SMR_gac_bcrB-NCBIFAM quaternary ammonium compound efflux SMR transporter BerB (NFO33469.1) (FJLMBBFG_00085)
putative 4-amino-4-deoxy»L-arabinose-phosphoundecﬁenol flippase subunit ArnF (FJLMBBFG_00084)
Undecaprenyl phosphate»alpha—4-am%-éi-deoxy-L—arabinose arabinosyl transferase (FILMBBFG_00086)
Glutathione-independent formaldehyde dehydrogenase (FJLMBBFG_00080)
Anaerobic nitric oxide reductase transcription regulator NorR (FJLMBBF6_00078)
Putative aliphatic sulfonates-binding protein (FJLMBBFG_OOO79)
Methanesulfonate monooxygenase (FJLMBBFG‘,OOO77) PDC-S24_ WP_051679903.1 (FJLMBBFG_00083)
Dimethyl-sulfide monooxygenase (FJLMBBFG_00075) ‘ gcul67_gcul67B (FILMBBFG_00082) ‘ ‘
76 \ 81 putative 4-deoxy-4-formamido-L-arabinose-phosphoundecaprenol deformylase ArnD
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IMGPR_plasmid_3300013023_000018: 88,353-103,047 (+)
Glutathione-independent formaldehyde dehydrogenase (GLKAIIND_00021)
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IMGPR _plasmid_3300031416_000063: 13,153-27,754 (-)
Glutathione-independent formaldehyde dehydrogenase (GOJGBMGM_00040)
Cyclase_00042 oligonucleotide-cyclase (GOJGBMGM_00041)
‘ Effector_00055 4TM (GOJGBMGM_00043)
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IMGPR_plasmid_3300053491_027761:38,149-55,498 (+)
86 DS-8__DS-8 (LKIPPBDD_00087)
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IMGPR_plasmid_3300048920_000129: 92,713-110,713 (+)
89 DS-8__DS-8 (BKBBKMPJ_00088)
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IMGPR_plasmid_3300048921_000099: 98,833-116,833 (-)

TIR-VII_TIR-VII_A (GMLBGAME_00028)
26  TIR-VII_TIR-VII_B (GMLBGAME_00027)
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IMGPR_plasmid_2541047590_000005: 22,490-40,258 (+)
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IMGPR_plasmid_3300031112_000034: 134,940-147,001 (+)

HTH-type transcriptional repressor CytR (NDGIMCCL_00016)
Glucose--fructose oxidoreductase (NDGIMCCL_00017)
Glutathione-independent formaldehyde dehydrogenase‘(NDGIMCCL_BOOlS) 18 putative symporter YjmB (NDGIMCCL_00019)
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IMGPR_plasmid_2921952440_000002: 10,465-30,274 (+)

Glutathione-independent formaldehyde dehydrogenase (AOAGONBP_00101)
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IMGPR_plasmid_2903095552_000002: 109,282-126,482 (-)

112 111 Peptidoglycan-associated lipoprotein (EJCGPJAF_00110)
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IMGPR_plasmid_3300012997_000033: 1-1,441 (-); 119,978-135,511 (-)

Anaerobic nitric oxide reductase transcription regulator NorR (FCGACKKD_00062)
Inner membrane metabolite transport protein YgcS (FCGACKKD_00066) 60 59 Peptidoglycan-associated lipoprotein (FCGACKKD_00058)

¢ < K K H b K K

IMGPR_plasmid_3300031418_000185:61,562-80,158 (-)

Anaerobic nitric oxide reductase transcription regulator NorR (BHIEACDF_00081)
Dibenzothiophene desulfurization enzyme C (BHIEACDF_00076)
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IMGPR_plasmid_3300031415_000050: 89,774-103,740 (+)
Anaerobic nitric oxide reductase transcription regulator NorR (BNKEPIGN_00106)
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IMGPR_plasmid_2627853687_000001: 115,801-122,081 (-)
2-iminobutanoate/2-iminopropanoate deaminase (CCHNPJJB_00010)
Glutathione-independent formaldehyde dehydrogenase (CCI—KTPJJB_OOOOé)
mRNA interferase toxin RelE (CCHNPJJB_OOOOS)
Inner membrane protein YgaZ (CCHNPJJB_00012)
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IMGPR _plasmid_2636415703_000001: 1,111-16,189 (+)
} 7000 nt {
defence (DefenseFinder) defence (PADLOC) AMR (AMRFinderPlus)




