Gene Ontology: tool for the unification of biology

link: http://www.geneontology.org

What is Gene Ontology?

The Gene Ontology (GO) project is a collaborative effort to address the need for
consistent descriptions of gene products in different databases.

developing three structured,

The GO collaborators are

controlled vocabularies (ontologies) that describe gene
products in terms of their associated biological processes, cellular components and
molecular functions in a species-independent manner.

How is Gene Ontology structured?
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Login: GO_tool_test / STDGE2GO
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