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Establishment of a scheme to create next-generation beneficial horticultural
crops using the genetic information

Yamaji, Yasuyuki
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To develop beneficial horticultural crops using new plant breeding
techniques (NBT), it is important to identify beneficial genes from crops based on the enormous
information of plant gene functions obtained in researches using model plants. However, it is not
clear how to do it efficiently. In this study, we identified a novel plant virus resistance gene
from a model plant Arabidopsis thaliana and, based on its genetic information, identified a
resistance gene from a crop, contributing to future development of virus resistant crops via
NBT-mediated molecular breeding. Through the sequence of these researches, we created a model scheme
to identify beneficial genes from horticultural crops based on the genetic functional information
in model plants, paving the way to industrial use of plant recombinant DNA technologies.
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