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Analysis of Microbial Diversity of Cellulose Degrading Concentration Process / WANG Yanwei' > | ZHU Qili'*,
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Biogas Institute of Ministry of Agriculture and Rural Affairs, Chengdu 610041, China; 2. Key Laboratory of De-
velopment and Application of Rural Renewable Energy, Ministry of Agriculture and Rural Affairs, Chengdu
610041, China; 3. Chongqing Key Laboratory of Agricultureral Waste Utilization and R&D of Equipment,
Chongqging 404100, China)

Abstract: Results obtained from this study the community changes during the enrichment process of cellulose degrading
bacteria, and provide a theoretical basis for constructing an efficient and cultivable cellulose degradation system. Cellulose
degradation system was constructed using CMCNa as carbon sources. Illumina Miseq high — throughput sequencing technol-
ogy was used to analyze the sample from the enrichment process. The response differences of bacterial and fungal communi-
ty structure and diversity in the enrichment process was shown, and changes of microbial community in different periods was
revealed. The abundance, diversity and uniformity of samples in the early stage of bacterial diversity analysis were better
than those in later passages. In the analysis of fungal community diversity, the abundance of samples from the early passa-
ges was poor, but the diversity and uniformity of the samples were higher than those from the later passages. Analysis of the
bacterial genus level in 10 samples, Devosia sp, Cellulomonas sp. accounted for a higher proportion. The top three propor-
tions of fungi are Aspergillus sp, and Archaeorhizomyces sp. There are significant differences in the dominant populations of
bacteria and fungi community in different samples. A large number of specific cellulose degrading microorganisms can be
enriched by using straw as a substrate under the action of selective substrate.
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