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Figure 1. Imputation accuracy in different percent of missing genotypes (population includes 1000 individuals and
1000 markers).
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Figure 2. The effect of increasing the number of individuals from 250 to 1000 on accuracy of genotype imputation in
in different percent of missing genotypes
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Extended Abstract

Introduction and Objective: Genotype imputation in genomic selection schemes has been
considered by researchers in recent years because it can reduce the costs of genomic selection
without having a negative impact on the accuracy of genomic selection. In the genotype
imputation process, markers that their genotypic information has been missed for any reason are
imputed using various statistical methods.

Material and Methods: To constructe genotypic matrix, a one morgan genome including one
chromosome for 250 and 1000 individuals was simulated on which in different scenarios 250,
500, 750, 1000, 1500 and 2000 single necleotide polymorphismes (SNP) was distributed. In
order to create genomic matrix including missing genotypes, genotypic information of
respectively, 5%, 10%, 25%, 50%, 75% and 90% of SNPs was masked and then imputed with
KNN. The percent of genotypes correctly imputed (the ratio of genotypes correctly imputed to
total masked genotypes) as well as the correlation between primary genotypic matrix (no
missing genotype) and imputed genotypic matrix were used as imputation accuracy.

Results: In the population including 250 individuals, the accuracy of imputation in the
scenarios of 5%, 10%, 25%, 50%, 75% and 90% missing genotypes, were 0.82, 0.82, 0.80, 0.76,
0.62 and 0.40, respectively, but by increasing the size of the population to 1000 individuals, the
imputation accuracies as 0.83, 0.83, 0.82, 0.82, 0.71 and 0.54 were obtained which in the
scenarios of 75% and 90% of missing genotypes the increase in imputation accuracy was
noticable. The correlation between the primary genotype matrix and the imputed genotypic
matrix also decreased with increasing percentage of missing genotypes. In a fixed population
size, by increasing the number of SNP from 250 to 2000, imputation accuracy increased from
0.67 to 0.84. In addition, an inverse relationship was observed between MAF and imputation
accuracy in a way that by increasing MAF from 0.01 to 0.5, imputation accuracy decreased by
15%. Computation time increased following increase in dimension of genotypic matrix. Bu
increasing the percent of missing genotypes, the accuracy of predicted genomic breeding values
decreased. In the scenarios of 5 and 10% of missing genotypes, no change in accuracy was
observed, but in the scenarios of 75 and 90% of the missing genotypes, the accuracy of
prediction of breeding values decreased by 16 and 32%, respectively.

Conclusion: In general, imputation accuracy of KNN was acceptable in such a way that up to
50% of missing genotypes, KNN imputed missing genotypes with 80% accuracy and therefore
one could recommend this algorithm for genomic selection schems.

Keywords: Genotype imputation, K-nearest neighbor, Minor allel frequency, Single nucleotide
polymorphism



