cmx_cmrA-NCBIFAM Cmx/CmrA fam||y chloramphenicol efflux MFS transporter (NFO33135.1) (OOAHIEIE_00239)
3-phenylpropionate- dlhydrodlol/cmnamlc acid-dihydrodiol dehydrogenase
PCP degradation transcrlpt|onal act|vat|on protein (OOAHIEIE_00233)
3- methylmercaptoproplonyl -CoA dehydrogenase (OOAHIEIE_00231)
Fatty acid oxidation complex subunit alpha (OOAHIEIE_00232)
HTH- -type transcriptional regulator CynR (OOAHIEIE_00254)
l HTH-type transcr|pt|onal regulator CynR (OOAHIEIE_00257)
HTH-type transcriptional regulator GItC (OOAHIEIE_00238)
Fumarate reductase flavoprotein subunit (OOAHIEIE_00256)
C4-dicarboxylate transport protein ZTOOAHIEIE_OOZSZ)
Long-chain-alcohol dehydrogenase 1 lOOAHIEIE_00230)
153 family transposase ISPpu22 (OGAHIEIE_00223)
Putafive alkyl/a rlyl-lsulfaltase chSl(C)OAHI EIE_00234)
Inner membrane protein YidH (OOAHIEIE_00236)
Blue-light photoreceptor (OOAHIEIE 00219)
lST»ketodcyI-CoA thilolasel(OOV-\HIEIE_bOZZS) Acetylornithine/succinyldiaminopimelate aminotransferase (OOAHIEIE_00262)
ymA operon (VF0840) (OOAHIEIE,OOZM)FL |
DrmC_00006 DrmC (OOAHIEIE_00224) Putative isomerase YbhH (OOAHIEIE_00253)
Aconitate isomerase (OOAHIEIE‘_(%?%)& (l
l J: l J Citrate transporter(ObAHlEl 0251)
adE29 (V 084

putatlve proteln (OOAHIEIlE

(OOAHIEIE 00240TLeucme responswe regulatory protein (OOAHIEIE_00263)

00237) L-asparagine | permease 2 (OCAHIEIE_00259)

JT | J OprE (VF0932) (OOAHIEIE_00250) | |

221 olE (OOAHlEIE 002 3l l l [Thymidylate kinase (OOAHIEIE_00264)

218 ||226 | 247 putative protein (OOAHIEIE 00258)

Lézz 25 242245 249 | 261 | 265

20] || 227 22 235 | 244|249 | 255 260 []266 Acetolactate synthase (OOAHIEIE_00267)
D « PAAAD KD

1 U] -
IMGPR_plasmid_2524614516_000002: 232,568-287,447 (+)
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (NDOGHINJ_00028)
Acetylornithine/succinyldiaminopimelate aminotransferase (NDOGHINJ_00006)
PCP degradation transcriptional activation protein (NDOGHINJ_00034)
3-methylmercaptopropionyl-CoA dehydrogenase (NDOGHINJ_00036)
Fatty acid oxidation complex subunit alpha (NDOGHINJ_00035)
HTH- -type transcriptional regulator CynR (NDOGHINJ_00014)
l HTH- typetranscnptlonal regulator CynR ( (NDOGHINJ_00011)
riptional regulator GItC (NDOGHINJ,OOO29)
l l l Fumarate reductaseflavoprotein subunit (NDOGHINJ_00012)
Long-chain-alcohol dehydrogenase 1 (NDOGHINJ_00037) T
T l l C4‘d‘|carbo><ylatetransportprote|n2 NDOGHINJ_00016)
1S30 family transposase 1SPa37 (NDOGHINJ_00042)
Putatlve aIkyI/aryI sulfatase chSlNDOGHINJ 00033)
Inner membrane proteln ein YidH (NDOGHINJ _00031)
l J l l l l l l Putative isomerase YbhH
3-ketoacyl-CoA thiolase (NDOGHINJ_00039)
|MymA operon (VF0840) (NDOGHINJ_00026)
DrmC_00006 DrmC (NDOGHINJ_00043) Leucine-| responsive regul
Aconitate isomerase (NDOGHINJ_00022) L
l Crtratetransporter(NDOGHINJ_ 0017)
FadE29 (VFO845 (NDOGHINJ 00027) | | l |
putative prdteln(NDOGHINJ 000: O) L- as paragine permease 2 (NDOGHINJ_00009)
| T | | OprE (VF0932) (NDOGHINJ_00018) | |

