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Fig.1 Venn map of bacteria communities

in stinky mandarin fish during the fermentation
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Table 1 Determination of a-—diversity index of bacterial community of stinky mandarin fish

H o Chaol 484 Shannon 7% # Simpson 8 4 B EF %
S1 1923.69 + 119.01 8.16 £0.18 0.98 +0.00 98.53 £ 0.08
S2 1940.32 + 183.30 8.01 £0.44 0.98 £0.01 98.45+0.22
S3 1859.72 + 152.62 7.59 +0.42 0.98 +0.01 98.28 + 0.01
s4 882.20 +297.37 4.69 +2.36 0.82+0.13 99.30 + 0.08
S5 658.42 £ 76.77 2.94 £0.26 0.59 +0.05 99.38 + 0.06
S6 670.05 + 81.82 4.35+0.55 0.86 +0.03 99.43 £ 0.03
S7 532.20 £ 12.50 3.93 £0.04 0.89 +0.00 99.48 + 0.03
S8 506.22 +77.58 422+0.23 0.90 +0.01 99.52 +0.06
S9 430.03 +43.54 4.36 = 0.006 0.91 £ 0.00 99.59 +0.04
S10 512.59 +39.49 4.60 £ 0.65 0.91 +£0.02 99.54 +0.08
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Fig.2 PCoA and cluster analysis of bacterial community of stinky mandarin fish
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Fig.3 Distrubution of bacterial community in stinky mandarin fish during the fermentation

at the genus and species level
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Fig.4 Pricipal component analysis of bacterial community during fermentation of stinky mandarin fish
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Microbial Community Structure and Function Prediction during the Fermentation
of Stinky Mandarin Fish

ZHOU Yingqin'?, WANG Hao’, HUANG Jingjing'?, LUO Gege', YAN Yan'?, XIE Ningning"*

(Institute of Agro—products Processing Research, Anhui Academy of Agricultural Sciences, Hefei 230031

’Anhui Engineering Laboratory of Food Microbial Fermentation and Functional Application, Hefei 230031

College of Food and Pharmacy, Zhejiang Ocean University, Zhoushan 316022, Zhejiang

“College of Food Science and Engineering, Anhui Science and Technology University, Chuzhou 233100, Anhui)
Abstract In this study, high—throughput sequencing was used to analyze the changes of bacterial community structure
during fermentation of stinky mandarin fish, and PICRUSt was used to predict the metabolic function of bacterial com-
munity. The results showed that the bacterial community of stinky mandarin fish was mainly consists of Muribaculaceae
Burkholderia—Caballeronia—Paraburkholderia, Lactobacillus , Psychrophilic, Pantobacterium, Hafnia—Obesumbacterium, Cit-
robacillus , Serratia, etc. Based on OTU level, the samples of stinky mandarin fish could be clustered into three fer-
mented stages including early stage (0-2 d), middle stage (4-8 d) and late stage (10-16 d). The abundance of domi-
nant bacteria at the middle and late stages of fermentation were higher than those at the early stages of fermentation.
Lactobacillus occupied absolute advantage at the middle and late stages of fermentation, mostly of Lactobacillus sakei

with the largest relative abundance of 43.43%, and played an important role during the formation of flavor quality in
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stinky mandarin fish. PICRUSt analysis showed that the bacterial community function in the fermentation system of stinky
mandarin fish mainly focused on amino acid transport and metabolism, carbohydrate transport and metabolism, and the
functional composition of samples at different fermentation stages was relatively similar. This study aimed to provide theo-
retical basis for the development and application of microbial resources of stinky mandarin fish by studying the changes
of bacterial community structure and metabolic functions during its fermentation process.

Keywords stinky mandarin fish; high—throughput sequencing; fermentation process; bacterial community structure; func-

tional prediction



