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Table 1 The Alpha diversity index in each sample
FEAR Tag Hik OTU ik A5 5L Ace 1%L EE £
Sample Tag number OTU number Shannon index Ace index Coverage
1_0h 41 952 56 2.30 56.36 99.99
1_24h 32 041 55 2.16 55.87 99.99
1_48h 37 392 54 2.28 60.78 99.97
2_0h 30 350 57 2.32 57.23 99.99
2_24h 30 749 58 2.26 58.30 99.99
2_48h 44 791 58 2.33 58.64 99.99
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Fig.1 Comparison of bacteria groups at phylum level
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Fig.2 Comparison of bacteria groups at genus level
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Fig.3 Based on the level of genus cluster analysis of bacteria in each sample
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PCA on OTU level
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Fig.4 Analysis of the principal component of bacteria

at the level of the OTU in each sample
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High-throughput sequencing based analyses of structure and diversity
of bacterial community during fermentation process of soybean meal

WANG Ge' DONG Shengqi' ZHANG Tao* GE Xiangyang'

1.College of Life Science and Technology . Huazhong Agricultural University sWuhan 430070,China ;
2.Bangzhide Com pany Limited of Hubei Province , Huangshi 435000,China
Abstract In order to analyze the bacterial community structure and diversity at various stages dur-
ing the fermentation process of soybean meal, MiSeq high-throughput sequencing technology was used to
detect V3-V4 hypervariable region sequences of the 16S rRNA gene of two batches fermented soybean
meal. The differences of bacterial community between the two batch fermented soybean meal at 0 h,
24 h,48 h were compared. The results showed that the main dominant genus (=1.0%) in fermented soy-
bean meal was Bacillus, Lactobacillus , Weissella y Lactococcus s Pediococcus. The relative abundance of
Bacillus was gradually reduced. The relative abundance of Lactobacillus increased first and then tended
to be stable. The changes of bacterial community structure in the two batches of soybean meal during the
entire fermentation process were similar, but the bacteria community structure in the late fermentation
stage tended to be stable.It is indicated that the composition and change of microbial community during
the fermentation process of different batches of soybean meal were relatively stable.It will provide guid-
ance for the improvement and regulation of fermentation technology.
Keywords soybean meal; fermentation; high-throughput sequencing; bacterial community; diver-
sity
(AER AR R E4)





