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Cluster: 0002 dvu; resid: 0.42; r/c: 11/368

x.range

upstream meme PSSM #1; e=120

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=7.8e+03
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DVU2168

DVU2539
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DVU2881

string
operons −200 −100 −1

hypothetical protein: DVU0078−0.01

hypothetical protein: DVU1112−1.14

exonulcease, putative: DVU0443−1.84

hypothetical protein: DVU2539−2.84

hypothetical protein: DVU0382−3.60

phage/plasmid primase, P4 family: DVU2881−3.72

hypothetical protein: DVU1487−3.77

hypothetical protein: DVU1489−3.77

major head protein: DVU2168−3.93

ATP synthase protein I: DVU0920−4.52

hain amino acid ABC transporter, ATP−binding protein: DVU2741−6.74

log10(P) upstream meme1 2 log10(P.clust)=−3.26; 11 seqs; 10 uniq
c(0.5, 2.5)
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