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GOAL: Evaluating a direct implementation of a negation/speculation module.
              Increasing precision of a relation extraction system by adding a negation/speculation �ltering module.

Adding a negation and speculation module 
increases the precision with 2.93%. Consider-
ing the fact that the goal of the BiographTA 
component is to extract relations with high 
precision, this is an encouraging result de-
spite the lower F1-score.

The low recall is partly due to shortcomings 
of the NE-tagger. If we evaluate, only consid-
ering entities that the NE-tagger can handle, 
the system obtains a recall of 48.19% without 
scope labelling and 46.61% with scope label-
ling.

Thus, alpha-syntrophin has an important role in synaps formation and in the organization of utrophin.

CORPUS COLLECTION

The binarized version of BioInfer corpus contains 2069 positive relations between 626 di�erent named entities. By retrieving the 
full abstracts from PubMed, we have a full text corpus of 552 abstracts with annotated relations.

For more information: R. Morante et al. 2010. Memory-based resolution of in-sentence scopes of hedge cues. Proc. of the Shared Task of CoNLL2010, Uppsala, Sweden. ACL.

BIOGRAPH is a project that aims at 
putting forward a new methodology 
for text mining from heterogeneous in-
formation sources.
 The �nal goal of the project is to use 
text mining for �nding new links be-
tween genes and phenotypes, and for 

gene prioritisation in order to dis-
cover non-obvious disease causing 
genes.
BiographTA is the text analysis com-
ponent of the project and is used to 
extract relations from biomedical 
abstracts, with a focus on precision.
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EXAMPLE OF FILTERING

[...] talin, but not vinculin or tubulin, appears
to co-localize with actin micro�laments [...]
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Scope labelling

The input for the relation extraction 
system are full abstracts. After some 
preprocessing steps, the actual rela-
tion extraction is done using SVMs. 
Every pair of named entities (NE) in a 
sentence is classi�ed and accordingly  
gets the relation status or not. 

The scope labelling module is op-
tional and �lters out negated rela-
tions. A relation is negated if both en-
tities are under the scope of a nega-
tion and not under the scope of a 
speculation.
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