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Figure S1. Reconstruction of a-gliadin genomic regions in wild emmer.
The extraction of wild emmer sequence scaffolds and alignment with BioNano maps is described in the Materials and Methods.

Blue bars represent BioNano maps. Green bars are reconstructed sequences derived from difference scaffolds that align to the
BioNano maps. Vertical lines represent agreements pf sequence motifs of endonuclease site (GCTTCTTC) between the consensus
sequences and BioNano map contigs. Note: In the BioNano ctg6 contigs, there is one region with an estimated length of 500 kb

that can not find any matches in the wild emmer genomic sequence scaffolds. Analysis showed that the gap was exactly located in a TE
in a nested TE structure. It is possible that the contig contains a chimeric region.




	Slide Number 1

