
S2 Fig. Maximum likelihood phylogeny of Rps3. Phylogenetic analysis of orf540, orf551 and orf551 

from C. austroafricana, C. cubensis and C. deuterocubensis which show sequence similarity to C. 

parasitica S5 ribosomal protein/maturase fusion protein. Sequences used in this phylogeny were 

retrieved from GenBank using BLAST. The LG+G model of substitution was used. Branch support for 

was calculated using the bootstrap method with 1000 replicates. S3H stands for rps3/HEG fusion 

protein. Blue stars indicate S5 proteins sequences grouping with rps3 proteins. 



 


