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Correlation Analysis on Polymprphism of Prolactin Gene with Milk Performance Traits in Maiwa Yak
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Abstract In order to study the single nucleotide polymorphism (SNP) of the Maiwa yak prolactin gene and to explore the molecular markers
related to milk performance traits of yak. We used the direct PCR sequencing method to screen the SNPs, and analyzed the correlation between
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prolactin genotype and milk performance traits by employing statistical softwares such as DNAMAN and SPSS.The results showed that we found
one SNP site which located at 996 bp of prolactin gene and it’ s T-base deletion mutation at this site. By comparing the milk performance traits
of different prolactin gene types, the 153 d milk yield, lactoprotein, milk sugar and somatic cell number in milk of mutant individuals were
lower than normal genotype individuals (P>0.05) , while the milk fat increased significantly ( P<0.05). It was suggested that the absence of

T-base had a significant effect on the fat content of Maiwa yak milk.
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Fig.1 The agarose gel electrophoretogram of genome DNA in yak
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Fig.2 The agarose gel electrophoretogram of PCR cloning product
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Table 1 Comparison of the milk production traits between different PRL genotypes of Maiwa yak
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T ffidEBe T base deletion 29 447.62+70.58 a 6.00+1.39 a 3.42+0.18 a 5.44£0.26 a 38.73+17.85 a
1E% Normal 20 470.77+81.90 a 5.21£1.07 b 3.48+0.13 a 5.56+0.18 a 44.53£18.85 a

T : RPNV /NG PR R R 22 53 B3 (P<0.05)

Note: Different small letters within the same column mean significant differences( P<0.05)
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