HTH-type transc

(NDOGHINJ_00015

latory protein (NDOGHINJ_00005)

Dpd_| FoIE(NDOGHINJ_OHOMl || Thymldylatekinase(NDOGHINJ_OOOO4)
41 21 19putativeprotein(NDOGHINJ_00610)
44 l4o 38 : [|3 2 Acetolactate synthase (NDOGHINJ_00001)

s |
POID

o
¢

]
lMGPR,plasmld,25246145847000001: 55-54,583 (-)
cmx_cmrA-NCBIFAM Cmx/CmrA famlly chloramphenicol efflux MFS transporter (NFO33135.1) (KOIOBCND_00239)
PCP degradation transcr|pt|ona| activation protein (KOIOBCND_00233)
3- methylmercaptoprop|ony| CoAdehydrogenase(KOIOBCND 00231)
Fatty acid oxidation complex subunit alpha (KOIOBCND_00232)

HTH-type transcriptional regulator GItC (KOIOBCND_00238)
Long-chain-alcohol dehydrogenase 1 (KOIOBCND_00230)
1530 family transposase 1SPa37 (KOIOBCND_00225)
Putative alkyl/aryl-sulfatase YjcS (KOIOBCND_00234)
Inner membrane proteln Yldl-l KOIOBCND _00236)
3-ketoacyl-CoA thiolase (KoIoBCND_oozzs)
MymA operon (VF0840) (KOIOBCND_00241)
DrmC_00006 DrmC (KOIOBCND_00224)
| | FadE29 (VF0845] (KOIOBCND_00240)
226 putative protein (KOIOBEND_00237)
227229 | | | P35 | | | | 242

