

















to researchers. We are currently investigating methods of
accomplishing this through the use of the x/y coordinates
of individual words within the PDF file as anchor points.

5.3. Laboratories as ‘Knowledge Factories’

All biological laboratories generate knowledge in the
form of experimental data and research articles. The
members of each laboratory must assimilate, understand,
and track of relevant findings in their field. Our work is
geared towards creating knowledge management (KM)
systems for individual laboratories based on a local
library of PDF files that might be shared by the different
members of the laboratory [43]. Populating such a
system requires specialist tools [9] and a dedicated
biocuration team. A deployable IE system could support
the creation and maintenance of such a local knowledge
base by providing automation to this process.

Within this context, each individual implementation of
the KM system provides a service oriented interface to
biomedical knowledge. This would require each
implementation to publish a description of the
experimental type (and its variables) and its data-contents
via web-services methods. Our KM software does
currently provide such a web-service interface
(http://www.neuroscholar.org/).

6. Conclusion

In this paper, we present a computational
infrastructure for a reconfigurable text-mining system to
construct a database of experimental data from the
published literature. We seek to use well-established
computational techniques such as supervised learning,
and active learning. We strategically combine them to
provide support for biocuration that fits into existing
processes of designing and populating existing systems.
Importantly, we seek to provide a framework that
supports the development of biomedical databases in
subjects that currently are not supported with informatics
systems. We envisage that the development of low-cost
IE systems such as this may permit the creation of small-
scale databases that significantly assist scholarly work in
the biosciences (see [43, 44] for preliminary software
constructs to support this vision).

Of particular interest of this work is the possibility of
the development of ontology-engineering methods from
using IE annotation within the biocuration process.
Large-scale bioinformatics database hire full-time
biocuration staff (often at the Ph.D. level of expertise).
The Jackson laboratories have over twenty full-time
curators for the Mouse Genome Database (Janan Eppig,
personal communication). If this staff were provided with

an effective IE system, the coverage, depth and
sophistication of all aspects (schema, ontological
vocabulary and data) of the system would improve
dramatically.
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