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Additional Figure 5: 
Neighbor-Net analysis of the different parti-
tions (rDNA and ATPSb-iII) and the concat-
enated alignment of 92 unique genotypes 
found among the 105 individuals of Leucetta 
chagosensis.
Sequences with different phylogenetic 
relationships in the different networks are 
highlighted in red on white ovals. Color coding 
of branches according to main geographical 
distribution, as in Figures 2, 3, 5.
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