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Ontology of Living Systems
OToshihisa TAKAGI, Takako TAKAI

Abstract

To substantially promote the integration of heterogeneous knowledge and to
further facilitate the discovery of fundamental concepts or hidden structures in
biological phenomena, we study genome ontology where biological knowledge is
comprehensively reorganized and both the terminology and the concepts are unified
across species. We try to establish such ontology of signal transduction and to
recompile a dictionary of terms in the universe of living systems.
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