
100 200 300 400 500 600 700

−
4

−
2

0
2

4
6

Cluster: 0298 dvu; resid: 0.56; r/c: 7/352

x.range

upstream meme PSSM #1; e=35
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upstream meme PSSM #2; e=3.5e+03
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flagellar protein FliL: DVU0047−0.07

 transporter, periplasmic molybdenum−binding protein: DVU0177−0.43

acetolactate synthase, small subunit: DVU0626−0.59

biotin−−acetyl−CoA−carboxylase ligase: DVU1835−0.85

universal stress protein family: DVU0893−3.02

exodeoxyribonuclease VII, small subunit: DVU1348−3.91

DNA−binding response regulator, LuxR family: DVU2577−3.91

log10(P) upstream meme1 2 log10(P.clust)=−1.83; 7 seqs; 7 uniq
c(0.5, 2.5)
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