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Abstract: [Objective] This study explored the bacterial diversity in milk and traditional fermented dairy products in
Balin Right Banner, aiming to lay a foundation for the development and utilization of bacterial resources in the milk
and traditional fermented dairy products in this region. [Method] A total of 32 samples of cow milk, milk tofu, and
sour fermentation supernatant of milk tofu were collected from Balin Right Banner, and their bacterial diversity was
analyzed by 16S rRNA high-throughput sequencing. [Result] The diversity and abundance of bacterial communities
varied among the milk and traditional fermented dairy products in Balin Right Banner. The dominant bacterial phyla
were Firmicutes and Proteobacteria in cow milk, milk tofu, and sour fermentation supernatant of milk tofu, while their
relative abundance varied among different samples (P<0.001). The dominant bacterial genus in cow milk was
Lactococcus (91.53%), and those in the sour fermentation supernatant of milk tofu were Lactobacillus (72.68%) and

Acetobacter (25.54%). The dominant bacterial genera in milk tofu were Lactococcus (33.88%), Lactobacillus
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(15.41%), Acetobacter (11.89%), Streptococcus (8.99%), Pediococcus (6.50%), Enterobacter (5.65%), Gluconobacter
(3.88%), Weissella (2.98%), Enterococcus (2.30%), and Escherichia-Shigella (2.22%). Bacterial genera were richer in
milk tofu than in the sour fermentation supernatant of milk tofu and cow milk. The prediction of bacterial gene
functions revealed that metabolism was the gene function with the highest relative abundance of bacteria in milk and
traditionally fermented dairy products at the pathway level 1, and global and overview maps had the highest relative
abundance at the pathway level 2. [Conclusion] The bacterial communities were significantly different among milk
and traditional fermented dairy products in Balin Right Banner, and the bacterial richness was the highest in milk tofu.
The dominant phyla of the three kinds of sample were the same, while the dominant genera were different. The acidic

environment was an important factor affecting bacterial diversity. Although the bacterial communities are different, the

bacterial gene functions are similar.

Keywords: Balin Right Banner; milk; traditional fermented dairy product; bacterial diversity; 16S rRNA
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Table 1 Bacterial gene sequence characteristics
FEMmETH FEdgn Fr 3141 OTU#t  Coverage 84
BY 02 50 368 45 0.999 6
BY_06 49 450 26 0.999 9
BY 26 44 389 58 0.999 5
BY 30 39 632 74 0.999 5
BY_36 61 439 61 0.999 7
e BY 38 44914 81 0.999 4
BY 40 46 009 62 0.999 5
BY 42 45590 42 0.999 6
BY 46 46 529 36 0.999 6
BY 54 46 530 56 0.999 5
BY 62 44 999 61 0.999 5
BY_03 59015 140 0.998 3
BY 05 45891 202 0.999 5
BY 07 61933 43 0.9999
BY_10 48 214 139 0.998 0
BY_12 58 573 57 0.999 5
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