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Cluster: 0036 dvu; resid: 0.39; r/c: 16/365

x.range

upstream meme PSSM #1; e=28

1 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 9

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.5e+03
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DVU0083
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DVU0514

DVU0486
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flgB

DVU0494

DVU1433

DVU1940

DVU2663

DVU2865

DVU3034DVU3387

DVU2622

string
operons −200 −100 −1

FlgA family protein: DVU0514−0.68

hypothetical protein: DVU0083−0.83

response regulator/GGDEF domain protein: DVU0636−1.33

ABC transporter, ATP−binding protein: DVU0484−2.02

hypothetical protein: DVU0486−2.02

hypothetical protein: DVU3034−2.04

aminotransferase, class V: DVU0494−2.13

cerol−3−phosphate dehydrogenase, A subunit, putative: DVU1940−3.09

hypothetical protein: DVU3387−3.13

hypothetical protein: DVU1433−3.32

sensory box histidine kinase/response regulator: DVU0081−3.43

hypothetical protein: DVU2663−3.67

lipoprotein, putative: DVU2865−4.07

GGDEF domain protein: DVU3106−4.10

flagellar basal body rod protein FlgB: DVU0316−5.30

hypothetical protein: DVU2622−5.83

log10(P) upstream meme1 2 log10(P.clust)=−2.94; 16 seqs; 15 uniq
c(0.5, 2.5)
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