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S5 Fig. WORMHOLE SVMs produce LDOs representing an expanded set of gene trees while maintaining similar species-tree

discordance relative to PANTHER LDOs. Mean discordance between gene and species phylogenetic trees represented by gene
pairs in datasets for constituent algorithms (black points), PANTHER LDOs (red lines), and WORMHOLE SVMs (blue lines). Points
or lines indicate mean, and error bars or colored regions represent 95% confidence intervals, for Robinson-Foulds (RF) distance
between gene and species trees (see Materials and Methods).



