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Figure S5. Distributions of energy difference calculated by subtracting the energy of an orthologous site in D. yakuba from that of a site in D. melanogaster from observed binding sites (Observed), and those simulated by HB (HB) and Site-level Selection (SS) models, with Pecan alignments. The x and y axes represent energy difference and the density of each difference respectively. SSE is the sum of squared errors between the observed and the simulated distributions and “4Ns” is the optimal value of the free parameter of the SS model.
