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Supplementary Figure S1. Estimates of Evolutionary Divergence between sequences analyzed in the phylogeny. The number of base substitutions per 

site from between sequences obtained from Deschampsia antarctica endophytic fungi (UNIPAMPA_ROSA) and other fungal sequences belonging to the 

Phaeosphaeriaceae family, following BLAST analysis. The analysis involved 38 nucleotide sequences. Codon positions included were 

1st+2nd+3rd+Noncoding. All ambiguous positions were removed for each sequence pair. There were a total of 368 positions in the final dataset. 

Evolutionary analyses were conducted in MEGA7 [30]. 
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Supplementary Figure S2. Estimates of Evolutionary Divergence between sequences from Deschampsia antarctica endophytic fungus (Juncaceicola cf. 

typharum) and other fungal sequences belonging to the Juncaceicola genus, following BLAST analysis.. The number of base substitutions per site from 

between sequences are shown. The analysis involved 10 nucleotide sequences. Codon positions included were 1st+2nd+3rd+Noncoding. All ambiguous 

positions were removed for each sequence pair. There were a total of 448 positions in the final dataset. Evolutionary analyses were conducted in. 


