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Nota: Newick tree files are available from Zenodo: https://doi.org/10.5281/zenodo.3753257

Figure S1. Majority-rule consensus tree of 20 ML searches conducted with IQ-TREE under the best fit model selected by ModelFinder. 
879 loci; 270,760 bp; no partition. Numbers at nodes are given as follows: percentage of ML searches in which the node is observed /standard non-parametric bootstrap percentage (100 replicates). Best-fit model = TIM+F+I+G4 (BIC).

Figure S2. IQ-TREE phylogram obtained with the best fit model chosen by ModelFinder TIM+F+I+G4 (BIC).
879 loci; 270,760 bp; no partition. Numbers at nodes are given as follows: SH-aLRT /UFBoot at nodes (1000 replicates). The number of UCEs analysed for each sample is given in brackets. Scale: 1 gradation = 0.02 substitution /site.

Figure S3. RAxML phylogram obtained with the GTR+G4 model.
[bookmark: _GoBack]879 loci; 270,760 bp; no partition. Rapid Bootstrap at nodes (100 replicates). The number of UCEs analysed for each sample is given in brackets. Scale: 1 gradation = 0.02 substitution /site.

FigureS4. Comparison of statistical support for the 15 nodes with standard Bootstrap < 100

Figure S5. ASTRAL tree. 
879 loci. Nodes with BP<10 in gene trees were collapsed before species tree inference. Local posterior probabilities at nodes. The number of UCEs = gene trees analysed for each sample is given in brackets.
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