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Construction of cow reproductive system PrP gene standard
plasmid and curve using real-time RT-PCR
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Abstract The purpose of this study was to elucidate the normal PrP gene expression and its normal physiological func-
tions, corfirm the role o the reproductive system in the maternity transmission route of the BSE and establish a good
foundation for further molecular studies on BSE spread. Here we report the construction of cow reproductive system PrP

gene standard plasmid and curve using real-time RT-PCR. The result of the EcoR to the plasmid including the target

gene showed the product was 302 bp, which was according to the expected result. The constructed standard curve

had a relative coefficient r> = 0.999 and the regressing equation: y = - 0.29x + 9. 48 suggested it was successful.
The constructed calibration curve was used to quantify the unknown samples o cow.
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