Table S1. Summary statistics of heritability of mRNA levels for the 2,000 transcripts considered in this study. Narrow-sense heritability of expression levels in the recombinant inbred lines was estimated using the method of Hegmann and Possidente1, h2trait = 0.5VA/(0.5VA + VE), where VA represents the additive genetic component (variances of strain means) and VE the average environmental component (variances within strains) as previously described2,3. 
	                         Tissue

	
	Heart*
	Fat*
	Kidney*
	Adrenal*

	Minimum h2trait
	0.03
	0.07
	0.03
	0.05

	Maximum h2trait
	0.96
	0.88
	0.94
	0.95

	Median h2trait
	0.24
	0.25
	0.19
	0.28

	25ile of h2trait
	0.15
	0.19
	0.11
	0.17

	75ile of h2trait
	0.37
	0.34
	0.35
	0.43


*there was not a significant difference (Kolmogorov-Smirnov test) in the distribution of the heritability across tissues.
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