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To cope with the ever-increasing genome and proteome data, we built a pipeline to download and
manage the necessary data from public databases. To cope with large-scale orthologous clustering, we

improved the clustering program to increase the efficiency of memory usage and to prevent the
domain from being too fragmented. We also developed a data model for representing the clustering
results, constructed a database in RDF that can be used by various applications, and developed a
program to create logical queries in SPARQL as well as to visualize the query results.
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