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Table 1 The diversity index of each sample
Sobs
Tag ¥ - Shannon ;
HA EER L wem , Ace #% HHR/ Y
Tag Eig 1
Samples Sobs Ace Coverage
number Shannon
number
1.0h 74 258 132 2.25 178.47 99.99
1.24 h 31472 32 0.06 61.45 99.99
1_48 h 30 247 119 1.05 126.36 99.99
2.0h 42 991 167 1.85 186.23 99.99
2 24 h 35 780 59 0.19 100.82 99.99
2_48 h 40 169 62 0.22 114.67 99.99
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W 82.27 %0 , ML FE b b A & A 2.4 00 1 it 25 T
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F B 96.84 % AR IBAEFFAE RS KT, 2 #HEAE S Y
For N 245 SR 3 B B TR iR AE B S B B B R K
o AR R R LA R T R T R R A A BT AR
) FEEE RS .

DFIKFEERE M. R RiET vegan H ik
X 24t A v B 6 S AR AS HE AT B OK P IS R 200

M 7% %] Ascomycota

M 41 % ] Basidiomycota

I > % 5 B 7] Unclassified_k__Fungi
B fb Others

VRS ES 7
Percent of community abundance

0 1_0Oh 1_24h 1.48h 2_0h 2_24h 2_48h
FEZR Samples
AR AR F AR A TR B BB 1) A F iR R AR I A
[T AR X EBE K/, TEIE ., The columns of different colors re-

present different eumycota. The length of the pillars represents the

relative abundance of the eumycota. The same as below.
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Fig.2 Comparison of relative abundance
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Fig.3 Heatmap of cluster analysis at level of specis in fungi
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Fig.4 Principal component analysis of fungi at OTU level
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Analysis of composition and changes of fungal community during
fermentation of soybean meal based on high-throughput sequencing

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

1.College of Life Science and Technology s Huazhong Agricultural University sWuhan 430070,China ;
2.Bangzhide Com pany Limited s Hubei Province s Huangshi 435000,China

Abstract To reveal the changes of fungal community during fermentation of soybean meal and pro-
vide basis for the stability and safety evaluation of fermented soybean meal, MiSeq high-throughput se-
quencing technique was used to detect the fungal community composition of two batches of fermented
soybean meal at 0 h, 24 h and 48 h,respectively. The results showed that Saccharomyces was the only
dominant fungal genus(=1%) shared by two batches of fermented soybean meal at 24 h and 48 h.The
average relative abundance was less than 1% at 0 h,but 98.30% at 24 h and 89.56 % at 48 h.And no nox-
ious fungi were detected in the fermented soybean meals, which proved that the fermented soybean meal
had good safety.The changes of fungal community in the two batches of fermented soybean meal were
similar at the three time-points. The relative abundance of Saccharomyces cerevisiae increased continu-
ously firstly,and then maintained at a high level.During the fermentation process,Saccharomyces cerevi-
stae continuously consumed and inactivated anti-nutritional factors in soybean meal, and produced vari-
ous beneficial metabolites which improved the quality of fermented soybean meal.

Keywords soybean meal; fungal community; noxious fungi; fermentation; high-throughput se-

quencing; quality of soybean meal; relative abundance
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