Glycine betaine/proline betaine transport system ATP-binding protein ProV (KHAPHKAF_00027)
Glycine betaine transport system perrrTease protein OpuAB (KHAPHKAF_00028)
Glutathione-independent formaldehyde dehydrogenase (KHAPHKAF_00014)
Low affinity potassium h‘ansport system protein kup (KHAPHKAF_00034)
putative iron-sulfur-binding oxidoreductase FadF‘(I‘(HAPHKAﬁ)OOZO)
$-(hydr0xymﬁyl)glutathion‘e‘dehydrogeﬁase (KHAPHKAF_00030)
Putative niacin/nicotinamide traHsporter NaiP (KHAPHKAF,OOOlE)
Carnitine ﬁoﬁooxygenase 6xygenase subunit (KHAPHKAF_00023)
\ HTH-type transcriptional regulator CdhR (KHAPHKAF_00029)

HTH-type transcriptional reghlator CdhR (I‘(HAPI‘-IKAF_O‘OOlTSj
HTH-type transcrlptlonal regu|at6tTthR (KHAPHKAF 00005)
Proton/glutamate aspartate sy:rnporter(KHAPHKAF 00002) ‘ ‘

Formyltetrahydrofolate deformylase (KHAPHKAF_00026)
putatlve N- methylprolme demethylase (KHAFHKAF 00019)
Serine hydroxymeth\)ltransferase 2 (KHAPHKAF 00016
Sarcosine oxidase subunit gamrnd (KI—T/:\PHKAF 00010)
J Outer membrane porin proteln KHAPHKAF 00012)
arcosine o><|dase subunlt beta (KHAPHKAF_00007) J
Sarcosine oxidase subunit alpha (kHAPHKAF_dOOO‘?
L L NADPH oxidoreductase (KHAPHKAF_00024)
L -serine dehydratase 2 (KHAP KAF 00006 refrgn,fyp‘e‘,\/,c‘sd,clust‘er85,1 (KHAPHKAF_00035)
Glutamate racemase KHAPHKAF 00003 L Sulfur éarrler ﬁrétéln FdhD (IY(HAPHKAF,OOOSS)
Protein le KHAPHKAF 00021} T | |
Protein YdeP (KHAPHKAF_00031)
17T 2

22| |25] | || \T? | |36
IMGPR plasmid_3300025945 000046:3,247-49,750 (+)
Protein YdeP (CFNFAEFP_00001)

DD

\MGPI{,D\asm'\d,27408924637000004: 90-4,577 (+)
efflux OM_AdeC-NCBIFAM multidrug efflux RND transporter AdeABC outer membrane channel subunit AdeC (NFO33142.1) (EHIDKNND_00023)
cmlA_floR-NCBIFAM CmlA/FIoR family chloramphenicol efflux MFS transporter (NFO33134.0) (EHIDKNND_00036)
Poly(3-hydroxyalkanoate) polymerase subunit PhaC (EHIDKNND_00024)
“DNA-binding transcriptional activator DecR (EHIDKNND_00039)
Cobalt-zinc-Cadmium resistance protein CzcA (EHIDKNND_00054)
Inner membrane transport permease YhhJ (EHIDKNND_00020)
HTH-type transcriptional regulator LrpC (EHIDKNND_00041)
Ethanolamlne ammonla lyase heavy chain EHIDkNND 06028
Ethanolamine ammonla Iyase Ilght chain EHIDKNND 00029
‘ 4 hydroxyphenylpyruvate dloxygenase(EHIDKNND_O 037)
putative chromate transport proteln (EHIDKNND 00027
Fosfomycm resistance protein AbaF (EHIDKNND_00034)
Qumate/shlklmatedehydrogenase EHIDKNND_00035)
Outer membrane pbrin ‘protein 32 (‘EﬁiD‘KNND_‘OOO31)
| L-alanine/L-glutamate racemase (EHIDKNND_00040)
Pca operon reéulatow proteln (EHIDKNT\ID 00033)
Thiosulfate dehydrogenase (E IDKNND 0000¢)i ‘ HTH-type transcrrptlonal regulator CueR (EHIDKNND_00051)

