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Figure S1. BioNano genome map alignments with the sequence assemblies of genomic regions harboring the prolamin and resistance gene families.
BioNano optical maps and sequence assemblies of the Chinese Spring prolamin regions are described in the manuscript text. The alignments of the
optical maps and assembled sequences was based on information of endonuclease, Nt.BspQl1, sites from the optical map and in silico digestion of the
sequences (see Materials and Methods). Vertical lines represent agreements of sequence motifs of the endonuclease restriction site (GCTTCTTC)
between the consensus sequences and BioNano map contigs. Red arrows indicate gap positions in the sequences. The Ae. tauschii region contains no
gap in the sequence (gaps have been filled by PacBio sequences) and covered by a single BioNano map contig. Blue bars indicate five structural
variations in one D genome and the corresponding positions in the other D genome regions.
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