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Elucidation of plant genome evolution in rice breeding by long-read next genome
sequencing data
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Using more than ten times depth data obtained b{ MinION sequencer, we have

tried to determine rice genome, but we realizied that it may be difficult due to low accuracy of

each read. Thus, we were not able to understand the basic principle of plant genome evolution during
rice breeding using low-cost MinION data.

Instead, we have found dozen of SV in an elite rice cultivar, "Koshihikari" in Japan compared with

the reference rice genome of Nipponbare. This information may be very useful for future breeding

process of rice in Japan.
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