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Cluster: 0055 mmp; resid: 1.00 0.34 0.49 0.39; r/c: 26/59

x.range

upstream meme PSSM #1; e=1.1e+04

1 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 7

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.9e+04

1 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 6

●

●

●

●

●

●

●

●

●

●

●●

●

●
● ●

●
●

●

●

●
●

●

●

●

● MMP0792
MMP0793

MMP0795
MMP0796

MMP0805

MMP0800

MMP0797

MMP0808

vhcG

vhcA

MMP0895MMP0896

MMP1179

MMP1181
modCMMP1650

MMP0475
MMP0556

MMP0563

MMP0772

MMP0784
MMP0790

frcD

rncS

MMP0173

MMP1529

string
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hypothetical protein: MMP0475−0.03
hypothetical protein: MMP0563−0.05
hypothetical protein: MMP0772−0.05
hypothetical protein: MMP0808−0.05

coenzyme F420−reducing hydrogenase subunit delta: MMP0819−0.05
coenzyme F420−non−reducing hydrogenase subunit gamma: MMP0822−0.05

coenzyme F420−non−reducing hydrogenase subunit alpha: MMP0823−0.05
ABC transporter ATPase: MMP1649−0.05

membrane protein: MMP0792−0.05
hypothetical protein: MMP0793−0.05
hypothetical protein: MMP0800−0.05
hypothetical protein: MMP0805−0.05

iron transport system binding protein: MMP1181−0.05
NifC−like ABC−type porter: MMP1650−0.05

TPR repeat−containing protein: MMP0895−0.15
polysaccharide biosynthesis protein: MMP0896−0.15

ribonuclease III family protein: MMP1526−0.15
hypothetical protein: MMP0795−0.15
hypothetical protein: MMP0784−0.28

TatD−related deoxyribonuclease: MMP0556−0.40
sugar efflux transporter: MMP0796−0.40

hypothetical protein: MMP0173−0.40
general substrate transporter: MMP0797−0.40

methyltransferase type 11: MMP1529−0.40
hypothetical protein: MMP0790−0.46

methyltransferase: MMP1179−0.46
log10(P) upstream meme1 2 log10(P.clust)=NA; 26 seqs; 21 uniq
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