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Development of a novel method for de novo sequencing of amino acid sequences by
mass spectrometry

Kawano, Shin
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In this study, we developed a novel method to determine amino acid sequences

using only mass spectrometry data without known sequences. In general, the identification method
that does not use known sequence information has a huge search space, making it difficult to obtain
an optimal solution. Thus, by utilizing the physical property information of the amino acid
sequence, the search space is greatly limited, and the calculation can be completed in a realistic
calculation time. We investigated the physical property information of amino acid sequence and
decided to utilize the amino acid composition and the retention time of high-performance liquid
chromatography. Based on the benchmark results, we concluded that the strategy of first determining
the partial amino acid sequence information of the peptide sequence when constructing the resulting
candidate sequence is effective. We developed a novel method using these elements.
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