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Machine Learning-based Prediction of Subcellular Localization for Protein
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Abstract Subcellular localization of protein is closely related to its function, properly localization of protein in the cell is
the precondition for the cell system to operate orderly,Probing into the mechanism and principle of protein sorting and
predicting its subcellular localization can provide insight into the protein’s properties and functional annotation of pro-
teins,and it is significant meaningful to apprehend the nature of life. Predicting the subcelllular localization of protein
has become a hot research field in the recent year. The development of constructing datasets, representing protein se-
quences,as well as classification algorithm in the area of protein subcellular localization prediction were reviewed and

commented, and the challenge of machine learning methods faced in this field was then pointed out,in the end, perspec-

tives in this realm were also proposed.
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