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Abstract: Objectives The rhizosphere soil of Panax ginseng under different cultivation modes which collected from Benxi,
Liaoning Province were studied in this article. The diversity of rhizosphere soil and the changes in functional microbial communities
were analyzed between under forestry Panax ginseng and Greenhouses P. ginseng. Methods Next generation sequencing
technology was used to analyze the dominant flora and differential microorganisms in the rhizosphere soil of P. ginseng under
different planting patterns.  Result Alphaproteobacteria-bacterium-13-2-20CM-2-64-7,  Bradyrhizobium-erythrophlei,
Bradyrhizobium-SP-URHDO0069, Bradyrhizobium-Lablabi, Nitrosomonas-sp-scGC-AG-212-E16 and actinomycetes-13-1-2
cm-4-69-9 were the dominant bacterias which detected from rhizosphere soil of Panax ginseng under forest. These nitrogen-fixing
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bacteria enhanced the nutrient absorption of underforest ginseng, which played a positive role in increasing forest carbon sink, and

enhanced the resistance of ginseng.In the same aged ginseng in greenhouse, there was a significant increase of Pseudomonadac.

Pseudomonas-fluorescens,Nocardioides-sp-1so805N,Nocardioides-terrae, Gammaproteobacteria-bacterium-13-2- 20CM-66-19 in its

rhizosphere soil. Among them, ammoniating bacteria, cellulose decomposing bacteria and nitrification bacteria are abundant, by

which related to planting methods such as fertilization, tillage and pesticide used. Conclusion Different cultivation patterns affect

the diversity and functional characteristics of rhizosphere soil microflora of ginseng, This study provides theoretical basis for green

ginseng planting in the later stage and provides reference for the sustainable development of ginseng agroforestry.
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