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Figure S6: High EC score implies motif evolutionary conservation. Evolutionary conservation in four Saccharomyces species [1] was calculated for the highly scoring S. Cerevisiae cell cycle k-mers (lengths 7-11) and plotted against their normalized EC scores (EC score*gene set size). It is clear from the plot that putative motifs with a higher EC score tend to be more evolutionary conserved. Putative motifs that are similar in sequence to known motifs (compareAce score>0.8) are marked in red, putative motifs for which there is a known motif with a lower sequence similarity (0.7 < compareAce score < 0.8) are marked in green. For these motifs our scoring methodology suggests a refined sequence. Potentially novel motifs are marked in blue
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