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Figure S1. Phylogenetic relationships among Blastocystis full-length SSU rRNA gene nucleotide 

sequences generated in the present study (represented with a filled triangle), representative 
reference sequences of the accepted subtypes (Table 1), and Proteromonas lacertae used as 
outgroup taxon to artificially root the tree. Analysis was inferred using the Maximum 
Likelihood method with genetic distances calculated using the Kimura 2-parameter model. This 
analysis involved 92 nucleotide sequences, and there were a total of 1982 positions in the final 
dataset.  

 

 



 


