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FIG. S1. Phylogenetic reconstruction of the cyperids (families Cyperaceae, Juncaceae, and Thurniaceae).
Species associated with the twenty-four tribes of Cyperaceae, as well as the Juncaceae and Thurniaceae

families are highlighted in contrasting colours. The numbers in parentheses represent the percent of species
included in this phylogenetic reconstruction compared to the estimated number of species for each tribe or

family as noted in Larridon et al. (2021) and POWO (2021). The phylogeny was created with the R package
GGTREE v.2.4.2 (Yu et al., 2017).


