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Accompanied with the sheer increase of genome papers, we need an automatic
acquisition system of biological knowledge from full papers. Moreover, several relevant datasets are
scattered throughout multiple institutions, and biologically interesting analyses need to use them

in an integrated manner. As for the microbe research, habitat environments and sampling locations
are among the relevant data to be extracted. In addition, the Semantic Web technologies have been
adopted by major biological institutions such as National Center for Biotechnology Information
(NCBI) or European Bioinformatics Institute (EBI). In this situation, we built a manually annotated
corpus and an automatic extraction system using text mining technologies. We use Resource
Description Framework (RDF) to express the extracted knowledge, and are publishing it as Linked Open
Data (LOD) to be efficiently and effectively used with other relevant datasets in an integrated
manner .
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