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There are a lot of reports providing that the * metabolome’ 1is definitely
relevant to the biological functions and physiological phenotypes in living organisms. The mass
spectrometry based untargeted metabolomics is the Bopular ﬁlatform to profile the metabolites, which

can be contributed to the discovery of novel metabolite-phenotype relationships. However, the
methodology smoothly decoding the complicated ‘ big data’ of mass spectrometer has not been
reported yet, and unfortunately, only several dozen metabolites are grasped in metabolomics due to
the lack of mass spectrum annotation technology. New methodologies developed in this study enables
us to easily and precisely perform the data processing and to capture >1000 metabolites from the
biological samples.
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