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Fig.1 Gel electrophoresis of 16S rDNA amplification
product of nature fermentation liquid samples

of mulberry
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Table 1 Results of sequencing sample reads of nature fermentation liquid samples of mulberry

e N7 Tk B A7 >k )5 )75 EHERFAFT B EEI%
LTF-1 135 385 135041 131 091 130 671 96.52
LTF-2 124 591 124 281 120 468 120 004 96.32
LTF-3 136 355 136 002 131918 131 528 96.46
STF-1 131 790 131 408 127 122 126 662 96.11
STF-2 131713 131 335 127 073 126 726 96.21
STF-3 129 180 128 849 125 311 124 990 96.76
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Fig.2 Sequence annotation degree of nature fermentation

liquid samples of mulberry
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Fig.3 Relative abundance of bacteria community of nature fermentation liquid samples of Mulberry at each level

and analysis of the difference by heat map at the phylum and class level
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Fig4 Venn diagram of bacteria community distribution
at the genus level of nature fermentation liquid samples

of mulberry
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Fig.5 Diversity analysis of nature fermentation liquid samples of mulberry
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Table 2 Alpha diversity indexes of nature fermentation liquid samples of mulberry

28 7 sobs shannon simpson chao ace goods_coverage pielou pd
LTF 789.33 6.05 0.967 1011.374  1043.656 0.998 0.628 79.702
STF 746.33 5.33 0.947 956.867 1 005.395 0.998 0.558 53.313
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Fig.6 Linear discriminant analysis in genus level of bacteria community of nature fermentation liquid samples

of mulberry by LEfSe method
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Analysis of Bacterial Diversity in Lingnan Characteristic Mulberry Wine

of Different Natural Fermentation Cycles

Huang Juan'?, Huang Yanyan', Feng Like’, Yu Baoning?, Peng Xiaoxia’>, Shen Yi'
(‘School of Food Science and Engineering, South China University of Technology, Guangzhou 510640
2Office, Guangdong Yantang Dairy Co., Ltd, Guangzhou 511356)

Abstract Objective: Through high—throughput sequencing, the bacterial distribution characteristics of Lingnan mulberry
fruit wine with different natural fermentation cycles were explored, so as to improve the food safety and quality of fer-
mented fruit wine products. Methods: A 6-month short—term fermented mulberry new wine (STF) and an 18-month
long—term fermented mulberry aged wine (LTF) from the Chuangxian Fruit Mulberry Picking Garden in Yonghe Town,
Guangzhou, Lingnan Province were collected, and the total biological DNA of the whole fermentation liquid was extract-
ed, and the 16S rRNA bacterial conserved region amplification, purification and sequencing analysis were performed,
and the sequencing data were further processed by professional biological analysis software, including species annotation,
cluster analysis, potential biological function prediction analysis, diversity analysis, etc. Results: The average number of
bacterial tags for new wine and aging wine were 126 126 and 127 401 respectively, and the average number of OTUs
were 746 and 789 respectively by high—throughput sequencing. After species annotation, 10 main phyla are Proteobacte-
ria, Bacteroidetes, Firmicutes, Cyanobacteria, Actinobacteria, Epsilonbacteraeota, Acidobacteria, Planctomycetes, Gem-
matimonadetes and Chloroflexi. Sediminibacterium, Reyranella, Curvibacter, Streptococcus, Acinetobacter, Bradyrhizobi-
um, Ralstonia, Burkholderia—Caballeronia—Paraburkholderia, Bacteroides and Actinobacteria are mainly genus. Sedimini-
bacterium in new wine was significantly higher than that of aged wine (P<0.05), and Acinetobacter was significantly
lower than that of aged wine (P<0.05). Conclusion: Lingnan mulberry fruit wine bacteria with different fermentation cy-
cles have different richness of microbial community diversity and differentiated bacterial community composition. The
functional prediction analysis shows that the LTEF sample flora is related to immune diseases, cardiovascular diseases,
development, signaling molecules and interactions. The increase indicates that the fermentation time of mulberry fruit wine
is too long, which increases the food safety risk of the product.

Keywords Mulberry wine; high—throughput sequencing; bacterial diversity



