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In life science, gene is essential concept meaning molecular matter of genetic information to realize a body of organism

and biological functions, which often termed as “blueprint of life”. However, an ontology fully representing multiple aspects

of a gene is still not provided. In this study, we dissected biological and ontological definition of bearers of genetic

information, including gene and alleles. Based on the analysis, we propose the basic way of modeling of an ontology

represents common definition in classical and molecular genetics.
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