MFS_efflux_tcmA-NCBIFAM tetracenomycin C efflux MFS transporter (NFO00025.1) (BIJLONAF_00265) Thiol:disulfide interchange protein DsbD (BIJLONAF_00273)

Lysine/arginine/ornithine-binding periplasmic protein (BIJLONAF_00262) Putative peroxiredoxin (BIJLONAF_00272)
HTH-type transcriptional regulator DmIR (BIJLONAF_00264) Sigma M (VF0822) (BIJLONAF_00274)
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IMGPR_plasmid_2648501645_000004:264,013-276,578 (+)
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IMGPR_plasmid_2821051985_000003: 285,950-299,278 (+)

HTH-type transcriptional regulator DsdC (JLBFJBJD_00176)
Carbamoyl-phosphate synthase large chain (JLBFJBJD_00177) 172 168 167
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IMGPR_plasmid_2871731064_000003: 171,210-186,728 (-)
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IMGPR_plasmid_2645727681_.000001:318,743-329,816 (-)
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IMGPR _plasmid_2924484564_000003: 239,398-250,473 (+)
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IMGPR_plasmid_2767802446_000006: 464,644-475,789 (+)
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IMGPR_plasmid_3300048922_000088: 139,873-150,700 (+)
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IMGPR_plasmid_3300048923_000056: 62,924-73,751 (-)
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IMGPR_plasmid_3300014621_000010:221,489-231,866 (+)
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Transposon gamma-delta resolvase (ANIAJDMN_00438)
Major exported protein (ANWJDM N_00439)
440 | 437 436
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IMGPR_plasmid_2731957702_000002: 449,220-462,503 (-)

Transposon gamma-delta resolvase (INIGLNIH_00035)
Major exported protein (INELNIH,OOOM)
32 33 | 3637
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IMGPR _plasmid_2876610501_000002: 26,957-40,240 (+)

Transposon gamma-delta resolvase (AANOHJHG_00470)
Major exported protein (AANOHJHG_00469)
468 | 471 472
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IMGPR_plasmid_2645727744_000002: 435,537-448,815 (+)

Transposon gamma-delta resolvase (CFCALMGK_00382)
Major exported protein (CFCALMGK_00383)
385 384 | 381380
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IMGPR_plasmid_2617270728_.000002: 379,488-392,790 (-)

Glycine cleavage system transcriptional activator (JOHHFIJL_00529)
524 Michele_1A_hits_grouped (JOHHFI ]L700528)
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IMGPR_plasmid_2690315639_000002: 528,219-540,634 (+)

RNA pyrophosphohydrolase (AEBJBODH_00201)
202 203
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IMGPR_plasmid_2602042078_000001: 193,463-207,276 (+)

RNA pyrophosphohydrolase (EAAKFIKP_00391)
390 389
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IMGPR_plasmid_2582581300_000002: 408,262-422,075 (-)

RNA pyrophosphohydrolase (PGLPPFML_00302)
301
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IMGPR_plasmid_3300012078_000013: 321,837-335,201 (-)
390 Orf5_00008 Orf5 (FHMNCJAA 00385) 384
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IMGPR_plasmid_2597490175_000003: 376,822-392,184 (-)
putative D,D-dipeptide transport system permease protein DdpC (DBAIPJPG_00239)
Glutathione transport system permease protein GsiC (DBAIPJPG_00238)
Nitrilotriacetate monooxygenase component A (DBAIPJPG_00243)
N-acetyldiaminopimelate deacetylase (DBAIPJPG_00242)

putative N-acetyltransferase Ytml (DBAIPJPG_00236)

RNA pyrophosphohydrolase (5BAIPJ PG_00235) ABC-type heme transporter (VF0739) (DBAIPJPG_00240) 245
Nickel-binding periplasmic protein (DBAIPJPG_00237) Putative monooxygenase MoxC (DBAIPJPL_OO241) 244] 246247
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IMGPR_plasmid_2844050306_000002: 243,857-260,163 (+)
} 6000 nt {
defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)




