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Deciphering biological functions of genomes
and biological systems by binary relations

Minoru Kanehisa
Bioinformatics Center, Institute for Chemical Research, Kyoto University

Human Genome Center, Institute of Medical Science, University of Tokyo

BRITE is a collection of hierarchical classifications (controlled vocabularies) representing our knowledge
on various aspects of biological systems, categorized into (i) genes and proteins, (ii) chemical compounds
and reactions, (iii) drugs and diseases, and (iv) cells and organisms. In contrast to KEGG PATHWAY,
which is limited to molecular interactions and reactions, BRITE incorporates many different types of
relationships (binary relations). BRITE is now part of the KEGG suite of databases and the mapping of
genomic and molecular data to KEGG BRITE supplements the KEGG PATHWAY mapping for inferring

higher-order functions. A standalone Java application for browsing BRITE files has also been developed.
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CD molecules Organisms
Bacterial motility proteins KEGG organisms
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