Lipoamide acyltransferase component of branched-chain alpha-keto acid dehydrogenase complex (KAGGNNNH_00273)
MerA-TIGRFAMs TIGRFAMs: mercury(ll) reductase (TIGR02053.1) (KAGGNNNH_00274)
2-oxoisovaleraE'Eehyd rogenase subunit alpha (KAGGNNNH_00271)
Acyl-CoA dehydrogenase (KAGGNNNH_00270)
FI‘SH-iB (_ero?78)i (KAGGNNNH_00272)
275

-_— L __J
IMGPR_plasmid_2933586486_000011:289,660-296,211 (+)
Antitoxin ParD4(KPGHIPFH _00023)

putative proteln (KPGHIPFH_00021)

Toxin ParE4 (K?GHT’FH,OOOZZ)
20

-— —
IMGPR _plasmid_2824808307_000007: 20,043-29,503 (-)
putative D,D-dipeptide transport system permease protein DdpC (GCEHPIJN_00097)
Oligopeptide transport ATP-binding progn OppF (GCEHPIJN_00095)
ABC-type heme transpor?(;r (VF0739) (GCEHPIJN_00096)
88
T8990 93

‘ Dipeptide transport system permease protein DppB

-_— |} L]
IMGPR _plasmid_2721755514_000002: 91,411-107,081 (+)
Lactose transport system permease protein LacG (LABJAFFC_00067)
Trehalose-recycling ABC transporteT(VF0842) (LABJAFFC_00068)
SP41 (VF0694) (LABJAFFC_00069)
70 | | | HitABC(VF0268) (LABJAFFC_00066)

-_— | __J 1 _J |
IMGPR_plasmid_2928373995_000005: 76,057-89,282 (-)
HTH-type transcriptional repressor CsqR (LGKCNLED_00016)
ABC-type heme transporter (VFO739) (LGKCW_ED_OOOZO)
putative protein (LGKCNLED_00023) |
Xylulose kinase (LGKCNLED_00018)
GGT (VF0553) (LGKCNLED_00019)
24 | 22 21 | [ | 17| Michele_1A hits_grouped (LGKCNLED_00015)

-_— [ _ ] .
IMGPR _plasmid_2513237084_000005: 16,382-37,227 (-)
4-amino-4-deoxy-L-arabinose- phosphoundecaprenol flippase subunit ArnE (IPKJCMFC_00102)
UDP-3-O-(3-| hydroxymyrlstoyl)glucosamlne N-acyltransferase (IPKJCMFC_00105)
Trans-aconitate 2- methyltransferase (IPKJCMFC_OOlOl)
15630 family transposase ISRel6 (IPKICMFC_00092) | |
putative glycosyltransferase (IPKJCMFC_00098)
Jallet_2B _hits_groliped (IPKJCMFC_00099)
1S630 family transposase ISRel6 (IPKJCMFC 000@3 putatlve protem (IPKJCMFC_00106)
putative protein (IPKJCMFC_00089) putatlve proteln (IPKJCMFC. ~00103)

LPS (VF0124) (IPKJCMFC_00095)|
104 107
-_— —_—— -_—
IMGPR _plasmid_2718218365_000002: 90,805-127,948 (+)

90 91 || 94 | 96 97 ‘100
Dipeptide transport system permease protein DppB (PNEMDPKG_00236)
Phosphoglycolate phosphatase (PNEMDPKG_00225)
Glutathione-binding protein GsiB (PNEMDPKG_00237)
Dihydrolipoyl dehydrogenase (PNEMDPKG_00233)
Michele_2A_hits_grouped (PNEMDPKG'00231)
RegX3 (VF0858) (PNEMDPKG_00232)

227 230
228 J
226 22

-_— —_— -_——
IMGPR plasmid_2842311132_000011: 222,377-245,481 (+)
Phosphoglycolate phosphatase (KGMALBKO_00080)
83
B4 87 ATP-dependent RecD-like DNA helicase (KGMALBKO_00089)
77 78 79| 81 82[[85 8688

224
222 223 |

‘ Transcriptional regulator KdgR (PNEMDPKG_00238)

