
 

Figure S4: Bayescan Fst posterior probabilty plot on populations of four Glossina 
fuscipes fuscipes from Uganda (infected and uninfected flies) to identify SNPs associated 
with susceptibility to infection by Trypanosome. Analysis was performed on all 
individuals from the four populations together: Masindi (MS), Namutumba (NB), Otuboi 
(OT), and Kalangala Island (KG). Vertical line indicates the false discovery rate (FDR = 
0.05) tradeoff used to call outliers in BayeScan (Fischer et al. 2011).    

 

 




