efflux. OM_AdeC-NCBIFAM multidrug efflux RND transporter AdeABC outer membrane channel subunit AdeC (NFO33142.1) (MNHOMBEP_00217)
CfrAB-NCBIFAM Cfr family 23S rRNA (adenine(2503)-C(8))-methyltransferase (NF000424 4) (MNHOMBEP_00187)
High-affinity branched-chain amino acid transport system permease proteln LivH (MNHOMBEP_00210)
High-affinity branched-chain amino acid transport ATP-b blndlng protein ler—‘ (MNHOMBEP_00208)

Manganese-dependent 2,3- dlhydroxyblphenyl 1 2- dloxygenase (MNHOMBEP 00206) sn-glycerol-3-phosphate import ATP-binding protein UgpC (MNHOMBEP_00246)
NAD/NADP-dependent betaine aldehyde dehydrogenase (MNHOMBEP_ 00203) sn-glycerol-3-phosphate import ATP-binding protein UgpC (MNHOMBEP_00245)
Inner membrane amino-acid ABC transporter permease proteln YhdY ( MNHOMBEP 00192) putative multidrug ABC transporter permease YbhS (MNHOMBEP_00236)
2-iminobutanoate/2- |m|nopropanoate deamlnase (MNHOMBEP 00205) L-arabinose transport system permease protein AraP (MNHOMBEP_00247)

P hydroxybenzom acid efflux pump subunit AaeA (MNHOMBEP_00218) ‘
‘ p- hydroxybenzmc acid efflux’ pump subunit AaeB (MNHOMBEP._ 00220)
RP-like cAMP-activated global transcriptional regulator (MNHOMBEP_OOZOQ Transcrlptlonal regulatory protein OmpR (MNHOMBEP_00234;
‘ Putative reactive intermediate deaminase TdcF (IV‘INHOMBEP,OOZOé‘l) ‘ ‘ HTH-type transcr%tiona‘l regulator Betl (MNHC)MB P_00239)
Glutamate/aspartate import permease protein GltJ (MNHOMBEP.00191)  COG0640 Csa3_1_CAS-I-1I-111-IV-V-VI (MNHOMBEP' 00224)

Vitamin B12 import ATP-binding protéin BtuD (MNHOMBEP_00209) TNADPH-dependentcu‘rcumin reductase (MNHOMBEP_00240)
Glutamyl-tRNA(GIn) amidotransferase subunit A(MNHOMBEP 00207)  ABC-type heme transporter (VF0739) (MNHOMBEP.00237)
4-carboxy-4- ydroxy 2- oxoadlpate aIdoIase(MNHOMBEp 00188) 7-carboxy»7-deaiaéuantne synthase (MNHOMBEFS OOZQ?T
HTH-type transcrlptlonal regulator MetR (MNHOMBEP_00194) ‘ ‘ ‘ Protein/nucleic acid deglycase HchA (MNHOMBEP_00241)

‘ A‘cetola‘ctate‘synthase Iarge‘suhbunit‘( NHOMBEP_00215) Trehalose- recycllng ABC transporter(VFO842) (MNHOMBEP_00248)
PDC-502_WP_014408698.1 (MNHOMBEP_00199) | Transcriptional regulator SlyA (MNHOMBEP_00221) \

Michele_18_hits grouped MNHOMBEP_00189) L i \ \ L
Error-prone DNA polymerase (MNHOMBE 0196) \ \ \ \ AdeFGH efflux pump (VF0504) (MNHOMBEP_00235)
‘ ‘ Lysme specmcpermease MNHOMBEP 002 N-ethylmaleimide r‘eddc‘tase(MNHOMBEﬁdZZﬂ J ‘
Epoxide hydrolase A (MNHOMBEP_00185) # RiiNEN Protein AaeX (MNHOMBEP_00319) Cyclic di-GMP phosphodiesterase (MNHOMBEP_00242)
PEB1 VF6327 MNHOMBEP 00190) ranscriptional repressor IcIR (MNHOMBEP_00212) ‘ 227 Glycerol-3-phosphate dehydrogenase 2 (MNHOMBEP_00243)
3)

