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Wheat metabolomics technology and its research progress
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ABSTRACT: Metabolomics is a new development after genomics and proteomics. It truly reflects the life activities
that have taken place in the organism, reveals the overall functional state of the organism at a specific time and under
certain conditions, and provides information for the study of the internal laws of organisms, which has been widely
concerned in botany research. This paper mainly introduced the high-throughput detection techniques commonly used
in metabolomics (including nuclear magnetic resonance, gas chromatography-mass spectrometry, ultra-high pressure
liquid chromatography-quadrupole time-of-flight mass spectrometry), data analysis methods, retrieval databases, efc,
and compared the advantages and disadvantages of different detection methods. As one of the world's major food
crops, wheat has also been studied in metabolomics. This paper summarized the research status of genomic wheat
metabolomics, and by analyzing the physicochemical properties of metabolites and wheat, revealed that the main
energy of wheat germination came from glycolysis, and at the same time, the beneficial active components were
added, which provided a theoretical basis for understanding the biochemical mechanism of grain seed germination at
the metabolic level and the series of changes of metabolites.
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Fig.1 Research process of metabolomics
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