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Figure S1. Distribution of the number of genes affected by potential functional InDels. (A) Cis-regulatory sequences affected by 

InDels, and corresponding genes. (B) Genes were affected by InDels at important positions (UTR, exon, splicing). (C) Subgenome 

number distribution of genes. 

 



 

 

 

Figure S2 The density distribution of InDels along wheat chromosomes. 

 



 

 

Figure S3. Bar graph of Gene Ontology (GO) enrichment analysis. 

 

 

 

 

Figure S4. Identification of a major locus for spike length on chromosome 2B. (A) Manhattan plot showing the significant peak for 

spike length on chromosome 2B. Dashed line indicates the significance threshold (-log10P = 4). (B) Plant height bean plots of acces-

sions classified by the peak InDel allele. **P < 0.01. (C) The LD heatmap within 6.3 Mb LD block containing peak InDel. LD block 

border are marked using asterisk. (D) Expression heatmap of genes on the LD block. 

  



 

 

 

 

Figure S5. Identification of a major locus for spike length on chromosome 6A. (A) Manhattan plot showing the significant peak for 

spike length on chromosome 2B. Dashed line indicates the significance threshold (-log10P = 4). (B) The LD heatmap within 6.3 Mb 

LD block containing peak InDel. LD block border are marked using asterisk. (C) Plant height bean plots of accessions classified by 

the peak InDel allele. **P < 0.01. (D) Expression heatmap of genes on the LD block. 

 

 