L Inner membrane protein deF (MNHOMBEP'_00225)
0)

181 FbpABC ( \)FOﬁZ (MNHOMBEP_001 J Michele 2A _hits_grouped (MNHOMBEP._ 0‘02‘13)‘ 528 Glycerol-3-phosphate regulon repressor (MNHOMBEP_00244)
182 Pro%rmmus MNHOMBEP_00197) tRNA-Asp(gtc) [229 231 247 249
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\MGPRip\asm‘rd73300045 5367000120: 213,;32—282,928 (+)
efflux. OM_AdeC-NCBIFAM multidrug efflux RND transporter AdeABC outer membrane channel subunit AdeC (NFO33142.1) (ADCDPBKJ_00035)
High-affinity branched-chain amino acid transport system permease [Tr"otein LivH (ADCDPBKJ_00042)
High-affinity branched-chain amino acid transport ATPTbinding protein LivF (ADCDPBKJ_00044)

Inner membrane amino- acnd ABC transporter permease protein YhdY ADCDPBKJ 00060)4 sn-glycerol-3-phosphate import ATP-| blndlng protein UgpC (ADCDPBKJ_00006)
Manganese dependent 2,3- dlhydroxyblphenyl 21 dloxygenase (ADCDPBKJ_00046) sn-glycerol-3-phosphate import ATP-| blndlng protein UgpC (ADCDPBKJ_00007)
NAD/NADP- -dependent betaine aldehyde dehydrogenase (ADCDPBKJ 00049) L-arabinose transport system permease protein AraP (ADCDPBKJ_00005)

CRP-like cAMP-activated global transcrlptlona| reguiator ADCDPBKJ,OOOSO) putative multidrug ABC transporter permease YbhS (ADCDPBK)_00016)
‘ p hydroxyben20|c acid efflux pump subunit AaeA (ADCDPBKJ,00034)T ‘

