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Fig S8. Comparison of the entropy per residue of the amino acid MSA and that of the
binarized MSA for (A) HIV Gag, (B) HIV Nef, (C) HCV NS3-4A, and (D) HCV NS4B.
A high positive Pearson correlation r (close to 1) with very high statistical significance (very small P ) is
obtained between the entropy per residue of the amino acid MSA (Hi) and that of the binarized MSA
(Hbin

i ) in all cases; for details on the entropy computation, see [1]. This demonstrates that the binary
MSA is a good approximation of the amino acid MSA for the considered viral proteins.
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