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The Diversity of Microbial Resources in Ecological Mulberry
Rhizosphere Soil in a Rocky Desertification Area

DUAN Qian-gian's YANG Xiao-hong', HUANG Xian-zhi*
1. Key Laboratory of Horticulture Science for Southern Mountainous Regions, Ministry of Education/

School of Horticulture and Landscape Architecture , Southwest University , Chongging 400716, China ;
2. Institute of Sericulture and Systems Biology . Southwest University , Chongqing 400716, China

Abstract: For scientific usage of scarce land resources and improvement of ecological resistance of mul-
berry, mulberry rhizosphere soil microbes in a rocky desertification area were investigated. Soil microbial
community diversity was analysed by ways of 16S rDNA sequence and ITS sequence and soil microbial se-
quencing heatmap. The results showed that the dominant prokaryotic microbes in this area were bacteria of
Proteobacteria, Actinobacteria and Deinococcus-Thermus, and the dominant eukaryotic microorganisms
were fungi of Ascomycota, Zygomycota and Basido-mycota. Heatmap analysis showed that beneficial mi-
croorganisms included the bacteria genera Thiobacillus, Janthinobacterium and Pseudomonas of Proteobac-
teria and Truepera of Deinococcus-Thermus, and the fungus genus Mortierella of Zygomycota. Fungi relat-
ed to plant diseases and decay were found to belong to Ascomycota. The function of the fungus genus Se-
tomelanomma remained undefined. The complex interaction among these microbial communities will be fo-
cused on in our next study in order to support microbial fertilizer design in rocky desertification areas.

Key words: rocky desertification; mulberry rhizosphere soil; microbial resource; microbial molecular ecology
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