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Introduction BEL (Biological Expression Language)

The pace In which knowledge Is published in the scientific domain is BEL [6] is a machine and human-readable language that represents molecular relationships and events as semantic triples where context can include
much higher than its application in the interpretation of biological data. information about the biological and experimental system in which the relationships were observed as well as the supporting publications cited.

In order to reduce this gap, methods are required to convert literature Unlike other knowledge representation standards such as BioPAX and SBML, BEL comes very close to natural language and proved suitable as the
knowledge into a more applicable format, here network models in the exchange format between text mining and human curation.

biological domain [1].
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useful (which I only found out when | tried to find them by hand).”

The research described in this poster was funded by

<2 A% - . :
Q @2 Philip Morris International Philip Morris International Research & Development, Quai Jeanrenaud 5, 2000 Neuchatel, Switzerland
& T: +41 58 242 21 11, F: +41 58 242 28 11, W: www.pmi.com
Q m PMI RE SEARCH & DEVELOPME NT The 9th International Biocuration Conference g
é&\ A"‘g Geneva, Switzerland
% April 10-14, 2016

\LIP MOR
) (\ernationys] ¢



	The BEL Information Extraction Workflow (BELIEF): Updates and Evaluation ��Sam Ansari1, Sumit Madan2, Justyna Szostak1, Philipp Senger2, Marja Talikka1, Juliane Fluck2, and Julia Hoeng1�1Philip Morris International R&D, Philip Morris Products S.A., Quai Jeanrenaud 5, 2000 Neuchâtel, Switzerland (part of Philip Morris International group of companies)�2Fraunhofer Institute for Algorithms and Scientific Computing, Schloss Birlinghoven, Sankt Augustin, Germany 

