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Study on relative quantitative detection method of porcine-derived
components in meat products
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ABSTRACT: Objective To establish a relative quantitative method for the detection of porcine-derived
components in meat products. Methods Specific primers and probe sequences were designed for porcine
ER-beta-based mRNA gene sequence, and the specificity of the primers and probes was verified. A recombinant
plasmid was constructed, and a standard curve was constructed by the log value and Ct value of the plasmid copy
number. The copy number of each sample was calculated by the standard curve, the copy number of the sample was
compared to be tested with the standard provenance sample, and the porcine-derived content of the test sample was
determined. Results The average adulteration of the mixed samples with actual addition amounts of 20%, 40%,
50% and 60% by the method were 24.8%, 53.1%, 53.1%, 61% of the pig system. The test results were basically the
same as their actual content. Conclusion This method basically can realize the relative quantitative detection of the
porcine-derived components in the meat product.
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Fig.2 Plasmid sensitivity test results
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Table 2 Ct values of plasmid standards detected by fluorescence PCR

RS DL 4K 3.4x10° 3.4x10° 3.4x107 3.4x10° 3.4x10° 3.4x10*
Ctf 11.4 13.59 15.99 20.06 23.36 26.74
#3 RBAMNATERERINEETEN=3)
Table 3 Calculation of pig derived components in mixed samples (N=3)
RAFEA A B C D E
i Ct{i 24.86+0.10 26.76+0.05 25.74+0.52 25.73+0.33 25.52+0.14
% 5 015 96605 24044 51286 51286 58884
# THETR IR it 100% 24.8% 53.1% 53.1% 61%
SERRAE P 100% 20% 40% 50% 60%
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