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Fig. S1. Triad expression patterns in two representative samples according to their classification into
multiple expression categories. Expression pattern of triads having all three biological replicates in
one (A), two (B), or three categories (C), respectively. One representative Fs sample is shown for PxC
(black) and for PxW (green). The ternary plots are divided into homoeolog expression bias categories,
as indicated for each section except for the central section which represents balanced triads.
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Fig. S2. Bias distance between HEB in PxC and PxW Fjs lines and their parents. A) The number of Fs
lines which followed the expression pattern of each parent for triads which overlapped between
divergent from ‘Paragon’ and divergent from ‘Charger’/Watkins categories (330 in PxC; 115 in PxW).
B) The bias distance between parents for triads which were divergent from both parents in the Fs
generation.
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Fig. S3. Genomic distribution of biallelic SNPs in A) PxC and B) PxW Fs lines. SNP numbers are
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highly variable between chromosomes, therefore y-axis scales vary on individual plots.



