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Figure S1. The workflow of identification of WRKYs in wild and cultivated 

barley. 

 

Figure S2. Chromosomal locations of HvWRKYs. The chromosomal position of 

each HvWRKY was mapped according to the barley genome Morex_v2. The 



chromosome numbers were shown at the top of each chromosome. The 

centromere locations were indicated by red solid ellipse, and the location of 

each WRKY gene was indicated by a line. The length refers to the size of the 

chromosome. Tandem duplicated genes were indicated with red fonts, and 

segmentally duplicated genes were shown with hexagons of different colors. 

 

Figure S3. Violinplot of the Tajima’s D of all genes and WRKYs in wild and 

cultivated barley population. Red and blue represented wild and cultivated 

barley, respectively. All_wild and All_cultivar indicated all genes from wild 

and cultivated barley populations, respectively, while WRKYs_wild and 

WRKYs_cultivar denoted all WRKYs from wild and cultivated barley 

populations, respectively. The dotted lines showed the 97.5% and 2.5% 

quantiles in each of barley compartments. WRKYs underwent selection were 

indicated with the solid colored dots. 


