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Cluster: 0107 mmp; resid: 0.43; r/c: 32/39

x.range

upstream meme PSSM #1; e=0.1

1 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 91 3 5 7 9

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=240

1 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 13
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atpD
atpB

atpAatpF

atpK
atpI

atpC

atpE

ehaS
ehaR

ehaQ

aroEMMP0935

MMP0015
truD

rpm

MMP0212

MMP1219
MMP1190

dapF

MMP0104
MMP0106

MMP0105

atpH

MMP1047

MMP1337

Unanno_1

MMP0098

MMP0637

MMP0873

Unanno_1

Unanno_60

string
operons −200 −100 −1

hydrogenase maturation protease, related: MMP1337−0.24
glycyl−tRNA synthetase: MMP0212−0.77

Peptidylprolyl isomerase, FKBP−type: MMP1190−0.89
ferredoxin: MMP0098−1.02

hypothetical protein: MMP0935−1.09
shikimate 5−dehydrogenase: MMP0936−1.09

putative dinG ATP−dependent helicase: MMP1219−1.19
hypothetical protein: MMP1464−1.48
hypothetical protein: MMP1465−1.48
hypothetical protein: MMP1466−1.48

A1A0 ATPase, subunit H: MMP1038−1.50
V−type ATP synthase subunit I: MMP1039−1.50

V−type ATP synthase subunit K: MMP1040−1.50
A1A0 ATPase, subunit IE: MMP1041−1.50

V−type ATP synthase subunit C: MMP1042−1.50
V−type ATP synthase subunit F: MMP1043−1.50
V−type ATP synthase subunit A: MMP1044−1.50
V−type ATP synthase subunit B: MMP1045−1.50
V−type ATP synthase subunit D: MMP1046−1.50

hypothetical protein: MMP1047−1.50
Transcriptional regulator, ArsR family member: MMP0637−1.66

Diaminopimelate epimerase: MMP0917−2.11
 TFIIS:DNA−directed RNA polymerase, M/15 kDa subunit: MMP1429−2.18

Unanno_60−2.29
tRNA pseudouridine synthase D: MMP0014−2.41

hypothetical protein: MMP0015−2.41
TPR repeat: MMP0873−2.67

Unanno_3−7.80
Unanno_5−7.80

hypothetical protein: MMP0106−8.04
polyferredoxin: MMP0104−8.04

hypothetical protein: MMP0105−8.04
log10(P) upstream meme1 2 log10(P.clust)=−2.54; 32 seqs; 16 uniq

c(0.5, 2.5)
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