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Polymorphisms Analysis of HSF1 and HSBP1 in Cattle
WANG Yan-jiul,2, WANG Chang-fal, JU Zhi-hual, HUANG Jin-ming1, LI Jian-binl, LI Rong-
lingl, ZHONG Ji-fengl, HE Jian-bin2, LI Qiu-lingl

(1.Dairy Cattle Research Center, Shandong Academy of Agricultural Science, Jinan 250100]2.Animal
Science and Veterinary College, Shenyang Agricultural University, Shenyang 110161, China)

Abstract:

DNA sequencing was used for SNPs scanning in HSF1 and HSBP1 in 3 cattle breed. Four novel SNPs
were discovered, including 1451(G/T)in HSF1, 324(G/C), 589(C/T) and 651(C/G) in HSBP1. CRS-PCR

and PCR-RFLP method were used for polymorphism analysis in 867 Holstein cattle, 85 Luxi Yellow cattle

and 28 Bohai Black cattle. x2 test indicated that 1451(G/T) site in HSF1 and 589(C/T) site in HSBP1
reached Hardy-Weinberg equilibrium in Holstein and Luxi cattle(P>0.05), while 324 (G/C) and 651
(C/G) sites in HSBP1 were not met Hardy-Weinberg equilibrium in Holstein(P<0.05). The frequency of
AA genotype was the highest. A allele was the dominant allele in HSF1 in experimental population.
When it came to HSBF1, AB, AA and BB appear more frequently, dominant allele at 589 (C/T) was A,
and that at 324(G/C) and 651(C/G) was B. The distributions of different genotypes at 651 (C/G) locus
of HSBP1 in 3 breed were different. The frequency of AA genotype was the lowest in Holstein, but that
was the highest in Luxi cattle and Bohai Black cattle. So it was presumed that AA genotype was related
to thermo tolerance. This result will provide theoretical reference for thermo molecular breeding in
dairy cattle.
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