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Bacterial diversity analysis of Xiangpai brined beef based
on high-throughput sequencing
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Abstract: Objective: This study aimed to preserve the flavor of

Xiangpai brined beef and prolong its shelf life. Methods: High-

throughput sequencing was performed in Xiangpai brined beefl

samples with different storage time (0, 4, 8, 12, 16 d). Results:
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A total of 1 116 813 effective gene sequence bands were obtained,
with an average of 74 454 bands per sample. Alpha diversity
analysis showed that LNR8d had the highest bacterial abundance,
while LNR4d had the lowest bacterial abundance. The results
showed that during storage, Firmicutes. Proteobacteria and
Cyanobacteria were dominant bacteria in the 15 brined beef
samples. Bacillus was the dominant bacterium in LNROd
samples, while the dominant bacterium in LNR4d samples was
Macrococcus. The dominant bacterium in LNR8d samples was
Enterobacter. The dominant bacteria in LNR12d samples also
belonged to Bacillus, and the dominant bacterium in LNR16d
samples was Unidentified chloroplast. PCA analysis showed that
the distance between the 15 samples within the group was large,
indicating that the microbiota diversity of the 15 samples varied
greatly, LEfSe analysis showed that in LNR4d ~ LNRI16d
samples, the bacteria with the largest contribution at the genus
Macrococcus s Microbacillus  and  Lactobacillus.

level were

Conclusion: This study revealed the diversity of bacteria in the
storage process of Xiangpai braised beef and explored the changes
of bacteria and its dominant bacteria genus during the storage
process.
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Table 1  Microbial diversity index of samples

Fe&H  OTUs$tH Shannon #§%( Simpson 8% Chaol 5%k ACE Coverage 18 %t/ %

LNROd 337 4.07 0.84 583.50 632.50 97

LNR4d 133 3.18 0.78 179.09 198.98 99

LNR8&d 415 4.59 0.90 644.12 724.01 97

LNR12d 203 4.28 0.91 283.76 321.32 99

LNR16d 172 3.39 0.84 319.70 419.16 99
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Figure 3 Bacterial community structure of the samples and groups at phylum level
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Figure 4 Bacterial community structure at the genus level for each sample and group
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