Yokoyama et al.
High-quality array SNP genotyping with dog saliva

	 
	Saliva Samples
	Blood Samples

	 
	ng/ul
	260/280
	260/230
	Call Rate
	p10 GC
	ng/ul
	260/280
	260/230
	Call Rate
	p10 GC

	Laboratory Control
	46.91
	1.79
	0.44
	0.999
	0.805
	317.00
	2.35
	0.47
	0.999
	0.806

	Sample 1a
	71.21
	1.50
	0.34
	0.990
	0.792
	521.22
	1.86
	1.93
	0.942
	0.762

	Sample 2
	127.05
	1.75
	0.63
	0.999
	0.805
	345.50
	1.88
	1.89
	1.000
	0.805

	Sample 3
	171.16
	1.80
	0.76
	0.997
	0.804
	369.31
	1.86
	1.95
	1.000
	0.806

	Sample 4
	212.43
	1.84
	0.79
	0.995
	0.799
	369.05
	1.84
	1.80
	1.000
	0.806

	Sample 5
	83.93
	1.56
	0.37
	1.000
	0.806
	NA
	NA
	NA
	NA
	NA

	Sample 6
	100.38
	1.80
	0.61
	0.997
	0.802
	NA
	NA
	NA
	NA
	NA

	Sample 7
	92.71
	1.86
	0.71
	0.996
	0.800
	NA
	NA
	NA
	NA
	NA

	Sample 8
	146.41
	1.58
	0.44
	0.986
	0.786
	NA
	NA
	NA
	NA
	NA

	Sample 9
	161.95
	1.39
	0.33
	0.999
	0.804
	NA
	NA
	NA
	NA
	NA

	Sample 10
	165.97
	1.45
	0.39
	1.000
	0.806
	NA
	NA
	NA
	NA
	NA

	Mean
	125.46
	1.67
	0.53
	0.996
	0.801
	384.42
	1.96
	1.61
	0.988
	0.797

	Mean (no outliera)
	-
	-
	-
	-
	-
	-
	-
	-
	1.000
	0.806

	Hansen et al. (2007 - humans)
	108.00
	1.63
	0.80
	NA
	NA
	56.80
	1.79
	1.44
	NA
	NA

	Iwasiow et al. (2009 - dogs)
	232.00
	1.60
	NA
	NA
	NA
	NA
	NA
	NA
	NA
	NA

	aSample 1 removed as blood sample genotyping performance outlier
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