MFS_efflux_tcmA-NCBIFAM tetracenomycin C efflux MFS transporter (NFO00025.1) (AFIDCKEI_00316)
tet_MFS_Tcr3-NCBIFAM tetracycline efflux MFS transporter Tcr3 (NFO00009.1) (AFIDCKEI_00319)
Glycine betaine/proline/ectoine/pipecolic acid transporter OusA (AFIDCKEI_00357)
putative HTH-type transcriptional regulator YybR (AFIDCKEI_00328)
‘ ‘ 2-aminomuconic 6- semialdehyde dehydrogenase (AFIDCKEI_00339)
2-hydroxymuconate semialdehyde hydrolase (AFIDCKEI_00321)

Zinc-type alcoholdehydrogenase like protein (. AFIDCKEI _00307) ‘ p- hydroxyphenylacetate 3-hydroxylase, oxygenase component (AFIDCKEI_00351)
DNA-binding transcrlptlonal actlvator DecR (AFIDCKEI_00313) PCP degradatlon transcriptional actlvatlon protein (AFIDCKEI _00348)
HTH-type transcrlptlonal regulator BenM (AFIDCKEI 00314) ptp degradation transcrlptlonal activation protein (AFIDCKEI_00354)

HTH- -type transcrlptlonal regulator GbpR (AFIDCKEI 00331)
HTH-type transcrlptlonal regulator MtrA (AFIDCKEI 00323)

Putative non-heme bromoperOX|dase BpoC (A IDCKEI 00299) ‘ 3- hydroxyanthranllate 3,4- -dioxygenase (AFIDCKEI 00333)
HTH- type transcrlpt|ona| regulator DmIR (AFIDCKEI_{ Ob310 L ‘ Eosfomyun re5|stance protein AbaF (AFIDCKEI_00346)
HTH- typetranscrlptlonalregulatoerhR(AEDCKEI 00303 é 4-h droxy- -oxovalerate aldolase (AFIDCKE_ 0@6 \ \ \ \
‘ putatlve cystlnetransporterYlJE AFIDCKEI 00312) ‘ J ‘ Fosfomycm resistance protein AbaF (AFIDCKEI_00355)
1S3 family transposase ISPsy24 (AFIDCKEI 00297 4- oxalocrotonate ecarboxylase (AFIDCKEI_ 00335)
Michele_1A_hits grouped AFIDCKEI 0 305) 2- oxopent -4- enoate nydratase (AFIDCKEI_ 00338 SOS response-associated protein YedK (AFIDCKEI_00386)
Michele 1A _hits_grouped (AFIDCKEI_00304) | I é FMN reductase (NADH) RutF (AFIDCKEI_00352)
PtuA1_00001 AAA (AFIDCKEI_00289) | 2-aminomuconate deamlnase (AFIDCKEI_00334) Tyrosine recombinase XerC (AFIDCKEI_00370)
Aga_Nuclease (AFIDCKEI_00293) Inner membrane protein RelC (AFIDCKEI00324) | PDC-S39_WP_191556434.1 (AFIDCKEI_00373)

Protein UmuC (AFIDCKEI'00288) Acetaldehyde dehydrogenase (AFIDCKEI_00337) 363 retron type_VI_hth_cluster2_1 (AFIDCKEI_00378)
Septu_ PtuB (AFIDCKEI_00290) FarAB ( FO4 AF DCKEI_00318) Michele_2A hits' grouped (AFIDCKEI_00341) 361 Tyrosine recombinase XerC (AFIDCKE|_00383)
284 296 KatA (VFd454) (AFIDCKEI 00329) Mycobactin (VF0299) (AFIDCKEI_00347) 362  putative protein (AFIDCKEI_00375)
286 29&L oprb (v¢o933) (AFIDCKEI_00343) 359 §64367 371 Protein UmuD (AFIDCKE]_00385)

287, 292| | L 98 301 309 340 344 350 35 L366 36¢ J 377 382 |
285 291 [295 [|300[302 | 306|308] [311] | 315 20 T \ Héz 330 332 11342 | 345 9| 353 Téssm\ 65 368 \ 72 | 374376380381 | 384

