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SNPs of DECR1 gene and its genetic polymorphism in pigs
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Abstract: Three hundred and twenty seven Yorkshire, Landrace and Duroc pigs were analysed to screen the SNPs in
6—10 Exon of mitochondrial 2,4-dienoyl-CoA reductase 1(DECR1) gene and analyse its genetic structure. The resluts
showed: the primers were designed accroding to human DECR1 gene by means of genome comparison, 2 SNPs were
screened out in Exon6 and Exon8 by PCR-SSCP method, but mutation in Exon6 loic belonged to nonsense mutation,
mutation in Exon8 loci belong to missense mutation. The polymorphism of the SNP in Exon8 were studied and 3
genotypes (CC, CG, GG) were tested in 3 breeds. There were abundant genetic polymorphism in Exon8 loci.
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Table 1 Primers sequence for PCR amplification

/C /bp PCR /bp
Exon6 F: 5'-GAGCAGCATTTCTTTCTATT-3'
R: 5'-TTCCCTGAGCCACCAACTGT-3' 60 40490~40 651 161
Exon8 F: 5'-AAACCCGACACAACCTAATT-3’
R: 5'-GAAATAAACAACGCTTACTG-3' 62 48 460~48 662 202
1.2.2 PCR ¥ 3 R gk & AL 5 Star 6.0 w070
. 0
PCR 20 puL  10xBuffer 2 pL 25 82.5% 81.6% 89.8%
mmol/L MgCl, 2 uL. 2 mmol/L dNTP,1.4 pul. 10
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ddH,O 11.3 pL 1 U/uL Taq DNA polymerase 1.6 6(Exon6) 8(Exon8)
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DECR1 Exon6(C/T) % 3CRiK:
(1]
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3 cC [ 2000 27(5) 334-338
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Table 2 Genetics polymorphisms of DECR1 gene Exon8 1992

/ 1% 1%
CC CG GG cCcC CG GG C G
90 58 23 5263 3392 1345 69.59 3041
65 29 8 63.73 2843 7.84 7794 22.06
31 17 6 5741 3148 11.11 73.15 26.85
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Table 3  Analysis of polymorphism of Exon8 locus in different breed

1.9059 0.4753 0.5247 0.362 3
1.984 6 0.496 1 0.5039 03735
1.767 6 0.4343 0.5657 0.329 6
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