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Development of expression biomarkers to estimate nutrient conditions
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It is important to measure quantity of nutrients in plants for plant science
and agriculture. In this study, we develop gene-expression markers to estimate the quantity of
nutrients. Low-cost and high-throughput RNA-Seq library preparation system was updated for
collecting massive transcriptome data to train the markers. We developed the markers using
transcriptome data and trait data of samples in various nutrient conditions, temperature conditions,
light conditions and circadian timings.
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