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Cluster: 0131 mmp; resid: 0.31 0.58 0.61 0.52; r/c: 29/57
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pycA

MMP1067

subgroup I

frcG

vhcA
MMP1237

bioB

MMP0771

MMP0886

MMP1606

Mma−sR02

MMP0027

MMP0169

MMP0267

MMP0288

nac

MMP0570

MMP0788

MMP0958

MMP1000

atpF
MMP1062

MMP1064

MMP1137

MMP1196

MMP1218
MMP1392

ehaI

gapN

string −200 −100 −1
Mma−sR02NA

dehydrogenase/fumarate reductase iron−sulfur subunit: MMP1067NA
notransferase (subgroup I) aromatic aminotransferase: MMP1072NA

hypothetical protein: MMP0288−0.00
nascent polypeptide−associated complex protein: MMP0290−0.00

hypothetical protein: MMP0788−0.00
coenzyme F420−reducing hydrogenase subunit gamma: MMP0818−0.00

hypothetical protein: MMP1456−0.00
hypothetical protein: MMP0771−0.02

coenzyme F420−non−reducing hydrogenase subunit alpha: MMP0823−0.02
adenylate cyclase: MMP1064−0.02

hypothetical protein: MMP1196−0.02
hypothetical protein: MMP1218−0.02
hypothetical protein: MMP1237−0.02

biotin synthase: MMP1238−0.02
TrkA−N domain protein: MMP0027−0.05

hypothetical protein: MMP0570−0.05
hypothetical protein: MMP1000−0.05
hypothetical protein: MMP1392−0.05

aldehyde dehydrogenase: MMP1487−0.12
hypothetical protein: MMP0267−0.13

V−type ATP synthase subunit F: MMP1043−0.17
pyruvate carboxylase subunit A: MMP0341−0.19

hypothetical protein: MMP0958−0.24
cobalt ABC transporter inner membrane protein: MMP0886−0.27

peptidase M50: MMP0169−0.27
hypothetical protein: MMP1062−0.27

Lrp/AsnC family transcriptional regulator: MMP1137−0.52
lavoprotein:DNA/pantothenate metabolism flavoprotein: MMP1606−0.85

log10(P) upstream meme1 2 log10(P.clust)=NA; 29 seqs; 29 uniq
c(0.5, 2.5)
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