11

putative metallo-t hydrolase (EHIDKNND_00014) atlon efflux System protein CusB (EHIDKNND_00053)
Ribosome-associated ATPase (EHIDKNND_00021) |Ler (VFO189) (EHIDKNND_00043)
Acetate kinase (EHIDKNND_00017) | | \ GGT (Vi 0‘553‘) (EHlkaND,oooés)
1 D-amino acid dehydrogenase EHIDI‘(NNDT)‘OO@Oj 49
11l\ DpdF_00016 DpdF (EHIDKNND_00026) ‘ ‘
D

8| 1215| 19
12 3 4 567]10]||1¢] 18] 22| |25 32
PO
IMGPR _plasmid 3300026383 000389: 1,401-68,057 (+)
efflux. OM_AdeC-NCBIFAM multidrug efflux RND transporter AdeABC outer membrane channel subunit AdeC (NFO33142.1) (PKDCLICK_00023)
cmlA_floR-NCBIFAM CmlA/FloR family chloramphenicol efflux MFS transporter (NFO33134.0) (PKDCLICK_00036)
Poly(3-hydroxyalkanoate) polymérase subunit PhaC (PKDCLRfK_00024)
BNA-bindingtranscriptiohal activator DecR (PKDCLICK_00039)
Cobalt-zinc-cadmium resistance protein CzcA (PKDCLICK_00054)
HTH-type transcriptional regulator CueR (PKDCLICK_00051)
Inner membrane transport permease YhhJ (PKDCLICK_00020) L
HTH-type transcriptional regulator LrpC (PKDCLICK_00041)
Ethanolamine ammonla lyase heavy chain (PKDCLICK 00028)
Ethanolamine ammonia-| Iyase light chaln(PKDCLICK 00029)
| ‘4-hydroxyphenylpyruvate dioxygenase (PKDCLICK_00037)
putativechromatetransport profeln PKDCLICK:50027 ‘
Fo§forhyC|nTe§|§tance proteln AbaF (P‘KDCLICK 00034)
Qumate/shlklmate dehydrogenase (PKDCLICK 00035)
uter membrane porln proteln 32 (PKbCLICK 00031)
Pca operon regulatory proteln (PKDCLICK 00033)

Thiosulfate dehydrogenase (PKDCLICK 00009) \ \ \ T Cation eff|uxsystem protein CusB (PKDCLICK_00053)
putative metallo- hydrolase(PKDCLICK 00014) L-alanine/L- glutén%a‘te racemase(PKDCLICK 00040)

Ribosome-associated ATPase (PKDCLICK 00021) | Ler (VF0189] (PKDCLICK 00043

44 41 55
2T46ﬂ 156 Protein YdeP (EHIDKNND_00057)

Acetate kinase (PKDCLICK 00017) | | | GGT( FOSSS)(PKDCLICK 00038)
13 D-amino : acnd dehydrogenase(PkDCLiCK 000
11D DpdF_00016 DpdF (PKDCLICK 00026
8| 1215| 19 44 4? 55
12 3 4 567]10]||1¢] 28] 22| |25 32 2T4éﬂ ] 56 Protein YdeP (PKDCLICK_00057)
»b
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IMGPR_plasmid_3300031151_000749: 1,380-68,036 (+)

efflux. OM_AdeC-NCBIFAM multidrug efflux RND transporter AdeABC outer membrane channel subunit AdeC (NFO33142.1) (CKIIBKHD_00499)
RND_perm_OgxB-NCBIFAM multidrug efflux RND transporter permease subunit OgxB (NF000037.1) (CKIIBKHD_00514)
~ cmlA_floR-NCBIFAM CmIA/FIoR family chloramphenicol efflux MFS transporter (NFO33134.0) (CKIIBKHD_00483)
Poly(3-hydroxyalkanoate) polymerase subunit PhaC (CKIIBKHD_00498)
DNA-binding transcrlptlonal actlvator DecR (CKIIBKHD_00480)
Cobalt-zinc-cadmium resistance protein CzcA (CKIIBKHD_00465)

