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Figure S1: Maximum likelihood phylogeny of endoglucanase orthologs. Sequences were obtained by PCR amplification from saprotrophic Amanita species and close saprotrophic relatives to Amanita (Volvariella, Limacella and Pluteus) or were retrieved from genomes of other saprotrophic fungi from NCBI.  The phylogeny is based on an amino-acid alignment of 156 characters.  Values indicate bootstrap support. Support values are indicated for nodes with ≥ 50 bootstrap support.














