Inner membrane protein YgaP (JOHHFIJL_00416)
Immunogenlc protein MPT70 (JOHHFIJL_00418)
(S)-sulfolactate dehydrogenase (JOHHFIJL,OO415)
Acetyltransferase (JOHHFIJL_004i3) Sigma L (VF0855) (JOHHFIJL_00419)
412 ] 414 | | 417 | T 420 421

\MGPR,p\asm'\d,Zé90315639,000002:409‘893-418,913w
3',5'-cyclic adenosine monophosphate phosphodiesterase CpdA (EEAAJIPE_00129)
COG0640 Csa3_1_CAS-I-lI-llI-IV-V-VI (EEAAJIPE_00127)
Inner membrane protTein YgaP (EEAAJIPE_00126)
(S)-sulfolactate dehydrogenase (EEAAJI I5E70013 1)
Methionine aminopeptidase (EEAAJIPE_00136) 125
135 | 130 128 T124

—
IMGPR_plasmid_3300014630_000004: 126,306-140,123 (-)

SMR_gac_bcrB-NCBIFAM quaternary ammonium compound efflux SMR transporter BerB (NFO33469.1) (ADNHOMFA_00384)
putative 4-amino-4-deoxy-L-arabinose-| phosphoundecaprenol flippase subunit ArnF (ADNHOMFA_00383)
putative 4-deoxy-4-formamido-L-arabinose-phosphoundecaprenol deformylase ArnD (ADNHOMFA_00386)
Undecaprenyl phosphate-alpha-4-amino-4-deoxy-L-; arablnose arablnosyltransferase (ADNHOMFA_00385)

tRNA 5-| hydroxyurldlne methyltransferase (ADNHOMFA_00380)
Putative undecaprenyl-diphosphatase YbjG (ADNHOMFA_00390) COG0640 Csa3_1_CAS-I-lI-11l-IV-V-VI (ADNHOMFA_00377)
BMtlonal polymyxin resistance protein ArnA (ADNHOMFA_0O:! 87) Inner membrane proteTn YgaP (ADNHOMFA_00376)
SOS response-associated protein YedK (ADNHOMFA 00396) (S)-sulfolactate dehydrogenase (ADNHOM 'A_00382) Trehalose-6-phosphate synthase (ADNHOMFA_00370)

Jallet_2B_h|tsgrouped (ADNHOMFA_00389)
394 392 391 \ LPS (VFO124) (ADNHOMFA_00388)