2320 | | | ||13] | T |87 |
AADAAD-OHET

223

lMGPijlasmld,2523533506,0000&%,341—257.2% (+)
cmx_cmrA-NCBIFAM Cmx/CmrA fam||y chloramphenicol efflux MFS transporter (NFO33135.1) (FHKOCMDE_00004)
PCP degradation transcrlpt|onal act|vat|on protein (FHKOCMDE_00010)
3- methylmercaptoproplonyl -CoA dehydrogenase(FHKOCMDE 00012)
Fatty acid oxidation complex subunit alpha (FHKOCMDE_00011)
HTH-type transcr|pt|onal regulator GltC (FHKOCMDE_00005)
Long-chain-alcohol dehydrogenase 1 lFHKOCMDE,OOOlS)
1S30 famlly transposase ISPa37 (FHKOCMDE_00018)
Putatlve aIkyI/aryI sulfatase YJCS (FHKOCMDE 00009)
Inner membrane prote|n ein YidH' FHKOCMDE _00007)
3-ketoacyl-CoA thiolase (FHKOCMDE_OOOiS
MymA operon (VF0840) (FHKOCMDE_00002)
DrmC_00006 DrmC (FHKOCMDE_00019)
| | FadE29 (VF0845) (FHKOCMDE_00003)
17 putatlve protem FHKdCTADE_OOOOé)
20)| Ja6 14 | [| [8T]]]]1
1 I ———
IMGPR_plasmid_2526164530_000004: 1,080-26,035 (-)
efflux_OM_AdeC-NCBIFAM multidrug efflux RND transporter AdeABC outer membrane channel subunit AdeC (NFO33142.1) (KLLFHNJG_00264)
RND_adapt_MexA-NCBIFAM multidrug efflux RND transpE’ter periplasmic adaptor subunit MexA (NFO33834.1) (KLLFHNJG_00266)
RND_perm_OgxB-NCBIFAM multidrug efflux RND transporter pErmease subunit OgxB (NFO00037.1) (KLLFHNJG_00265)
4-hydroxyphenylacetate 3- monooxygenase reductase component onent (KLLFHNJG_00255)
p-hydroxyphenylacetate 3-hydroxylase, oxygenase componenthLLFHNJG 00254)
5- methylth|oadenosrne/$ adenosylhomocystelne deaminase (KLLFHNJG_00271)
PCP degradation transcriptional activation protein (KLLFl—lNJC d0251) cmx_cmrA-NCBIFAM Cmx/CmrA family chIoramphemcoI efflux MFS transporter (NFO33135.1) (KLLFHNJG_00304)
PCP degradation transcrlpt|onal activation proteln (KLLFHNJG_00257) PCP degradation transcriptional activation proteln (KLLFHNJG_00298)
Gluconate 2-dehydrogenase cytochrome c subunit ( (KLLFHNJG_00230) l l l 3-methylmercaptopropionyl-CoA dehydrogenase (KLLFHNJG_00296)
L HTH-type transcriptional regulator NimR (KLLFHNJG_00274) l
2-aminomuconic 6-semialdehyde dehydrogenase (KLLFHNJG_00243) l l l Fatty acid oxidation complex subunit alpha (KLLFHNJG_00297)
l HTH- -type transcr|pt|ona| regulator YidZ (KLLFHNJG_00269) AcetWol'n|th|ne/succmyld|am|n0p|me|ate aminotransferase (KLLFHNJG_00327)
HTH-type transcriptional regulator Gpr(KLLFHNJ6700234) HTH- type transcr|pt|onal regulator BenM (KLLFHNJG_00277) HTH -type transcriptional regulator CynR( (KLLFHNJG_00319)
HTH- -type transcr|pt|ona| regulator SrpR KLLFHNJG_00268) HTH -type transcriptional regulator CynR (KLLFI—lNJG 00322)
HTH-type transcriptional regulator $rpS lKLLFHNJG 00267) HTH-type transcriptional regulator GItC (KLLFHNJG_00303)
HTH-type ranscrlptronal regulator SrpS KTLLFHNJG 00263) l l l Fumarate reductase ﬂavoprotein subunit (KLLFHNJG_00321)
3-hydroxyanthranilate 3, d|oxygenase(KLLFHNJG 00237l l Long-chain-alcohol dehydrogenase (KLLFHNJG 00295) l l l
Fosfomycm resistance proteln AbaF l(LL —L l é C4- d|carb0xy|ate transport proteln 2 (KLLFHNJG 00317)
l osfomycm resistance proteln AbaF ) 1S3 family transposase ISPpu22 (KLLFHNJ

J ,l)0288) Leucine-responsive regulatory proteln (KLLFI—lNJG 00328)
NAD-dependent protein deacylase (KLLFHNJG_00227) | A 1530 family transposase 1SPa37 (KLLFHNJG_00290) Acetolactate synthase, catabolic (KLLFHNJG_00332)
4-hydroxy-2-oxovalerate aldolase (KLLFHNJG_0024! (
lator PgrR (KLLFHNJG_00270)Inner membrane protein YidH (KLLFHNJG_00301)

Putative alkyl/aryl-sulfatase YjcS (KLLFHNJG_00299)

4- oxalocrotonate decarpoxWase (lKLLFHNJG l00239

retron_type_VI_hth_cluster2_1 (KLLFHNJG_00225) (L | | L | | T(L J 3-ketoacyl-CoA thiolase (KLLFHNJG_00293) Putative isomerase YbhH (KLLFHNJG_00318)
2- oxopent -4-enoate l1ydratase(I(LLFHNJG 0242) NADPH:quinone oxidoreductase MdaB (KLLFHNJG_00276) l lernAl operpn (VF0840) (KLLFHNJG_00308)
Fosfomycin resistance protein AbaF (KLLFHNJG_00278) Aconitate isomerase (KLLFHNJG_00

2-aminomuconate deaminase (KLLFHNJG_00238) | i bepranepier uc.0027 LEJ )
rmC_00006 Drm¢ (KLLFHNJG_00289) i

