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Cluster: 0009 mmp; resid: 0.44; r/c: 28/39

x.range

upstream meme PSSM #1; e=0.21

1 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 131 3 5 7 9 11 13 151 3 5 7 9 11 13

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=5.2

1 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 151 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15
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hdrC2
hdrB2

fdhAfdhA

frcD

frcG

fdhBfdhB

fdhC

vhcB

vhcG

MMP1299

MMP0793

MMP0486

MMP0799

cofH

MMP0792

MMP1300

MMP0791

MMP1302

Antisense_22

MMP0172

MMP0347

MMP1378P−loop

Unanno_18

Unanno_45

Unanno_50

string
operons −200 −100 −1

coenzyme F420−non−reducing hydrogenase subunit gamma: MMP0822−0.05
Unanno_50−0.05

heterodisulfide reductase; subunit B2: MMP1053−0.28
heterodisulfide reductase; subunit C2: MMP1054−0.28
formate dehydrogenase beta subunit: MMP1297−0.38

formate dehydrogenase alpha subunit: MMP1298−0.38
hypothetical protein: MMP0172−0.47

Unanno_18−0.55
coenzyme F420−reducing hydrogenase subunit gamma: MMP0818−0.56

coenzyme F420−reducing hydrogenase subunit delta: MMP0819−0.56
formate dehydrogenase alpha subunit: MMP0138−1.37
formate dehydrogenase beta subunit: MMP0139−1.37

hypothetical protein: MMP1378−2.16
coenzyme F420−non−reducing hydrogenase subunit beta: MMP0824−2.64

carbonic anhydrase: MMP1299−2.80
hypothetical protein: MMP1300−2.80
Formate transporter: MMP1301−2.80

Unanno_45−2.81
hypothetical protein: MMP0347−3.18

Antisense_22−3.31
FO synthase subunit 2: MMP0057−3.87

te motif A (P−loop):Small GTP−binding protein domain: MMP1642−4.05
hypothetical protein: MMP0486−4.51

Transcriptional regulator, TetR Family Member: MMP0791−4.79
membrane protein: MMP0792−7.55

hypothetical protein: MMP0793−7.55
hypothetical protein: MMP1302−7.57

Transcriptional regulator, TetR Family Member: MMP0799−9.23
log10(P) upstream meme1 2 log10(P.clust)=−2.78; 28 seqs; 21 uniq

c(0.5, 2.5)
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