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Cluster: 0271 dvu; resid: 0.60; r/c: 7/356

x.range

upstream meme PSSM #1; e=3.2e+03

1 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 13

x.range
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upstream meme PSSM #2; e=4.8e+03

1 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 71 2 3 4 5 6 7
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DVU1835

fusA−2

DVU0932

DVU1218

DVU2412

DVU2636

DVU2999
string −200 −100 −1

biotin−−acetyl−CoA−carboxylase ligase: DVU1835−0.22

sensor histidine kinase: DVU0932−0.44

sensory box histidine kinase: DVU2412−0.48

hypothetical protein: DVU2636−0.67

hypothetical protein: DVU1218−1.52

methionyl−tRNA formyltransferase, putative: DVU2999−4.58

elongation factor G: DVU1799−5.49

log10(P) upstream meme1 2 log10(P.clust)=−1.91; 7 seqs; 7 uniq
c(0.5, 2.5)
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