Additional file 13: “TreeMap” views of significant GO terms constructed with REVIGO (Supek et al., 2011).
Each rectangle is a single cluster representative. The representatives are joined into ‘superclusters’ of loosely
related terms, visualized with different colors. Size of the rectangles reflect the p-value.

Supek, Fran, et al. "REVIGO summarizes and visualizes long lists of gene ontology terms." PloS one 6.7
(2011): €21800.
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