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FIGURE S3. Phylogenetic relationships for select plant and microbial SAM-dependent 
methyltransferases. Plant MTs associated with primary metaboloism (blue), specialized 
metabolism (red), and microbial C-MTs (cyan) are aligned relative to sterol MTs (yellow) and the 
triterpene MTs (green) characterized here. Protein names are abbreviated with the initials for the 
genius and species, followed by their GenBank accession number and the overall enzyme 
classification. Adapted from Liscombe et al. (1) and Han et al. (2). 
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