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Abstract 1In this paper, we propose a new missing imputation method for minimizing loss of
information- linkage disequilibrium-based and haplotype-based imputation method, which estimate
missing values of the data based on the specificity of Single Nucleotide Polymorphism(SNP) genotype
data. Method for imputing data is needed to minimize the loss of information caused by experimental
missing data. In general, missing imputation of biological data has used major allele imputation
method, but this approach is not optimal. This method has high error rates of missing values
estimation since the characteristics of the genotype data are not considered not take into consideration
the specific structure of the data. In this paper, we show the results of the comparative evaluation of
our model methods and major imputation method for the estimation of missing values.

Key words : bicinformatics, single nucleotide polymorphism, genotype imputation
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NATDIRA an nr re T a8 T aT T T
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