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28 Improving Wheat Yield Prediction Using Secondary Traits and High-Density Phenotyping Under
Heat-Stressed Environments. Frontiers in Plant Science, 2021, 12, 633651. 3.6 8
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30 Experiences of Applying Field-Based High-Throughput Phenotyping for Wheat Breeding. Concepts and
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38 Aerial highâ€•throughput phenotyping enables indirect selection for grain yield at the early generation,
seedâ€•limited stages in breeding programs. Crop Science, 2020, 60, 3096-3114. 1.8 31
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50 Implementing withinâ€•cross genomic prediction to reduce oat breeding costs. Plant Genome, 2020, 13,
e20004. 2.8 11
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85 Identification of quantitative trait loci conferring resistance to tan spot in a biparental population
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144 Training set optimization under population structure in genomic selection. Theoretical and Applied
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