2-iminobutanoate/2- |m|nopropanoate deamlnase (ADCDPBKJ 000473( Trehalose-recycling ABC transporter (VF0842) (ADCDPBKJ_00004)
‘ ‘ J p- hydroxybenzmc acid efflux pump subunit AaeB (ADCDPBKJ_| 00032
Putative reactive intermediate eamlnasercF(ADCDPBKJ_OOO48) Transcrlptlonal regulatory protein OmpR (ADCDPBKJ_00018)
‘ Glutamyl- tRNA(GIn)amlddtranéferase subu‘nltA(ADCDPBKJ700045)‘ HTH»typetranscﬁption‘aIregulator Betl (ADCDP KJ_00013)
Glutamate/aspartate |mport permease protein GltJ (ADCDPBKJ (50061 COG0640 Cs‘a3L1,CAS—I-II-III—IV-V—VI (ADCDPBKJ,‘OOOZ(J
4-carboxy-4-hydroxy-2-oxoadipate aldolase (ADCDPBKJ00064) \ d | NADPH-dependent curcumin reductase (ADCDPBKJ_00012)
‘ ‘ Vitamin BlZlmportATP bmdmg protein BtuD (ADCDPBK. 00043) ABC-type heme transporter(VFO73—5) (ADCDPBKJ_OObiS)
HTH-type transcriptional regulator MetR(ADCDPBKJ 00058) ‘ ‘T ‘ 7-carboxy-7- deazaguanlne synthase (ADCDPBKJ 00029)T ‘ ‘ ‘
‘ ‘ Acetolactate synthaselarge subunit (ADCDPBKJ_00037) Glycerol -3-phosphate regulon repressor (ADCDPBKJ_00008)
PDC-502 WP_014408698.1 (ADCDPBKJ_00053) | Transcriptional regulator SlyA (ADCDPBKJ_00031) | | }
Michele_1B_hits_grouped ( ADCDPBKJ .00063)  Transcriptional repressor IcR (ADCDPBK)_00040) | Protein/nucleic acid deglycase HchA (ADCDPBKJ_00011)
Error- prone DNA polymerase (ADCDPBKJ 00056) ‘ Inner membrane' protem YjdF (ADCDPBKJ 00027 ‘
| J | Lysine-specific permease ( AbCDPBKJ _00052) | | | |AdeFGH efflux pump (VF0504) (ADCDPBK) 00017
FbpABC (VF0272) (ADCDPBKJ_00059) \ | N-ethylmaleimide reductase (ADCDPBKJ_D0025) L | E
PEB1(VF0327)' AchFBKJ _00062) L c ele A_hits_grouped (ADCDPBKJ_00039) | | | T 23 Cyclic di-GMP phosphodiesterase (ADCDPEKJ_00010)
‘ ‘ —‘7 rotein ImuB (ADCDPB Protein AaeX (ADCDPBKJ_00033) 22 Glycerol-3-phosphate dehydrogenase? 'ADCDPBKJ_00009)
| \3,7\3,5HH\2,9\\\\2:%2,1201,9\\ HBHHTHH@!
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\MGPR,p\asmid733000452047000135: 113»%9,909 (=)
efflux_ OM_AdeC-NCBIFAM multidrug efflux RND transporter AdeABC outer membrane channel subunit AdeC (NFO33142.1) (DEPJOKBI_00218)
High-affinity branched-chain amino acid transport system permease p%tein LivH (DEPJOKBI_00210)
High-affinity branched-chain amino acid transport ATFblndlng protein LivF (DEPJOKBI_00208)
Inner membrane amino- aud ABC transporter permease protein YhdY (DEPJOKBI 00192)
Manganese dependent 2,3- dlhydroxyblphenyl A2 dloxygenase (DEPJOKBI_00206)
CRP-like cAMP activated global transcriptional regulator(bEPJOKBI 00202)4)
NAD/NADP- -dependent betaine aIdehyde dehydrogenase (DEPJOKBI_00203) putative multidrug ABC transporter permease YbhS (DEPJOKBI_00237)
p hydroxybenzom acid efflux pump subunit AaeA (DEPJOKBI_00219)
‘ p-| hydroxybenzolc acid efflux pump subunit AaeB (DEPJOKBI_ 00221)
2-iminobutanoate/2-| |m|nopropanoate deamlnase(DEPJOKBI 00205) l'I'ra\nscrlpt|ona| regulatory proteln OmpR(DEPJOKBI _00235)

Putatlve reactive intermediate deaminase Tch DEPJOKBI 00204)‘ HTH-type transcrlptlonal regulator Betl (DEPJOKBI_00240)
Glutamate/aspartate import permease protein GltJ (DEPJOKBI_00191) \ COG0640 Csa3_1_CAS-I-II-1l1-IV-V-VI (DEPJOKBI_00227)
Glutamyl-tRNA(GIn) amidotransferase subunit A (DEPJOKBI 002‘074 NADPH-dependent curcumin reductase (DEPJOKBI_00241)
Vitamin B12 |mport 'ATP: blndlng proteln BtuD (DEPJOKBI 00209) ABC-type heme transporter(VF0739 DEPJOKBI_00238)

4-carboxy-4-hydroxy-2-oxoadipate aldolase ( DEPJOKBI_00188) ‘T ‘ 7-carboxy-7- deazaguanlne synthase(DEPJOKBI 100224)
‘ ‘ ‘ Acetotactate synthase Iarge subumt(DEPJOKBI 00215)
HTH-type transcriptional regulator MetR (DEPJOKBI_00194) ‘ L Transcriptional regulator SlyA (DEPJOKBI_00222)
\ PDC-S02_WP_014408698.1 (DEPJ‘O‘KB‘I 00199 Inner mer‘nb‘rane‘ protein YjdF (DEPJOKBI_00226)

