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Genetic analysis of the adaptation of brown planthopper to rice variety IR64
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IR64 is the rice variety that has stable field resistance against brown
planthopper (BPH), Nilaparvata lugens for dicades. Two BPH strains that show different performances on
IR64 were produced and used for analyzing inheritance of the performance on IR64. F2 generation from
parents of two strains exhibited intermediate performance. However, the inheritance did not follow the

Mendelian law. RADseq and QTL analyses were performed to identify number and location of the genetic
factors mediating performance on IR64.
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