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Cluster: 0116 dvu; resid: 0.59; r/c: 8/361

x.range

upstream meme PSSM #1; e=1.5e+03
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upstream meme PSSM #2; e=9.8e+03
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trpF−2

pabA

DVU2617

DVU3252

DVU0567

DVU0708

DVU1591

DVU2305

string −200 −100 −1

ate/anthranilate synthase glutamine amidotransferase: DVU0364−0.45

hypothetical protein: DVU0708−0.91

N−(5'−phosphoribosyl)anthranilate isomerase: DVU2492−1.85

hypothetical protein: DVU2305−2.75

hypothetical protein: DVU3252−4.00

TerC family protein: DVU0567−4.05

sodium/calcium exchanger family protein: DVU2617−4.15

hypothetical protein: DVU1591−4.41

log10(P) upstream meme1 2 log10(P.clust)=−2.82; 8 seqs; 8 uniq
c(0.5, 2.5)
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