
 

 

Figure S1. General population genetic structure inferred from the top two components in the 

context of East Asian genetic diversity. 

 



 
Figure S2. ADMIXTURE results among 28 Guizhou populations. 

 



 

 

Figure S3. Population dendrogram and patterns of shared IBD. (A) Genetic homogeneity is inferred 

from pairwise coincidence. (B) Population clustering patterns based on the IBD length and count. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 


