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Enable users to select chemicals and annotation features of interest, and to use these selections to

aggregate and visualize trends in big data sets. : : :
Chemical explorer using the Assay network view
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Display chemical-centrical (chemical explorer) or assay-centrical (assay explorer) views in a user-friendly
way that allows hypotheses generation, development of prioritization schemes, or creation of analysis.
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« These graphical enhancements improves access, analyses and visual display of the large and complex ToxCast data.
chemical_sett « TCAN enables rapid decision making to generate hypotheses or inform chemical prioritization schemes.
select a chemical « The R Shiny package enables the TCAN viewer to be interfaced via a desktop application or web browser.
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Spider plot
« Animated spider plots display the modeled rescaled response across a
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* Incorporate more search functions for the annotation network view.
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