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Supplementary Figure S1
Neighbour-joining phylogenetic tree, based on 26S rRNA gene sequences, showing
the relationships of strain M2013310 and representative members of the phylum
Fungi. Bootstrap values (1000 replications) are shown as percentages at each node
only if they are 70% or greater. Bar, 0.02 substitutions per nucleotide position.

Method
Phylogenetic analysis based on 26S rRNA gene was performed by using the

software package MEGA version 5.0 (Tamura et al. 2011) after multiple alignment of
the data via CLUSTAL_X (Thompson et al. 1997). Phylogenetic trees were
constructed by neighbor-joining (Saitou and Nei 1987). Evolutionary distances for the
neighbor-joining algorithm were calculated with Kimura’s two-parameter method
(Kimura 1980) and the topology of the neighbor-joining tree was evaluated by
bootstrap analysis on the basis of 1000 replications (Felsenstein 1985).
Close-neighbor-interchange (search level = 2, random additions = 100) was applied in
the maximum-parsimony analysis. Sequences from Saccharomyces cerevisiae
(AY048154) and Pichia anomalus (U74592) were included as the outgroup.
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