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Figure S8. — Correlations between recombination rates and HKAl, πw & TsD.  r is the bp-weighted Pearsons correlation 
coefficient between TsD, πw & HKAl and the logarithms of 0 (olive),  (light olive) and  (orange) across the autosomes and 

X chromosome.  The three lower columns to the right (lighter shades) are the corresponding correlations for the “trimmed” 
euchromatic regions. 
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