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Figure S8. Sequence conservation and E2 improve the specificity of E1-E2 sites in mouse.

Effect of sequence conservation (A) and E2-box (B) on the genome-wide rankings of circadian

genes. 4 genes pass the 1% line (in green) when no sequence conservation is imposed (A). 3 genes

pass the same line when only the E1 box is used in the model (B). The name of the gene is always

aligned to the right of its score line (in red), and its rank is indicated in brackets.



