
 
Additional Figure 1 
Performance of MultiFinder with yeast ChIP-chip input sets. The logo for the highest scoring motif for 
each TF (“regulator”) is shown next to the corresponding TRANSFAC [1,2] logo. The motif enrichment 
scores as determined by Lee et al. [3] are listed next to the corresponding motif. In order to determine the 
statistical significance of the motifs found by MultiFinder, 10 size-matched randomly selected sequence 
sets were generated for each of the 10 TFs and submitted to MultiFinder (see Materials and methods). 
The group specificity score for the best scoring motif in the test set is shown next to the geometric mean 
and range of scores for all of the motifs from 10 randomly generated size-matched sequence sets. † The 
Yap1 motif was not found in TRANSFAC; instead, the depicted motif was obtained from Cohen et al. 
[4]. Note that HSF1 binds as a trimer and that the TRANSFAC HSF motif corresponds to the binding site 
for just one monomer. 
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