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Introduction

As publicly available data in the field of life sciences is increasing continuously, data mining techniques that automatically extract knowledge from online databases and scientific literature have

become a time saving necessity. We present GeneFetch, a system that enables biologists to easily find and browse vital information on any gene or group of genes. A knowledge base is
constructed automatically by retrieving facts from established sources like the National Center for Biotechnology Information and Gene Ontology, as well as by performing text mining on PubMed
articles to find links between genes, diseases and GO terms. We offer up-to-date records by incrementally expanding the database as new data become available. GeneFetch is the first application

that fully integrates facts with text mining results, offering a full report per gene. This summary can be used by a whole range of applications, including clustering and customized visualization.

Our example web application is available at http://bioinformatics.psb.ugent.be/webtools/genefetch.
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Applications In systems
4 biology

* Constructing protein-protein interaction networks

* Clustering of genes using annotations extracted from literature and through data mining

* Prediction of protein function and other properties through the analysis of homologues




