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Cluster: 0073 mmp; resid: 0.27; r/c: 17/39

x.range

upstream meme PSSM #1; e=350

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=1.4e+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
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MMP0312
MMP0311

MMP0313

MMP0976

MMP1387

cbiE

MMP0128

xerD−like

MMP0520

MMP0559

MMP0678

MMP0848

MMP0182

MMP0691

MMP1683

Unanno_13

Unanno_30

string
operons −200 −100 −1

hypothetical protein: MMP0976−0.06

Family of unknown function ThiJ/PfpI: MMP0559−0.07

Unanno_30−0.13

hypothetical protein: MMP1683−0.18

hypothetical protein: MMP0182−1.18

hypothetical protein: MMP0128−1.83

hypothetical protein: MMP1387−2.41

hypothetical protein: MMP0678−2.93

hypothetical protein: MMP0312−2.97

hypothetical protein: MMP0311−2.97

hypothetical protein protein: possibly conserved: MMP0313−2.97

Unanno_13−3.18

hypothetical protein: MMP0691−3.45

Phage integrase: MMP0456−4.07

cobalt−precorrin−6Y C(5)−methyltransferase: MMP1227−4.14

protein methionine−S−oxide reductase: MMP0848−4.32

cation transport ATPase: MMP0520−4.65

log10(P) upstream meme1 2 log10(P.clust)=−2.44; 17 seqs; 15 uniq
c(0.5, 2.5)
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