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Developing an ontology and LOD for describing phenotypes of microbes
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In biomedical research field, diverse and large amount of data has been produced, which has been resulted in lots of

databases in the field. Database Center for Life Science in Japan has focused on building infrastructure to enable an effective

use of such data in an integrated way by using Semantic Web technology. As part of the efforts, we have been developing

Microbial Phenotype Ontology, which describes the relationships between microbial species and corresponding phenotypes,

and a linked open data (LOD) dataset based on it. This paper presents the newly developed resources and discusses how to

utilize them in integration with other life science-related LODs that already exist.
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*1 http://ceur-ws.org/Vol-952/paper_42.pdf
*2 https://github.com/JervenBolleman/FALDO
*3 http://2012.biohackathon.org/
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*4 http://www.genomesonline.org/

*5 http://bioportal.bioontology.org/
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