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Introduction

The BioNLP Shared Task (BioNLP-ST) series represents a community-wide trend in text-mining for
biology toward fine-grained information extraction (IE). The two previous events, BioNLP-ST 2009 and
2011, attracted wide attention, with over 30 teams submitting final results. The tasks and their data
have since served as the basis of numerous studies, released event extraction systems, and published
datasets. As in previous events, the results of BioNLP-ST 2013 are presented at the ACL/HLT BioNLP-
ST workshop colocated with the BioNLP workshop in Sofia, Bulgaria (9 August 2013).

BioNLP-ST 2013 follows the general outline and goals of the previous tasks. It identifies biologically
relevant extraction targets and proposes a linguistically motivated approach to event representation.
The tasks in BioNLP-ST 2013 cover many new hot topics in biology that are close to biologist needs.
BioNLP-ST 2013 broadens the scope of the text-mining application domains in biology by introducing
new issues on cancer genetics and pathway curation. It also builds on the well-known previous datasets
GENIA, LLL/BI and BB to propose more realistic tasks that considered previously, closer to the actual
needs of biological data integration.

The first event in 2009 triggered active research in the community on a specific fine-grained IE task.
Expanding on this, the second BioNLP-ST was organized under the theme “Generalization”, which
was well received by participants, who introduced numerous systems that could be straightforwardly
applied to multiple tasks. This time, the BioNLP-ST takes a step further and pursues the grand
theme of “Knowledge base construction”, which is addressed in various ways: semantic web (GE,
GRO), pathways (PC), molecular mechanisms of cancer (CG), regulation networks (GRN) and ontology
population (GRO, BB). A general overview paper in this volume summarizes the organization and
participation in the shared tasks, with 22 teams submitted 38 final results this year. Each specific task is
additionally covered by an overview paper.

As in previous events, manually annotated data were provided for training, development and evaluation
of information extraction methods. According to their relevance for biological studies, the annotations
are either bound to specific expressions in the text or represented as structured knowledge. Tools for
the evaluation of system outputs are publicly available. Support in performing linguistic processing was
provided to the participants in the form of analyses created by various state-of-the art tools on the dataset
texts. A last overview paper is dedicated to the preparation of these supporting resources.

Thanks to the many excellent manuscripts received from participants and the efforts of the programme
committee, it is our pleasure to present these proceedings describing the task and the participating
systems.

Claire Nédellec — Organizing Chair
Robert Bossy — BB and GRN Task Chair
Jin-Dong Kim — GE Task Chair

Jung-jae Kim — GRO Task Chair
Tomoko Ohta — PC Task Chair

Sampo Pyysalo — CG Task Chair

Pierre Zweigenbaum — PC Chair
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