Additional file 3 Maximum iterations each Bayesian analysis was run for.

	1 - π
	CWT
	CFAT
	CONF
	CULL

	1 - pSSR/2
	800,000
	950,000
	850,000
	700,000

	1 - pSSR
	800,000
	950,000
	850,000
	700,000

	1 - pSSR*2
	800,000
	950,000
	850,000
	700,000

	6.25×10-5
	600,000
	700,000
	600,000
	700,000

	1.25×10-4
	600,000
	700,000
	600,000
	700,000

	2.5×10-4
	550,000
	650,000
	600,000
	700,000

	5.0×10-4
	600,000
	700,000
	600,000
	700,000

	1.0×10-3
	400,000
	500,000
	400,000
	450,000

	2.45×10-3
	450,000
	500,000
	400,000
	500,000

	1.0×10-2
	400,000
	500,000
	400,000
	550,000

	5.0×10-2
	400,000
	500,000
	400,000
	500,000


(1 – π) = prior proportion of SNPs assumed to be associated with a trait; pSSR = the proportion of SNPs not significant from single SNP regression analysis. One minus this value is the prior proportion of SNPs assumed to be associated with each trait; CWT = carcass weight; CFAT = carcass fat; CONF = carcass conformation; CULL = cull cow carcass weight

