Alpha-ketoglutarate-dependent sulfate ester dioxygenase (CKOFAEAL_00359)
Cellulose synthase catalytic subunit [UDP-forming] (CKO FAEAL 00351)
355 Aspartate amrﬁonia-lyase (CKOFAEAL_00360)
352 353 354 Tﬁé 357 358 \ 361 L-asparagine permease 1 (CKOFAEAL_00362)

l

IMGPR_plasmid_2775507240_000004: 366,369-380,192 (+)
206 205 204

KK

IMGPR_plasmid_2842317721_000020: 200,570-214,393 (-)
Acetyl-CoA acetyltransferase (PPLNPBBJ_00268)

267 266

IMGPR plasmid_2842192696_000006: 268,948-283,939 ()
334 333

IMGPR _plasmid_2791355262_000021: 368,321-376,206 (-)
Hca operon transcriptional activator HcaR (PJIAIELL_00330)
HTH-type transcriptional activator RhaR (PJIAIELL_00328)
Formylglycine-generating enzyme (PJIAIELL_00327)
Acetyl-CoA acetyltransferase (PJIAIELL_00323) 332
324 325 326 329 @Tmltidrug resistance operon repressor (PJIAIELL_00333)

IMGPR_plasmid_2630968325_000004: 341,700-364,050 (+)

301 296 1530 family transposase ISRssp4 (NPOCOEAE_00296)

IMGPR _plasmid_2728369352_000004: 309,802-323,744 (-)
cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (EPHIPMJE_00309)
HTH-type transcriptional repressor ComR (EPHIPMJE_00306)

HTH-type transcriptional activator Rhas (EPHIPMJE,OOS?L’G) Hca operon transcriptional activator HcaR (EPHIPMJE_00298)
ISNCY family transposase ISRel26 (EPHIPMJE_00314) ‘ HTH-type transcriptional regulator PgrR(EPHIPMJ‘ E_00301)
Acetyl-CoA acetyltransferase (EPHIPMJE_00313) Michele_1A_hits_grouped (EPHIPMJE_00305) Multidrug resistance operon repressor (EPHIPMJE_00296)
| 312 311 308 307 | | 304 303 302 300 299 | 2971

dhmhm@a - -@E - i e-@ - @@ - EET

IMGPR _plasmid 2585427632 _000005: 316,118-347,360 (-)
Trehalose-recycling ABC transporter (VF0842) (PONKLDJO_00415)
Trehalose-recycling ABC transporter (VIE0842) (PONKLDJO_00416)
Inulin fructotransferase [DFA-I-forming] (PONKLDJO_00413)
HitABC (VF0268) (PONKLDJO_00414)
BopD (VF0362) (PONKLDJO_00418) ‘ ‘
417 Beta-fructosidase (PONKLDJO_00412)

(D@D O E D (HE KT

]
IMGPR _plasmid_2791355264_000014:435,145-455,937 (-)
Trehalose-recycling ABC transporter (VF0842) (CNMGEJDB_00310)
Trehalose-recycling ABC transporter (VF0842) (CNMGEJDB_00311)
Inulin fructotransferase [DFA-I-forming] (CNMGEJDB_00308)
HitABC (VF0268) (CNMGEJDB_00309)

320 BopD (VF0362) (CNMGEJDB_OOSfS)
] 319318 314 312 |

307

KK

IMGPR_plasmid_2615840624_000018: 327,764-348,771 (-)
Trehalose-recycling ABC transporter (VF0842) (JFEJDNMHB_00006)
Trehalose-recycling ABC transporter (VF0842) (JFJDNMHB_00005)
Inulin fructotransferase [DFA-I-forming] (JFEJDNMHB_00008)
HitABC (VFG268) (JFJDNMHB_00007)
BopD (VF0362) (JFJDNMHB_00003)

12 4 | 9

— —— l
IMGPR_plasmid_2928359186_000006: 308-15,726 (+)

