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Mapping of porcine CACNAZ2D 1 gene and the integrative
analysis of correlative genetic maps
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Abstract; [Objective] The study was conducted to map porcine CACNA2D1 gene and to analyses if
the gene could be used as a candidate gene influencing some production traits of porcine. [Method] Porcine
CACNA2D]1 gene was mapped by radiation hybrid panel and the mapping result was compared with correl-
ative genetic maps after partial sequence of porcine CACNA2D]1 gene beening amplified and sequenced.
[Result] Porcine CACNA2D]1 gene was located on 79. 3~86. 7 c¢cM of porcine chromosome 9. Three QTL
affecting ovulation rate,shoulder weight, body weight at 10 weeks of age respectively have been found in
the located domain and one QTL affecting pH 24 hours post mortem has been found also near the area of
CACNA2D1 gene. [Conclusion)] CACNA2D]1 gene could be studied more as a candidate gene influencing
reproduction,carcass,and growth traits,even as the meat quality traits of porcine.
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Table 1 RH mapping results of porcine CACNA2D]1 gene
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Microsatellite Location Dist LOD Score
SWR123 0.21 16. 46
SW886 0.28 14.18
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SW1006 0. 46 9.28
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Fig.3 CACNAZ2D]1 gene mapping and comparative analysis
a. CACNAZ2D]1 gene mapped on chromosome 9 of porcine by IMpRH panel;b. Genomic integration map on chromosome 9 of pigs
¢. QTL markers on chromosome 9 of pig
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