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Gene survey for sustainable rice production with low-fertilizer and
establishment of a new phenotyping system applying deep learning.

Shimizu, Akifumi
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We produced 188 recombinant inbred lines of the standard rice cultivar

Nipponbare and the nutrient stress-tolerant cultivar KHAO NOK, and we obtained high-density genotype
information across the entire genome using the GRAS-Di method. These lines were grown
hydroponically under low and no nutrition conditions, and QTL analysis was conducted on dry weight.
It was found that the accumulation of multiple QTLs could explain the difference between the
varieties. Currently, multi-element analysis using ICP-MS is being conducted to isolate the detected

TLs.

an preparation for trait classification using deep learning, we used a population of hybrid
offspring with separated ear traits and we advanced a convolutional neural network with the
separated marker genotype as the teacher label.
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