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A multiplex PCR assay for animal origin Campylobacter jejuni and Campylobacter coli
GAI Wen-yan, WANG Jun-wei, WANG Juan, QU Zhi-na, HUANG Xiu-mei,
ZHAO Si-jun, LI Yu-qing, ZHAI Hai-hua
(China Animal Health and Epidemiology Center, Laboratory of Quality and Safety Risk Assessment for
Livestock and Poultry Products (Qingdao), Ministry of Agriculture, Shandong Qingdao 266032, China)

Abstract. Objective
Methods Specific primer pairs were designed based on the sequence of 16S rRNA gene, hippuricase gene and 16S-
23S rRNA gene. 37 strains were detected by the mPCR and "gene CAM nested PCR assay kit. Results

To establish a multiplex PCR ( mPCR) method to identity Campylobacter jejuni and Campylobacter
coli.
The results
showed that the species-specific product could be detected after amplification of the DNA template of C. jejuni and C. colt,
while other strains could not be detected. The sensibility for detection of C. jejuni and C. coli was 0. 81 and 0.93 pg/pl,
respectively. The coincidence rate mPCR method and nested PCR assay kit was 100% . Coincidence of the two methods
Conclusion

with the national standard method were also over 97%. This new method was rapid, convenient, highly

specific, sensitive and repeatable. It could be used for rapid identification of Campylobacter spp. .
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Specificity amplification results of mPCR
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Figure 2 Sensitivity test results of mPCR for

detection of C. coli
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Figure 3 Sensitivity test results of mPCR for

detection of C. jejuni
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Detection of common cereal ingredients in dairy products by real-time PCR method
LIU Xiao-yan, FU Chun-ling, LI Pei,
(School of Public Health, Medical College of Soochow University, Jiangsu Suzhou 215123, China)

Abstract: Objective

products. Methods

DING Hong-liu, JIN Ping

A Taqman real-time PCR was developed to detect cereal-derived ingredients adulterated in dairy

The universal primers and probe for cereals were designed according to the homogeneous region of

rbeL gene by blasting the rbcL gene of rice, maize, wheat, sorghum and barley. And the assay was evaluated by universality

and sensitivity test. Meanwhile,

implicated that the primers-probe system could detect DNA fragments of rice, maize, wheat,

cross-reaction to banana, jujube, pineapple,
dairy products (Ct >35).

mixtures.

strawberry, tomato,

its practicability was verified using simulated samples and market samples.

14 market dairy samples were analyzed for cereal ingredients,

peanut,

Results
sorghum and barley with no

soybean, bovine, ovine which may occur in

The detection limit was 0. 01 ng for pure wheat DNA and 0. 5% for each of five cereals in dairy

and were all consistent with their food labels.

Conclusion The study suggested that the developed Tagman real-time PCR method was a rapid, sensitive and efficacious
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