Michele_1B_hits grouped (DEPJOKBI 0018'5) r'l'ranscrlptlonal repressor IcIR(DEPJOKBI 00212) I Protein/nucleic acid deglycase HchA (DEPJOKBI_00242)
Error-| prone DNA polymerase DEPJOKBI 00196) ‘ ‘ Ade H efflux pump (VF0504) (DEPJOKBI_00236)

Lysine-specific permease (DEIﬁJOKBI_LOZO ) N- ethylmalelmlde reductase (DEPJOKBI_00228)

FbpABC (VF0272) (DEPJOKBI_00195) Michele_2A!hits_grouped (DEPJOKBI_00213) 228
PEB1 (VF0327) (DEPJOKBI_00190) | Protein Aae)‘((pEPJoKB 00220) 229
P‘rdte‘mlmuB(DEPJ KBI_00197) 21 230 23
‘ ‘T 210 ‘213 2§6‘ H ‘ H ‘227\T231ﬂ 237 Cyclic di-GMP phosphodiesterase (DEPJOKBI_00243)
KK

|| 194 | Ti97 |200 | |
{ DA

\MGPRip\asmid_3300045250_000148: 213,;32—274,404 (+)
efflux. OM_AdeC-NCBIFAM multidrug efflux RND transporter AdeABC outer membrane channel subunit AdeC (NFO33142.1) (JIDAOIIL_00217)
High-affinity branched-chain amino acid transport system permease?otein LivH (JIDAOIIL_00210)
sn-glycerol-3-phosphate import ATP-binding protein UgpC (JIDAOIIL_00246)
High-affinity branched-chain amino acid transport ATP binding protein LivF (JIDAOIIL_00208) sn-glycerol-3-phosphate import ATP-binEng protein UgpC (JIDAOIIL_00245)

Manganese-dependent 2,3- d|hydroxyb|phenyl 1,2- dloxygenase (JIDAOIIL _00206) L-arabinose transport systempenmease protein AraP (JIDAOIIL_00247)
Inner membrane amino- amd ABC transporter permease proteln YhdY (JIDAOIIL 00192) putative multidrug ABC transporter permease YbhS (JIDAOI\L 00236)
CRP-like cAMP-activated globaltranscrlptlonal regulator(JIDAOIIL 00202) Trehalose- recycling ABC transporter(VF0842) (JIDAOIIL_00248)

