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	Table S6:  violations equal factor loadings (12 items)

	
	
	
	
	
	
	

	
	L=.3.3.3.3.3.3 .9.9.9.9.9.9
	L=.5.5.5.5.7.7.7.7.9.9

	
	χ2
	Observed power given N=1200
	N required for 

power of .80
	χ2
	Observed power given N=1200
	N required for 

power of .80

	P=.5
	
	
	
	
	
	

	Sum
	4.508
	.56
	2089
	8.972
	.85
	1050

	Factor
	11.636
	.93
	809
	11.561
	.93
	815

	P=.3
	
	
	
	
	
	

	Sum
	3.788
	.49
	2487
	7.539
	.78
	1249

	Factor
	9.780
	.88
	963
	9.716
	.88
	969

	
	
	
	
	
	
	

	Note: L denotes the pattern of factor loadings for the 12 items on the one latent factor. P denotes the frequency of the first allele of the diallelic GV. χ2(1) denotes the increase in likelihood when the regression between the GV and the trait is fixed to 0 (a 1-df test). N denotes the sample size required for a power of 80% when α=.05.






























































































































































