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Phylogenetic relationships of the subfamily Trigoniulinae based on maximum likelihood analysis (ML) and Bayesian Inference (B1) of 660 bp of cytochrome ¢

Fig. S1.

oxidase | (COI). Numbers at nodes indicate branch support based on bootstrapping (ML) and posterior probabilities (Bl). Scale bar: 0.4 substitutions per site. The number
sign (#) indicates branches with <50% ML bootstrap support and <0.95 Bayesian posterior probability.
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Fig. S2. Phylogenetic relationships of the subfamily Trigoniulinae based on maximum likelihood analysis (ML) and Bayesian Inference (BI) of 16S ribosomal RNA
(458 bp). Numbers at nodes indicate branch support based on bootstrapping (ML) and posterior probabilities (Bl). Scale bar: 0.07 substitutions per site. The number sign
(#) indicates branches with <50% ML bootstrap support and <0.95 Bayesian posterior probability.

Page 3 of 3





