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High throughput sequencing analysis of rhizosphere soil
bacteria diversity in different mulberry varieties
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Abstract: [ Objective ] The purpose of the study was to explore the structure and distribution of rhizosphere soil bacte-
rial community of different mulberry varieties, provide scientific basis for promoting the growth and development of mul-
berry, improving the economic value of mulberry and cultivating mulberry varieties with high quality. [ Method] The 16S
rDNA sequence V3-V5 high-variable region of rhizosphere soil bacteria in three mulberry varieties( Yueshenda 10, Jialing
30 and Hongguo 1) was amplified by PCR, and then the products of PCR amplification were sequenced with high
throughput to analyze the diversity and distribution of bacterial community in soil. [Result] A total of 370 genera, 149
families, 88 orders, 76 classes and 26 phyla of bacteria were detected in the three soil samples. There were some diffe-
rences in the structure and composition of bacterial community in rhizosphere soil samples of different mulberry varieties.
In terms of richness, Jialing 30>Yueshenda 10>Hongguo 1, while in terms of diversity, Hongguo 1>Jialing 30>Yueshen-
da 10. The dominant bacterial community of rhizosphere soil bacteria of three mulberry varieties and their proportions
were Proteobacteria(37.2%) , Alphaproteobacteria(24.3%) , Bacteroidales (24.3%) and Bacteroidaceae (14.2%) , Bacte-
roides (14.2%). However, with the refinement of classification, the influence of mulberry varieties on the composition
and distribution of soil bacterial community became great. [Conclusion] Proteobacteria is the most abundant bacterial
group in three mulberry rhizosphere soils. The rhizosphere soil bacteria of Jialing 30 are the most abundant, and Hongguo
1 has the most uniform distribution of soil bacteria. The species and evenness of bacterial community in the rhizosphere
soil can be used as indicators for mulberry differential large-scale planting.
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