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Cluster: 0036 mmp; resid: 0.18; r/c: 13/41

x.range

upstream meme PSSM #1; e=23

1 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 7
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upstream meme PSSM #2; e=390

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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MMP1535

rncS

MMP1536

MMP0796
MMP0790MMP0107

vhcA

MMP0974

string
operons −200 −100 −1

Uroporphyrinogen decarboxylase (URO−D): MMP0834−0.80

coenzyme F420−non−reducing hydrogenase subunit alpha: MMP0823−1.01

II family:Double−stranded RNA binding (DsRBD) domain: MMP1526−1.36

hypothetical protein: MMP0767−1.63

hypothetical protein: MMP0769−1.63

hypothetical protein: MMP1535−1.66

hypothetical protein: MMP1536−1.66

hypothetical protein: MMP1655−2.60

hypothetical protein: MMP0974−3.30

probable sugar efflux transporter: MMP0796−3.31

hypothetical protein: MMP0790−4.27

hypothetical protein: MMP1078−4.91

hypothetical protein: MMP0107−5.57

log10(P) upstream meme1 2 log10(P.clust)=−2.59; 13 seqs; 11 uniq
c(0.5, 2.5)
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