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	Table S8: Configural invariance modelled as shown in Figures 1a/b of this Supplement

	
	

	
	Corr (F1,F2)=.3

	
	L=0
	
	L=.3
	
	L=.6
	

	
	χ2
	N
	χ2
	N
	χ2
	N

	P=.5
	
	
	
	
	
	

	Sum
	5.248
	1795 (.63)
	4.806
	1960 (.59)
	4.374
	2153 (.55)

	2 group factor (true)
	8.306
	1134 (.82)
	7.934
	1187 (.80)
	7.629
	1235 (.79)

	
	
	
	
	
	
	

	Note: Corr(F1,F2) denotes the correlation between the first factor (not affected by the GV) and the second factor (affected by the GV). 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.  The observed power for N=1200 is shown between brackets.






























































































































































