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To identify the unknown peptide sequences from the observed experimental MS/MS

spectra, database searching is currently the most popular and reliable approach in

high-throughput proteomics studies. We develop a new web-based database

searching tool called pFind (peptide/protein Finder). The pFind is now freely

available for public at http://pfind.jdl.ac.cn.
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FEATURES OF pFind
> A simple and user-friendly interface
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P18A 1934 1318 1247 1320 1203
> Upload the compressed Winzip or WinRar archive files of many spectral data
p18B 823 733 703 725 690
in the DTA format and to receive search results by an email - Web Batch
> Indicates that top-1 identifications of pFind are more reliable.
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