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	Table S12: Violations of strong factorial invariance in the context of 6 items

	
	
	
	
	
	
	
	
	

	
	M1=000000

M2=000000
	
	M1=000000

M2=.1.10000
	
	M1=000000

M2=.5.50000
	
	M1=000000

M2=110000
	

	
	χ2
	N
	χ2
	N
	χ2
	N
	χ2
	N

	P=.5
	
	
	
	
	
	
	
	

	Sum
	8.063
	1168 (.81)
	8.057
	1169 (.81)
	7.916
	1190 (.80)
	7.508
	1255 (.78)

	2gr factor true
	8.063
	1168 (.81)
	8.063
	1168 (.81)
	8.063
	1168 (.81)
	8.063
	1168 (.81)

	
	
	
	
	
	
	
	
	

	Note: M1 and M2 denote the vectors of observed means for items 1 to 6 in samples 1 and 2 respectively. P denotes the frequencies 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. Between brackets, the observed power for N=1200 is shown.






























































































































































