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Cluster: 0203 dvu; resid: 0.44; r/c: 11/367

x.range

upstream meme PSSM #1; e=1.1e+03

1 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 91 3 5 7 9 111 3 5 7 9

x.range
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upstream meme PSSM #2; e=4.1e+03

1 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 171 3 5 7 9 11 13 15 17
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DVU2062

DVU1431

DVU2517

DVU2218

DVU1836

DVU2424

DVU1385

DVU2295umuC

DVU3132

DVU3142
string −200 −100 −1

GTP−binding protein, putative: DVU2218−0.16

hypothetical protein: DVU2424−0.88

tRNA nucleotidyltransferase, putative: DVU1836−0.96

ATP−dependent DNA helicase, UvrD/REP family: DVU2062−1.44

sigma−54 dependent transcriptional regulator: DVU3142−2.54

hypothetical protein: DVU1385−3.66

umuC protein: DVU2906−5.60

hypothetical protein: DVU2517−5.69

hpt domain protein/STAS domain protein: DVU1431−5.85

glycerol−3−phosphate dehydrogenase, FAD−dependent: DVU3132−6.10

methyl−accepting chemotaxis protein: DVU2295−7.54

log10(P) upstream meme1 2 log10(P.clust)=−3.67; 11 seqs; 11 uniq
c(0.5, 2.5)
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