N

Putative tartrate transporter (ADNHOMFA_Ob379)
| 381 | 378 | | 371

IMGPR_plasmid_2871755987_000002: 378,459-405,977 (-)
putative fructoselysine utilization operon transcriptional repressor (PNNCMMGH_00275)
putative fructosely5|ne/p5|cosely5|ne transporter FrlA (PNNCMMGH_00272)
Fructoselysine 6 phosphate deglycase (PNNCMMGH_00273)
280 278 Fructoselysine 6-kinase (PNNCMMGH_00274) 271 270 Peptidoglycan-associated lipoprotein (PNNCMMGH_00269)
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IMGPR_plasmid_2609460322_000002: 282,331-300,380 (-)
putative fructoselysine utilization operon transcriptional repressor (NPCGGHBN_00322)
putative fructoselys|ne/p5|cosely5|ne transporter FrlA (NPCGGHBN_00325)
Fructoselysine 6- phosphate deglycase (| NPCGGHBN _00324)
Fructoselysine 6-kinase (NPCGGHBN_00323) 326 327 Peptidoglycan-associated lipoprotein (NPCGGHBN_00328)
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IMGPR_plasmid_3300027750_000009: 319,293-337,330 (+)
putative fructoselysine utilization operon transcriptional repressor (MJEPEFFI_00349)
putative fructoselys|ne/p5|cosely5|ne transporter FrlA (MJEPEFFI_00352)
Fructoselysmeé phosphate deglycase (MJEPEFFI_00351)
Peptidoglycan-associated lipoprotein (MJEPEFFI_00355)
Fructoselysine 6-kinase (MJEPEFFI_00350) 353 354 357 358
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IMGPR_plasmid_2876561215_000002: 329,813-350,475 (+)
putative fructoselysine utilization operon transcriptional repressor (ECNACBHI_00253)
putative fructoselysine/psicoselysine transporter FrlA (ECNACBHI_00250)
Fructoselysine‘6-phosphate deglycase (ECNACBHI_00251)
258 Fructoselysine 6-kinase (ECNACBHI_00252) 249 248 Peptidoglycan-associated lipoprotein (ECNACBHI_00247)
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IMGPR_plasmid_2924489260_000002: 265,712-283,763 (-)
putative fructoselysine utilization operon transcriptional repressor (LEBEMDAN_00218)
putative fructosely5|ne/p5|cosely5|ne transporter FrlA (LEBEMDAN_00215)
Fructoselysine 6-phosphate deglycase (LEBEMDAN_00216)
| |  Peptidoglycan-associated lipoprotein (LEBEMDAN_00212)
Fructoselysine 6-kinase (LEBEMDAN_00217) 214 213
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IMGPR_plasmid_2927986592_000002: 220,313-240,956 (-)
putative fructoselysine utilization operon transcriptional repressor (PEJNJMHG_00343)
putative fructosely5|ne/psmoselysme transporter FrlA (PEJNJMHG_00340)
Fructoselysmeé phosphate deglycase (PEJNJMHG_00341)
L Peptidoglycan-associated lipoprotein (PEJNJMHG_00337)
Fructoselysine 6-kinase (PEJNJMHG_00342) 339 338 335334
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IMGPR_plasmid_2716884865_000003: 347,822-367,005 (-)

putative fructoselysine utilization operon transcriptional repressor (PHBMBDIM_00415)
putative fructoselysine/psicoselysine transporter FrIA (PHBMBDIM_00418)
Fructoselysine 6-phosphate deglycase (PHBMBDIM_00417)
‘i Peptidoglycan-associated lipoprotein (PHBMBDIM_00421)
412 Fructoselysine 6-kinase (PHBMBDIM_00416) 419 420 426 PCP degradation transcriptional activation protein (PHBMBDIM_00427)
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IMGPR_plasmid_3300028585_000034:413,718-432,266 (+)
Methionine aminopeptidase 123
—_—
IMGPR plasmid_2924459726_000003: 111,189-122,904 (+)
363 364
——
IMGPR _plasmid_2876605999_000001: 360,285-372,000 (+)
212 213
—
IMGPR_plasmid_2767802444_000003:201,678-213,390 (+)
348 349
L]
IMGPR plasmid_2767802446_000006: 336,127-347,829 (+)
274

KD DD {0

IMGPR_plasmid_2871731064.000003: 283,162-293,361 (1
416 417

KB ED—{D-GE—E {0

—_—
IMGPR_plasmid_2876610501_000002: 423,931-436,727 (+)
46 45

K EO——-GCT— D000

—
IMGPR_plasmid_2821065626_000003:43,795-56,571 (-)
63 56 55
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—_—
IMGPR plasmid_2731957702_000002: 52,733-65,529 (-)
422 423 424

OB EDD-GCID—DDE D0

—_—
IMGPR plasmid 2935373448 000003:422,777-435,569 (+)
81 80 79

KO D—D-GCD—/DE D10

—_—
IMGPR_plasmid_2935378324_000003: 78,237-91,029 (-)
400 401

—KED—A-ECT—DDE DD

L
IMGPR plasmid_2576861666_000003: 397,642-410,191 (+)
357 358 359  Immunogenic protein MPT70 (AANOHJHG_00360)
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IMGPR _plasmid_2645727744_000002: 324,661-338,621 (+) -
[ 10000 nt i
defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)




