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	Table S1: violations unidimensionality. 2-factor model rather than 1-factor model with genetic variant explaining 1% of the variance in the second factor only

	
	
	
	
	
	
	

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

	
	χ2(1)
	Observed 

Power for N=1200
	N required for 

power of .80
	χ2(1)
	Observed power for N=1200
	N required for 

power of .80

	P=.5
	
	
	
	
	
	

	Sum
	3.916
	.51
	2405
	3.112
	.42
	3027

	True
	9.190
	.86 
	1025
	11.209
	.912
	840

	P=.3
	
	
	
	
	
	

	Sum
	3.289
	.44
	2863
	2.614
	.37
	3603

	True
	7.721
	.79
	1220
	9.481
	.87
	100

	
	
	
	
	
	
	

	Note: Data were simulated according to a 2 factor model, with the genetic variants explaining 1% of the variance in the second factor only. cor[2,1] denotes the correlation between the first and second 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.






























































































































