-_— | ]
IMGPR _plasmid 2565956559 000003:69,027-91,388 (+)
Putative type Il secretion system protein F (NLKGKHJF_00085)
Type |l secretion system protein QNLKGKHJF_00081)
1S630 family transposase ISRelé (NLKGKHJF_00096)
1S630 family transposase ISRel6 (NLKGKHJF_00095)

Type |l secretion system protein E (NLKGKHJF_00086)

Secretin XpsD (NLKGKHJF_00079] 99
83 88 94/ | 98
78 | 80824 8718990 91 92 93[||97]100

-_— —_—

IMGPR_plasmid_2850822224_000002: 73,819-110,025 (+)
Putative type Il secretion system protein F (KDKLBJOL_00007)

Type Il secretion system protein ﬂDKLBJOL_OOOll)
Type ll secretion systern protein E (KDKLBJOL_00006)

Secretin XpsD (KDKLBJOL_00013]
10
14 | 12]98 ‘ ‘ 5432 1

-_— [}
IMGPR plasmid 2791355264 _000009:2,926-21,916 (-)
Iron(3+)-hydroxamate import system permease protein FhuB (ELINPOGL_00107)
Ferrichrome outer membrane transporter/phage receptor (ELINPOGL_00106)
Small ribosomal subunit biogenesis GTPase RsgA (ELINPbGL_OOO97)
Ferri-bacillibactin esterase BesA (ELINPOGL_00105)
Inner membrane pr‘otein YbjJ (ELINPHGL,O‘OO'??)
101 104
102
98 |100 10

_Iron(3+)-hydroxamate-binding protein FhuD (ELINPOGL_00108)

-_— —
IMGPR_plasmid_2765235942_000008: 99,675-119,102 (+)

Ferrichrome outer membrane transporter/phage receptor (GGDIGDGM_00254)
ABC transporter (VF0741) (GGDIGDGM_00255)

-_— L] -
IMGPR _plasmid_2896569440_000004: 264,010-273,510 (+)
Diacetylchitobiose uptake system permease protein NgcG (CLCBMEBL_00142)
Iron(3+Ihydroxamate import ATP-binding protein FhuC (CLCBMEBL_00149)

Lactose transport system permease protein LacF (CLCBMEBL_OOMT)

Small ribosomal subunit biogenesis GTPase RsgA (CLCBMEBL_00135) i

Erythritol/L-threitol dehydrogenase (CLCBMEBL_00143)

Inner membrane proteln YbjJ) (CLCBMEBL_00137)
Catabolite control prc proteln A (CLCBMEEL 00138)
133 139 150
"134{136 | ] 140 144 | 7151 putative methylxanthine N7-demethylase NdmC (CLCBMEBL_00152)

-_— —_—
IMGPR _plasmid 2896557008 _000003: 136,775-163,999 (+)
Diacetylchitobiose uptake system permease protein DasC (CNIKAOAL_00086)
N-isopropylarnn\elide isopropyl amidohydrolase (CNIKAOAL_00091)
Trehalose-recycling ABC transborter (VF0842) ((S\ITKAOAL_OOOEW)
Trehalose import ATP-binding protéi?gugc (CNIKAOAL_00085)
HTH-type transcriptional repressor CsqR (CNIKAOAL_00083)
FAD-aEpend‘ent‘ urate hydroxylase tCNIKAOAL_OOOS‘?)
Michele_1A_hits_grouped (CNIKAOAL_00084) \ ABC-type heme transporter (VF0739) (CNIKAOAL_00099)
iS-‘oxoguanfne deaminase (CNIKAOAL_00092)
SP41 (VF0594) (CNIKAOAL 00088)
Xylulose kinase (CNIKAOAL_00081) | Heme response regulator HssR (CNIKAOAL_00094)
GGT (VF0553) (CNIKAOAL_'00080) ‘ ‘ ‘ Cyto‘sme deaminase (CNIKAOAL_00093)