Acetaldehyde dehydrogenase (KLLFHNJG 00241)
Tyrosine recombinase XerC ( KLLFITNJG _00222) L (l 3-dehydroquinatedehydratase(KLLFHNJG_OO279 l FladE29
NJG_00244;

llHNJG _00249) l l

KLLFHNJG_0025

HTH-type transcriptional regu

L |
Citrate traTnsporter(KIl_Ll-‘l-lNJ _00316)
(KLLFHNJG_00305) | | | | |

ook

Mlchele 2A hifs_ grouped (KLLF! 2-nitroimldaiole transporter(K[LFHNJG,OOZVS‘) putatlve prote|n(KLIl_Fl-lWJ(3700302) L»asparagine permease 2 (KLLFHNJG_00324)
L | Mycobactin (VF0299) ( KLLl—'HNJG _00250) | L-arabinolactonase (KLLFHNJG_00273) ld OprE (VF0932) (KLLFHNJG_00315)
Cytochrome b561 (KLLF| NJG_00233) Transcrlphonal regulator Kng(KLLlfHI\lJG ob: 2607 281 Dpd__ oIlE(l(LLFHl\UG_OOSdE&)l u l l
KatA vrf0454 (KLLFHNJG obéaz)L Michele_3A_hits_grouped (KLLFHNJG_00259) 4284 312 l Thyml lylate kinase (KLLFHNJG_00329)
223 Oprb (VF093 )(KLLFl—lNJG 00246) L 82 310) putative protein (KLLFHNJG_00323)
224 lzzé 247 Lzséi 61 283286 291 309| 314 | 326 | ‘330
2211|1226 [ 23 245\’248 52| 256 | 262 80([285 287 ||| 292 29: 300 307|319 | 320 325 [1]331
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lMGPR_plasmld_2521172669_000001: 232,569—353,?12 (+)
efflux. OM_AdeC-NCBIFAM multidrug efflux RND transporter AdeABC outer membrane channel subunit AdeC (NFO33142.1) (CJOGGMEI_00068)
RND_adapt_MexA-NCBIFAM multidrug efflux RND transpﬁter periplasmic adaptor subunit MexA (NF033834.1) (CJOGGMEI_00066)
RND_perm_OgxB-NCBIFAM multidrug efflux RND transporter permease subunit OgxB (NFO00037.1) (CJOGGMEI_00067)
4-hydroxyphenylacetate 3- monooxygenase | reductase component (CJOGGMEI 00077)
p-hydroxyphenylacetate 3-hydroxylase, oxygenase component (CJdGGMEI _00078)
54 metmlthwadenosme/s adenosylhomocystelne deaminase (CJOGGMEI_00061)

PCP degradation transcriptional actlvat|on protein (CJOGGMlEI 00081) cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (CJOGGMEI_00028)
PCP degradation transcrrptlronal activation proteln CJOGGMEI 0075) PCP degradation transcriptional activation pr(;tein (CJOGGMEI_00034)
Gluconate 2-dehydrogenase cytochrome c subunit CJOCGMEI 60101 l l l 3-methylmercaptopropionyl-CoA dehya'ogenase (CJOGGMEI_OOOSé)
l l HTH-type transcriptional regulator NimR (CJOGGME|_00058) l l
2-aminomuconic 6-semialdehyde dehydrogenase (C OGGM 1_.00089) l l l Fatty acid oxidation complex ‘5u£u‘n|t alpha (CJOGGMEI 00035)
HTH- type transcr|pt|ona| regulator YidZ (CJOGGMEI_00063) Acetylorn|th|ne/succmyld|am|nop|me|ate aminotransferase (CJOGGMEI_00006)
HTH-type transcriptional regulator GbpR (CJOGGMEI_ 00‘?7) HTH- type transcrlptronal regulator BenM (CJOGGMEI_00055)
HTH-type transcr|pt|ona| regulator 'SrpR (CJOGGMEI_00064) HTH-type transcriptional regulator CynR (CJOGGMEI_00014)
ll—lTH type transcr|pt|ona| regulator PgrR (ClOGGMEI_OOOéZ) HTH- -type transcriptional regﬁlator CynR (CJOGGMEI_OOOM)
Iregulator SrpS (CJOGGMEI 00069) HTH-type transcriptional regulator GItC (CJOGGMEI_ 00029) —1;
3-hydroxyanthranilate 3,4-dioxygenase (CJOGGMEI,OOO95)J NADPH: qumone ' oxidoreductase MdaB (CJOGGMEI_00056) Fumarate reductase flavoprotem subunit (CJOGGMEI_00012)
Fosfomycin resistance protein AbaF (C OGGMEI_00083) L (l) l}J C4-dicarboxylate transport protein 2 (CJOGGMEI_00016)
J l l-‘osfomycm resistance proteln AbaF C.lOG M Long-chain-alcohol dehydrogenase (CJOGG‘MEI _00037) l l l
NAD- dependent prote|n eacylase (CJOGGMEI 00104& L 1S3 family transposase ISPpu22 (CJOCTGMEl_OOO44) ‘ Leucine-responsive regulatory protein (CJOGGMEI_00005)
092)

