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STELE TRANSVERSAL AREA 1 improve rice yield formation over the background parent across three 0.9 6
water management regimes. Plant Production Science, 2017, 20, 249-261.

Association between root growth angle and root length density of a near-isogenic line of IR64 rice
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Characterization of Introgression Lines for Yield-related Traits with Indica-type Rice Variety IR64

Genetic Background. Japan Agricultural Research Quarterly, 2010, 44, 277-290.
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