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Eukaryotic secretome prediction and knowledge-base development
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Eukaryotic cells make many thousands of different proteins. Synthesized proteins in the cell are transported to different
subcellular locations to play their biological roles, a process called protein sorting or targeting. Some of these proteins are
secreted outside of the cell, i. e. the extracellular space or matrix. These secreted proteins are collectively called “secretome”
Secretomes consist of extracellular enzymes, signal molecules, and structure proteins. Computational prediction and experimental
validation of protein subcellular locations are essential for functional classification of proteins. We recently evaluated several
bioinformatics tools and developed computational protocols for accurate prediction of secretomes for eukaryotes. Secretome
knowledge-bases for fungi and plants are developed. With the complete data available for plants and fungi and associated web-
based tools, these secretome knowledge-bases will be valuable resources for exploring the potential applications of secreted
proteins.
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