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Introduction

DNA Microarrays are used in a routine way to measure the transcription level of thousands of
genes in several experimental conditions. The main result of these experiments usually consists
on one or several lists of genes whose transcription levels are induced (or repressed) compared
against a reference, or share similar transcription patterns in different cellular states.

While there are many robust statistical methods to obtain these gene lists, today there is a
growing interest on the development of new bioinformatic tools that would assist the researcher
in the interpretation of their results going beyond the pure numerical classification.

Researcher’s Digest is an on-line tool to classify gene lists, obtained from microarray
experiments, into functional groups. To do that, the system makes use of text-mining techniques
applied to the gene annotations.
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Digest is one of the few bioinformatics tools that uses free-text as source of data for grouping
genes and can compare up to ~1000 genes in few seconds. It is accessible at:

http://bioinfogp.cnb.csic.es/tools/digest




