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ARN (Algorithms for the identification of genetic Regulatory Networks) aims at the devel-
opment of methods that will partially automate the study, identification and modeling of
mechanisms found in many living organisms that control gene expression. We are developing
information integration tools for automatically identifying gene regulations from BioLitera-
ture, since the vast growth of Bioliterature makes the manual curation process unfeasible.
Techniques that exploit Bioliterature can perform information retrieval tasks, which classify
and obtain relevant documents form a large corpus, or go further into information extraction
tasks, in which relations between biological entities are automatically identified.
We performed a preliminary study of our approach with a subset of the documents that were
the main source of information for building YEASTRACT, a curated repository of regulatory
associations between transcription factors and target genes in Saccharomyces cerevisiae.
Our study involved the classification of each phrase transcription factor occurrence using
a machine learning approach based on support vector machines (SVM). The transcription
factors occurrences were only taken from the abstracts of each document. We obtained a
88% precision with 89% recall, which show the effectiveness of our approach even at an early
stage and encourage us to enhance our methods to achieve a even better performance. After
completion our tool will be integrated in the curation process of the YEASTRACT database
making it more efficient.
In the future, Gene Ontology will also be used as a confirmation of the biological significance
of the retrieved regulatory data.