- hydroxyben20|c acid efflux pump subunit AaeA (JIDAOIIL_00218) (l Hydrogen perOX|de inducible genes activator (JIDAOIIL_00251)
p- hydroxybenzom acid efflux pump subunit AaeB (JIDAOIIL_00220) HTH-type transcriptional regulator BenM (JIDAOIIL_00266)
NAD/NADP-dependent betaine aldehyde ehydrogenase (JIDAOIIL 00203) Transcrlptlonal regulatory protem OmpR(JIDAOIIL 0023 ) ‘ ‘ ‘
J-iminobutanoate/2- |m|nopropanoate deammase (JIDAOIIL_00205) Glycerol 3 phosphate regulon repressor (JIDAOIIL_00244)
Putative reactive intermediate deaminase TdcF (JIDAOIIL 00204)‘ HTH-type transcrlptlonal regulator Betl JIDAOIIL 00239)
‘ Glutamyl-tRNA(GIn) amldotransferase subunltA(JIDAOIIL 00207) NADPH- dependent ‘curcumin reductase JIDAOIIL 00240)
Glutamate/aspartate import permease protein GltJ (JIDABIIL 30191) COG0640 Csa3_1_CAS-I-II- HI-IV-V-VI (JIDAOIIL 00226 é Leucine-responsive regulatory protein (JIDAOIIL_00264)
4-carboxy-4-hydroxy-2-oxoadipate aldolase (JIDAOIIL_00188) | | \ ABC-type heme transporter (VF0739) JIDAOIIL 00237) |
‘ ‘ Vitamin B12 |mp0rt ATP- binding protein BtuD (JIDAOIIL 00209) L Protein/nucleic acid deglycase HchA J(DAOIIL 00241)
HTH-type transcriptional regulator MetR (JIDAOIIL 00194) ‘ ‘ T ‘ 7-carboxy-7- deazaguanlne synthase (JIDAOIIL 00223) Acetyl CoA oxalate CoA-transferase (JIDAOIIL 00268)
Acetolactate synthase Iarge subunlt (JIDAOIIL 00?15 ‘ ‘ D- amlno acid dehydrogenase 1 JIDAOIIL _00265)
PDC-502_WP_014408698.1 (JID, IL 001%9) Transcriptional regulator SfyA (JIDAOIIL_00221) putative oxidoreductase YjmC (JIDAOIIL_00253) \
Michele_1B_hits grouped JIDAOIIL 00189)[ \ \ \ Inner membrane protein YjdF (JIDAOIIL_00225) Michele_2A_hits_grouped (JIDAOIIL_00257)
Error-prone DNA polymerase (JIDAOIIL_00196) | | | AdeFGH efflux pump (VFO504) (JIDAOIIL 00235) FadE29 (VF0845) (JIDAOIIL_00259)
‘ LLLysme specific permease ()IDAOIIL 0. 00) N-etl ylmalelmlde reductase (JIDAOIIL_00227) ‘

Trehalase (JIDAOIIL_00258)

FbpABC (VF0272) (JIDAOIIL_00193) TranscrlptlonalrepressorIcIR (JIDAOIIL'00212) 227  Glycerol-3-phosphate dehydrogenase 2 (JIDAOIIL_00243) LZéO
PEB1 (VF0327) (JleBHL 00190) |che|e '2A hits_grouped (JIDAOIIL'00213) 328 Cyclic di-GMP phosphodiesterase (JIDAOIIL_00242) 254 SSL
rotelnlmuB(JIDA 0019 “Protein AaeX (JIDAOIIL_00219) |229 231 247 253 75
H 194 197 \200 210| 213 | 215 | |] | 221 || |22¢| T 2307 | 236 | 1248 |250|252] | [T26: 265| 267
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\MGPR,p\asm‘rd733OOO45 1987000119: 213,;32-303,616 (+)
efflux OM_AdeC-NCBIFAM multidrug efflux RND transporter AdeABC outer membrane channel subunit AdeC (NFO33142.1) (OOONPADB_00082)
High-affinity branched-chain amino acid transport system permease pﬁein LivH (OOONPADB_00089)
sn-glycerol-3-phosphate import ATP-binding protein UgpC (OOONPADB_00053)
sn-glycerol-3-phosphate import ATP-bindinE protein UgpC (OOONPADB_00054)
High-affinity branched-chain amino acid transport ATP- bmdmg protein LivF (OOONPADB_00091) L-arabinose transport system permease protein AraP (OOONPADB_00052)
Inner membrane amino- amd ABC transporter permease protein YhdY (OOONPADB 00107) putative multidrug ABC transporter permease YbhS OOONPAD@ 00063)
Manganese dependent 2,3-dihydroxybiphenyl 1, 2- dloxygenase (OOONPADB _00093) Trehalose- recycling ABC transporter(VF0842) (OOONPADB_00051)
p-| hydroxyben20|c acid efflux pump sut subunit AaeB (OOONPADB_00079) ‘ ‘
p- hydroxyben20|c acid efflux pump subunit AaeA (OOONPADB_00081) ‘ Hydrogen peroxide-inducible genes activator (OOONPADB_00048)
CRP-like cAMP-activated globaltranscrlptlonal regulator dOONPADB 00097 franscrlptlonal regulatory protem OmpR(OOONPADB 00065) ‘

