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The biomedical literature is an essential information source to study the mechanisms of biological
processes. Many efforts have been conducted to automatically extract biologica knowledge, e.qg.,
protein-protein interactions, from machine-readable literature, especially from the MEDLINE database.
There is another important issue how to help biomedical researchers to understand life phenomena
comprehensively. Recent biological research topics tend to be too specialized so that a biomedical
researcher feels difficulty in understanding the content of articles in an unfamiliar biological field. In
this paper, we discuss the problems that a biomedical researcher usualy faces when to find an
appropriate set of articles from an unfamiliar field and report a preliminary experiment where ten
thousand articles of molecular biology reporting on Arabidopsis were organized hierarchically according
to the structure of author information. The experimental result suggests that author information is a good
clue for identifying appropriate research topics and relations among research topics.
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