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Development of a new drug discovery approach by comprehensive protein sequence analysis
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Protein sequence analysis method using mass spectrometry is widely used for biological and medicinal
researches, and that calculation method is based on the comparison between theoretical molecular weight
calculated by protein sequence database and observed molecular weight of peptide fragment. It is,
however, difficult in sequence analysis of large molecule such as protein, and digestion error and post
translational modification are not well-cared because of huge computational effort. In this project, we
develop faster calculation method for protein sequence analysis to regard further in-depth discovery.

Keywords: Protein, Peptide, Sequencing, MIS (MS/MS lon Search), Mass spectrometry
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