	Feature
	Calculation

	GC content
	fraction of bases per window

	CpG island count
	counts per window

	Gene contenta
	fraction of bases per window

	SINE count
	counts per window

	LINE count
	counts per window

	Human-macaque divergence 
	estimated in ARs with REV

	Distance to the telomere
	from midpoint coordinate of the window 

	Poly(A/T)n content 
	fraction of bases per window (n>=4)

	Poly(R/Y)n content
	fraction of bases per window (n>=5)

	Female recombination rate 
	from Kong et al. (2002)

	Male recombination rate  
	from Kong et al. (2002)

	Computational recombination rate
	from Myers et al. (2005)

	The X chromosome/autosome indicator
	“0” for autosomes; “1” for X 


aSimilar to Hellmann et al. (2005), gene content was calculated as fraction of bases per window located between CDS annotated start and stop coordinates of known genes. 

