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Cluster: 0264 dvu; resid: 0.40; r/c: 13/368

x.range

upstream meme PSSM #1; e=500
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x.range
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upstream meme PSSM #2; e=1.3e+03

1 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 131 3 5 7 9 11 13
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hypothetical protein: DVU2192−0.21

hain amino acid ABC transporter, ATP−binding protein: DVU2740−1.26

CBS domain protein: DVU0444−1.67

hypothetical protein: DVU0016−1.84

hypothetical protein: DVU3370−1.94

membrane protein, HPP family: DVU3251−2.35

site−specific recombinase, phage integrase family: DVU2828−3.21

GTP−binding protein, putative: DVU2218−3.44

hypothetical protein: DVU2631−3.64

tail fiber assembly protein, putative: DVU1695−3.95

hypothetical protein: DVU1265−4.47

hypothetical protein: DVU2595−4.99

quinone oxidoreductase: DVU2754−5.88

log10(P) upstream meme1 2 log10(P.clust)=−2.99; 13 seqs; 13 uniq
c(0.5, 2.5)
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