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Effects of Cigarette Processing and Storage Process on Bacterial Community Structure
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Abstract [ Objective ] In order to study the changes of bacterial community structure and diversity in cigarette processing and storage process
[ Method ] The two generation high-throughput sequencing platforms were used to study the processing technology of Yunyan tobacco (R) and the
surface microorganism of tobacco leaves during storage. The 16S rRNA gene was sequenced by high-throughput sequencing. [ Result | Although dif-
ferent technics in the same processing in the process of microbial community richness was not the same,but the main types of high richness micro-
bial communities were consistent. In addition, the results also showed that the storage time of tobacco leaves could be the main factor affecting the
changing of microbial community rather than the cities where they storage. [ Conclusion ] The study has a certain reference significance for impro-
ving tobacco processing technology from microorganism angle. Meanwhile it indicates that the storage time of tobacco leaves may be the main fac-

tor that affects the later stage of microbial community.
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Table 1 The information of tobacco samples from different cigatrette

primary processing
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Fig.1 Community structure at phylum level in thin-plate pro-
cessing line of Yunyan(ruanzhen)
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Fig.2 Community structure at phylum level in air-flow process-
ing line of Yunyan(ruanzhen)
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Fig.3 Community structure at phylum level in Yunyan( ruanzhen) product stored at different time in differnent cities
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