Cluster: 0042 mmp; resid: 0.59 0.60 0.49 0.23; r/c: 20/59

<
(22N
Jop
o<
N0 c
N O
'n
53 o
a3
c
85
93
N
|
T T T
20 40 100
Ipstream meme PSSM #1; e=1.4e+03 upstream meme PSSM #2; e=6e+03
[ | log10(P) upstream meme log10(P.clust)=NA; 20 segs; 17 uniq
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