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Much of the research presently conducted in the biomedical domain relies on the induction of
correlations and interactions from data. Because we ultimately want to increase our knowledge of
the biochemical and functional roles of genes and proteins in organisms, there is a clear need to
integrate the associations and interactions among biological entities that have been reported and
accumulate in the literature and databases. Biomedical literature mining is an important infor-
matics methodology for large-scale information extraction from repositories of textual documents,
as well as for integrating information available in various domain-specific databases and ontolo-
gies, ultimately leading to knowledge discovery, vizualization, and organization. It helps us tap
into the biomedical collective knowledge, and uncover relationships and interactions buried in the
literature and databases, and even those inferred from global information but unreported in indi-
vidual experiments. Our approach to literature mining is based on bottom-up, complex network,
data-driven or bio-inspired methods, which we have applied to automatic discovery, classification,
vizualization and annotation of protein-protein and drug-drug interactions, pharmacokinetic data,
protein sequence family and structure prediction, functional annotation of transcription data, en-
zyme annotation publications, and so on. In this talk we will overview some of our results, focusing
on the mapping of collective knowledge via weighted networks of large-scale co-occurrence data. A
few of our publications on the topic are listed below:
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