Anaerobic nitric oxide reductase transcription regulator NorR (HPKPCMGD_00048)
Putative aliphatic sulfonates-binding protein (HPKPCMGD_00047)
Inner membrane protein YiaW (HPKPCMGD_00044)
mRNA interferase toxin RelE (HPKI;CT/IGD_OOO40)
Intermembrane transport protein Pq‘iB (HPKPCMGD_00042)
Inner membrane brotein YibH (HPKPCMGD_00045) Methanesulfonate monooxygenase (HPKPCMGD_00049)
41 43 | 46 | | 50 Dimethyl-sulfide monooxygenase (HPKPCMGD_00051)
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IMGPR _plasmid_2065487014_000005: 37,246-49,783 (+)
Inner membrane protein YiaW (IJNLOPOF_00023)
Intermembrane transport protein PqiB (IJNLOPOF_00025)
Inner membrane protein YibH (IJNLOPOF_00022)
24 | 21

IMGPR _plasmid_2871755987_000001: 14,178-26,717 (-)
Inner membrane protein YiaW (POLKIABA_00021)
Intermembrane transport protein FG@ (POLKIABA_00019)
Inner membrane protein YibH (POLKIABA_00022)
20 | 23 26

IMGPR_plasmid_2924459726_000001: 16,803-29,339 (+)
Inner membrane protein YiaW (OKLOJEHI_00125)
Intermembrane transport protein PgiB (OKLOJEHI_00127)
Inner membrane protein YibH (OKLOJEHI_00124)
126 | 123122

IMGPR _plasmid_2609460322_000001: 133,451-145,989 (-)
Inner membrane protein YiaW (AICBHGFA_00058)
Intermembrane transport protein Pq‘iB (AICBHGFA_00059)

Inner membrane protein YibH (AICBHGFA_00057) Inner membrane metabolite transport protein YgcS (AICBHGFA_00049)
\ 56 53 Dibenzothiophene desulfurization enzyme C (AICBHGFA_00048)

IMGPR _plasmid_2847782834_000001:51,461-67,027 (-) )-< K}{ >{ >-{ H }
putative 4-amino-4-deoxy-L-arabinose-phosphoundecaprenol flippase subunit ArnF (LOBEAFFN_00101)
mtive 4-amino-4-deoxy-L-arabinose-phosphoundecaprenol flippase subunit ArnE

Intermembrane transport protein PqiB (LOBEAFFN_00109)

PDC-524_WP_051679903.1 (LOBEAFFN_00102) Inner membrane proteirL\@W (LOBEAFFN_00111)
gculé7_geulé67B (LOBEAFFN_00103) Inner membrane protein YibH (LOBEAFFN_00112)
| 104 105 106 110 | 113
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IMGPR_plasmid_2767802446_000004: 115,974-133,113 (+)

SMR_gac_bcrB-NCBIFAM quaternary ammonium compound efflux SMR transporter BerB (NFO33469.1) (CNIMMBDJ_00104)
Undecaprenyl phospFaTe-alpha-4-amino-4-deoxy-L-arabinose arabinosyl transferase (CNIMMBDJ_00105)

Inner membrane protein YiaW (CNIMMBDJ_00096)
Intermembrane transport protein PqiB (CNIMM@BJ,OOO?S)
Inner membrane brotein YibH (CNIMMBDJ_00095)
102 101 97 | 94
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\MGPR,p\asm'\d,ZS‘W_490175,00000Z: 102,265-118,711 (-)
Inner membrane protein YiaW (BPKEJCIK_00030)
Intermembrane transport protein PgiB (BPKEJCIK_00028)
Inner membrane protein YibH (BPKEJCIK_00031)
25 29 | 32

\MGPR,D\asm'\d72921845647000002: 26,807-43,035 (+)
Inner membrane protein YiaW (HFKMNEAD_00123)
Intermembrane transport protein PqiB (HFKMNEAD_00121)
Inner membrane brotein YibH (HFKMNEAD_00124)
117 122 | 125
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TMGPR_plasmid_3300027750_000004: 142,826-157,806 (+)
Inner membrane protein YiaW (IEGLHONG_00056)
Intermembrane transport protein PqiB (IEGLH(WG_OOOSS)
Inner membrane‘protein YibH (IEGLHONG_00055)
57 \ 54

PR [0 1 K H A H )

WGPRip\asm'\d729244892607000001: 52,138-67,117 (-)
Intermembrane transport protein PqiB (GKCGEHOK_00129)
Inner membrane protein YiaW (GKCGEHOK_00127)
Inner membrane protein YibH (GKCGEHOK_00126)
Intermembrane transport protein PqiB (GKCGEHOK_00128) 125

EE-0-D—E8EK — —— K H N A )

WGPR,p\asm'\d,282105656é,000002: 134,569-149,547 (-)
Intermembrane transport protein PqiB (MAELBGLA_00029)
Inner membrane protein YiaW (MAELBGLA_00031)
Inner membran?a'otein YibH (MAELBGLA_00032)
Intermembrane transport protein PqiB (MAELBGLA_OOOSO) 33

PR D—A&-EK — —D— K H ) " )

|
IMGPR_plasmid_2821061094_000001: 30,242-45,220 (+)

Inner membrane protein YiaW (EHMCAJEA_00126)
Intermembrane transport protein PqiB (EHMCKJ’EA_OOlZS)

Inner membrane ‘protein YibH (EHMCAJEA_00125) Dimethyl-sulfide monooxygenase (EHMCAJEA_00119)
127 | 124 Dimethyl-sulfide monooxygenase (EHMCAJEA_00118)
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—
IMGPR_plasmid_2619619082_000002: 130,975-149,012 (-)

Inner membrane protein YibH (BPGPCCHP_00001)
2

IMGPR_plasmid_2716884865_000002: 163-8,874 (+)

Glutathione-independent formaldehyde dehydrogenase (MPIOIOHJ_00063)
62

IMGPR_plasmid_2847787641_000003: 65,557-75,188 (-)

Glutathione-independent formaldehyde dehydrogenase (AECOPLLI_00039)
40

IMGPR_plasmid_3300048924_000068: 39,171-48,802 (+)

Glutathione-independent formaldehyde dehydrogenase (JJFGLCLG_00147)
150

IMGPR _plasmid_2767802444_000002: 153,151-165,723 (+)
119

IMGPR _plasmid_2876586586_000003: 126,150-138,722 (-)
Glutathione-independent formaldehyde dehydrogenase (KMEDKMMN_00068)
Virulence-associated proteins (VF0679) (KMEDKMMN_00070)

64 65 Endoribonuclease HigB (KMEDKMMN_00069)
DD Y —ac—- G —DOREEK H A A )
IMGPR_plasmid_2811995300_000001: 69,924-87,041 (+)

} 7000 nt {
defence (DefenseFinder) defence (PADLOC) virulence (VFDB) AMR (AMRFinderPlus)




