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All XML files from PubMed have been downloaded, parsed and
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An arbitrary dataset of 10,000 abstracts was chosen from 2009. Sentences containing a relationship word enclosed by
two biomolecules have been analysed and classified as interaction or no interaction instances. The shallow lingusitic
kernel achieved a good F1-score in comparison to protein-protein or drug-drug interaction extraction results [5,6], but a
low specificity, indicating that non-functional co-occurrences are more difficult to classify than functional interactions.
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