HOMIND

IMGPR_plasmid_25455558 14.000001: 293,002-382,507 (+)
ABCF _producer-NCBIFAM TIrC/CarA/OleB/SrmB family ABC-F type ribosomal protection protein (NFO00171.1) (BCCOBHIL_00386)
MFS_efflux_tcmA-NCBIFAM tetracenomycin C efflux MFS transporter (NFO00025.1) (BCCOBHIL_00315)
tet_ MFS_Tcr3-NCBIFAM tetracycline efflix MFS transporter Tcr3 (NFO00009.1) (BCCOBHIL_00318)
‘ Glycine betaine/proline/ectoine/pipecolic acid transporter OusA (BCCOBHIL_00355)
putative HTH-type transcriptional regulator YybR (BCCOBHIL_00327)
‘ ‘ 2-aminomuconic 6- semialdehyde dehydrogenase (BCCOBHIL_00338)
2-hydroxymuconate semlaldehyde hydrolase (BCCOBHIL_( 00320)

Zinc-type alcohol dehydrogenase-like protein (BCCOBHIL_00308) :l p- hydroxyphenylacetate 3-hydroxylase, oxygenase component (BCCOBHIL_00349)
DNA-binding trans‘criptional actiTvator DecR (BCCCBHIL,OO 12) PCP degradation transcriptional activation protein (B¢COBH IL_00346)
HTH-type transcriptional reglator BenM (BCCOBHIL_00313) PCP degradation transcriptional activation protein (BCCOBHIL_00352)

HTH- -type transcrlptlona( regulator GbpR (BCCOBHIL 00330)
HTH-type transcrlptlonal regulator MtrA (BECOBHIL. 00322)
‘ 3- hydroxyanthranllate 34 -dioxygenase (BCCOBHIL 00332)
HTH-type transcriptional regulator DmIR (BCCOBHIL 00309) ‘ ‘ f—rosfomycm re5|stance proteln AbaF (BCCOBHIL_00344)
| ‘ 4-hydroxy-2-oxovalerate aldolase (BCCOBHIL_00335)

Putative non-heme bromoperoxidase BpoC (BCCOBHIL_00298) 4-oxalocrotonate decarboxmse BCCOBHIL_OOS34)

putative cystlne transporter YlJE (E CCOBHIL_OOéll) ‘ ‘ Fosfom‘ycin resistance protein AbaF (BCCOBHIL_00353)

HTH-type transcriptional regulator CdhR ( BCCOBTHL 00302) ‘ ‘ 2-oxopent-4-enoate hydratase (BCCOBHIL_00337) putative MFS-type transporter YhhS (BCCOBHIL_00387)

1S3 family transposase ISPsy24 BCCBBHIL,OOZ%)& Inner membrane protein RclC (BCCOBHIL ()0325 L ‘ retron_type_VI_hth_cluster2_1 (BCCOBHIL,OO376T
) Rut (BCC

Michele_1A hits_grouped (BCCOBHIL_00304) | | J i FMN reductase (NADH BHIL_00350)
Michele_1A_hits_grouped (BCCOBHIL_OO?OS) 2-aminomuconate eamlnase (BCCOBHIL 00333)‘ Tyrosme recombinase XerC (BCCOBHIL_00368)

PtuA1_00001 AAA (BCCOBHIL_00288) Acetaldehyde dehydrogenase (BCCOBHIL_00336) PDC-$39 WP_191556434.1 (BCCOBHIL_00371)
Aga_Nuclease (BCCOBHIL_00292) L Michele_ 2A hits_grouped (BCCOBHIL_00339) 361 Tyrosinerecombinase XerC (BCCOBHIL 00381)
Septu_ PtuB (BCCOBHIL_00289) FarAB (VF0450) (BCCOBHIL 0031 l L |Mycabactin (VF0299) (BCCOBHIL 00345) 359  putative protein (BCCOBHIL_00373)
295 KatA (v¢o4s4)thc BHIL_00328) L 360 | * ProteinUmuC (BCCOBHIL 00377)
29éL | l 324 l  OprD (VF0933) (BCCOBHIL_00341) 357 562365 369 |
291| ]]297 300 308 32 l32 342 34 35 L364 367 375 378 380 382
290 | [294 [|299]301 | 305|307] [310| | 314| 316 319 [| |325| 329331 340 | 343 347| 351 Tésdﬂ\ 65‘366\ 70 | 372374 ]| | 1379 | || 385
AAKKKE

