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Figures S1. Neighbour-Joining phylograms using K2P distances for the 16S barcode sequences (left) and the COI barcode sequences (right) for the Megophryidae. Numbers below branches represent boostrap values (1000 replicates). Triangles represent clusters of multiple specimens vertically proportional to the number of specimens (n) and horizontally proportional to the genetic variation within the cluster. Blue branches indicate taxa with deep intraspecific genetic divergence that potentially represent several distinct species. Red branches indicate candidate species. Green branch indicates a species represented only by its larval form.
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Figures S2. Neighbour-Joining phylograms using K2P distances for the 16S barcode sequences (left) and the COI barcode sequences (right) for the Microhylidae. Numbers below branches represent boostrap values (1000 replicates). Triangles represent clusters of multiple specimens vertically proportional to the number of specimens (n) and horizontally proportional to the genetic variation within the cluster.
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Figures S3. Neighbour-Joining phylograms using K2P distances for the 16S barcode sequences (left) and the COI barcode sequences (right) for the Dicroglossidae. Numbers below branches represent boostrap values (1000 replicates). Triangles represent clusters of multiple specimens vertically proportional to the number of specimens (n) and horizontally proportional to the genetic variation within the cluster. Blue branches indicate taxa with deep intraspecific genetic divergence that potentially represent several distinct species. Red branches indicate candidate species.
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Figures S4. Neighbour-Joining phylograms using K2P distances for the 16S barcode sequences (left) and the COI barcode sequences (right) for the Ranidae. Numbers below branches represent boostrap values (1000 replicates). Triangles represent clusters of multiple specimens vertically proportional to the number of specimens (n) and horizontally proportional to the genetic variation within the cluster. Blue branches indicate taxa with deep intraspecific genetic divergence that potentially represent several distinct species. Green branch indicates a species represented only by its larval form.
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Figures S5. Neighbour-Joining phylograms using K2P distances for the 16S barcode sequences (left) and the COI barcode sequences (right) for the Rhacophoridae. Numbers below branches represent boostrap values (1000 replicates). Triangles represent clusters of multiple specimens vertically proportional to the number of specimens (n) and horizontally proportional to the genetic variation within the cluster. Blue branches indicate taxa with deep intraspecific genetic divergence that potentially represent several distinct species. Green branches indicate species represented only by their larval forms. Note that is this case some of the green branches represent candidate species too (Feihyla cf. vittatus 2, Polypedates sp., Rhacophorus rhodopus).
