMO) \ \ N-ethylmaleimide reductase (BBGCFHFH_00501)
putative protein (BBGCFHFH_00432) Pyruvate d‘eh‘ydrogenas‘e [ubiquinone](BB‘GCFHFH_0046‘1) Regulator of RpoS (BBGCFHFH_00490)
| | Flavohemoproteln BBGCFHFH 00447) | | | | | RegX3 (VF0858) (BBGCFHFH_00484)
SenX3 (VF0857) (BBGCFHFH_00434) | NAbH dehydrogenase-like protein (BBGCFHFH_00462) 474| 1] | | HitABC (VFO268) (BBGCFHFH_00502)
FarAB (VF0450) (BBGCFHFH_00446) | | 476 Non-heme chloroperoxidase (BBGCFHFH 00497) 508
4 442| Haloalkane dehalogenase (BBGCFHFH_00457) \ E78 l 1488 505
430 2 | | Jl I 463 472 475479 84487 | 492 503 506
424428432/ 43 448 451 55457 46 467 473[]|| 480 491 | 494 49 502 504507 509
CE

l
IMGPR_plasmid_2509276052_000003: 457,613—549.,241 (+)
Galactose/methyl galactoside import ATP-binding protein MglA (ILJHOOOK_00013)
Branched-chain-amino-acid aminotransferase (ILJHOOOK_00008)
putatiye membrane tr%sporter protein YfcA (ILJHOOOK_00003)
Glutamate-i-semialdehyde 2,1-aminomutase (ILJHOOOK_00006)
HTH-type transcriptional repressor GIcR (ILJHOOOK_OOO?Z)
HTH-type transcrlptlonairegulator DegA(ILJHOO K_00011)

Acetophenone carboxylase gamma subunit (ILJHOOOK 00010)

Non-homologous end joining proteln Ku ILJHOOOT('T)OOZ«S
D- gaTactose blndlng per|plasm|c proteln (ILJHO OK_00012)

Non-homologous end joining protem Ku (ILJHOOOK 00025) ‘ ‘

‘ T Acetophenone carboxylase delta subunit (ILJHOOOK_00009)

Ribose |mport permease proteln RbsC (ILJHOOOK 00014)

1566 family transposase ISUnCu14( |LJ|TOOOK,00033)J

[T 488|
d

1S66 famlly transposase ISUnCu14 1LJHOOOK_H0030)
| Histidinol-phosphatase (ILJHOOOK_ 0o
Acetyltransferase (ILJHOOOK_OOO?]. ‘ ‘ ‘ $
Gluconokinase (ILJHOOOK_00016)
4 Michele_2A _hits_grouped (ILJHOOOK_00007)
201

oo b4 ||| ||| oflas

IMGPR _plasmid 2791355258 000007:350-35,710 (-)
[ 40000 nt i
defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)
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