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Abstract: Prepared meat products are favored by consumers because of their convenience, nutrition, and taste. However, microorganisms
grow easily in prepared meat products because they are rich in nutrients, affecting food quality and safety. High-throughput sequencing could
comprehensively profile microbial communities at high resolution, and provide a theoretical basis for microbial control and standardized
production of prepared meat products. Homogenous extraction was used to extract the microbial genomes of prepared meat products. Analysis
of the VV3/VV4 region of the 16S rRNA sequence revealed a rich diversity of microbial taxa in prepared meat products. The four samples studied
had some similarities in species composition. Anderseniella was identified as the most abundant genus in chicken nuggets, chicken skewers, and
beefsteak, while Acinetobacter was the most prevalent genus in mutton shashlik. Other genera present in the samples included Bacillus,
Clostridium, Pantoea, Pseudomonas, Psychrobacter, and Lactococcus. By analyzing the V3-V4 16S rRNA sequences of microorganisms in
prepared meat products, the feasibility of the homogenous extraction method was proven. New concepts and strategies for large-scale studies
could be developed from these results.
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Table 1 Sample information

AR A FEH & =8
YR S 500 g L& 20150421
FAE 2409 NE+ 20150128

FrAEE 4009 AEE 20150422

il 3009 #Tb 20150506
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Table 2 Data on the VV3-V4 regions of the 16S rRNA gene

Mo RAEFIIE RAGFFIE OTU S NANR BANK

J-JK1 14394 14033 2325 17 296
J-JK2 15877 15481 2671 23 324
J-YR1 15243 14407 2953 17 285
J-YR2 19105 18224 3550 20 322
J-GR1 17598 17182 3143 18 324
J-GR2 21807 21289 3270 20 337
J-NP1 15331 14456 2897 23 347
J-NP2 11086 10564 2402 21 339

Nam{®& 5 s 1 £ 5 A4 VA-V2 KT
8T, FEASFESIECAE 18000~25000 2 6], OTU %7
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Table 3 Diversity indices of eight samples used

Hf o Chaol Index ACE Index Shannon Index Simpson Index Coverage
J-JK1 4122.26 5268.99 5.25 0.06 0.91
J-JK2 5127.11 7021.04 5.38 0.05 0.90
J-YR1 7202.15 11397.51 6.17 0.01 0.87
J-YR2 7568.19 12374.41 6.21 0.01 0.88
J-GR1 6643.25 10471.15 6.00 0.02 0.89
J-GR2 6843.29 10479.30 5.82 0.02 0.91
J-NP1 5504.03 7421.04 5.83 0.04 0.89
J-NP2 4672.62 6693.76 6.00 0.02 0.87
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Fig.1 Genus level microbial distribution of the four kinds of

prepared meat products
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Fig.2 Venn diagram of operational taxonomic units
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Fig.3 Genus level cluster dendrogram of samples
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