
 

 
 

Figure S1 Phylogenetic position of P. oxalicum 5-18 inferred from maximum likelihood analysis 

based on the single LSU region. Sequence accession numbers used for phylogenetic analysis in this 

study were shown before species name. The bootstraps value (1000 replications) of ML analysis are 

given at the nodes. Bars: 0.005 expected nucleotide substitutions per site. 

 
 
 
 
 
 
 
  



 

 
 

 
 

Figure S2 BUSCO analysis of genome. 
 
 
 
 
 
 
  
 


