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Isolation and Identification of Nicotine-degrading Microbes

HAN Shao-yin', LI Yong-kuan’, XI Yu',
YANG Yan-kun', SONG Shu-hong', ZHU Da-heng'"
(1. Department of Bioengeering, Zhengzhou University, Zhengzhou 450052, China;

2.Zhengzhou Cigarette Factory, Zhengzhou 450000, China)

Abstract: Nicotine-degrading microbes were Isolated from Henan tobacco leaves by basic culture
and enrichment culture methods. The results showed that the effect of enrichment culture is bet-
ter than that of basic culture in isolation and selection of nicotine degrading microbes. The ratio of
valid strains isolated by basic culture method was 60. 0%, while that by enrichment culture meth-
odwas 93.3%. The stain number with nicotine degradation rate of more than 30% was 6 out of
the 30 strains isolated from the basic culture, and 14 from the enrichment culture. Based on th
physiology and biochemistry characters, 2 strains with higher nicotine-degrading activity were i-
dentified, i.e. B.brevis and B. laterosporus.
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