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Correlation analysis between bacterial diversity and taste quality of
vegetables Zha-Chili in Qianjiang region

XIE Yun'?,LI Yueqi'?,WANG Yurong'*,GUO Zhuang'*,
WANG Ting’, YANG Ying' ,ZHAO Huijun'"?*"

1 { Hubei Provincial Engineering and Technology Research Center for Food Ingredients, Hubei University of Arts and Science,
Xiangyang 441053, China)2( Xiangvang Lactic Acid Bacteria Biotechnology and Engineering Key Laboratory, Hubei University of

Arts and Secience, Xiangyang 441033, China) 3 ( Xiangvang Public Inspection and Testing Center, Xiangyang 441001, China)

ABSTRACT Vl'.ge'.lulnh:ﬁ Zha-Chili is the mixed fermented food which takes corn as raw material and add L‘i-gi-lahlt-s such as pepper or
lotus root. In this study, Hlumina MiSeq high-throughput sequencing was used to analyze the bacterial diversity of vegetables Zha-Chili in
Qianjiang region, and electronic tongue technology was used to analyze the taste quality of vegetables Zha-Chili. The results showed that
Firmicutes (97.99% ) and Proteobacteria (1. 40% } were the dominant bacteria phylum of Zha-Chili, Firmicutes (72.09% ), Acti-
nobacteria (18, 78% ) and Protecbacteria (8. 82% ) were the dominant bacteria phylum of lotus root Zha in Qianjiang region, obvious
difference in Firmicutes and Proteobacteria ( # <0.05) , significant difference in Actinobacteria( < 0. 01} of dominant bacteria groups
were observed between Zha-Chili and lotus rool Zha, Lactobacillus (95.58% ) and Pedioeocens (1.52% ) were the dominant bacleria g
nua of Zha-Chili, Lactebacillus (49.37% ), Staphylococeus (11.19% ), Thermophilus (9.44% ), Corynebacterium (8.32% ) and Weis-
sella (5.21% )} were the dominant bacteria genus of lotus root Zha, Significant difference in Lactobacillus and Staphylococeus (P <0,05)
were observed between Zha-Chili and lotus rool Zha, Based on weighted UniFrac distance of operational taxonomic unils, some differences
showed in bacterial community structure among vegetable Zha-Chili with different raw materials | compared with the Zha-Chili, signilicant
different showed in lotus root Zha. The results of elecironic tongue showed that there was no significant difference in the relative intensity
of each taste between Zha-Chili and lotus root Zha. (‘.(Jrn'mrr-d with Zha-Chili, lotus ool Zha Humplt-.-'- had obvious differences in sour and
salty indexes. There were many kinds of lactic acid bacteria in vegetable samples, however, there was no significant difference in abun-
dance and diversity (P >0.05). Procrustes analysis showed that there was a very significant correlation between the dominant bacteria ge-
nus and their laste quality (P <0.001). The results showed that there were abundant bacterial community structure of vegelables Zha-
Chili in Qianjiang region, which had an important impact on its taste quality.

Key words vegelables Zha-Chiliy taste quality; bacterial community structure; high throughput sequencing; (Yanjiang
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