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Resear ch on the non-directional test in meat adulter ation based on DNA
barcode
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ABSTRACT: Objective To research non-directional test method of meat adulteration based on DNA barcode.
Methods Based on COI gene in mitochondria, universal primers and specific primers of pork, beef, mutton,
horsemeat, chicken, duck, goose and rat were designed and DNA barcode method was established. And then 50 meat
products bought from markets were detected by this method. Results Pork, beef, mutton, horsemeat, chicken, duck,
goose and rat meat could be distinguished with each other after sequencing gene of electrophoresis banding in the
established DNA barcode method. Combined with molecular cloning technique, mixed meat could be tested by this
method. The DNA barcode test results of 50 meat products showed that 16 of them were adulterated with other
livestock meat except for beef and mutton. Conclusion DNA barcode can break the limitation of which the target of
PCR method is unique in traditional standard, and this technology has the extremely broad application prospect.
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Tablel The sequence of universal primer and specific primers

(5°-37) (bp) GeneBank
: CAGACCAAGAGCCTTCAAAGC
1927 /
: GGTTCGATTCCTTCCTTT
: ACAGCCGTACTACTTCTACT
510 NC_000845.1
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515 NC_006853.1
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