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Application in medicinal plants research by high-throughput metabolomics method
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[Abstract ] High-throughput metabolomics have developed very rapidly in recent years and been widely used in medicinal
plants research . At present, high-throughput metabolomics mainly applied in the following areas , quality control of medicinal
plants by fingerprints , metabolites difference comparison before and after genetic engineering , monitoring metabolites change in
different environment and gene function study . High-throughput metabolomics have a great future , but still have some challen-
ges , such as the requirements for more sophisticated equipment and complexity of data integration . With the advancement of
science and technology , high-throughput metabolomics will be an irreplaceable tool for the research of medicinal plants .
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