[bookmark: _GoBack]Text S3. Determining the proportion of genes that have evolved varying degrees of transcriptional independence since speciation of the parents

We propose that the bulk of the transcriptional responses in the allopolyploid represent changes in the regulatory modulons of genes that have occurred in the parental species in the time since they speciated. These regulatory changes mean that different orthologs have evolved different levels of transcriptional independence, and these are revealed by the transcriptional patterns seen in Lp1. To provide estimates of the proportions of genes where the orthologs have evolved transcriptional independence, partial independence and have not evolved independence, we have used the number of genes that show simple inheritance of biased expression, homeolog expression bias, and homeolog expression blending, respectively (see Figure 8). 

However, a limitation of this analysis is that a large number of genes show no expression difference in either Lp1 or the parents, and whether or not these have evolved any transcriptional independence cannot be determined. To help provide an estimate of genes with varying levels of transcriptional independence that includes this large class of genes, we used information on the proportions of genes from above. To estimate a lower bound for the proportion of genes having evolved transcriptional independence, we assumed that none of these non-biased genes have evolved independence. To estimate the upper bound, we assumed that these non-biased genes have evolved the same proportions of independence/no independence as found for the other, biased genes. Therefore the proportions of genes in these three transcriptional independence categories are reported as a range in the main text that reflects these lower and upper bounds. 
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