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Changes of Bacterial and Fungal Community Structure in Strawberry Rhizosphere
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Abstract: In order to study the changes of bacterial and fungal community structure in strawberry rhizosphere under limited and

unrestricted root cultivation, V4-5 and ITS1 regions of 16S rDNA in strawberry rhizosphere soil were sequenced. The results showed that

OTU abundance, Ace index, Shannon index and Chaol index of rhizosphere bacteria and fungi increased after root-limiting cultivation,

while Simpson index remained unchanged, indicating that root-limiting cultivation improved the diversity of bacteria and fungi, but had

no effect on the evenness of species distribution. With root-limiting cultivation, the abundance of Actinobacteria, Proteobacteria,
Bacteroidetes and Ascomycota increased by 1.75% , 7. 60% , 0.53% and 19.07% respectively, while the abundance of Chloroflexi,
Acidobacteria and Zygomycota decreased by 3.06% , 4.72% and 10.77% respectively. From the molecular level the diversity of

bacterial and fungal communities in strawberry rhizosphere was revealed.
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