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Abstract:  In this study, Miseq high-throughput sequencing analysis was performed on samples of Chinese medicine
residue compost during different composting periods, and eight kinds of cellulose degrading enzyme genes were analyzed by
fluorescence quantitative RT-PCR to explore the composition of microbial community structure and the expression and abun-
dance of cellulose degrading enzyme genes during the composting of Chinese medicine residues. Results showed that during
the composting of Chinese medicine residues, the composition of microbial community structure in different periods was dif-

ferent, and the community structure was also different in different treatments. Principal component analysis (PCoA) results

indicated that during the composting of Chinese medicine
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conclusion, the microbial community and cellulose degrading enzymes in Chinese medicine residue compost are interrelated

and interacted.
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Fig.1 Temperature changes of Chinese medicine residue dur-
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Fig.6 Dynamic change characteristics of cellulase degrading enzyme genes expression abundance in Chinese medicine residue compost
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