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Identification and Analysis of Bacillus Species Contaminating Traditional Chinese Medicine Based on gyrB

Gene

GAN Yonggi', LIU Cheng’, ZHU Bin', FAN Lanyan', NONG Jun', HUANG Jie', LING Wenchao',

LU Manman®* (1. Guangxi Institute for Drug Control ,Nanning 530021, China; 2. School of Pharmaceutical, Guangxi Medical University,
Nanning 530021, China; 3. Sugarcane Research Institute, Guangxi Academy of Agricultural Sciences, Nanning 530004, China)

ABSTRACT:OBJECTIVE To indentify and analyze Bacillus species and their characteristics contaminating traditional Chinese
medicine. METHODS  Screening for a reaction system more suitable for gyrB gene amplification conditions and sequencing Bacillus
species in contaminated traditional Chinese medicine preparations, medicinal herbal, herbal pieces and extracts. Analyzing the types
and homogeneity of contaminating bacteria through comparing gene sequences and constructing a phylogenetic tree. RESULTS  The
results indicate that the prevalence of Bacillus subtilis as the most common contaminating bacterium across various sample types,
followed by Bacillus velezensis, Bacillus megaterium, Bacillus licheniformis and Bacillus amyloliquefaciens. Additionally, pathogenic
bacterium Bacillus cereus was also detected in this analysis. The gyrB gene demonstrates good discriminatory power for various Bacillus
species and subspecies, effectively distinguishing same contaminating strains relationships among diverse production enterprises,
showing relevance of sources. CONCLUSION To ensure the quality and safety of traditional Chinese medicine products, production
enterprises must enhance control measures at the source during the production process and select appropriate sterilization processes
tailored to the characteristics of traditional Chinese medicine varieties.

KEY WORDS: Bacillus; gyrB gene; traditional Chinese medicine; microbial identification
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Fig. 3 Distribution of Bacillus species contaminating traditional Chinese medicine
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