HTH-type transcriptional

4- hydroxy 2-oxovalerate aldolase (CJOGGMEI Ol 1530 familytransposaseTISPa37 CJOGGMEI_00042) Acetolactate synthase catabolic (CJOGGMEL 00001)

4- oxalocrotonate decarboxylase (CJOGGMEI' 00093) Putatlve aIkyI/aryI sullatase chS CJOGGMEI _00033)
retron_type_V|_hth_cluster2_1 (CJOGGMEI_00106) LH -type transcriptional regulator SrpS (CJOGGMEI_00065)  Inner membrane protein YidH (CJOGGMEI_00031)
2- oxopent -4-enoate l\ydratase (CJOGGMEI OOt)O) l I l l l l 3-ketoacyl- -CoA'thiolase (tJbGGMEI_OOO3¢) Putative isomerase YbhH (CJOGGMEI_00015)
2-aminomuconate deaminase (6JOGGMEI_OOO94 l osfomycin resistance protein AbaF (CJOGGMEI_006§4lMlymlAlopleron (VF0840) (CJOGGMEI_OOdZZ)L l
Acetaldehyde dehydrogenase (CJOGGMEI_00091) 3-dehydroquinate dehydratase (CJOGGMELooo&ts)L | u Aconitate isomerase (CJOGGME|_00022)
Tyrosine recombinase XerC (CJOCEMELOOIO‘?) l l (L l Hl l l l lDrr‘nE,OOOOé Drm¢ (EJOGGMEI_00043 g l Citrate transporter CJOGCMEI 0017)
Michele 2A hits_grouped (CJOGGMEI 00088 2-nitroimidazole transporter (CJOGGMEI00057) | Fadtéf; VF0845) (CJOGGMEI 00027] | | | | |

(LMycobactm (VF0299) (CJOGGMEI_00082)| L arabinolactonase (CJOGGMEI_00059) putative protein (CJOGGMEI_00030) L-asparagine permease 2 (CJOGGMEI_00009)
Cytochrome b561 CJOG EI_00098) Transcrlptlonal regulator KdgR (s (CJOGGMEI 00072) 51 lTl lo‘pr‘E (VF0932) (CJO‘GGMELOO‘OiS)
KatA' (VFO454 (CJécGMEI oot)99)l3 Michele_2A_hits_grouped (CJOGGMEI_00073) L48 Dpd_FolE (CJOGGMEI_00025) l l
108J7 103 OprD [VF0933) (CJOGGMEI 00086) ] 21 Thymldylate kinase (CJOGGME]_00004)
10 Fbé 85 79 L 71 49 46 41 23| 19 putative protein (CJOGGMEI_00010)
110| | 105 [100 | [96 87| 84| | [80] 76 70 60 2[147[45 ||| T40 |38 3 241207 | | | |[[18] | T |87 | [PB2
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IMGPR plasmld 2541&16952 _000001:115-121 O4lﬂ
efflux OM_AdeC-NCBIFAM multidrug efflux RND transporter AdeABC outer membrane channel subunit AdeC (NFO033142.1) (FBPPHBOC_00265)
RND_adapt_MexA-NCBIFAM multidrug efflux RND transporter perrplasmrc adaptor subunit MexA (NFO33834.1) (FBPPHBOC_00267)
RND_perm_OgxB-NCBIFAM multidrug efflux RNDtransporter permease subunit OgxB (NFO00037.1) (FBPPHBOC_00266)
4-hydroxyphenylacetate 3- monooxygenase ! reductase component nent (FBPPHBOC_00256)
p-hydroxyphenylacetate 3-hydroxylase, oxygenase component (l:BPPHBOC 00255)
5- methylthloadenosrne/§ adenosylhomocystelne deaminase (FBPPHBOC_00272)

