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Application of transcriptomics in the research of lactic acid bacteria
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ABSTRACT: Transcriptomics is a subject that studies gene expression at the RNA level, which is an important
method of life science and is widely used in the study of many species. Lactic acid bacteria, generally regarded as
safe microorganisms, play a vital role in fermented food industry. As the development of genetic level study on lactic
acid bacteria, the transcriptomics of lactic acid bacteria has become a hot topic. This paper summarized the
transcriptomics and its research techniques, described the application of the transcriptomics in the study of growth
and metabolism regulation mechanisms, stress responses to environmental stress, fermentation and probiotic
functions of lactic acid bacteria, and discussed the problems and the future of the transcriptomics of lactic acid
bacteria, in order to provide information for the research of the transcriptomics of lactic acid bacteria.
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