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Reactome is a manually curated knowledgebase, created and peer-reviewed by Visualization of High Throughput Datasets Using the
experts in their field. Its robust data model describes life processes ranging from Reactome Reaction Map

metabolism to signal transduction and the cell cycle. As of release 28, Reactome
contains 3700 human proteins in 3200 reactions. Data is cross-referenced to L S
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IE' Reactions coloured according to the average of the numeric values of all identifiers linked to the reaction.
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i = Statistically over-represented events in hierarchy
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The Reactome knowledgebase relies on collaborations with research biologists to construct expert consensus views of key biological processes, and to integrate these with other pf Reactionmap
seeking new author-collaborators. If you're interested, or would like more information about our data acquisition process, please contact us at editorial@reactome.org. Click here to vie
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The epidermal growth factor receptor (EGFR) is one member of the ErbB family of transmembrane glycoprotein tyrosine receptor kinases (RTK). Binding of EGFR to its ligands leads
to autophosphorylation of tyrosine residues on the receptor and subsequent activation of signal transduction pathways that are involved in regulating cellular proliferation,
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