Cluster: 0055 mtu; resid: 0.58; r/c: 16/244

o_]
= .
|
|
o Lo — |
==
QE
oo |
go
o<
g N
d2 o
33
a3
85
o3 |
a° Lo
|
|
Sl |
! | I I I
500 1000 1500 2000
upstream meme PSSM #1; e=0.58 upstream meme PSSM #2; e=9.5
. 10g10(P) upstream meame log10(P.clust)=-5.68; 16 seqs; 11 uniq
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