PCP degradation transcriptional actrvatron protein ( FBPPl—leC 00252 cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (FBPPHBOC_00305)
PCP degradation transcnptronal activation prote|n (FBPPHBOC 0258)
Gluconate 2-dehydrogenase cytochrome c subunit (FBPPHBOC_00232)

2-aminomuconicé-semialdehyde dehydrogenase (FBPPHBO‘C,OO244)

PCP degradation transcriptional activation protein (FBPPHBOC_00299)
3-methylmercaptopropionyl-CoA dehydTrogenase (FBPPHBOC_00297)
| | | HTH-type transcriptional regulator NimR (FBPPHBOC_00275)
HTH-type transcriptional regulator YidZ (FBPPHBOC_00270)
HTH-type transcriptional regulator GbpR (FBPPHBOC 0236) l l l l Fatty acid oxidation complex subunit alpha (FBPPHBOC_00298)
HTH- type transcriptional regulator SrpR (FBPPHBOC_00269) Acetyﬁrln|th|ne/succmy|d|am|noplmelate aminotransferase (FBPPHBOC 00328)
HTH- type transcr|pt|onal regulator SrpS l:BPPHBOC 00268)

HTH- -type transcriptional regulator CynR (FBPPHBOC_00320)
l TH -type transcrrptronal regulator PgrR (FBPPHBOC_00271)

l—lTH -type transcriptional regulator CynR (FBPPHBOC_00323)
HTH-type transcrrpt|ona| regulator SrpS lFBljaHlBOC 00264) HTH-type transcriptional regulator GItC (FBPPHBOC 00304)
3-hydroxyanthranilate 34 d|oxygenase (FBPPHBOC _ 00238) l HTH- type transcr|pt|ona| regulator BenM (FBPPHBOC_00278) l l l Cé-c d|carboxy|ate transport protem 2 (FBPPHBOC_00318)
Fosfomycm resistance prote|nAbaF(FBP HBOC_00250) l l l(U l 4 Long-chain-alcohol dehydrogenase 1 ( (FBPPHBOC_00296) l l L}
J l Fosfomycm Fesistance proteln AbaF (FEPPHBOC_00259)1S family transposase ISPpu22 (FBPPHBOC_00289) lFumarate reductaseflavoprotem subunlt(FBPPH 0C_00322)
NAD-dependent protein eacylase(FBl’PHBOC 00229)

1530 tamily transposase 1SPa37 (FBPPHBOC_00291) LLeucme responsive regulatory protein (FBPPHBOC_00329)
4-hydroxy-2-oxovalerate aIdoIase(FBPPHBOC_0024 ) Putatlve alkyl/aryl- sultatase YjcS (FBPPHBOC_00300)
4- oxalocrotonate decarboxylase (FBPPHBOC' 002210) Inner membrane prote|n ein YidH (l—'BPPHBOC 00302)
retron_type_! VI hth cluster2 l(lEBPPHBOC 00227 L 3-ketoacyl- -CoA thlolase(l-'BlDPl—lBOC,00294) Putative isomerase YbhH
2- oxopent -4- enoate hydratase FBPPHBOC 0243) DPH:quinone oxidoreductase MdaB (FBPPHBOC 00277) LM‘ym‘Alopleron (VF0840) (FBPPHBOC,OO?O%‘
2-aminomuconate deaminase (EBPPHBOC_OOB‘)l 4 l l ‘i Aconitate isomerase (FBPPHBOC_00312
) l l lu l l l 00290) Citrate transporter (FEPPHBOC_00317)
Tyrosine recombinase XerlC(FlBll:’PﬁBdC_OO224) l L 3- dehy roqumate dehydratase FBPPHBOC 00280)l Fadl529(
MicheleLZALnltlsgrouped (FBPPHBOC_00245) putatlve proteln FBFlPl—l§0C 00303)L- asparaglne permease 2 (FBPPHBO
(IBPPHLO

