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Table S3. Correlations between amino acids at positions 6, 1’ and aligned
nucleotides. The tables show frequencies of co-occurrence of amino acids and
nucleotides from the alignments in Fig. 2 and Fig. S1. A: P motifs, positions 6, 1’ versus
each nucleotide; B: S motifs, positions 6, 1’ versus each nucleotide; C: P motifs, position 6
versus purines (R), pyrimidines (Y); D: S motifs, position 6 versus purines (R), pyrimidines
(Y). P-values were calculated using G-tests. P-values in A and B are for the most
positively correlated nucleotide. Significance was evaluated at 5% allowing for multiple
testing (using the Sidak correction). Green shading indicates significantly correlated,
magenta shading indicates significantly anti-correlated.



