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Cluster: 0037 mmp; resid: 0.31 0.47 0.74 0.62; r/c: 26/57

x.range

upstream meme PSSM #1; e=590
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upstream meme PSSM #2; e=4.1e+03

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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MMP1064

MMP1578

ehaG
ehaI

tbpnac

pycB
MMP0487

MMP0489

MMP0551

frcG

MMP0898

MMP0916

thyA

MMP1062
MMP1092

MMP1169

MMP1190

MMP1196

MMP1226

MMP1232

MMP1292

MMP1542

MMP1601

MMP0733 MMP1057

string
operons −200 −100 −1

auxin efflux carrier: MMP1092NA
hypothetical protein: MMP1454−0.00
hypothetical protein: MMP1456−0.00

putative membrane pump: MMP0733−0.00
transcription factor: MMP0257−0.01

hypothetical protein: MMP0487−0.01
hypothetical protein: MMP0489−0.01

SufBD protein: MMP1169−0.01
PP−loop domain protein: MMP1232−0.03

pyruvate carboxylase subunit B: MMP0340−0.04
PRC−barrel domain protein: MMP0916−0.07

peptidylprolyl isomerase, FKBP−type: MMP1190−0.10
hypothetical protein: MMP1196−0.10
hypothetical protein: MMP1057−0.10

nascent polypeptide−associated complex protein: MMP0290−0.15
translin family protein: MMP1542−0.15
thymidylate synthase: MMP0986−0.19

hypothetical protein: MMP1062−0.27
coenzyme F420−reducing hydrogenase subunit gamma: MMP0818−0.30

geranylgeranyl reductase: MMP1226−0.35
adenylate cyclase: MMP1064−0.37

in dependent transport system inner membrane protein: MMP0551−0.54
putative RNA methylase: MMP1601−0.64

cellulose−binding: MMP0898−0.70
glycoside hydrolase 15−related: MMP1292−0.85

nicotinamide−nucleotide adenylyltransferase: MMP1578−0.85
log10(P) upstream meme1 2 log10(P.clust)=NA; 26 seqs; 25 uniq
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