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Genotypic variance and its physiological basis in translocation of
photoassimilates from rice leaf blades

Hirose, Tatsuro
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Like logistics in human society, translocation of phosoassimilate is a
crucial step for plant production. Little is known, however, for genotypic variation and its
physiological basis in crop plants. In this study we developed a simple method to assess the
translocation rate of photoassimilates from leaves and applied to various rice genotypes. We aimed
to evaluate the relationships between translocation capacity and physiological traits including
sugar metabolism, photosynthesis and some growth and yield parameters. Finally, we tried to get an
insight into genetic basis for translocation capacity using a novel methodology of transcriptome
analysis.
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