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Cluster: 0091 mmp; resid: 0.45 0.35 0.62 0.19; r/c: 19/58
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string
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heterodisulfide reductase; subunit B2: MMP1053−0.01
heterodisulfide reductase; subunit C2: MMP1054−0.01

hypothetical protein: MMP1261−0.01
nickel responsive regulator: MMP0020−0.01

H/ACA RNA−protein complex component Gar1: MMP0042−0.03
hypothetical protein: MMP1608−0.03

TrkA−N domain protein: MMP0285−0.06
coenzyme F420−reducing hydrogenase subunit beta: MMP0817−0.07

CutA1 divalent ion tolerance protein: MMP1163−0.07
l transduction systems periplasmic component−related: MMP1224−0.08

coenzyme F420−reducing hydrogenase subunit gamma: MMP1384−0.09
methyl coenzyme M reductase I, protein C: MMP1557−0.12

methyl−coenzyme M reductase I, alpha subunit: MMP1559−0.12
methyl−coenzyme M reductase I, protein D: MMP1556−0.12

etrahydromethanopterin S−methyltransferase subunit D: MMP1561−0.14
hypothetical protein: MMP1644−0.47
hypothetical protein: MMP0972−0.51

arsenite−activated ATPase ArsA: MMP0163−0.70
hypothetical protein: MMP0756−2.01
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