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Additional Figure 4: - Go1 -
Bayesian phylogeny of 92 unique genotypes from 87/ W_E G25
the concatenated rDNA and ATPSb-ill alignment. G43 Gs3
Numbers at branches correspond to posterior — G45 666
probability values from Bayesian analysis and 99753 —g87]
Maximum Likelihood non-parametric bootstrap 99/71 G27
proportions, separated by a forward slash. Num- o329
bers with "G" prefix indicate genotype number G36
o . G37
(compare Additional Table 1). Numbers in square — G40
brackets after genotype numbers indicate how 0.2 - G42G41
many individuals carried that genotype, if more - o G9

than one. Tree rooted with genotypes from the
Indian Ocean (compare Figure 5a & b).




