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Cluster: 0095 dvu; resid: 0.58; r/c: 13/364
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upstream meme PSSM #1; e=810

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

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=460
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tryptophan synthase subunit beta: DVU0085−0.43

hypothetical protein: DVU3012−0.51

aminotransferase, DegT/DnrJ/EryC1/StrS family: DVU0075−0.77

DNA−binding protein HU, beta subunit: DVU1134−1.34

hypothetical protein: DVU1281−2.09

hypothetical protein: DVU0143−2.85

cytidyltransferase−related domain protein: DVU0144−2.85

HDIG domain protein: DVU1882−3.74

thiamine biosynthesis protein ThiH: DVU1765−3.81

biotin synthase: DVU1767−3.81

GTP−binding protein: DVU1768−3.81

polysaccharide deacetylase family protein: DVU0116−4.68

elongation factor G: DVU1799−5.06

log10(P) upstream meme1 2 log10(P.clust)=−2.75; 13 seqs; 10 uniq
c(0.5, 2.5)
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