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Cluster: 0029 mmp; resid: 0.34; r/c: 20/38

x.range

upstream meme PSSM #1; e=1.7e+03

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
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upstream meme PSSM #2; e=9.3e+03

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
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secY

aIF−1A

nusGpurA

MMP0840

MMP0101

MMP0657
MMP0839
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MMP0567

string
operons −200 −100 −1

transcription antitermination protein NusG: MMP1434−0.02
preprotein translocase subunit SecY: MMP1422−0.03

Cytochrome c heme−binding site: MMP1537−0.09
predicted transporter component: MMP1538−0.09

hypothetical protein: MMP1030−0.09
adenylate kinase: MMP1031−0.09

hypothetical protein: MMP0657−0.19
translation initiation factor IF−1A: MMP0603−0.23

preprotein translocase subunit SecD: MMP1523−0.31
preprotein translocase subunit SecF: MMP1524−0.31

hypothetical protein: MMP0286−0.60
adenylosuccinate synthetase: MMP1432−0.86

Sodium/proline symporter: MMP0221−1.14
ribonuclease P protein component 1: MMP1407−2.11

30S ribosomal protein S17P: MMP1408−2.11
50S ribosomal protein L14P: MMP1409−2.11

hypothetical protein: MMP0567−4.16
hypothetical protein: MMP0101−5.59
hypothetical protein: MMP0839−5.90

Transcriptional regulator, TetR Family Member: MMP0840−5.90
log10(P) upstream meme1 2 log10(P.clust)=−1.60; 20 seqs; 14 uniq

c(0.5, 2.5)
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