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Abstract: The main objective of the present study was to establish a simple, rapid method for de-
tecting copy number variations (CNVs) in porcine KIT gene. TagMan-MGB probes and primers
were designed according to sequence of exon 2 of KIT gene, and a real-time fluorescence quanti-
tative PCR procedure was established for the CNVs detection. The results showed that amplifica-
tion curves of KIT obtained by TagMan-MGB probe were a series of parallel curves correspond-
ing to 2-fold serial dilutions of DNA samples, Ct values between groups were significantly differ-
ent (P<C0.001), and the coefficient-of-variations were low (from 0. 12% to 0. 26%). The ampli-
fication efficiencies of the KIT and ESR were approximately equal. The CNVs in KIT of 50 pigs
were estimated by cluster analysis, assigned to 2, 3, 4, 5 or 6 copies, respectively. The real-time
quantitative PCR using TaqgMan-MGB probe is a simple, rapid method with high resolution and
stability to measure CNVs in KIT, and it could be carried out in common laboratories.
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Fig. 1 Amplification curve of KIT obtained with 2-fold

serial dilutions of DNA samples
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Fig. 2 Standard curves for KIT and ESR of calibrator
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Fig. 3 Hierarchical clustering results of unknown samples by 222 (N=50)
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