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Discovering the gene and disease relationship from biomedical
literature database by applying the information retrieval technology
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With the development of biomolecular technology, there is getting more and more
information derived from genome research. Besides, the microarry was introduced to
allow people study genome wide pattern of gene expression profile, the scientists
have the opportunity to study the function of genes.

At the same time, the functional genomic research also bring a great impact to
clinicians which usually study single gene or study disease at biochemistry level. In
traditional, the MEDLINE always is the major resource for clinicians research.
Recently, the explosion amount of the genomic related research bring for clinicians is
too complicated to understand it. For examples, when talking about one disease, there
are approximate over ten thousand of articles and hundred genes in it. It is almost
impossible for clinicians to digest the knowledge. So it is urgent that there must be
some computational tools developed to help clinicians observing the gene and disease
relationship

In this research, we focus on constructing the probabilistic model of gene and disease
relationship. By using two models to represent the knowledge from biomedical
literature database, we can compare the two models in system performance and



precision.