82| 9 | | T] ‘,100

-_— A —— ] - — -
IMGPR _plasmid 2842217011 000013:84,249-117,819 (+)
tet_protect-NCBIFAM tetracycline resistance ribosomal protection protein (NFO12153.1) (ELKBMAEN_00191)
Diacetylchitobiose uptake system permease protein DasC (ELKBMAEN_00184)
N- |sopropy|amme|lde isopropyl amidohydrolase (ELKBMAEN_00179)
Trehalose-recycling ABC transporter(VF0842 (E%MAEN 00183)
Trehalose import ATP-binding proteln n SugC (ELKBMAEN_00185)
HTH-type transcrlptlonal repressor quR (ELKBMAEN_00187
FAD-dependent urate hydroxylase (ELKBMAEN_00181)
ichele_1A_hits_grouped (ELKBMAEN_00186) \
SP41 (VF0694) (ELKBMAEN_00182)
Xylulose kinase (ELKBMAEN_00189)| || |
GGT (VF0553) (ELKBMAEN_00190)  |8-oxoguanine deaminase (ELKBMAEN_00178)
| T |188| | | | | | | 18| [ Cytosinedeaminase (ELKBMAEN_00177)

-_— NN T — - - —
IMGPR _plasmid_2515075009_000003: 171,458-201,171 (-)
tet_protect-NCBIFAM tetracycline resistance ribosomal protection protein (NFO12153.1) (OJLOFMFA_00026)
Diacetylchitobiose uptake system permease protein DasC (OJLOFMFA_00019)
N-i |sopropylaﬁ1el|de isopropy! amldohydrolase (OJLOFMFA_00014)
Trehalose-recycling ABC transporter (VF0842) (OJLOFMFA 00018)
Trehalose import ATP-binding proteln SugC (OJLOFMFA_00020)
HTH-type transcrlptlonal repressor quR (jJLOFMFA _00022)
FAD- dependent urate hydroxylase (OJLOFMFA 00016)
J \ Phosphoglycolate phosphatase (OJLOFMFA_00010)
ichele_1A_hits_grouped (OJLOFMFA 00021 \
48 oxoguanlne deaminase (OJLOFMFA_00013)
SP41 (VF0694) (OJLOFMFA_00017)
Xylulose kinase (OJLOFMFA_00024)|  [Cytosine deaminase (OJLOFMFA_00012)
GGT (VF0553) (QJLOFMFA_00025) 7 2
\ 23| | | 11] 986 5 43]1

15

-— N N - -
IMGPR_plasmid_2802428820_000017: 303-33,357 (-)
Ferrichrome outer membrane transporter/phage receptor (L(NHGEHGA_00173)
Ferrichrome outer membrane transpérter/phage receptor (L(NHGEHGA 00172)
Type IV secretion system proteln virB4 (LNHGEHGA_00 :‘l§6')7
Phosphoglycolate phosphatase (LNHGEHGA 00191)
1S5 famllytransposase 1S869 (LNHGEHGA_00184;
PDC-524 WP_051679903.1 (LNHGEHGA _00182)
Antitoxin ParD4 (LNHGEHGA_00176)

180
189 1178
193 188 185 181 177 174 167
92 190 | 187] | 183 [179]175]| 168 | HTH-type transcriptional regulator PgrR (L(NHGEHGA_00166)

] —_—— [ ] [ ]
IMGPR _plasmid_2517093000_000002: 164,418-193,117 (-)
5'-methylthioadenosine/S-adenosylhomocysteine nucleosidase (KGFJPEEP_00245)
Cyclase_00021 oligonucleotide-cyclase (KGFJPEEP_00243)
Effector_00095 Phospholipase (KGFJPEEP_00244)

Nucleoid occlusion protein (KGFJPEEP_00237) i Aldo-keto reductase lolS (KGFJPEEP_00250)
E1E2_00029 E1-E2 (KGFJPEEP_00242) 248
236 | 238 239 240241 | | [246 247  T249 | ISL3familytransposase ISMex24 (KGFJPEEP_00251)

-_— _— N -
IMGPR _plasmid_2842402390_000007:243,317-274,884 (+)
Toxin RTX-I translocation ATP-binding protein (FKCGPBFO_00252)
Putative ring-cleaving dioxygenase th() (FKCGPBFO_00256)
HTH-type transcriptional rggulator DmIR (FKCGPBFO_00255)

