
 

Figure S1. Phylogenetic tree of Gnomoniopsis smithogilvyi isolates, for the TEF1-α partial gene. The 

evolutionary history was inferred using the Neighbor-Joining method [1]. The optimal tree is shown. The 

tree is drawn to scale, with branch lengths (next to the branches) in the same units as those of the 

evolutionary distances used to infer the phylogenetic tree. The evolutionary distances were computed using 

the Kimura 2-parameter method [2] and are in the units of the number of base substitutions per site. This 

analysis involved 32 nucleotide sequences with 619 positions. Evolutionary analyses were conducted in 

MEGA11 [3]. Gnomoniopsis paraclavulata Sogonov was used as the tree root. 
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