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[bookmark: _Hlk161822196]Supplementary Figure 1. Summary of the chromosome complement of wheat A- (A), B- (B) and D- (C) genome chromosomes in the Mv9kr1/Ae. biuncialis BC3 populations (BC642, BC382). The density of wheat-specific Silico-DArT markers (expressed as number of markers per Mb) in seven homologous groups was represented as heatmaps. The genotypes of wheat (Ta, Mv9kr1, Chinese Spring, Mv Hombár#1, Mv Hombár#2, Mv Ménrót) and Aegilops accessions (Ae, Ae. umbellulata AE740/03, Ae. comosa MvGB1039, Ae. biuncialis MvGB382, Ae. biuncialis MvGB642 and Mv9kr1/Ae. biu. MvGB642 amfiploid), wheat/Aegilops addition lines representing the chromosomes of U- (1-7U) and M-genomes (1-7M) in wheat, and the wheat/Ae. biuncialis BC3 populations (BC382: 35 lines, BC642: 44 lines) are ordered horizontally. 
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