
SFigure 7. Phylogeny of ketosynthase (KS) domains of PKS genes across six T. inflatum strains. Maximum 
likelihood phylogeny created in RAxML using best-fit amino acid substuon model WAG and an auto-
macally opmized number of bootstrap replicates. The phylogeny also includes outgroup KS domains 
from fay acid synthases and top 50 BLAST hits in the ncbi nr database to the aflatoxin PKS aflC. Four 
strain unique KS domains belonging to the three PKSs found in cluster D are color coded red while the top 
BLAST hits to aflC are color coded blue. Supplementalgure 4. Phylogeny of ketosynthase (KS) domains of 


