3-ketoacyl-CoA thiolase (LGMLFPJI_00003)
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2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial (MNNCKOHC_00081)
Siderophore-dependent iron uptake system (VF0738) (MNNCKOHC_00084)
GDP-mannose»debendent alpha-mannosyltransferase (MNNCKOHC_00079)
ATP-dependent zinc metalloprotease FtsH 4 (MNNCKOHC_00087)
85 84 ‘ 82 81 79 UDP-2,3-diacylglucosamine hydrolase (MNNCKOHC_00078)
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2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial( BMGOOBHP_00007)
Siderophore-dependent iron uptake system (VF0738) (BMGOOBHP_00004)
GDP—mannose-dépendent alpha-mannosyltransferase (BMGOOBHP_00009)
ATP-dependent zinc metalloprotease FtsH (BMGOOBHP_00001)
2 3 \ 5 6 8 UDP-2,3-diacylglucosamine hydrolase (BMGOOBHP_00010)
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2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial (GCOLGHLB_00007)
Siderophore-dependent iron uptake system (VF0738) (GCOLGHLB_00004)
GDP—mannose—dépendent alpha-mannosyltransferase (GCOLGHLB_00009)
ATP-dependent zinc metalloprotease ‘ tsH (GCOLGHLB_00001) ‘UDP-2,3-diacngIuco‘samine hydrolase (GCOLGHLB_00010)
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2-methoxy-6-polyprenyl-1,4-benzoquinol methylase, mitochondrial (BKMLDGGN_00010)
Siderophore-dependent iron uptake system (VFO738) (BKMLDGGN‘_OOOO7)
GDP-mannose-dependent alpha-mannosyltransferase (BKMLDGGN_00012)

ATP-dependent zinc metalloprotease FtsH 4 (BKMLDGGN_00004) UDP—2,3-diacngIucosamine hydrolase (BKMLDGGN_00013)
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