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(GG) 138
SNP (18.4) (AA) 45 R? 0 0 0
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B 220F9] Fop & AU ] oy AAFA
dorsi area), =A% (CWT: carcass cold weight), @GZ5 A% (ADG: average daily gain)2 2E F1
AL B2 HE YL S FAHE SEARAY FAd wEl SAEAL. AR cddA= =
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Abstract

In order to make the high quality Korean cattle, it has been identified the gene
which influence to various economic characters. In this paper, we introduce Restricted
Partition Method for gene-gene interaction analysis. Further, economic traits, longis-
simus muscle dorsi area (LMA), carcass cold weight (CWT) and average daily gain
(ADG) are applied with Restricted Partition Method (RPM). The SNP (19_1)*SNP
(28-2) was selected and was best marker on Single nucleotide polymorphisms (SNPs).
It also influenced SNP (19_1)*SNP (28.2) was an very important marker for economic

character and to make the thing know it became.

Keywords: Genotype, phenotype, restricted partition method (RPM), SNP.
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