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Preparation and Analytical Method in the Study of
Micrbial Metabolomics
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(School of Pharmacy, Second Military Medical University, Shanghai 200433, China)

Abstract: Microbial metabolomics is a subject that chiefly studying all the low molecular weight metabo-
lites in an organism or cells during their growing process. The progress of analytical technology promotes
microbial metabolomics to make advancement. In this paper, the commonly used analytical technology,
sample preparation and its application were discussed and the prospects of the analytical methods were also

discussed.
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