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Cluster: 0024 dvu; resid: 0.38; r/c: 14/369

x.range

upstream meme PSSM #1; e=1.7e+03
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upstream meme PSSM #2; e=1.1e+04

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

●

●
●

●

●
●

●
●

●●

●

●

●

●

DVU1140

DVU1118
DVU1120

DVU1114

DVU1132DVU1130

DVU1138
DVU1133

DVU1137DVU1135

DVU1116

DVU1125

DVU1106

DVU1143

string
operons −200 −100 −1

hypothetical protein: DVU1106−2.04

hypothetical protein: DVU1135−3.53

hypothetical protein: DVU1137−3.53

hypothetical protein: DVU1138−3.53

bacteriophage transposase A protein, putative: DVU1140−3.53

virion morphogenesis protein: DVU1114−3.79

hypothetical protein: DVU1116−3.79

hypothetical protein: DVU1118−3.79

hypothetical protein: DVU1120−3.79

hypothetical protein: DVU1125−4.35

DNA−binding protein: DVU1130−4.35

hypothetical protein: DVU1132−4.35

hypothetical protein: DVU1133−4.35

hypothetical protein: DVU1143−5.50

log10(P) upstream meme1 2 log10(P.clust)=−3.87; 14 seqs; 5 uniq
c(0.5, 2.5)
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