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Supplementary figure 1: Maximum likelihood estimation of k and p. Heatmap of summed

likelihood for 59 alignments as function of k and p.
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Supplementary figure 2: Fit of A-distribution to a gamma function. Fitting result from fitdistr
package in R(Team 2020) of the empirical histogram of A-values from the multiple sequence

alignments used to fit the LG substitution matrix.
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Supplementary figure 3: Fitting residuals and r2 and spearman r2 values corresponding to

figure 2.



