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Recently many bioinformatics tools and databases are developed and available as web services. Furthermore
workflow building tools have been developed so that one can compose web services as workflow arbitrarily. But
these tools assume that user can convert his research purpose into web services without trouble. This is the reason
that biologists cannot use web services in bioinformatics. Therefore, we aim to develop a semantic web service
system which can provide workflows for biological purposes given by biologists. For this goal we collect research
methods from biological literatures and structure them as workflows. And then we propose a data model to relate

workflow with web services to execute it.
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