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Cluster: 0313 dvu; resid: 0.55; r/c: 22/366
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upstream meme PSSM #1; e=190

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=130
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DVU1256
DVU1485

DVU1545DVU1732
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DVU3311

−200 −100 −1
hypothetical protein: DVU3311−0.05
hypothetical protein: DVU0287−0.14
hypothetical protein: DVU2826−0.22
hypothetical protein: DVU0427−0.34
hypothetical protein: DVU1906−0.41

dethiobiotin synthetase: DVU2565−0.45
hypothetical protein: DVU1485−0.47

type calcium−binding repeat/calx−beta domain protein: DVU1545−0.97
hypothetical protein: DVU0228−1.01

methyltransferase GidB: DVU1250−1.17
sensory box histidine kinase: DVU0013−1.62

hypothetical protein: DVU1743−2.08
hypothetical protein: DVU2528−2.11

phosphate−−fructose−6−phosphate 1−phosphotransferase: DVU2061−2.33
heptosyltransferase family protein: DVU1256−2.36

hypothetical protein: DVU1732−2.65
hypothetical protein: DVU0458−2.72
hypothetical protein: DVU2685−3.07
hypothetical protein: DVU3318−3.42

EAL domain/GGDEF domain protein: DVU1959−4.31
hypothetical protein: DVU2176−4.33
hypothetical protein: DVU2654−4.36

log10(P) upstream meme1 2 log10(P.clust)=−1.84; 22 seqs; 22 uniq
c(0.5, 2.5)
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