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Figure S2: Biological Processes GO Term enrichment visualized using REVIGO. Modules siginificant-
ly associated with fiber development were plotted. Color corresponds to log,, p-value. Size of circles
corresponds to the log size of the GO term within the Arabidopsis thaliana GO term database. Labels
were reduced for clarity where necessary. A full list of GO Term enrichment by module can be found
in Table S4.
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