
 

S7 Fig. MAF distributions for paired-end ​Rotaria sequence data. A high proportion of low                           

frequency alleles is evident in both mappings, likely caused by population structure in the polyclonal                             

samples (multiple wild-caught individuals) from which these data are derived—the mode at 0.5 is clearer                             

in ​R. macrura​ as this sample consisted of fewer clones. 


