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This study aimed to establish a method of accurately and comprehensively detecting the
splice donor and acceptor sites of alternative splicing. The method is based on a de novo
sequencing method, which directly identifies partial amino acid sequences of expressed
proteins from the mass spectrometry-based proteome data. In addition, predicting the ease
of peptide detection in proteomics using theoretical physicochemical properties of peptides
is newly incorporated into the method in order to improve the accuracy of the splice site
detection. Although the proposed method was evaluated with proteomics experimental
data, it produced poor results. However, this led to the study of improving the mass
accuracy of the mass spectrometry-based proteome data. A computational a posteriori
calibration method was newly proposed, and based on the proteome data of fission yeast it
was confirmed that the developed method increased mass accuracy.
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