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Cluster: 0098 dvu; resid: 0.39; r/c: 15/367

x.range

upstream meme PSSM #1; e=210

1 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 61 2 3 4 5 6

x.range

y.
ra

ng
e

upstream meme PSSM #2; e=1.9e+04
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L−aspartate oxidase: DVU1809−0.18

transcriptional regulator, TetR family: DVU1690−0.18

peptidyl−prolyl cis−trans isomerase, FKBP−type: DVU2569−0.43

sulfotransferase family protein: DVUA0074−0.58

organic solvent tolerance protein, putative: DVU0954−2.84

hypothetical protein: DVU0817−3.01

hypothetical protein: DVU1793−3.08

hypothetical protein: DVU1796−3.08

hypothetical protein: DVU1798−3.20

outer membrane protein, OMP85 family: DVU2373−3.92

iron−sulfur cluster−binding protein: DVU1931−4.37

glycosyl transferase, group 1 family protein: DVU0280−4.67

exopolysaccharide biosynthesis protein, putative: DVU0281−4.67

hypothetical protein: DVU0669−4.67

yl−sn−glycerol−3−phosphate acyltransferase, putative: DVU1688−5.84

log10(P) upstream meme1 2 log10(P.clust)=−2.98; 15 seqs; 13 uniq
c(0.5, 2.5)
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