Putative short-chain type dehydrogenase/reductase (PEBAGEMB_00042) Dicamba O-demethylase 1, ferredoxin reductase component (PEBAGEMB_00054)
putative enoyl-CoA hydratase echA8 (PEBAGEMB_00045)

HTH-type transcriptional regulator BenM (PEBAGEM B_00040) Coniferyl aldehyde dehydrogenase (PEBAGEMB_00048)
Acetyl-CoA:oxalate CoA-transferase (5EBAGEM B_00039) Alcohol dehydrogenase [acceptor] (PEBAGEMB_00047) Prophage integrase IntA (PEBAGEMB_00051)
Quorom sensing (VF0471) (PEBAGEMB_OOOSé) Mycobactin‘ (VF0299) (PEBAGEMB_00046) ‘ Isoaspartyl peptidase (PEBAGEM B_00053)
Quorum-sensing (VF0433) (PEBAGEMB_00037) 3-ketoacyl-CoA thiolase (PEBAGEMB_00044) Vitamin B12 transporter BtuB (PEBAGEMB_00050)
3334 35 | 38 | | 41 FadE29 (VF0845) (PEBAGEMB_00043) | | 49 tRNA-Met(cat) 54
IMGPR_plasmid_3300028486_000061:29,244-55,438 (+)
putative enoyl-CoA hydratase echA8 (CJIANHKB_00044)
Putative short-chain type dehydrogenase/reductase (CJIANHKB_00041) Coniferyl aldehyde dehydrogenase (CJIANHKB_00047)
HTH-type transcriptional regulator BenM (CJ JANHKB_00039) Alcohol dehydrogenase [acceptor] (CJ IANHKB_00046)
3-KetoacyI-CoA thiolase (CJ IANH KB_00043) 5,5'-dehyd rodivanillate O-demethylase ferredoxin reductase subunit (CJIANHKB_00052)
Acetyl-CoA:oxalate CoA-transferase (CJIANHKB_00038) J Mycobactiﬁ (VF0299) (CJIANH KB_bOO45)
Vitamin B12 transporter BtuB (CJIANHKB_00040) l} Vitamin B12 transporter BtuB (CJIANHKB_00049)
37 | | FadE29 (VF0845) (CJIANHKB_ 00042, | 48 Prophage integrase IntA (CJIANHKB_00050)
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IMGPR_plasmid_2876870564_000013:29,575-53,857 (+)
putative enoyl-CoA hydratase echA8 (BCGJGDPG_00042)
Putative short-chain type dehydrogenase/reductase (BCGJGDPé_OOOS?) Coniferyl aldehyde dehydrogenase (BCGJGDPG_00045)
HTH-type transcriptional regulator BenM (BCGJGDPG_00036) Alcohol dehydrogenase [acceptor] (BCGJGDPG_00044)
Acetyl-CoA:oxalate CoA-transferase (BCGJGDPG_00035) 3-kétoacyI-CoA thiolase (BCGJGDPG_00041)
FadE29 (VF0845) (BCGJGDPG_00040) Vitamin B12 transporter BtuB (BCGJGDPG_00047)
34 37 38 \ Mycobactin (VF0299) (BCGJGDPG_00043) | 46 Prophage integrase IntA (BCGJGDPG_00048)
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IMGPR_plasmid_3300020463_000023: 26,349-48,930 (+)

putative enoyl-CoA hydratase echA8 (BCDPOCJF_00048)
Putative short-chain type dehydrogenase/reductase (BCDPOCJF_00045) Coniferyl aldehyde dehydrogenase (BCDPOCJF_00051)

HTH-type transcriptional regulator BenM (BCDPOCJF_00043) Alcohol dehydrogenase [acceptor] (BCDﬁOCJF_OOO50)
3-ketoacyl-CoA thiolase (BCDPOCJF_00047)
Acetyl-CoA:oxalate CoA-transferase (BCDPOCJF_00042) Mycobactiﬁ (VF0299) (BCDPOCJF_00049)
Vitamin B12 transporter BtuB (BCDPOCJF_00044) L \ Vitamin B12 transporter BtuB (BCDPOCJF_00053)
35 38 41 | | FadE29 (VF0845) (BCDPOCJF_00046) | 52 54
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IMGPR _plasmid_3300033052_000128:31,309-52,983 (+)
Putative short-chain type dehydrogenase/reductase (JLLFLDOK_00002)
HTH-type transcriptional regulator BenM (JLLFLDOK_00005)
Acetyl-CoA:oxalate CoA-transferase (JLLFLDOK_00006)
7 ‘ 4 3 FadE29 (VF0845) (JLLFLDOK_00001)

K KT @K
IMGPR_plasmid_3300025287_000061:62-11,048 (-)
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