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S5 Fig. DNA methylation differences in promoters of homoeologous genes. (A) 
Pairwise plots of CG (left), CHG (middle), and CHH (right) methylation levels (Y-axis, D 
homoeologs; X-axis, A homoeologs) in promoter regions (2-kb) of homoeologous 
genes. Blue and red dots indicate the expression level of an A homoeolog that is lower 
and higher than that of the corresponding D homoeolog, respectively. Spearman 
correlation coefficient (r) is shown. (B) Number of homoeologous genes that were 
differentially methylated in CG (left), CHG (middle), and CHH (right) sites in promoter 
regions and showed expression differences (A<D, blue; A>D, red). The levels of CG 
(>0.4), CHG (>0.4), and CHH (>0.1) methylation difference and fold-changes of 
expression (>2-fold) between A and D homoeologs were used as cut-off values.  


