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Table 1

Sequencing data statistics

Fiih JRIRPAN/ % DR IFA/ A BRI/ G HRR/ % Qn/% Qx/ % GC Hufil/ %
B25_1 36 922 375 36 606 933 5.49 0.02 98.76 9. 15 42. 14
B25_2 36 922 375 36 606 933 5.49 0.0 98.25 94.75 41.71
M25_1 38 594 454 38 449 472 5.77 0.02 98.71 95.88 41.77
M25_2 38 594 454 38 449 472 5.77 0.02 98.16 94.29 41.38
T25_1 35489 718 35 268 096 5.29 0.02 98.77 96. 14 42.05
T25_2 35 489 718 35 268 096 5.29 0.03 97.81 93.59 41. 60

RS E I _1 2 439483 Readl \Read2,



4 Fe54 2022462 1 437% % 10
K2 BEEEBAS T mARELETR S EAKF LMD KA B S HRLER
Table 2 The number of microorganisms and species diversity of the bacterial
communities in each layer of fermented grains samples at different taxonomic levels
it Shannon $5 %1 /4 MN/A H/A Bh/A> &/ /A
B25 1. 089 84 75 158 377 1461 5852
M25 1.035 83 77 160 376 1432 5436
T25 1. 145 85 77 163 377 1441 5409
gl — 87 78 165 396 1612 7234
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Table 3 The number of microorganisms and species diversity of the fungal
communities in each layer of fermented grains samples at different taxonomic levels
FE Shannon 54§ /A4 /A H/ B/A J@/A> /A
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M25 2.926 7 26 54 108 177 273
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Fig.1 The composition of bacterial communities in each layer of fermented grains samples at phylum level and class level
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Fig.4  Volcano map of genes with different expression abundances

(DEGs) between different levels of fermented grain
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Fig. 6 KEGG pathway enrichment of the up-regulated genes between B25 and T25 in fermented grains samples
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Study on spatial heterogeneity of active microbial community in strong-flavor

Baijiu fermented grains based on metatranscriptome

TIAN Ruijie' ,ZHANG Yong' ,FENG Dahong' , WANG Kangli',CHI Lei',
SHEN Xiangkun® ,HU Xiaolong' , HE Peixin'
1. College of Food and Bioengineering , Zhengzhou University of Light Industry , Zhengzhou 450001 , China ;
2. He'nan Food Industry Science Research Institute Co., Ltd.,Zhengzhou 450053, China

Abstract; In this study, the metatranscriptome technology was used to study the differences in the composition and
genes functions of the physiologically active bacterial and fungal communities in the strong-flavor Baijiu fermented
erains (FGs) at different spatial locations of pit. The results showed that 87 phyla, 78 classes, 165 orders, 396
families, 1612 genera and 7234 species were detected in the bacterial community, and 8 phyla, 26 classes, 58
orders, 127 families, 223 genera and 394 species were detected in the fungal community. However, there was little
difference in the number of active microorganisms among the top, middle and bottom layers of FGs. There was no
significant difference in the bacterial and fungal community composition in each layer of FGs, with Firmicutes and
Ascomycota as the main dominant bacterial and fungal phylum, respectively. Bacillus and Saccharomyces were the
main dominant bacterial and fungal class, respectively. Lactobacillus was the main dominant bacterial genera, Sac-
charomyces (top and bottom) or Scheffersomyces (middle) was the main dominant fungal genera. Furthermore, the
number of differentially-expressed genes between the bottom and middle layer, and between the middle and upper
layer of FGs was higher and it was 90 and 67 respectively. And the differentially-expressed genes were mainly con-
centrated in RNA degradation and Glycolysis/Gluconeogenesis pathway, and most of the difference gene function
between each layer was metabolism. The active microbial flora in the middle FGs had the lowest effect on RNA
degradation, and the active microbial flora in the bottom FGs contributed the most to the metabolic activity.

Key words : strong-flavor Baijiu fermented grains; metatranscriptome; active microbial community; spatial hetero-

geneity
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