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ABSTRACT Objective: To study the origin, developing trends of bioinformatics, relationship with other disciplines, the intensity
and development of interdisciplinary situation. Methods: In this paper, the United States "Science Citation Index" (SCI) database, web of
science, and the method of bibliometrics are used to do a research about all literature from 8 authoritative bioinformatics journals from
the year 2001 to 2010 with metrology statistics. Through researches about the classification related to the theme of the papers of the liter-
ature, and the classification of cited literature's discipline, the trends and the research areas of bioinformatics' inter-disciplinary develop-
ment can be known. Results: Bioinformatics literature in the decade from 2001 to 2010 is increased year by year and reached a peak in
2009 and 2010 year. The interdisciplinary fields of bioinformatics become wider. Among all the interdisciplinary fields, biochemistry,
molecular biology, computational biology, microbiology, mathematics, statistics and other disciplines are the main cross-disciplinary dis-
ciplines. Conclusion: The cross-disciplinary research is wide and develops quickly.
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