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Figure S1. The 50% majority-rule consensus tree from the Bayesian phylogenetic 

analysis of 74 ND4 mtDNA haplotypes of the common midwife toad (Alytes 

obstetricans). The outgroup is not shown. The letters denote six major mtDNA clades 

referred to as haplogroups by Gonçalves et al. (2015). Haplotype details can be found in 

supplementary table S1. 


