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Abstract: Objective To analyze and compare the population composition, richness, diversity and difference in rhizosphere and
endophytic bacteria of the wild and wild imitating cultivated Nardostachys jatamansi. Methods The 16S rDNA V4-V5 region
of rhizosphere bacteria in soil and endophytic bacteria in roots and rhizomes of the wild and wild imitating cultivated N.
jatamansi was sequenced by using the Illumina Miseq second-generation high-throughput sequencing technology, and the related
biological information was also analyzed. Results The genome of each sample was sequenced by 16S, and all sequences of bacterial
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community were OUT classified at 97% similar level, respectively. A total of 22 phyla, 38 classes, 69 orders, 119 families, 254 genera,
and 268 species were detected in the rhizosphere bacteria of N. jatamansi. And there were 16 phyla, 29 classes, 60 orders, 107 families,
199 genera, and 145 species in rhizosphere bacteria of N. jatamansi. The common sequences of rhizosphere and endophytic bacterial

communities were 498 and 177, respectively. The comprehensive proportions of PC1 and PC2 groups in principal component analysis

were close to 70% and 60%, respectively. Among them, Proteobacteria, Actinobacteria, Acidobacteria and Bacteroidetes ranked the top
four in the order of abundance, while there were some differences in the categories and relative abundance of other groups. Conclusion
The main growthpromoting phylums of wild and wild imitating cultivated N. jatamansi. may be mainly concentrated in Proteobacteria,
Actinobacteria, Acidobacteria and Bacteroidetes, from which the core functional microorganism mixed flora can be screened out. These
results can play a theoretical guiding significance for improving the soil microbial community of wild imitating cultivated N. jatamansi.
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