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Development of mass peak picking method by deep learning
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We developed a novel method of “ peak picking,” an indispensable step in
mass spectrometry data analysis, by deep learning in neural network. Mass peaks used for training
data were those that were picked and identified as peptides with high scores by conventional
methods. The current implementation of our classifier has almost equal detection performance as the
conxegtional methods, and can also detect mass peaks that could not be detected by conventional
methods.
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