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Cluster: 0140 mmp; resid: 0.47 0.37 0.51 0.20; r/c: 14/56
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homoserine kinase: MMP02950.00

amino acid ABC transporter substrate−binding protein: MMP07120.00

flavodoxin:Beta−lactamase−like: MMP11350.00

DNA primase: MMP12860.00

methyl−coenzyme M reductase I, beta subunit: MMP15550.00

methyl−coenzyme M reductase I, gamma subunit: MMP15580.00

hypothetical protein: MMP17200.00

transcriptional regluator: MMP0719−0.15

ntaining formylmethanofuran dehydrogenase, subunit D: MMP1247−0.15

ntaining formylmethanofuran dehydrogenase, subunit C: MMP1249−0.15

delta−aminolevulinic acid dehydratase: MMP1258−0.15

utative signal−transduction protein with CBS domains: MMP1251−0.22

doxin, associated with F420−non−reducing hydrogenase: MMP1692−0.22

hypothetical protein: MMP0783−0.70
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