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Cluster: 0007 mmp; resid: 0.70 0.52 0.68 0.58; r/c: 24/56
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tfx

hmgA

yjlAMMP1120

MMP1223

mcrD

MMP0032
MMP0076

MMP0147

MMP0193

MMP0387

MMP0440

MMP0653

iorB2

slpB

MMP0934

cobS

topA
MMP0991

MMP1001

gltX

MMP1181

MMP1264

MMP1533

string −200 −100 −1
transcription regulator ArsR: MMP0032NA

nitrogenase reductase−like protein: MMP0147NA
hypothetical protein: MMP0193NA
hypothetical protein: MMP1001NA

bile acid:sodium symporter: MMP0653−0.01
DNA topoisomerase I: MMP0956−0.01

DNA−directed RNA polymerase subunit E': MMP0440−0.02
hypothetical protein: MMP0934−0.02
deoxyribonuclease: MMP0076−0.04

tase:3−hydroxy−3−methylglutaryl coenzyme A reductase: MMP0087−0.04
hypothetical protein: MMP0991−0.04
hypothetical protein: MMP1264−0.04

indolepyruvate oxidoreductase subunit beta: MMP0714−0.12
iron transport system binding protein: MMP1181−0.12

hypothetical protein: MMP1223−0.12
methyl−coenzyme M reductase I, protein D: MMP1556−0.12

hypothetical protein: MMP1119−0.14
putative transcriptional regulator: MMP0086−0.28

microsomal signal peptidase 21 KD subunit: MMP0387−0.28
glutamyl−tRNA synthetase: MMP1011−0.59

hypothetical protein: MMP1533−0.66
ATPase−like ATP−binding protein: MMP1120−1.60

cobalamin (5'−phosphate) synthase: MMP0938−2.57
S layer protein: MMP0875−3.96

log10(P) upstream meme1 2 log10(P.clust)=NA; 24 seqs; 24 uniq
c(0.5, 2.5)
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