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Supplementary Figure S4 

Phylogenetic relationships between the novel begomoviruses and selected 

New World and Old World begomoviruses 

 

  



 

 

Supplementary Figure 4. Phylogenetic relationships between the novel begomoviruses (highlighted 

with black dots) and selected NW and OW begomoviruses. A multiple sequence alignment was 

constructed using the MAFFT algorithm v.7.017 implemented on Geneious v.6.1.8 using the default 

parameters. The evolutionary history was inferred by using the Maximum Likelihood method and 

General Time Reversible model GTR [Nei and Kumar, 2000]. The tree with the highest log likelihood 

(-63810.98) is shown. The percentage of trees in which the associated taxa clustered together is 

shown next to the branches (1000 bootstrap replicates). The topocuvirus Tomato pseudo-curly top 

virus was used as outgroup.  

 


