Supporting Information
Supplementary Figure 1: Maximum likelihood phylogenetic analysis of the amino acid sequences of AMA1 (a), MSP1-19 (b), SERA3 (c), TSERA2 (d) and TRAP/SSP2 (e) gene sequences between P. knowlesi, P. falciparum, P. vivax, P. malariae and P. ovale/P. simiovale. Bootstrap values are given in percentages.
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