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Cultivable bacterial diversity in rotting roots of Panax notoginseng based on 16S
rDNA sequence analysis
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Abstract: Objective To analyze the cultivable bacterial diversity in the roots of Panax notoginseng with root rot disease. Methods
Bacterial strains were isolated from the diseased roots of P. notoginseng using beef extract-peptone medium. The 16S rDNA was
amplificated by Primer 27F/1492R, the product was digested by restriction endonuclease Rsa I and Hin6 I, and PCR-RFLP analysis and
DNA sequencing technology were used to identify the bacterial strains in the rotting roots of P. notoginseng. Results The bacteria could
be divided into eight groups including Bacillus (22.47%), Achromobacter (5.62%), Stenotrophomonas (5.62%), Paenibacillus (4.49%),
Sphingobacterium (1.12%), Ochrobactrum (1.12%), Acinetobacter (1.12%), and some bacterial generain Enterobacteriaceae (58.43%).
Conclusion The dominant groups in the rotting roots of P. notoginseng are identified as genera of Pantoea and Bacillus.
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Fig. 1 16S rDNA phylogenetic tree of bacteria in P. notoginseng with root rot disease
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