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Cluster: 0189 dvu; resid: 0.34; r/c: 15/368

x.range

upstream meme PSSM #1; e=1.7e+03
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upstream meme PSSM #2; e=3.2e+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
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DVU0529

DVU0599

DVU0598

DVU0533

DVU0586

DVU2294

string
operons −200 −100 −1

carbon starvation protein A, putative: DVU0598−4.45

carbon starvation protein A, putative: DVU0599−4.45

DNA−binding response regulator LytR: DVU0596−4.68

regulatory protein LytS: DVU0597−4.68

hmc operon protein 4: DVU0533−4.87

hmc operon protein 3: DVU0534−4.87

transcriptional regulator, rrf2 protein, putative: DVU0529−4.87

response regulator, rrf1 protein: DVU0530−4.87

hmc operon protein 6: DVU0531−4.87

hmc operon protein 5: DVU0532−4.87

hmc operon protein 2: DVU0535−4.87

high−molecular−weight cytochrome C: DVU0536−4.87

femAB family protein: DVU2294−5.34

formate dehydrogenase, beta subunit, putative: DVU0588−6.44

hypothetical protein: DVU0586−6.44

log10(P) upstream meme1 2 log10(P.clust)=−5.03; 15 seqs; 5 uniq
c(0.5, 2.5)
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