Gamma-glutamyl-hercynylcysteine sulfoxide hydrolase (CKIIBKHD_00541) HTH-type transcrlptlonal regulator CueR (CKIIBKHD_00468)
P(1)-type Mn2+ transporting ATPase (VF0848) (CKIIBKHD 0511) HTH-type transcriptional regulator LrpC(CKIIBKHD_00478)
RNA polymerase-| blndmg transcrlptlon factor DksA (CKIIBKHD_ 00531) Ethanolamlne ammonla lyase heavy chain (CKIIBKHD_00491)
Fumarate and nltrate reduction regulatory protein (CKIIBKHD_( 00529) Ethanolamine ammonia- Iyase light chain (CKI|BKHD 06490
Inosine-5'- monophosphate dehydrogenase (CKIIBKHD_00536) ‘ Gluconate 2- dehydrogenase flavoproteln—(CKIIBKHD 00496) ‘ ‘
Magnesmm transportlngATPase P-type 1 (CKIIBKHD_00526) ‘ ‘ 4 hydroxyphenylpyruvatedloxygenase (CKIIBKHD_00482)

putative alcohol dehydrogenase AdhA (CKIIBKHD_00539) putative chromate transportfpr‘o‘teln (CKIIBKHD 604‘;"2)
Putatlve phosphorlbosyl transferase (CKIIBKHD_00524)

Fosfomycm resistance protem AbaF ¢KI BKHD_OQ485)
Putative phosphorlbosyl transferase (CKIIBKHD 00523 Qumate/shlklmate dehydrogenase CKIIBKHD_OO484)

‘ Putatlve thymldlne phosphorylase (CKIIBKHD 00516) Outer membrane borlﬁ protein 32 ‘(6KIIBKHD_OO488)
Putative universal stress proteln CKIIBKHD _00535) “Tnner membranetransport permease YhhJ (CKIIBKHD OOSbZ)T Catlon éffluxéysfem protein CusB (CKIIBKHD_00466)
Putative universal stress protem(CKIIBKHD 00540 Sensor histidine kinase RcsC (CKII§KHD 00508) ‘ ‘ Cystathlonlné béfa Iyasé MetC (CKIIBKITD,OO479)
| { Lantl NARP (APIS138) (CKIIBKHD_00518) Pca operon regulatory protein (CKIIBKHD_00486) A
UvrABC system protein A (CKIIBKHD_00542) \ Cytochrome b561 (CKIIBKHD_00512) Ler \/Fo189) (CKIIBKHD_00476)
Pore-forming protein (VF0850) (CKIIBKHD_00554)  |RcsAB'(VFO571) (CKIIBKHD_00527) \ GGT( F0553) (CKIIBKHD_ 00481)
T6SS (VF0698) (CKIIBKHD_00553) | \Hspx (VF0301) (CKIIBKHD_00520) D-amino acid dehydrogenase ckl‘lB‘KHb 00489)| Protein YdeP (CKIIBKHD_00461)
T6SS (VF0698) (CKIIBKHD_00556) MgtBC (VF0106) (CH CKIIBKQD _00525) (L Ribosome-associated ATPase (CKIIBKHD_00501) ' é l L 468
557 548 530 | Ribonuclease (CKIIBKHD_00519) | | BpdF_00016 Dde(CkIIBKH .0049 472 467
560 55 J546 542 52 Acetate kinase (CKIIBKHD._ 00505 I 473469
55{? 47 543 535531 20 J 507 504 501 49 L 470 461
559 [556[553 | 550 549] | 545544 [541 536535\\ 52¢ |519 | 515 513 | 511 |508 505 |502 | | 498 495493\ ﬂH 465 | 462 460
ESDWD DD g

IMGPR p\asm\d 2546825543_000001: 527,406-655,406 (-)
I 50000 nt |
defence (PADLOC) virulence (VFDB) anti-defence (dbAPIS) AMR (AMRFinderPlus)




