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	Bivariate Models
	EIN 
	ROG
	GOL 
	TOM

	GBLUP
	0.935 / 0.867
	0.956 / 0.979
	0.889 / 0.945
	0.967 / 0.755

	sERRBLUP  top 10%
	0.924 / 0.788*
	0.930* / 0.741*
	0.889 / 0.895
	0.885 / 0.668*

	sERRBLUP top 5%
	0.916 / 0.771
	0.927 / 0.715
	0.876 / 0.893
	0.867 / 0.643

	sERRBLUP top 1%
	0.901* / 0.785
	0.947 / 0.779
	0.855 / 0.899
	0.844 / 0.607

	sERRBLUP top 0.1%
	0.901 / 0.801
	0.974 / 0.808
	0.879* / 0.908*
	0.837 / 0.599

	sERRBLUP top 0.01%
	0.932 / 0.792
	0.979 / 0.805
	0.933 / 0.912
	0.848* / 0.627

	sERRBLUP top 0.001%
	0.668 / 0.448
	-0.168 / 0.292
	0.924 / 0.774
	0.604 / -0.986
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