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Figure S6. Estimated number of E1-E2 sites in flies and mouse.

A. Number of conserved hits on the D. Melanogaster genome with PhastCons score higher than 0.5 in function of the

likelihood score (x-axis). We show the original E1-E2 matrices (red) and ten randomly permutated versions (gray lines)

with their average (green).

B. Enrichement observed for the real E1-E2 matrix as compared to the mean of the permuted models from A (red

divided by green).

C. D. melanogaster: Number of conserved (PhastCons>0.5, from genome version dm3, 15 species) hits anywhere (red),

in the +/-2.5kb regions around TSSs (blue), and number of genes with at least one hit in the TSS region (cyan).

D. Mouse: number of conserved (PhastCons>0.5, mm8 17 species) hits anywhere (red), in the +/-2kb regions around
genes (from the MOE430 table, cf. Methods) (blue), and in smaller regions consisting of +/- 2kb around the TSS (cyan).



