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Development of novel algorithm for quality control of metabolomics data

Sugimoto, Masahiro
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This study aimed to develop a novel tool to analyze metabolomic data
produced by a mass spectrometry. First, a complementary tool to analyze the feature or raw data,
accommodating various types of mass spectrometry, which can optimize the options of subsequent
automatic data processing. The developed program further optimizes the options of each step of the
analyses based on the overlaid datasets. Therefore, a user is require to prepare a manually curated
data (a training data). The program processes the other samples according to the training data. This

aI%orithm functions for any types of data and enable high throughput non-targeted metabolomic
analyses.
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