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Supplementary Figures
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Figure S1: Upper-tail FST and copy-number ratio cutoffs used in this study. We bin
nonoverlapping 1kb genomic windows of FST (a) and copy-number ratio (b) and plot the
number of windows in each bin. Tail cutoffs of 1, 2.5 and 5% are indicated in each panel.

1

FIGURE S1.—Upper-tail FST and copy-number ratio cutoffs used in this study. We bin nonoverlapping 1kb genomic windows 

of FST (a) and copy-number ratio (b) and plot the number of windows in each bin. Tail cutoffs of 1, 2.5 and 5% are indicated in 

each panel. 

 

 

 
 

 

 

 

 

 

 

 

 

 
 


