
Figure S1. Relationship between sample size and the genetic diversity of Plasmodium falciparum populations in Papua New Guinea. The
number of alleles (A) identified in each population was compared with the number of isolates and the total number of clones, which was calculated
by summing the number of clones per isolate.

Figure S2. Comparison between Pfmsp2 genotype and microsatellite haplotype diversity of Plasmodium falciparum populations of Papua
New Guinea The allelic richness (Rs) calculated for each population on the basis of Pfmsp2 genotypes or microsatellite haplotypes (i.e., the mean
for 10 loci), is shown for each village. Error bars indicate the standard error (microsatellites).
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Allele frequencies for Pfmsp2 in 14 Plasmodium falciparum populations of Papua New Guinea




