Table S1. Comparisons between HARs and genome-wide estimate (12%) of new alleles for different HARs´ datasets. 

	Dataset
	Type of changes
	Pbootstrap

	Pollard et al.
	All
	0.157

	Prabhakar et al.
	All
	< 0.001

	Bird et al.
	All
	0.001

	Bush et al.
	All
	< 0.001

	Pollard et al.
	W2S
	0.095

	Prabhakar et al.
	W2S
	< 0.001

	Bird et al.
	W2S
	< 0.001

	Bush et al.
	W2S
	< 0.001

	Pollard et al.
	S2W
	0.632

	Prabhakar et al.
	S2W
	< 0.001

	Bird et al.
	S2W
	0.009

	Bush et al.
	S2W
	0.185


