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ABSTRACT

Article categorization task (ACT) in BioCreative II.5 challenge is to classify whether the input article contains protein interaction descriptors. In our

approach, given an article for classification, the system will invoke the selection of top 100 abstracts from the 5,495 abstracts in the BC II challenge -

protein interaction article sub-task 1 (IAS) corpus based on the document cosine similarity between the query article and each abstract in the IAS

dataset. These 100 abstracts were used to train a classifier by AdaBoost (with Decision Tree as the weak learner), implemented in MALLET. The

trained classifier will then be used to class the query article into either containing protein interaction or not. Therefore, for each query, there will be a

unique classifier trained by a different set of selected abstracts. This is a lazy local approach in the sense that a classifier will not be trained until a

query article is given and the training examples are selected locally in the neighborhood of the query article in the feature space. In order to reduce the

feature size generated from full-text article, only title, abstract and captions of figures of FEBS full-text article were used to generate feature vectors for

model training and testing after the removal of common words and stemming of tokens. Independent evaluation demonstrated 17.4% precision for

identifying articles containing protein interaction descriptors (58 true positives out of 333 identified positives) but 98.9% precision in identifying articles

not containing protein interaction descriptors (259 true negatives out of 262 identified negatives). This result suggests that our system can be applied

as an effective filter to eliminate articles without protein interaction descriptors and thus greatly reduce the number of articles for subsequent

processing of extracting protein interactions. This result suggests that our system can be applied as an effective filter to eliminate articles without

protein interaction descriptors and thus greatly reduce the number of articles for subsequent processing of extracting protein interactions.

SYSTEM DESIGN

PERFORMANCE

Submission Type True Positive False Positive False Negative True Negative Recall F-Score AUC iPR

Online 58 275 3 259 0.95 0.29 0.46
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