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Development of genome-wide screening method for induced mutations

Yasui, Yasuo
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We aimed to develop the genome-wide-mutation-detection method using a next
generation sequencer. Total DNAs were extracted from 960 of M2 plants which were treated by
mutation-induced processing. All total DNAs were arranged in 96 well plates, and bulked in 30 PCR
template pools (3D pools). Using these 30 pools, six genomic regions (the total length = 12Kb) were
amplified by PCR and mutations on the PCR products were screened. We succeeded in the signal detection
regarded as SNPs in four PCR regions. Furthermore, it turned out that much more genomic regions will be
handled in this method. The method developed in this study will be great help for mutation breedings.
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