Table 1. Correlations between effects estimated in within-population GWAS for fat percentage.  
	pop
	AUSB
	AUSC
	HOLF
	MON
	NOR
	NR
	HOLG
	BRAU
	FLCK

	AUSB
	
	0.20
	0.10
	0.02
	0.01
	0.04
	0.15
	0.01
	0.02

	AUSC
	0.97
	
	0.08
	0.02
	0.00
	0.03
	0.12
	0.00
	0.03

	HOLF
	0.67
	0.67
	
	0.03
	0.02
	0.05
	0.15
	0.00
	0.04

	MON
	0.58
	0.57
	0.55
	
	0.01
	0.03
	0.03
	0.00
	0.05

	NOR
	0.21
	0.26
	0.28
	0.89
	
	0.02
	0.01
	0.00
	0.02

	NR
	0.92
	0.88
	0.83
	0.72
	0.90
	
	0.05
	0.01
	0.06

	HOLG
	0.96
	0.90
	0.68
	0.53
	0.32
	0.91
	
	0.01
	0.05

	BRAU
	0.59
	0.54
	0.40
	0.53
	0.39
	0.96
	0.62
	
	0.01

	FLCK
	0.78
	0.70
	0.58
	0.59
	0.76
	0.93
	0.72
	0.50
	


Above diagonals = all variants, below diagonals = significant variants (p ≤ 10-8). AUSB = Australian bull dataset, AUSC = Australian cow dataset, HOLF = French Holstein, MON = Montbéliarde, NOR = Normande, NR = Norwegian Red, HOLG = German Holstein, BRAU = Braunvieh, FLCK = Fleckvieh


Table 2. Correlations between effects estimated in within-population GWAS for protein percentage.  Above diagonals = all variants, below diagonals = significant variants (p ≤ 10-8)
	pop
	AUSB
	AUSC
	HOLF
	MON
	NOR
	NR
	HOLG
	BRAU
	FLCK

	AUSB
	
	0.25
	0.15
	0.01
	0.02
	0.06
	0.21
	0.01
	0.04

	AUSC
	0.98
	
	0.12
	0.01
	0.01
	0.07
	0.17
	0.01
	0.04

	HOLF
	0.71
	0.73
	
	0.02
	0.02
	0.05
	0.15
	0.00
	0.03

	MON
	0.72
	0.88
	0.83
	
	0.02
	0.01
	0.01
	0.00
	0.03

	NOR
	0.37
	0.39
	0.64
	0.77
	
	0.02
	0.01
	0.00
	0.01

	NR
	0.89
	0.89
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	0.93
	0.67
	
	0.06
	0.01
	0.04

	HOLG
	0.98
	0.95
	0.68
	0.93
	0.31
	0.93
	
	0.00
	0.05

	BRAU
	0.46
	0.73
	-0.54
	0.31
	0.15
	-0.12
	0.87
	
	0.01

	FLCK
	0.81
	0.87
	0.64
	0.68
	0.67
	0.96
	0.82
	0.80
	


Above diagonals = all variants, below diagonals = significant variants (p ≤ 10-8). AUSB = Australian bull dataset, AUSC = Australian cow dataset, HOLF = French Holstein, MON = Montbéliarde, NOR = Normande, NR = Norwegian Red, HOLG = German Holstein, BRAU = Braunvieh, FLCK = Fleckvieh

