Figure S1. Bayesian phylogenetic tree based on partial sequences of the COI gene with 1st and 2nd codons included only. Figures on nodes are posterior probabilities, scale bar refer to branch lengths. 
Figure S2. Output of the Automatic Barcode Gap Discovery (ABGD) web-interface (http://wwwabi.snv.jussieu.fr/public/ abgd/) using distance settings JC, K8 and Simple Distances. (a) Histogram of distances. (b) Ranked distances. (c) Initial and recursive partitions.
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