Text mining for characterizing cells and tissues
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cells, derived from more than 800 full text publications. This literature-derived data have been
automatically normalized to a variety of ontologies
(CL, CLO, FMA, EHDAA2, UBERON) and to the
EntrezGene database to allow integration into the
database, after previous manual validation of the
identifiers. Currently, validated data corresponds to
more than 150 and 800 distinct anatomical terms and
genes/proteins, respectively.
Funding: This work was supported by the DFG
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Regenerative medicine is an important field for
translational medical research provided its potential
for repair, restoration and replacement of tissues [1].
One of the requirement of regenerative approaches
is the well characterization of therapeutic cell populations based on reliable measurement and analysis
techniques. The biological scientific literature contains a huge number of citations on the expression of
genes/proteins in a variety of cell lines, cell types or
tissues, for instance (PMID 20085633): Pros is never
expressed in glial cells. In this work, we show that
text mining can help characterizing cell and tissues
and we describe the results we have achieved so far
in the scope of the CellFinder database.
The CellFinder database1 is a repository of cell
research which aims to integrate data derived from
many sources, such as literature curation and microarray data. As part of the text mining development, a set of 20 full text documents on human
embryonic stem cell [2] and on kidney research have
been manually annotated with almost 3,000 gene expression events on cells and tissues. Later, they have
been utilized for evaluation and training of supervised
learning methods as part of a text mining pipeline [3],
which include document triage, named-entity recognition for a variety of types and event extraction. A
first evaluation of the pipeline resulted on the curation of more than 1,800 gene expression events.
CellFinder currently includes more than 4,500 facts
on the expression of particular genes in particular
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