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Cluster: 0102 dvu; resid: 0.35; r/c: 15/373

x.range

upstream meme PSSM #1; e=19
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upstream meme PSSM #2; e=130
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DVU2077
cheA−3

DVU0675

DVU1052

DVU1059

DVU1234

DVU1815

DVU2084

thiG

DVU2599

DVU2781

DVU0610

DVU1735

DVU1757

DVU3152

string
operons −200 −100 −1

hypothetical protein: DVU2599−0.06

cytochrome c oxidase, subunit I, putative: DVU1815−0.18

thiazole synthase: DVU2094−0.33

hypothetical protein: DVU1735−0.53

hypothetical protein: DVU0610−1.05

hypothetical protein: DVU1234−1.95

chemotaxis protein CheA: DVU2072−2.98

hypothetical protein: DVU2077−2.98

aminotransferase, putative: DVU1059−3.10

site−specific recombinase, phage integrase family: DVU1757−3.36

CBS domain protein: DVU1052−3.54

hypothetical protein: DVU2781−3.79

sensory box histidine kinase: DVU3152−6.10

 transporter, periplasmic amino acid−binding protein: DVU0675−6.58

oligopeptide−binding protein, putative: DVU2084−7.43

log10(P) upstream meme1 2 log10(P.clust)=−2.93; 15 seqs; 14 uniq
c(0.5, 2.5)
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