HTH-type transcrlptlonal regulator DmIR (FKCGPBFO_00270) 8-amino-7-oxononanoate synthase/2-amino-3-| ketobutyrate coenzyme A ligase (FKCGPBFO_00223)
HTH-type transcrlptlonal activator RhaR (FKCGPBFO_00265 Spermidine/putrescine- blndlng perlplasmlc protein (FKCGPBFO_00222)
HTH-type transcrlptlonal actlvator RhaR(FKCGPBFO 00266) 3-oxoacyl-[acyl- carrier- proteln] reductase FabG (FKCGPBFO_00215)
Protein/nucleic acid deglycase HCchA (FKCGPBFO_00267) ‘ Vitamin B12 import ATP blndlng protein BtuD (FKEGPBFO_00219)
N-substituted formamide deformylase (FRCGPBFO_00259) Glutamate-1-semialdehyde 2,1-aminomutase 2 FKCGPBFO .00217)
\ \ Phosphoglycolate phosphatase (FKCGPBFO_00250)  VirB/VirD4 type IV secretion system (VF0369) (FKCGPBFO_00228) \ T \
Non-heme chloroperoxidase (FRCGPBFO_00264) L PDC-S04_WP_034227615.1 (FKCGPBFO_00241) Acetolactate synthase large subunit [lvB1 (FKCGPBFO_00216)
| | | putative hydrolase YcaC (FKCGPBFO_00257) ATP-dependent RecD-like DNA helicase (FKCGPBFO_00226)

Michele_2A_hits_grouped (FKCGPBFO_00269) J Nucleoid occlusion protein (FKCGPBFO_00244) RegX3 (VF0858) (FKCGPBFO_00224)

putative hydrolase YcaC (FKCGPBFO_00260) | 247 236 230 RegX3 (VF0858) (FKCGPBFO_00214)
Antitoxin VapB32 (FKCGPBFO_00271) 261 \ 254 351 248346 243 240 237L 234 232 329 221
T | 268 | | |263262[| | 258 | |[253 |249 |245 | T242 |] 239238 [235[233231[ | 227 22 220 218
ADP-AD DA

-_— | __ -
IMGPR _plasmid 2844462476 _000001:213,748-280,917 (-)
Toxin RTX-I translocation ATP-binding protein (GLACJMOD_00279)
Putative ring-cleaving dioxygenase MhgO (GLACJMOD_00275)
HTH-type transcriptional regulator DmIR (GLACJMOD_00276)
HTH-type transcriptional regulator DmIR (GLACJMOD_00261) L
HTH-type transcrlptlonal actlvator RhaR (GLACJMOD_00266)
HTH-type transcrlptlonal actlvator or RhaR (GLACJMOD, 002655
Protein/nucleic acid deglycase HchA (G LACJMOD_00264) ‘
N-substituted formamide deformylase (GLACJMOD_00272)
‘ ‘ Phosphoglycolate phosphatase (GLACJMOD_00281)

Non-heme chloroperoxidase (GLACJMOb 00267) J) PDC -S04_WP_034227615.1 (GLACJMOD_00291)
| | | pitative hydrolase YcaC GLACJM D_00274) VirB/VirD4 type IV secretion system (VF0369) (GLACJMOD_00304)
Michele_2A _hits_grouped ( LACJMOD 00262) ‘ ‘ Nucleoid occlusion protein (GLACJMOD_00288) ATP-dependent Re cD-like DNA helicase (GLACJMOD_00306)
| putative hydrolase YcaC (GLACJMOD_00271) 4 284 296 302
Antitoxin VapB32 (GLACJMOD_00260) 270 4 977 380 283285287 | 289 292 295L 298 300 303
T ] 263 2682691 | 27 97299301 | 305 307

| | |[278 282 |286] | T290 |] 293294 [
D { ( DK D

- -
IMGPR_plasmid_2516653047_000003: 269,641-320,399 (+)
——————20000nt——m

defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)




