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Figure S3. Phylogenetic trees of asparagine synthase and aspartate amino transferase homologs.
Orthogroups and genes included in trees were determined using the PlantTribes database [39].
Orthogroups represent a PlantTribes delineated set of homologs and paralogs. Orobanchaceae homologs
are highlighted in gray, and Orobanchaceae gene names and sequences are used as listed in the Parasitic
Plant Genome Project database.



