
 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

Supplementary Fig. 1 Number of SNPs, minor allele frequency distribution, and missing rate distribution of genotypic data in populations of CML (a, b, c), DTMA (d, e, f), and 

CombinedPOP (g, h, i). Two data sets were used: raw data with 955690 SNPs (blue), and filtered-and-imputed data. 

 

   

   

   


