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Effects of Root-limited Cultivation on Microbial Flora of Marigold Rhizosphere Soil

CHEN Zebin, LI Xiyang, RUAN Yanan, XU Shengguang”

(College of Agriculture and Life Sciences, Kunming University, Kunming, Yunnan, China 650214 )

Abstract; In order to study the effects of root-limited cultivation on microbial species and abundance in marigold rhizosphere soil, the

V4-5 and ITS1 regions of 16S rDNA in marigold rhizosphere soil were determined by second-generation sequencing. The results showed

that the Simpson index, Shannon index and OTU abundance of bacteria in rhizosphere soil were slightly lower than those in non-

rhizosphere cultivation, indicating that root-limited cultivation slightly reduced the bacterial OTU richness, but Simpson index, Shannon

index and OTU abundance of fungi were higher than those of non-root-limited cultivation, indicating that root-limited cultivation

improved the OTU abundance of fungi.
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