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Figure3. Phylogenetic tree based on csp sequences of Plasmodium spp. JQ864243, 

JQ864244, JQ864245, JQ864246 JQ864247 and JQ889326 are P. knowlesi csp sequences 

obtained in this study. The tree is constructed using Neighbour Joining method MEGA4 [34]. 

The percentage of replicate trees in which the associated isolates cluster together in the 

bootstrap test (1000 replicates) are shown next to the branches. 
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