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Testing Geographic Structure:
Haplotypes were classified by region as belonging to either Thailand, Island Southeast
Asia, Near Oceania or Remote Oceania, with regions treated as a character. In each
case the length of the tree was estimated for the region character. The original tree had
a length of 8 steps. If a haplotype was observed in more than one region, that
haplotype was duplicated and one of each was assigned to the appropriate region. For
example, if haplotype A was observed in two regions then the labelled tip in the
phylogenetic tree was replaced with (A.1, A.2), and each of A.1 and A.2 were
assigned to one of the locations. When comparing the bootstrap trees to randomly
labelled trees the haplotype sequence was duplicated with the two copies then labelled
either A.1 or A.2.

Figure 3. Randomised Locations. The length of the original tree given the observed
location of each haplotype was compared with the distribution of tree lengths obtained
when the location was assigned randomly to each haplotype on the original tree (1000
replicates). A tree length of 8, or more extreme, was observed with frequency 0.002.
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