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Abstract Since protein subcellular location and biclogical function are highly correlated, the
prediction of protein subcellular localization can provide information about the function of a protein. In
order to enhance the prediction performance, external information other than amino acids seguence
information is actively exploited in many researches. This paper compares the prediction capabilities
resided in amino acid sequence similarity, protein profile, gene ontology, motif, and textual information.
In the experiments using PLOC dataset which has proteins less than 80% sequence similarity,
sequence similarity information and gene ontology are effective information, achieving a classification
accuracy of 94.8%. In the experiments using BaCelLo IDS dataset with low sequence similarity less
than 309, using gene ontology gives the best prediction accuracies, 93.2% for animals and 86.6% for

fungi.
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Profile, Gene Ontology
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