(FBPPHBOC_00319)
N

>

C_00325)

Fosfomycin resistance protein AbaF (FBPPHBOC_00279
Acetaldehyde dehydrogenase (FBPPHBOC_0024 ldrmc 00006 DrmC (FBPPHBOC 'l
0845) (FBPPHBOC 00305 l l l l l
2-nitroimidazole transporter FBPPHBOC 00276)
J Mycobactin (VF0299) (FBPPHBOC_00251)| L-arabinolactonase (FBPPHBOC_00274) OprE ( VF0932 (FBPPHBOC_00316)
b

oo L

Cytochrome b561 (FBPPHBOC 00235) Transcriptional regulator KdgR (FBPPHBOC 100261) 282 IE(#BPPHBOC 00309} | | | |
KatA vrb454) FBE#HBdc ooéd4i Michele_2A_hits_grouped (FBPlﬁHBOC '00260) 4285 313 l Thymldylate kinase C_00330)
ézsl 23 \/Fo¢3 (FBPPHBOC 00247) 83 311] putatlveprotem(FBPPHBOC 00324)
248 LZSll 62 284287 292 310| 315 l 327 | 331
246\249 53| 257 81([286 288 | || 29329 301] 308])| 1314 | 321 326 |1]332
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IMGPR plasmld 25235-33501 000001-232 6?9—352740( +)
efflux OM_AdeC-NCBIFAM multidrug efflux RND transporter AdeABC outer membrane channel subunit AdeC (NFO33142.1) (OEJBONIL_00267)
RND_adapt_MexA-NCBIFAM multidrug efflux RNDtransporter per|p|asm|c adaptor subunit MexA (NFO33834.1) (OEJBONIL_00269)
RND_perm_OgxB-NCBIFAM multidrug efflux RNDtransporter permease subunit OgxB (NFO00037.1) (OEJBONIL_00268)
4-hydroxyphenylacetate 3- monooxygenase reductase component (OEJBONIL 00258)
p-hydroxyphenylacetate 3-hydroxylase, oxygenase component lOEJBONIL 00257)
5- methylth|oadenosme/$ adenosylhomocystelne deaminase (OEJBONIL_00274)
PCP degradation transcriptional act|vat|0n protein (OEJBONlL,O‘OZS4)
PCP degradation transcnptlonal act|vat|on proteln dEJBONIL_ 0260)
Gluconate 2- dehydrogenase cytochrome c subunit ({ OEJBO NIL &)234
2-aminomuconic 6- -semialdehyde dehydrogenase (OEJBONIl_ 00246)
HTH- -type transcriptiona
HTH-type transcriptional regulator GbpR (OEJBONIL_O! 238l l l
| HTH-type transcriptional regulator SrpS (OEJBONIL_00266)
3-hydroxyanthranilate 3,4-dioxygenase (OEJBONIL_00240) L
Foéforrlycin resistance proteinAan(b JBONIL_00252)
J l l:osfomycirWesistlancle proteln AbaFlOlEJBONIL 00261)
NAD-dependent protein deacylase (OE‘JBONIL,00231) l HTH- type transcr|pt|onal regulator SrpS OEJBONIL_00270)
4- hydroxy Bl oxovalerate aldolase (OEJBONIL_00243) L HTH- type transcrrptlonal regulator NimR (OEJBONIL_00277)
4- oxalocrotonate decarboxylase (OEJBONIL 00242 l-lT ype transcrrpt|ona| regulator Srp§ OEJBONIL_00271)
retron_type_! VI hth cluster2 l(OlEJBONIL 00229) A l HTH- type transcr|pt|onal regulator PgrR(OEJBONIL 00273)
2- oxopent -4-enoate hydratase (OEJBONIL_00245) HTH- type transdnptlonal regulator BenM (OEJBONIL_00280)

| regulator YidZ (OEJBONIL_00272)

2-aminomuconate deamlnase (OEJBONIL 00241)L L NADPH:q qumone OX|doreductase MdaB (OEJBONIL_00279)
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