—_—— - L )
IMGPR_plasmid_2523231083_000001: 293,007-385,982 (+)
238 Protein UmuC (NDOGHINJ_00243)

KH-AODD

\MGPR,p\asijQLlé145847000001: 259,898-268,101 (+)
HTH-type transcriptional regulatory protein GabR (EMFDKCFH_00218)
Aerobic C4-dicarboxylate transport proteln (EMFDKCFH_00212)
Hﬂq-type transcrlptlonal activator RhaR (EMFDKCFH_00226)
HTH-type transcrlptlonal regulator YjiE (EMFDKCFH_00210)
FMN- dependent NADH- azoreductase(EMFDKCFH 00220)
| ] retron_type_VI_hth_cluster2_1 (EMFDKCFH_00230)
Oxaloacetate decarboxylase (EMFDKCFH_00213)
dITP/XTP pyrophosphatase (EMFDKCFH_00205)
D(-)-tartrate dehydratase (EMFDKCFH_00211)
Adenosine deaminase (EMFDKCFH_00204)
ThsA1.00003 STALD (EMFDKCFH_00206)
Rst_3HP__Hp1(EMFDKCFH_00214
Rst_3HP_ Hp2 (EMFDKCFH_00215)
UGS,Iarge EMFDKCFH_00227)

209 221 224 Tyrosine recombinase XerC (EMFDKCFH_00234)
207 | 217| 222 225 228
J208 216] |219[[223 T | |22 233 | DNA polymerase IV (EMFDKCFH_00235)

- e I
IMGPR _plasmid_2521172536_000001:210,147-246,690 (+)
HTH-type transcriptional regulatory protein GabR (LGAANAJE_00040)
Aerobic C4-dicarboxylate transport proteln (LGAANAJE_00046)
HTH- -type transcrlptlonal activator RhaR (LGAANAJE_00032)
HTH-type transcriptional regulator YjiE (LGAANAJE 00048)
FMleependent NADH-azoreductase (LGAANAJE_00038)
Oxaloacetate decarboxylase (LGAANAJE_00045)
dITP/XTP pyrophosphatase (LGAANAJE_00053)
D(-)-tartrate dehydratase (LGAANAJE_00047)
Rst_3HP_ Hp1 (LGAANAJE_00044)
Rst 3HP__Hp2 [LGAANAJE_00043)
Adenosine deaminase (LGAANAJE_00054) UG5_large (LGAANAJE_00031)

ThsA1.00003 STALD (LGAANAJE_ 00052) 37
51 49 41| |36 34 30
Tsof 427 | 39|[[35 ]33 29 retron_type_VI_hth_cluster2_1 (LGAANAJE_00028)
- o I
IMGPR _plasmid 2521172641 000002: 22,067-58,610 (-)
HTH-type transcriptional regulatory protein GabR (FOIBBNLB_00218)
Aerobic C4-dicarboxylate transport proteln (FOIBBNLB_00212)
HTH- -type transcrlptlonal activator RhaR (FOIBBNLB_00226)
HTH-type transcriptional regulator YjiE (FOIBBNLB_00210)
FMN-dependent NADH-azoreductase (FOIBBNLB_00220)
Oxaloacetate décarboxylase (FOIBBN LBT_00213)
dITP/XTP pyrophosphatase (FOIBBNLB_00204)
D(-)-tartrate dehydratase (FOIBBNLB_00211)
Adenosine deaminase (?OIBB‘N LB_00203) J
‘ Rst_3HP_Hp1 (FOIBBNLB_00214)

Rst_3HP__Hp2 (FOIBBNLB_00215)
ThsA1_00003 STALD (FOIBBNLB_D0205) UG5_large (FOIBBNLB_00227)

207 221 2244
206209 217 222 22 228 retron_type_VI_hth_cluster2_1 (FOIBBNLB_00230)
208 216] 219[[223 T | 122%

IMGPR p\asmrd 3300012800 _ 000028 209,770-246,313 (+)
[ 30000 nt i
defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)




