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Analysis on the difference of bacterial flora structure and gene function of medium-high-temperature
Daqu in Hetao and Yingtan area
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Abstract; Bacterial flora structure of medium-high-temperature Daqu in the Hetao area of Bayannur, Inner Mongolia was analyzed by high-throughput
sequencing technology, the comparative analysis of Alpha and Beta diversity was conducted with the bacterial flora of medium-high-temperature
Daqu in Yingtan area of Jiangxi, the differential flora was analyzed by the linear discriminant analysis effect size (LEfSe), and the bacterial gene func-
tion was annotated. The results showed that the richness and diversity of bacterial flora in Daqu from the Hetao area were extremely significantly low-
er than those in the Yingtan area (P<<0.01). Principal coordinates analysis (PCoA) could effectively distinguish medium-high-temperature Daqu from
the two regions. The relative abundance of dominant bacterial genera (relative abundance >1.0%) such as Saccharopolyspora, Staphylococcus and Ther-
moactinomyces in the medium-high-temperature Daqu in the Hetao area was extremely significantly higher than that in the Yingtan area (P<<0.01),
while the relative abundance of Bacillus, Aquabacterium and Acinetobacter was extremely significantly lower than that in the Yingtan area (P<<0.01).
The result of LEfSe showed that the differential flora of medium-high-temperature Daqu from the two regions were Bacillus and Saccharopolyspora
(LDA value>4.0, P<<0.01). The expression level of metabolism, information storage and processing, as well as cellular process and signal transduction
gene function in the medium-high-temperature Daqu in the Hetao area was extremely significantly lower than those in the Yingtan area (P<<0.01). In
conclusion, there were certain differences in the bacterial groups of medium-high-temperature Daqu between the two regions.
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Fig. 1 Comparative analysis of the Alpha diversity of bacterial flora in
medium-high—temperature Daqu in the two regions
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Fig. 2 Comparative analysis of the Beta diversity of bacterial flora in
medium-high-temperature Daqu in the two regions
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Fig. 4 Analysis of differential species of medium-high-temperature
Daqu in two regions based on linear discriminant analysis value
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Fig. 5 PICRUSt function prediction of bacterial flora in medium-high—
temperature Daqu in the two regions
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