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Analysis of Polymorphism of MB Genes Exon 3
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Abstract In this research, the MB genes were taken as the candidate gene which could influence the meat color. The wild boar, the crossbreed
of the wild boar and pig, min pig, landrace, double muscle pig and large white pig were taken as the research materials. According to the MB gene
sequences of swine in GenBank, three pairs of primers for MB were designed. PCR-SSCP technology was applied to detect SNPs of the genes
exons. Detected results of genotype demonstrated that in the first and second primers, there was no polymorphism, and the polymorphism was
examined in the third primers of MB. One mutant site (T — C) in the third primer of MB was at 438 bp and the mutation was silent. The
computation of genotypic frequency and gene frequency, as well as statistical analysis demonstrated that with the decline of meat color of the wild

boar and pig, min pig, landrace, double muscle pig and large white pig, the gene frequency of allelic gene N also declined in this trend.
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