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Tab. 1 Distribution of the viral protein datasets
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Tab. 2 Prediction success rates of the proposed active learning approach on the independent dataset
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Tab. 3 Performances of the proposed active learning approach and some other methods
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A novel method of training set construction
for predicting protein subcellular localization

CAO Jun-zhe', GU Hong"', HE Jian-jun’

(1. School of Control Science and Engineering, Dalian University of Technology, Dalian 116024, China;

2.College of Information & Communication Engineering, Dalian Nationalities University, Dalian 116602, China )

Abstract: A novel method of training set construction for predicting protein subcellular localization is
designed. The proposed approach aims at the shortage of valid data with experimental annotations in
the traditional methods, and employs active learning strategy to actively select some effective data
with non-experimental annotations which train the prediction model together with the original data,
and also improves the prediction accuracy of the benchmark classifier. Combined with a support vector
machine classifier, the approach is tested on an independent testing dataset of viral proteins. The test
results indicate that the presented method can effectively improve the predicting capability of the
benchmark classifier and can achieve a better performance than the existing predicting systems for

viral proteins.

Key words: bioinformatics; machine learning; protein subcellular localization; data with non-

experimental annotations; active learning



