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Fig. S1. Bayesian phylogenetic trees of the Reticulata group of the genus Chloromonas based on 28S ribosomal DNA (a), psaA (b) and ITS-2 (c) sequences that constitute the combined data matrix for species phylogeny (Fig. 1). 
Numbers shown in top left, top right, bottom left, and bottom right exhibit posterior probabilities (0.95 or more) from Bayesian inference (BI) and bootstrap values (50% or more) from maximum likelihood (ML), maximum parsimony, and neighbor-joining (NJ) analyses, respectively. The four phylogenetic methods were performed as described in the species phylogeny of the main text. In each tree, identical sequences were reduced to a single operational taxonomic unit. The appropriate substitution models for BI and ML analysis using MrBayes 3.2.7 [1] and RAxML-NG 0.9 [2], respectively, were selected by the Bayesian information criterion in Modeltest-NG v0.1.6 [3] with “-T mrbayes” option. The applied models were HKY+G4 for 28S ribosomal DNA, K80+I, JC+I, and HKY+G4 for 1st, 2nd, and 3rd codon positions of psaA, respectively, and HKY+G4 for ITS-2. The appropriate substitution models for NJ analysis using PAUP* 4.0b10 [4] were selected by the Bayesian information criterion in jModelTest 2.1 [5]. The selected models were TrN+G for 28S ribosomal DNA, TIM1+I+G for psaA, and SYM+G for ITS-2. 
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