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Cluster: 0090 mmp; resid: 0.45; r/c: 33/37

x.range

upstream meme PSSM #1; e=3.5

1 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 81 2 3 4 5 6 7 8
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upstream meme PSSM #2; e=340
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MMP1167
MMP1166

mptG
MMP0278hisI

MMP0277

MMP0658
draG

MMP1165

MMP0725
rdxA

MMP0735

MMP0321

thrB

MMP0791

type 1MMP0996

MMP0477
MMP0476

MMP1164

MMP0434

MMP1100

Antisense_24MMP0302

MMP0344

MMP0533

MMP1224

Unanno_42

Unanno_52Unanno_62

MMP1633

string
operons −200 −100 −1

excinuclease ABC subunit C: MMP0728−0.01
excinuclease ABC subunit A: MMP0729−0.01

hypothetical protein: MMP0302−0.02
hypothetical protein: MMP0476−0.11
hypothetical protein: MMP0477−0.11

on−sulfur flavoprotein of Methanosarcina thermophila: MMP1166−0.11
flavoprotein related protein: MMP1167−0.11

ADP−ribosylglycohydrolase (draG) homolog: MMP0622−0.19
Transcriptional regulator, TetR Family Member: MMP0791−0.26

E2 type:Heavy metal transport/detoxification protein: MMP1165−0.34
heavy−metal transport ATPase related protein: MMP1164−0.34

hypothetical protein: MMP0344−0.42
hypothetical protein: MMP0321−0.45
hypothetical protein: MMP1633−0.54

MoaA/nifB/pqqE family: MMP0658−0.55
Unanno_42−0.62

Antisense_24−0.64
putative integral membrane protein: MMP0725−0.69

Homoserine kinase: MMP0295−0.74
Unanno_52−1.67

l transduction systems periplasmic component−related: MMP1224−1.79
hypothetical protein: MMP0533−1.94
hypothetical protein: MMP0434−2.01

putative transcriptional regulator: MMP1100−2.11
Nitroreductase family: MMP1553−2.35

hypothetical protein: MMP0996−2.43
Blue (type 1) copper domain: MMP0997−2.43

Unanno_62−3.25
N6 adenine−specific DNA methyltransferase, D12 class: MMP0735−6.56

TraB family: MMP0277−8.13
hypothetical protein: MMP0278−8.13

beta−ribofuranosylaminobenzene 5'−phosphate synthase: MMP0279−8.13
Phosphoribosyl−AMP cyclohydrolase: MMP0280−8.13

log10(P) upstream meme1 2 log10(P.clust)=−1.98; 33 seqs; 26 uniq
c(0.5, 2.5)
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