tet_MFS_OtrB-NCBIFAM oxytetracycline resistance efflux MFS transporter OtrB (NFO00095.1) (PJEIOBAE_00252)
putative D,D-dipeptide transport system permease protein DdpC bla_subclass_B3-NCBIFAM subclass B3 metallo-beta-lactamase (NF03310541) (PJEIOBAE_00248)
N-acetyl-alpha-D-glucosaminyl L-malate synthase (PJEIOBAE_00224)  Putative xanthine dehydrogenase molybdenum-binding subunit XdhA (PJEIOBAE,&E«[) ‘
putative riboflavin import permease protein RfuC (PJEIOBAE_00235) putative D,D-dipeptide transport system permease protein DdpC (PJEIOBAE_00258)

Trehalose-recycling ABC transporter (VF0842) (PJEIOBAE_O@) tet_destruct-NCBIFAM tetracyclme destructase (NF033476 1) (PJEIOBAE?)'SZSS)
Trehalose-recy‘/cling ABC transporterT/F0842) (PJEIOBAE_ 00228)‘ Glutathione transport system permease protein GsiC (PJEIOBAE_ 00259)
N-(S'-phosphoribosyl)anthranilate isomeraseTﬁElOBAE,OOZZS) Carbon mono><|de dehydrogenase medium chain (PJEIOBAE_00239)
Glutathione import ATP-binding protein‘GsiA (PJEIOBAE._ 00218 Nlcotlnate dehydrogenase smaII FeS subunit (PJEIOBAE_00240)
HTH-type transcrlptlonal regulator CynR (PJEIOBAE 00232) 3- oEaprenyl-4-hydroxybenzoate carboxy-lyase (PJEIOBAE_00245
Ribose |mport ATP- blndlng protein RbsA(PJEIOBAE 00233) ‘ ‘ 4-hydroxy- tetrahydrodlplcohnate synthase (PJEIOBAE_00256)
HTH-type transcriptional regulator Rle (PJEIOBAE 00236) ‘ P-loop guanosine trlphosphatase YjiA (PJEIOBAE_00242) L
—Eutatlve sugar kinase YdjH (PJ BAE_00231) ‘Flavm prenyltransferase UbiX (PJEIOBAE_00244)
L-methionine gamma Iyase—FEIOBAE 00230) ric acid transporter UacT (PJEIOBAE_00243)
6-deoxy-6-sulfo-D-gluconate dehydratase (PJEIOBAE_00222) Purine-binding protein (PJEIOBAE_00236) l FarAB (VF0450) (PJEIOBAE_00253)
2-ketogluconate reductase (PJEIOBAE_00220) Cytosine deaminase (PJEIOBAE_00237 249  putative protein (PJEIOBAE_00254)
| | 219 T221 | 223 | || 227 234 | | 238 | | | 246247 | 250251 | | | |
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IMGPR_plasmid_3300033464_000053:241,278-289,354 (+)
tet_MFS_OtrB-NCBIFAM oxytetracycline resistance efflux MFS transporter OtrB (NFO00095.1) (ECBNHDAG_00243)
Putative xanthine dehydrogenase molybdenum-binding subunit XdhA (ECBNHDAG_00232)
putative riboflavin import permease protein RfuC (ECBNHDAG_00226)
Carbon monoxide dehydrogenase medium chain (ECBNHDAG_00230)

Trehalose-recycling ABC transporter (VF0842) (ECBNHDAG_00220) “bla_subclass_B3-NCBIFAM subclass B3 metallo-@eytj-lactamase (N ‘ 033105.1) (ECBNHDAG_00239)
Trehalose-recycling ABC transporter (VF0842) (ECBNHDAG_00219) | L tet_destruct-NCBIFAM tetracycline destructase (NFO33476.1) (ECBNHDAG_00245)
N-acetyl-alpha-D-glucosaminyl L-malate synthase (ECT?»TIHDAG 00215) Nicotinate dehydrogenase small FeS subunit (ECBNHDAG_00231) ‘

HTH-type transcrlptlonal regulator CynR (ECBNHDAG_00223)  3- bc?apren§/I»4-hydroxybenzoate carboxy-lyase (ECBNHDAG_00236)
Ribose |mport ATP-| blndlng protein RbsA (ECBNHDAG. 00224) 4-hydroxy-tetrahydrodipicolinate synthase (ECBNHDAG_00246)

N-(5'-phosphoribosyl)anthranilate isomerase (ECBNHDAG_OO216) P-loop guanosine tripnosphatase YjiA (ECBNHDAG_00233) 4
putative sugar kinase YdjH (ECBNHDAG_OO 22) Flavin prenyltransferase UbiX tECBNHDAG_O 235)
L-methionine gamma-lyase (ECBNHDAG_OOZZl)‘ ric acid transporter UacT (ECBNHDAG_00234)

FarAB (VF0450) (ECBNHDAG_00244)
240

Purine-binding protein (ECBNHDAG_00227)
237238 241242

HTH-type transcriptional regulator RpiR (ECBNHDAG_00217) Cytosine deaminase (ECBNHDAG_00228)
214 | [FT2m | | | | | | 225 | | 29 | | |

_— I S—
IMGPR_plasmid_2513237089_000028: 232,816-280,900 (+)
bla_subclass_B3-NCBIFAM subclass B3 metallo-beta-lactamase (NFO33105.1) (FDPONBOI_00280)
Putative xanthine dehydrogenase molybdenum-binding subunit XdhA (FDPONBOI_00273)
putative riboflavin import permease protein RfuC (FDPONBOI_00267)
Carbon moMe dehydrogenase medium chain (FDPONBOI_00271)
Nicotinate dehydrogenase smaII FeS subunit (FDPONBOI _00272)
3- octaprenyl -4-hydroxybenzoate carboxy-lyase (FDPONBOI_00277)
P-loop guanosine trlphosphatase YjiA (FDPO :l BOI_00274)

N-acetyl-alpha-D-glucosaminyl L-malate synthase (FDPONBOI_00262) ‘ Fflavm prenyltransferase Ule FDPONBOI_00276)
HTH-type transcrlptm regulator CynR ( FDPONBOI _00264) Uric acid transporter UacT ﬁDPdNBOI _00275) ‘
Ribose |mportATP blndlng protein RbsA (FDPONBOI 00265)‘ ‘ putatlve protein (FDPONBOI 00283)
Purine- binding protem (FDPONBOI_ 00268) putatlve protein (FDPONBOI 00284)
[Cytosine deaminase (FDPONBO_ 0026 ) 281 T 4-hydroxy-tetrahydrodipicolinate synthase (FDPONBOI_00286)
260 261 263 266 | | 270 | | 278279 1282 | 285

IMGPR_plasmid_2855804533_000026:273,834-311,893 (+)

2-ketogluconate_feductase (FDHIFLIJ_00005)
4 1

IMGPR _plasmid 2855855388 000014:5-7,280 (-)
p———10000 Nt ———
virulence (VFDB) AMR (AMRFinderPlus)




