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Cluster: 0114 dvu; resid: 0.32; r/c: 11/371
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upstream meme PSSM #2; e=7.9e+03
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hypothetical protein: DVU2977−1.08

hydrolase, haloacid dehalogenase−like family: DVU2978−1.08

hypothetical protein: DVU0420−1.40

SEC−C motif domain protein: DVU0242−4.04

hypothetical protein: DVU0241−4.04

peptidase, M16 family: DVU1430−4.20

ATP−dependent protease La: DVU1337−4.35

heat shock protein, Hsp20 family: DVU2441−4.50

heat shock protein, Hsp20 family: DVU2442−4.50

peptidase, M48 family: DVU2494−4.74

thioesterase family protein: DVU2495−4.74

log10(P) upstream meme1 2 log10(P.clust)=−3.52; 11 seqs; 7 uniq
c(0.5, 2.5)
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