2-[(L-alanin-3-ylcarbamoyl)methyl]-3-(2-aminoethylcarbamoyl)-2-hydroxypropanoate synthase
5-keto-4-deoxy-D-glucarate aldolase (HKJMEOHP_00381)
Putative phosphoribosyl transferase (HKJMEOHP_00383)

‘StaphTonferrin B (VF1014) (HKJMEOHP_00382)  2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial (HKJMEOHP_00389) Ornithine cyclodeaminase (HKJMEOHP_00400)
D‘-alanine--D-aIanyI carrier protein ligase (HKJMEOHP_00387) FbpABC (VF0272) (HKJMEOHP_O&S%)
384 Putative cytochrome P450 120 (HKJMEOHP_00391) PEB1(VF0327) (HKJME6HP_OdS98)
385 tRNA 5-carboxymethoxyuridine methyltransferase (HKJMEOHP_00388) Polyketide synthase PksL (HKJMEOHP_00393) ‘ "398
83] \ | 389 391 393 394 396 |
Ol ! ) KO

\M?PR,p\asm'\d728217590597000001:469,732—560.739 (+) =
2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial (IACMFINA_00700)
Putative cytochrome P450 120 (IACMFINA_00698)
tRNA 5-carboxymethoxyuridine methyltransferase (IACMFINA_00701) Polyketide synthase PksL (IACMFINA_00696)
D-alanine--D-alanyl carrier protein ligase (IACMFINA_00702) \ \ 699 697 695 694

DOAHH ) i ok N ) XA

- - .
IMGPR_plasmid_2808606454_000001:877,293-968,301 (-)

Putative cytochrome P450 120 (MBBBCJKK_00694)
2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial (MBBBETKK_OO()%) Polyketide synthase PksL (MBBBCJKK_00692)
D-alanine--D-alanyl carrier protein ligase (MBBBCJKK_00699) 698 @T 695 \ 693 691 690

DOAHH ) DM ok N ) &40

- - -
IMGPR_plasmid_280860648%_000001:877,312-968,319 (-)
2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial (EKHANOBD_00374)
HTH-type transcriptional regulator Trpl (EKHANOBD_00369)

Leucine efflux protein (EKHANOBD_00368) Putative cytochrome P450 120 (EKHANOBD_00376)
‘ tRNA 5-carboxymethoxyuridine methyltransferase (EKHANOBD_00373)
D-alanine--D-alanyl carrier protein ligase (EKHANOBD_00372) ‘ ‘ Polyketide synthase PksL (EKHANOBD_00378)
| 1369 373 375 377 378

&P 1 D O N i XKD

L
IMGPR _plasmid_2806311045_000001:460,057-550,304 (+)
2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial (LMFFCHOE_00734) Glutamine transport ATP-binding protein GInQ (LMFFCHOE_00724)

D-alanine--D-alanyl carrier protein ligase (LMFFCHOE_00740) Putative cytochrome P450 120 (LMFFCHOE_00732)
Polyketide synthase PksM (LMFFCHOE_00737) Polyketide synthase PksN (LMFFCHOE_00729)
Polyketide §ynthase PksLT(LMFFCHOE_OO738) Polyketide synthase PksJﬂMFFCHOE_OO730)
tRNA 5-carboxymethoxyuridine methyltransferase (LMFFCHOE_00735) Polyketide sy?thase PksL (LMFFCHOE_00728)
739 736 \ | 733 731 | 727 726 725 |723 718
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-
IMGPR_plasmid_2808606472_000001:876,251-968,206 (-)

2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial (MCFEOAFP_00352)
Polyketide synthase PksJ (MCFEOAFP_00359)

Achromobactin biosynthesis and transport (VF0922) (MCFEOAFP_00340) Pentalenene oxygenase (MCFEOAFP_00356)
B—Talanine--D-aIanyl carrier protein ligase (MCFEOAFP_00347) Polyketide synthase PksM (MCFEOAFP_00354)
‘ Polyketide synthase PksM (MCFEOAFP_00349) PDIM (VF6309) (MCFEOAFP_OO:SSS)
putative protein (MCFEOAFP_00343) Colibactin (VF1179) (MCFEOAFP_00351) L ‘ Polyketide synthase PksL (MCFEOAFP_00360)
| | Polyketide synthase PksM (MCFEOAFP_00348) 349 Colibactin (VF1179) (MCFEOAFP_00353) = 356 357 | 360 361 362
DD DR EDEHKIKD
) R D D Q0

TVGPR plasmid_2808606459_000001:421,716-514,280 (+)
RND-peri-MexE-NCBIFAM multidrug efflux RND transporter periplasmic adaptor subunit MexE (NFO45904.1) (ANNHEEJA_00348)
RND_pe?ﬁ_quB-NCBIFAM multidrug efflux RND transporter permease subunit OgxB (NFO00037.1) (ANNHEEJA_00347)
HTH»typE transcriptional regulator Trpl (ANNHEEJA_00354)
DiaEetyI reductase [(S)-acetoin forming] (ANNHEEJA_00350)
AdeFGH efflux pump (VF0504) (ANNHEEJA_00349)
Leucine efflux protein (ANNHEEJA_00353)

354

[355

I - .
IMGPR_plasmid_2808606475_000001:435,354-450,955 (+)

} 30000 nt {
virulence (VFDB) AMR (AMRFinderPlus)




