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Development of selection method for desired change using information on SNP and
verification of improving efficiency in swine
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In this study, we First examined the efficient operation method and
algorithm for generating efficient inverse matrix for calculating inversion of genome relationship
matrix using SNP information, such as improvement of various arithmetic algorithms. As a result of
applying the Gaussian elimination method to the division method, it became clear that although the
operation time differs depending on the rank of the matrix, there is a matrix size that can be
calculated most efficiently. Furthermore, as a result of examining in detail the calculation method
of the inverse matrix by the division method, it became clear that it is effective in the case of a
dense matrix where the symmetric matrix and the original matrix do not fit in the memory. Since
these characteristics apply to the genome relation matrix, the program to calculate the inverse
matrix using the division method was effective.
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