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Figure	 4.	 Selection	 signature	 around	 genes	 ABCG2,NCAPG	 and	 LCORL	 on	 chromosome	 6.	 (A)	

Population	tree	(left)	constructed	in	the	region	under	selection	with	haplotype	cluster	plots	shown	

for	each	breed	(right).	hapFLK	and	FLK	p-values	for	the	selection	signature	in	the	northern	(B)	and	

southern	(C)	populations.	
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Figure	 5.	 Chromosome	 14:14069040	 to	 14530851.	 (A)	 Local	 tree	 and	 (B)	 haplotype	 cluster	

frequency	plots	 for	Noire	du	Velay	 (NVE),	Romanov	 (ROM),	Suffolk	 (SUF)	and	Texel	 (TEX)	breeds	

for	chromosome	14:14069040	to	14530851	(with	the	position	of	MC1R	marked	with	the	black	line)	

and	(C)	mutation	location	and	their	frequencies	in	Noire	du	Velay	(NVE),	Romanov	(ROM),	Suffolk	

(SUF)	and	Texel	(TEX)	breeds	
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