Table S1. Estimation of genetic parameters in a model including X-chromosome SNP effects with a REML algorithm and a Gibbs sampling approach. Five different chains were run for 130,000 iterations with a burn-in of 30,000 samples. We saved parameters every 50 samples.

	Estimation method
	Percentage variance explained by X-chromosome SNPs (in%)
	Genetic parameters

	
	From total variance
	From genetic variance
	Heritability1
	Repeatability1

	REML
	2.9
	19.9
	14.6
	16.8

	REML2
	2.9
	20.1
	14.6
	16.8

	Gibbs – run1
	3.1 ± 0.1
	20.6 ± 4.1
	14.9 ± 1.3
	17.0 ± 0.8

	Gibbs – run2
	3.1 ± 0.1
	20.9 ± 4.1
	14.8 ± 1.2
	17.0 ± 0.8

	Gibbs – run3
	3.1 ± 0.1
	20.9 ± 4.0
	14.7 ± 1.2
	17.0 ± 0.8

	Gibbs – run4
	3.1 ± 0.1
	21.0 ± 4.0
	14.8 ± 1.2
	17.0 ± 0.8

	Gibbs – run5
	3.1 ± 0.1
	20.8 ± 4.0
	14.9 ± 1.2
	17.0 ± 0.8


1Heritability and repeatability estimates included the additive genetic contribution of the autosomes and the X-chromosome SNPs; 2A second REML was run with different starting values.
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