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Figure S2. Comparison between various estimates of selective constraint for each amino acid

pair The ML estimates of selective constraint on substitutions of each amino acid pair are compared between

the models fitted to various empirical substitution matrices. The estimates ŵab for multi-step amino acid pairs

that belong to the least exchangeable class at least in one of the models are not shown. Plus, circle, and cross

marks show the values for one-, two-, and three-step amino acid pairs, respectively.


