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	Table S4: violations of unidimensionality. 2 factor model with a genetic variant affecting both factors equally

	
	
	
	
	
	
	

	
	cor[3,1/2]=.2
	cor[3,1/2]=.6

	
	χ2(1)
	Obs power N=1200
	N required for power of 80%
	χ2(1)
	Obs power N=1200
	N required for power of 80%

	P=.5
	
	
	
	
	
	

	Sum
	18.177
	.99
	518
	14.351
	.97
	656

	True
	18.194
	.99
	518
	14.486
	.97
	650

	P=.3
	
	
	
	
	
	

	Sum
	15.285
	.97
	616
	12.065
	.93
	781

	True
	15.299
	.97
	616
	12.180
	.94
	773

	
	
	
	
	
	
	

	Note: cor[3,1/2] denotes the correlation between the third factor, and the first and second factor. The correlation between the first two factors was fixed to .3. 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.






























































































































































