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FIG. S2. Holoploid (1C: Mbp) genome sizes across Cyperids divided into 17 tribes of Cyperaceae, as well as the
Juncaceae family. Major clades are represented by the same colours as in Fig. S1 and are presented in the
same order as in the phylogeny shown in Fig. 2. Solid lines represent median values for the clades, outlying

data are indicated by circles and lower and upper hinges correspond to the first and third quartiles, respectively.
Significant differences in genome sizes between clades as determined by the Tukey-Kramer Procedure are

indicated by asterisks beside the clade names. One asterisk indicates a significant difference between the
genome size of the clade and that of Eleocharideae and Schoeneae (P < 0.05), whereas two asterisks indicate
a stronger significant difference (P < 0.001).