Protein-glutamate methylesterase/protein-glutamine glutaminase (FDLGDLMF_00128)
Multifunctional non-homologous end joining protein LigD (FDLGDLMF_OM)
Gluconolactonase (FDLGDLMF_00134)
137 Ribose import ATP-binding protein RbsA (FDLGDLMF_00131)
T136 135 | 133 132 130 129 | 127

IMGPR _plasmid_2896545022_000003: 126,592-145,029 (-) l
Protein-glutamate methylesterase/protein-glutamine glutaminase (PBAGENFK_00221)
Ribose import ATP-binding protein RbsA (PBAGENFK_00218)
Transposon Tn10 TetC protein (PBAGENFK_00213)
Gluconolactonase (PBAGENFK_00215)
211 ‘ 213 215 216 218 219 221

IMGPR _plasmid_2510065076_000003: 233,351-251,758 (+) l
Protein-glutamate methylesterase/protein-glutamine glutaminase (KKCNPNLM_00016)
Ribose import permease protein RbsC (KKCNPNLM_00012)
Ribose import ATP-binding protein RbsA (KKCNPNLM_00013)
Adenylyl-sulfate kinase (KKCNPNLM_OOOOS)
Gluconolactonase (KKCNPNLM_00010)

7 \ 9 11 \ 14 15 3-hydroxy-5-methyl-1-naphthoate 3-O-methyltransferase (KKCNPNLM_00017)

l

IMGPR _plasmid_2791355263_000017: 7,752-26,150 (+)
Protein-glutamate methylesterase/protein-glutamine glutaminase (CEPLJHMP_00125)

Ribose import permease protein RbsC (CEPLJHMP_00121) Trehalose-recycling ABC transporter (VF0842) (CEPLJHMP_00131)
Ribose import permease protein RbsC (CEPLJHMP_00120) Trehalose-recycling ABC transporter (VE0842) (CEPLJHMP_00130)
Ribose import A P-biﬁding protein RbsA (CEPLJHMP_00122) Inulin fructotransferase [DFA-I-forming] (CEPLJHMP_00133)
Inner membrane protein YbjJ (CEPLJHMP_00118) putative signaling protein (CEPLJHMP_00126) HitABC (VF0268) (CEPLJHMP_00132)
Gluconolactonase (CEPLJHMP_00119)

BopD (VF0362) (CEPLJHMP_00128)
127 129 | Beta-fructosidase (CEPLJHMP_00134)

X HE-@EHED O E D — @ -

117 \ \ \ 123 124

IMGPR plasmid_643348569_000003: 129,691-159,684 (+)
Protein-glutamate methylesterase/protein-glutamine glutaminase (CKIOFDAC_00242)
Ribose import permease protein RbsC (CKIOFDAC_00246)
Ribose import permease protein RbsC (CKIOFDAC_00247)
Ribose import A P-birfding protein RbsA (CKIOFDAC_00245)

Inner membrane protein YbjJ (CKIOFDAC_00249) \

Gluconolactonase (CKIOF‘DAC700248) putative signaling protein (CKIOFDAC_00241)

249 | \ | 243 242 | 239

KK

IMGPR_plasmid_2842341865_000014: 246,596-267,695 (-)
Protein-glutamate methylesterase/protein-glutamine glutaminase (CPLFKOOE_00111)
Ribose import permease protein RbsC (CPLFKOOE_00107) Inositol 2-dehydrogenase/D-chiro-inositol 3-dehydrogenase (CPLFKOOE_00115)

Ribose import ATP-binding protein RbsA (CPLFKOOE_OOlOS) L-arabinose transport system permease protein AraH (CPLFKOOE_00118)
Inner membrane protein YbjJ (CPLFKOOE,00104) FbpABC (VF0272) (CPLFROOE700117)
Gluconolactonase (CPLFKOOE_00105) putative signaling protein (CPLFKOOE_00112)
102 103 | 106 | 109 110 | 113 114 116 119 120 121122

KK

IMGPR _plasmid_2825118518_000008: 110,289-139,882 (+)
} 10000 nt {
defence (DefenseFinder) virulence (VFDB) AMR (AMRFinderPlus)




