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Recent Trends in Text Mining Techniques for Life Sciences

Naohiko URAMOTO™ Hirofumi MATSUZAWA?
Akihiro INOKUCHI' Kohichi TAKEDAT

This paper surveys recent trends in promising text mining technologies for discovering new
knowledge from unstructured text in the life sciences area. Recently, text mining techniques
have bee applied to life sciences literature collections such as MEDLINE, a large repository
of abstracts in this area. This paper introduces various methods proposed by many papers
appearing at major conferences (e.g., PSB, ISMB, and GIW) and in major journals (e.g.,
Bioinformatics).
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