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Porcine KIT gene genotype detection by pyrosequencing

BAI Xiao-ging ,PAN Hong-me ,ZHAO Xian-zhi ,CHEN S-qging,
WAN GJinryong,YUAN Shukai ,L 1 Qin

(Chongging Animal Husbandry |nstitute, Chongging Swine Science Key L aboratory , Rongchang, Chongging 402460, China)

Abstract : In order to find out the base for molecular breeding of pig coat color ,theidentification of the
alelesof KI T gene,and the relation between the KI T gene and the coat color were discussed. The splice
mutation of KI T gene was detected by pyrosequencing in 98 pigs,including Pietrain ,Druco with brown
coat ,Duroc with white coat ,L andrance ,L arge White ,B line pig ,Rongchang pig and Penzhoushandi pig. The
genotype or genotype assemblage at KI T locus of every pig was hypothessed. The results showed that
A/l A + G showed clear breed characters,they were below 20 % when they were detected in Duroc with
brown coat ,Fietrain ,Rongchang pigs and Penzhoushand pigs,thus the genotypes of KI T gene in Duroc with
brown and Penzhoushand pigs were deduced to be ii and the genotypesof KI Tin Pietrain and Rongchang were
pigsii or 17i or I717;while the percentages of A/ A + Gin Duroc with white L arge White L andrace and B
line pigs were interspersed among 0 %- 100 %. It’ sfound that the dominant white allele could not explain
Rongchang pigs coat color. The molecular base of Rongchang pigs with white coat needed further study.

Key words: pig; KI T gene;pyrosequencing;coat color
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