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Cluster: 0078 mmp; resid: 0.44 0.32 0.41 0.24; r/c: 14/57
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transcriptional regluator: MMP07190.00

CBS domain−containing protein: MMP09080.00

hypothetical protein: MMP0490−0.01

ntaining formylmethanofuran dehydrogenase, subunit D: MMP1247−0.05

ntaining formylmethanofuran dehydrogenase, subunit C: MMP1249−0.05

hypothetical protein: MMP1608−0.05

ntaining formylmethanofuran dehydrogenase, subunit G: MMP1246−0.05

doxin, associated with F420−non−reducing hydrogenase: MMP1692−0.10

ontaining formylmethanofuran dehydrogenase subunit B: MMP1691−0.10

F420−non−reducing hydrogenase subunit alpha: MMP1694−0.10

transcription initiation factor IIB: MMP0041−0.16

hypothetical protein: MMP0335−0.16

heterodisulfide reductase; subunit B2: MMP1053−1.00

heterodisulfide reductase; subunit C2: MMP1054−1.00
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