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Figure S1. Maximum likelihood tree calculated using PhyML as based on translation elongation factor 
1α (TEF-1α) gene sequences showing the relationships among Fusarium ananatum and related species. 
Fusarium solani was chosen as the outgroup. Bootstrap values (percentages of 100 bootstrap replicates) 
are indicated in brackets above the branches of the tree. Model selected: TN93 +G, alignment 709 bp. 
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Figure S2. Maximum likelihood tree calculated using PhyML as based on internal transcribed spacer 
(ITS) sequences showing the relationships among Talaromyces stollii and related species. Talaromyces 
dendriticus was chosen as the outgroup. Bootstrap values (percentages of 100 bootstrap replicates) are 
indicated in brackets above the branches of the tree. Model selected: TN93, alignment 623 bp. 


