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Identification of pathogen from Danshen virus diseases in China
DING Yuan-jie, WU Zhi-ming’, XIE Xiaodiang’, ZHU Shuifang', WEN Chun—=iu’, GAO Bi-dai
(1. College of Plant Protection, Hunan Agriculture University, Changsha 410128, China 2. Herbal M edicine
Research Center, Hebei Academy of Agriculture and Forestry Science, Shijiazhuang 050051, China
3. Institute of Animal and Plant Quarantine, AQSIO, Beijing 100029, China)

Abstract Object To identify the virus disease pathogens and its species from Danshen (Salvia milt—
orrhiza Bge. ) which is an important kind of Chinese traditional and herbal drugs in China. Methods The
virus pathogens were isolated from naturally infected Danshen with symptoms of mosaic, stunting, chloro—
sis and mottle, and the isolates were identified by biological inoculation, electron microscope observation,
double-antibody sandwich-enzyme-inked immunosorbent assay (DAS-ELISA), reverse transcriptase—poly—
merase chain reaction ( RT-PCR) detection and gene cloning and sequence analysis. Results By the in—
dicative plant symptoms, virus particles size in electron microscope and serological reactions, the virus iso—-
late was found to be very similar to cucumber mosaic cucumovirus (CMV) and it was identified as CMV
primarily. RT-PCR detection, gene cloning and sequence analysis demonstrated that the isolate was a new
CMYV isolate. Conclusion The virus disease pathogen infecting Danshen was CMV, this is the first re-
porting of a new CMV isolate from Danshen in China.

Key words Danshen (Salvia miltorrhiza Bge. ); cucumber mosaic cucumovirus (CMV); electron mi—
croscope observation; DASELISAA; RT-PCR; gene cloning; sequence analysis
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Fig. 3 Nucleotide sequence of partial coat protein gene of CMV-Danshen
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