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Table 1 Databases of subcellular localization
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Table 2 Frequently-used subcellular localization prediction online servers
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Abstract Protein is transported to specific subcellular localization after it is synthesized in cells, which is crucial
to its function. Inaccurate destination will have great impact on cellular function or even life. Protein subcellular
localization, which is one of the important areas in protein function research, is the hot issue in bioinformatics.
Databases, analyses and prediction of subcellular localization accelerate the research of protein structure and

function.
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