Fig S1. Bayesian tree of Monoblepharidomycetes phylogeny based on SSU rDNA. Branches are labelled with posterior probability, branches with posterior probability higher than 0.95 are in bold. P-value of the approximately unbiased (AU) test, Kishino-Hasegawa test (KH), and confidence value (expected likelihood weight, ELW) of different alternative topologies are shown in the insert table. Alternative topologies changes are shown by arrows with numbers.
Fig S2. Bayesian tree of Monoblepharidomycetes phylogeny based on LSU rDNA. Branches are labelled with posterior probability, branches with posterior probability higher than 0.95 are in bold.
Fig S3. Distribution of Sanchytriaceae strains on world map; map from http://mazze.com/news/tag/World%20Maps
Fig S4. Single nucleotide polymorphism in rDNA of Sanchytrium tribonematis. (A). Predicted ITS2 secondary structure of strain X-128, variable nucleotides relative to isolate X-126 are coloured red, G–G mismatch is framed, highly conserved nucleotide sequence on the 5′ side of helix III is bold; (B). Predicted intron S516 secondary structure of strain X-128, variable nucleotides relative to X-126 and X-127 are coloured red, variable nucleotides relative only to X-126 are coloured blue.
