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Effects of phenotypic selection on the genomic structure

Sato, Kazuhiro
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Barley strains in the pedigrees of Japanese breeding programs were analyzed
by RNA sequence analysis and SNP array analyses of 9 or 50 thousands platforms. The data for each
strain were mapped to the full length cDNA and genome sequences of barley. The lines selected or not

selected in the population of practical breeding program were also analyzed in the same platforms.
From these data, we developed techniques and database to estimate conservatively remaining regions
and improved genomic regions during selections in breeding programs.
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