Supplementary Figure S1: Example for the cis and trans components of gene expression differences in the 'cis+trans' category (gene YAR028W). 
(a) Expression levels in co-culture. The Y-axis is the number of reads mapped to either RM or BY, normalized by the genomic DNA ratio. (b) Expression levels in the hybrid. The Y-axis is the number of reads mapped to either RM or BY.
(c) log2(εRM / εBY) for co-culture and hybrid, and (d) the cis effect (log2(ecis)) and the trans effect (difference between the parental and hybrid log2-transformed allele-specific expression ratios).
The gene expression difference in hybrids ((c), right bar) is interpreted as a direct representation of the cis effect ((d), left bar), as the trans component disappears in the hybrid because of an identical cellular environment for both alleles. In the 'cis+trans' category the cis and trans components work in the same direction (d), resulting in an allele-specific expression difference that is larger in co-culture than in hybrid (c). 
Supplementary Figure S2: Three subcategories of the 'cis–trans' effect. Each example shows the observed gene expression levels in co-culture (a, e, i; Y-axis shows the number of reads mapped to either RM or BY, normalized by the genomic DNA ratio) and in the hybrid (b, f, j; the Yaxis shows the number of reads mapped to either RM or BY) as well as the expression differences in co-culture and hybrid (c, g, k; log2(εRM / εBY)) and the cis (log2(ecis)) and trans (log2(etrans)) effects (d, h, l) in one of the three subcategories: 1. (a - d): gene YPL091W as an example for 'c > t' (the cis component has a higher absolute value than the trans component), 2. (e-h): gene YMR152W as an example for 'c = t' (the cis and trans components have approximately equal absolute values), and 3.  (i-l): gene YGL055W as an example for 't > c' (the absolute value of the trans effect is higher than that of the cis effect). 

Supplementary Figure S3: Inheritance mode categories of gene expression levels. Hypothetical patterns of gene expression levels for the six inheritance categories: (1) conserved, (2) additive, (3) BY dominant, (4) RM dominant, (5) underdominant and (6) overdominant.
