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Figure S2. The ratio of deleterious to neutral SNPs is associated with the rate of recombination. After adjusting for the 
number of potentially deleterious sites (A), the log ratio of deleterious to neutral SNPs is negatively correlated with the 
rate of recombination for all categories of codons defined by the number of GC nucleotides in them (B). The regression 
line β0 + β1 * ri is shown in red. Sample size is indicated by circle size.


