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GO: Molecular Function
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GO: Cell Component
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Supplementary Figure S5

GO analyses of N. vectensis complements from phylogenomic datasets
analyzed, including the molecular function and biological processes categories.
For each GO category, functional classes are annotated by color and their
relative enrichment (green) or depletion (red) is given in heatmaps left of the
GO term description. Inset describes dataset order for heatmaps.
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