cmx_cmrA-NCBIFAM Cmx/CmrA family chloramphenicol efflux MFS transporter (NFO33135.1) (MNAHDBEH_00415)
Phthiocerol synthesis polyketide synthase type | PpsC (MNAHDBEH_00423)

HTH-type transcriptional regulator PgrR (MNAHDBEH_00416)

Michele_1A_hits_grouped (MNAHDBEH_OO‘411) HTH-type transcriptional regulator McbR (MNAHDBEH_00421)
putative protein (MNAHDBEH_OO412) 151595 family transposase ISRm32 (MNAHDBEH_00419)
412 L-galactonate-5-dehydrogenase (MNAHDBEH_00422)

419 \ \ Sulfoacetaldehyde acetyltransferase (MNAHDBEH_00424)

HE™H A N )

HTH-type transcriptional regulator McbR (DEOFPHHB_01585)
1S1595 family transposase ISRm32 (DEOIEPHH8701584)
L-gaIactonate-5»dehydrogenase (DEOFPHHB_01586)
1580 1581 \ | 1585

IMGPR_plasmid_2918445941_000002: 1,513,069-1,526,480 (+)

HTH-type transcriptional regulator McbR (HHIMOHFA_00573)
putative protein (HHIMOHFA_00566) L-galactonate-g-dehyd rogenase (HHIMOHFA_00574)
566 567 570 571 \ Phthiocerol synthesis polyketide synthase type | PpsC (HHIMOHFA_00575)

H A A )

416 417

409 413

— E——
IMGPR_plasmid_651053067_000001: 360,899-374,311 (+)

I I
IMGPR_plasmid_2855825444_000001: 550,527-562,745 (+)
Glutamate/aspartate import permease protein GItK (KJOFEOIB_00390)
L-cystine transport system permease protein YecS (KJOFEOIB_00391)

4-hydroxy-tetréhyd rodipicolinate synthase (KJOFEOIB_00392) Protein of unknown function (Retron_VII_2__DUF3800) (KJOFEOIB_00399)
L (S)-1-Phenylethanol dehydrogenase (KJOFEOIB_00394)
Membrane-bound lytic murein transglycosylase F (KJOFE 1B_00388) 4-hydroxyproline 2-epimerase (KJOFEOIB_00396)
D-amino acid‘dehydrogenase 1 (KJOFEOIB_00393) Michele_2A_hits_grouped (KJOFEOIB_00398)
386  HitABC (VF0268) (KJOFEOIB_00389) | Michele_1A_hits_grouped (KJOFEOIB_00397)
383 384 385 387 | | | Betaine aldehyde dehydrogenase (KJOFEOIB_00395) | | 400 405

I
IMGPR _plasmid_2597490149 000001: 374,182-393,520 (+)
[ 7000 nt i
defence (DefenseFinder) virulence (VFDB) AMR (AMRFinderPlus)
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