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Supplementary Fig. 1. Neighbour-Joining tree constructed with nuclear dataset.  
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Supplementary Fig. 2. Maximum-Likelihood rooted tree constructed with nuclear dataset. All 

the nodes with bootstrap values lower 90% are collapsed. 
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Supplementary Fig. 3. Maximum-Likelihood rooted tree constructed with nuclear dataset and 

rooted to Cx. quinquefasciatus.  
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Supplementary Fig. 4. ADMIXTURE Cross-Validation error (A) and Δ Loglikelihood (B) point 
out to K=2-3 as the optimal number of genetic clusters. 
 



 
 

Supplementary Fig. 5. Maximum-Likelihood rooted tree constructed with mitochondrial 

dataset. All the nodes with bootstrap values lower 70% are collapsed. 
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