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Performance of several motif finding algorithms on200 alignments of orthologous intergenic regions from5 Saccha-
romycesspecies containing documented binding sites. Estimated specificities are shown as a function of sensitivity
for PhyloGibbs with phylogeny (red), PhyME (green), EMnEM (yellow), PhyloGibbs with phylogeny (light blue),
WGibbs (dark blue), and MEME (pink). This figure is the same as the left panel of Fig. 6 in the main text, accept
for the fact that all specificities on the vertical axis have be scaled up by a factor of2.5. We conservatively estimate
that there are2.5 times as many real sites in the data as there are documented sites. Therefore, the specificities in this
figure are more likely to reflect the true specificities of the various algorithms on the real data.
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