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S2 Fig. Maximum likelihood phylogenetic tree for all reptiles of the Socotra Archipelago. Phylogenetic relationships based on COI gene. Bootstrap values >70% are shown next to the nodes.
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Fig. $2. Maximum likelihood (ML) phylogenetic tree based on COI gene for all the reptiles of the Socotra Archipelago.
Tree topology and branch lengths are for the sampled tree with the highest likelihood by RaxML (100 searches). Sequences
of each species were collapsed with FigTree for a better display. All bootstrap values are shown next to the nodes.




