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Captions Supplementary Material 
Supplementary Figure S1. Map showing the localities where the braided tree iguanas (Liolaemus platei) were captured. The capital city of the region is indicated with a tringle.

Supplementary Figure S2. Morphotypes of tetrathyridia isolated in the coelomic cavity of braided tree iguanas (Liolaemus platei): (a) Morphotype I, (b) Morphotype II, and (c) Morphotype III. Note the presence of the excretory pore (*) at the posterior end of hindbody, and suckers (arrows) and the deep invagination canal (arrowheads) at the anterior end. Drawing of morphotype II (b) is showed without calcareous corpuscles (left) to highlight other structures, and the inserted figure (right) show the distribution of calcareous corpuscles. Scale bars= 500 µm.

Supplementary Figure S3. Consensus tree of maximum likelihood (ML) and Bayesian inference (BI) phylogenies inferred for 18S rRNA gene, using an alignment of 1248 bp. Calculated substitution models for ML and BI were TN+F+G4, and M40, M125, M136, and M15, respectively. The best models were chosen using the Bayesian Information Criterion (BIC). Outgroups with more than two sequences were collapsed with the number of sequences detailed between parentheses: Nippotaeniidae (LT630606, AF286987, AF124474), Hymenolepididae (H*: AJ287525, Z98351, JX310720, AF286982) and Davaineidae (EU665463, LC714868, AY382311). Bootstrap values and Bayesian posterior probabilities are indicated above each branch. The sequences from the present study are highlighted within an orange box. Abbreviations: CZ= Czech Republic; GER= Germany; IT= Italy; PO= Poland; RUS= Russia; SLO= Slovakia.

