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Abstract: In this review, the pipeline for metatranscriptomics workflow and data analysis were systematically summarized. Then, the
strategy of research in environmental microbial ecology was discussed. Based on the above, the prospects of metatranscriptomics
application were proposed. Metatranscriptomics has been useful in analyzing the function of environmental microbiomes. It provides
a powerful tool for us to better understand the dynamic evolution of the functional microbial community and its relationship with
environmental factors and ecosystem function.
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Fig.1 Schematic workflow of processing steps involved in

Metatranscriptomics
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Table 1  Application of metatranscriptomics in environmental research
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