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Detection for SNPs of Canine Hip Dysplasia ( CHD) Related Genes in Labrador Retrievers

ZHAO Ming-yuan, HAN Fang, LI Ya-chan, YU Jian-xiong, ZHANG Ya-li,
ZHOU Zi-juan, WANG Fu-jin, WANG Ai-guo, WANG Jing-yu
( Laboratory Animal Center, Dalian Medical University, Dalian 116044, China)

Abstract; Objective To provide an efficient genetic diagnostics method for Labrador Retrievers, 6 SNPs of 5
canine hip dysplasia (CHD) related genes in genomic DNA of Labrador Retrievers were detected. Method 11
normal and 6 typical CHD Labrador Retrievers were selected by imaging diagnosis. The vein blood was sampled and
the genomic DNA was isolated from white blood cells. The PCR/sequencing method was used to analyze the
variants of 6 SNPs in 5 canine hip dysplasia (CHD) related genes (LAMA2 (CFA1:70997779) ,LRR1 (CFAS8:
29247021), SCR ( CFA24; 28944481 ), COL6A3 ( CFA25: 51031100, 51040259 ), and FN1 ( CFA37.
25095511) ). Furth more, the association between the SNP variants and CHD was analyzed by Chi-square Test.
Result The variants of LAMA2 ( CFAl:70997779),LRR1 ( CFA8:29247021),SCR ( CFA24.28944481),
COL6A3 (CFA25:51031100), and FN1 ( CFA37.25095511) SNP loci were not significantly associated to CHD
(P>0.05). A/A variants in COL6A3 ( CFA25.:51040259) SNP locus was significantly associated to CHD (P =
0.007). Conclusion A/A variants in COL6A3 ( CFA25.51040259) SNP locus might be used as a practical
genetic detection index for CHD diagnostics in Labrador Retrievers. However, further confirmation in large-sample
is required.
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