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Bacterial community composition of Lichuan Jiangdou and its influence on flavor
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Ahstract: Using Lichuan Jiangdou from Hubei as research object, bacterial community structure of the samples was analyzed by high-throughput se-
quencing technology, the volatile flavor substances were analyzed by electronic nose, and the correlation between bacterial community and flavor
substances of samples was stadied The results showed that the dominant bacteria of Lichuan Jiangdou mainly belonged to Firmicutes, mainly Bacillus
(85.52%), Weissella (4.03%) and Staphylococcus (2.83%). There were 422 core operational taxonomic units (OTU) in the samples, the number of se-
quences contained in OTU accounted for 84.70% of the total number of sequences. Gene function prediction showed that the bacterial sequences of
Lichuan Jiangdou had a high proportion in the functions of "amino acid transport and metabolism", "carhohydrate transport and metabalism", "tran-

scription” and "replication, recombination, repair” and so on. The results of correlation analysis showed that there was significant correlation between

dominant bacteria and flavor indexes, and Bacillus was positively correlated with the formation of alkane aromatic components. The resulis showed
that there were abundant bacterial communities in Lichuan Jiangdou, and Bacillus could promote the formation of Jiangdou flavor.
Key words: Lichuan Jiangdou; bacterial community; volatile flavor component; correlation
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