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Screening and activity analysis of antagonistic bacteria

against root rot on Panax notoginseng
SHEN Yongchang . CAO Beibei, HU Miao, ZHANG Shuaishuai , L1 Jin, PU Qian,
LI Ou. ZENG Guohong » HU Xiufang
(College of Life Sciences and Medicine, Zhejiang Sci-Tech University, Hangzhou 310018, China)

Abstract: The development of cultivation industry of Panax notoginseng is seriously affected by root
rot. To solve this problem, efficient and stable antagonistic strains were screened for biological control of
root rot of P. notoginseng. Two atagonistic bacteria (WZZ-6 and WZZ-25) were screened from P.
notoginseng plants by plate confrontation test, and their activity was further determined. The results show
that strains WZZ—6 and WZZ-25 had good inhibitory activity against the pathogen of Ilyonectria mors-
panacis, and the growth inhibition rate of mycelia of the bacteria was over 50%. The antibacterial rate of
Strain WZZ — 6 was as high as 72%. Both showed strong antagonistic effectagainst the root rot of in
vitrotuber and plant of P. notoginseng, with the control efficiency of 100%.16S rDNA determination
result shows that WZZ — 6 and WZZ-25 were Bacillus amyloliquefaciens and Bacillus subtilis,
respectively. The sequence similarity was 100% and 99 %, respectively. The screened antagonistic bacteria
are expected to become new materials for biological control of P. notoginseng root rot.
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