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Supplementary Figure S1.  Phylogenetic tree of Daphnia species 
constructed by a Bayesian analysis (Proportional_CodonProportional model) 
based on the same data used for ML tree (Fig. 1).  In this analysis, model 
with the lowest Bayesian Information Criterion (BIC) by the model selection 
using Kakusan4 (Tanabe 2011) was chosen as the best model.  The tree was 
constructed with MrBayes 3.2.6 (Ronquist et al., 2012).  Parameters for the 
analysis were as follows: NST=6 and Rates=Gamma for 1st base of each 
codon of COI, NST=1 and Rates=Equal for 2nd base of each codon of COI, 
NST=2 and Rates=Gamma for 3rd base of each codon of COI and 12S.  The 
MCMC analysis was run for 1 million generations, and sampling from the 
chain was performed every 1,000 generations.  The first 100,000 trees were 
discarded as the burn-in phase, and then the remaining trees were used to 
construct a 50 % majority-rule consensus tree.  Support values are shown 
above branches with greater than 0.95 Bayesian posterior probabilities.  
Daphnia mitsukuri (the same sequence with Daphnia JPN sp.2) is indicated 
by red color.  Groups of the same species supported by the species 
delimitation analysis (PTP) are also shown by red-colored branch.  The 
sequence source information of each species is shown in Supplementary 
Table S1. 
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