How can you interpret gene lists from -omics experiments?
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It depends on the number of genes and goalils... Pathway Commons: A pathway resource

Pathway Commons - pathwaycommons.org/

I am observing: Sequence variation Essential genes Protein binding Expression changes

Many genes: Use GSEA & Enrichment Map

Several genes: Use g:Profiler

M It st of: v _ - - - : . .
y results consist o One gene Several genes . Thousands g:Profiler - biit.cs.ut.ee/gprofiler/ Guide - pathwaycommons.org/guide/ 22
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Input gene names and get multiple sources of functional evidence, The Pathway Commons 'Guide' is an online textbook for pathway understanding. Public databases @ Commons
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Visualize a pathway: Pathway Commons Apps Coming soon: More apps
Tools

Search - pathwaycommons.org/pathways/ Pathway analysis & visualization Search and view pathways in Cytoscape with the CyPath2 app.
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