Dipeptide transport system permease protein DppB (FDLGDLMF_00442)
3-oxoacyl-[acyl-carrier-protein] reductase FabG (FDLGDLMF_00449)
putative ABC transporter ATP-binding protein YejF (FDLGDLMF_00444)
HTH-type transcriptional regulator DmIR (FDLGDLMF_00448)
Periplasmic alpha-galactoside-binding protein (FDLGDLMF_00441)
Alpha-galactosidase (FDLGDLMF_00445) L

FDLGDLMF_0044
FDLGDLMF_00450  Tail-specific protease (FDLGDLMF_00452)
FDLGDLMF 00443 FDLGDLMF 00446 | | ~FDLGDLMF_00451

IMGPR_plasmid_2896545022_000003 474325:492711(+)
PBAGENFK_00372
PBAGENFK_00373

IMGPR_plasmid_2510065076_000003 399885:418305(-)

Riboflavin transport system permease protein RibX (GEDAOHBA_00513)
HTH-type transcriptional regulator CynR (GEDAOHBA_00510)
" FbpABC (VF0272) (GEDAOHBA_00514)
Acylamidase (GEDAOHBA 00512)
GEDAOHBA 00509 ‘
—EED)’-\O@’-\_O 511 tetracycline resistance ribosomal protection protein (NFO012153.1) (GEDAOHBA_00515)

IMGPR _plasmid_2842395702_000013 533919:553560(+)

vancomycin resistance response regulator transcription factor, VanR-F/VanR-M family (NF033120.0) (GOBJHPON_00042)
vancomycin resistance response regulator transcription factor VanR-A (NFO00401.1) (GOBJHPON_00040)
Bis(5'-nucleosyl)-tetraphosphatase, symmetrical (GOBJHPON_00032)
35 Adaptive-response sensory-kinase SasA (GOBJHPON_00039)
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IMGPR _plasmid_2896569440_000003 29875:54654(+)
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IMGPR _plasmid_2859833134_000003 168768:191646(+)
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IMGPR _plasmid_2516653085_000003 320757:343626(+)
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NCKGKAKN_00492
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NCKGKAKN_00494
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IMGPR_plasmid_2842163707_000002 541731:551990(+)
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IMGPR _plasmid_2515154134_000006 541963:552838(+)

Glutamine transport ATP-binding protein GInQ (HAGNOAPO_00130)
Response regulator protein TodT (HAGNOAPO_00126)
Response regulator protein TmoT (HAGNOAPO_00125)
CD0873 (VF0593) (HAGNOAPO_00114) Serine/threonine-protein kinase PknD (HAGNOTPO_‘OOlZS)
109 113 118 120 Penicillin-binding protein 2D (HAGNOAPO_00128)
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IMGPR _plasmid_2918430697_000003 106353:144505(+)
LNLBNGLI_00306
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IMGPR _plasmid_2513237085_000008 336731:348175(-)
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IMGPR_plasmid_2850814604_000003 175341:193162(+)
JILHJAMH_00370

JILHJAMH_00371 JILHJAMH_00377
JILHJAMH_00375 | JILHJAMH_00378
JILHJAMH_00369 JILHJAMH_00374

IMGPR _plasmid_2896557008_000004 388652:404502(+)
Oligopeptide transport ATP-binding protein OppD (LKEJHGML_00390)

LKEJHGML_00382 Pseudomonine (VFO9§Q (LKEJHGML_00389)
LKEJHéML_OO383 LKEJHGML_OO?S@ Putative peptide transport permease protein (LKEJHGML_00391)
LKEJHGML 00381 | | LKEJHGML 00386 LKEJHGML' 00388 |
IMGPR _plasmid_2936367885_000006 402057:423036(+) -
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IMGPR_plasmid_2510065019_000004 450873:464170(+)

JHKKEMNO_00263
JHKKEMNO_00262
JHKKEMNO 00261 | | JHKKEMNO_00264

IMGPR_plasmid_2516653047_000004 272637:287037(+)

Alpha-galactosidase (KLLLIKFK_00458)
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454 455456 458

IMGPR _plasmid_2936375103_000004 484316:496721(+)
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Response regulator PleD (ILJHOOOK_00432)
DNA primase TraC (ILJHOOOK_00429)
ILJHOOOK_00434
ILJHOOOK 00435
ILJHOOOK 00434  ILJHOOOK 00430 ILJHOOOK_00428
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IMGPR_plasmid_2791355258_000007 453163:471137(-) -

Penicillin-binding protein 2D (IOKDHFDC_00513)
RegX3 (VF0858) (IOKDHFDC_00509)
510 517
507 SQﬂ 511 513 514 515 516Ti18

IMGPR_plasmid_2765235942_000014 5323-51:555664(+)

Inner membrane ABC transporter permease protein YdcV (CNAJIOPI_00260)
Spermidine/putrescine import ATP-binding protein PotA (CNAJIOPI_00258)
Spermidine/putrescinéfbindmeriplasmic protein (CNAJIOPI_00257)
PCP degradation transcriptional activation protein (CNAJIOPI_00256)
tRNA-specific adenosine deaminase (CNAJIOPI_00264) J \
FAD-dependent urate hydroxylase (CNAJIOPI_00261)
Cocaine esterase (CNAJIOPI_00263) Cytosi‘ne deaminase (CNAJIOPI_00254)
8-oxoguanine deaminase (CNAJIOPI_00266) 265 | 262 | | 259 | | | 255 253

IMGPR_plasmid_2630968330_000006 269193:294365(-)

6-hydroxy-3-succinoylpyridine 3-monooxygenase HspA (EGLAHEBD_00018) Protein-export protein SecB (EGLAHEBD_00001)
Gabija_aB_l (EGLAHEBD_00017) Conjugal transfer protein TraG (EGLAHEBD_00009)
Gabija__GajA (EGLAHEBD_00014) ATP-dependent RecD-like DNA helicase (EGLAHEBD_00006)
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IMGPR_plasmid_2509276033_.000002 23:39929(-)
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