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Genomic divergence in cotton germplasm related to maturity and heterosis  

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 



 

 

 

 

 

 

 

 

 

 

 

 

 

 

Figure S1. The whole-genome linkage disequilibrium (LD) map of upland cotton based on all 

the inbred G. hirsutum lines and 10,552 single-locus SNP markers. 
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Figure S2. Venn diagrams of all shared and unique theoretical heterozygous loci among the five 

hybrids represented in the At subgenome. 



 

Figure S3. Venn diagrams of all shared and unique theoretical heterozygous loci among the five 

hybrids represented in the Dt subgenome. 

 



SUPPLEMENTARY TABLES 

Table S1-S6 were available online as separated excel files. 


