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HANDOUT	II.2:		Interpreting	F	Statistics	
	
•	Two	subpopulations:		s	=	1,	2	
•	Two	alleles	A	and	a	with	frequencies	 p
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•	genotype	frequencies	in	subpopulation	s:	
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•	Consider	6	distinct	scenarios,	all	with	 p = p
1
+p

2( ) /2= 0.5 :	
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