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Phylogenetic analysis of primate Plasmodium species and the search for the
genetic elements which are involved in host switching
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Genomes were newly determined for two macaque malaria parasites, Plasmodium
fieldi and P. simiovale. The malaria group, consisting of macaque parasites and human parasite of P.
vivax had an ambiguous branching order due to diverge of species in a short period of time. In this
study, by using massive gene data for phylogenetic analysis, we were able to trace the evolutionary
path of these malaria parasites with high reliability. Comparative genomic analysis revealed that,
DBL was one of the candidate molecules involved in host specificity.
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