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Figure S1. Physical length and gene content of candidate regions in the barley pan-genome. The
upper two charts show the length of genome intervals on chromosome 4H (A) and 5H (B) corre-
sponding to highly associated markers (Table 2, Figure 6) and their respective coordinates in the
references of the barley pan-genome. The lower two charts show the number of predicted genes for
chr4H (C) and chr5H (D).



