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Cluster: 0320 dvu; resid: 0.55; r/c: 8/353

x.range

upstream meme PSSM #1; e=5.9e+04

1 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 111 3 5 7 9 11

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=3.6e+04

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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DVU0306
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DVU0355

DVU0385

DVU0798

DVU1920

mutM

DVU3318

−200 −100 −1

in/site−specific recombinase, phage integrase family: DVU0179−0.17

hypothetical protein: DVU3318−0.20

hypothetical protein: DVU1920−0.31

hypothetical protein: DVU0306−0.43

hypothetical protein: DVU0385−0.53

formamidopyrimidine−DNA glycosylase: DVU3256−0.88

hypothetical protein: DVU0798−3.75

sensory box/GGDEF domain protein: DVU0355−4.06

log10(P) upstream meme1 2 log10(P.clust)=−1.29; 8 seqs; 8 uniq
c(0.5, 2.5)
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