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KEGG is a database resource that integrates genomic, chemical, and systemic functional information.
In particular, gene catalogs in the completely sequenced genomes are linked to molecular networks
(pathways, modules, and brite hierarchies) representing higher-level systemic functions of the cell,
the organism, and the ecosystem. In addition to expanding the knowledge base for such molecular
networks and improving the linking (annotation) procedure, we have incorporated drug and disease
information from the point of view of perturbed molecular networks. As the result, KEGG has
become an international standard for integration and interpretation of large-scale datasets generated

by genome sequencing and other high-throughput experimental technologies.
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