NAD/NADP -dependent betaine aldehyde dehydrogenase (OOONPADRB_ 00096 Glycerol -3- phosphate regulon repressor OOONPADB_00055)
2] |m|nobutanoate/2 |m|nopropanoate deaminase’ (OOONPADSB _ 00094) HTH-type transcrlptlonal regulator Betl (OOONPADB 00060)
Glutamate/aspartate import permease protein Glt) (OOONPADB.00108)  COG0640 Csa3_1_CAS-I-II-1II-IV-V-VI (OOONPADB_00073) HTH-type transcriptional regulator BenM (OOONPADB_00033)

Putative reactive |ntermed|ate deamlnase fch OOONPADB 00095 g NADPH- dependent curcumin reductase (OOONPADB 00059)
Vitamin B12 import ATP-binding protein BtuD (OOONPADB_00090) Glycerol-3-phosphate dehydrogenase 2 (OOONPADB_00056)
Glutamyl-tRNA(GIn) amidotransferase subunit A (OOONPADB_ 00092) ABC-type heme transporter (VF0739) (OOONPADB_00062) |
4-carboxy-4-hydroxy-2-oxoadipate aldolase (OOONPADB' 001115 7-carboxy-7- deazaguanme synthase (OOONPADB_OOO76T ‘ ‘ Leucine-responsive regulatory protein (OOONPADB_00035)
HTH-type transcrlptlon‘al‘regulator MetR (OOONPADB 00105) ‘ ‘ Protein/nucleic acid deglycase HchA ( O‘ONP‘ADB,OOOSS)
Acetyl CoA: oxalate CoA-transferase (OOONPADB_00031)

‘ ‘Acetolactate synthase large subunit‘ (O‘OO‘ PADB_09084)
PDC-502 WP_014408698.1(OOONPADB_00100) | Transcripfional regulator SlyA (OOONPADB_00078) | D-amino acid dehydrogenase 1 (OOONPADE_00034)

Michele_1B_hits, grouped OOONPADB 00110) Transcrlptlonal repressor IcIR(OOONPADB_OOOgﬂ ‘ putative oxidoreductase YJmC (OOONPADB_ 00046)
Error-prone DNA polymerase OOONPADB 00103) \ Inner membrane protein YjdF (OOONPADB_00074) J, J Michele_2A_hits_grouped (OOONPADB 00042)
‘ Lysme specific permease OOONPADB _00099) ‘ AdeFGH efflux pump (VF0504) (OOONPADB_00064) FadE29 (VF0845) (OOONPADB_00040)
FbpABC (VF0272) (OOONPADB_00106) H N -ethylmaleimide reductase (OOONPADB 00072) | J | (L Trehalase (OOONPADB_00041)
PEB1 (VF0327) (0OOONPADB_00109) Michele_2A_hits_grouped (oOONPADB_ot)oéé)\ T 69 Cyclic di-GMP phosphodiesterase (OOONPADB_00057) 36
Protein ImuB (OOONPADB_00102) Protein AaeX (OOONPADB_00080) 68 43 37
|1] 1202 | To99| | 9| | || |83 | 81| [T | [75 || |70[T67 6665 60 948 | 46 | 44[42 3835 | |31
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IMGPR_plasmid_3300045154_000075: 29.460-120,024 (-
Aliphatic amidase expression-regulating protein (DKNDLPPL_00037)
Mphatic amidase regulator (DKNDLPPL_00036)

Epoxide hydrolase A (DKNDLPPL_00032)

-
IMGPR _plasmid 3300045164 000164:31,770-39,779 (-)
Epoxide hydrolase A (ALIBBCFO_00180)

Pib4od

-
IMGPR_plasmid_3300045688_000103: 207,780-215,789 (+)
Epoxide hydrolase A (PBJDEDAB_00158)

\MGPR,D\asmid,3-3000476217000127: 186,626-194,635 (+)
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defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus) tRNA
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