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30 Experiences of Applying Field-Based High-Throughput Phenotyping for Wheat Breeding. Concepts and
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31 Increased Predictive Accuracy of Multi-Environment Genomic Prediction Model for Yield and Related
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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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Adaptive genetic potential and plasticity of trait variation in the foundation prairie grass
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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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Association Mapping. Frontiers in Genetics, 2020, 11, 613217. 2.3 24



5

Jesse A Poland

# Article IF Citations
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62 Reduced response diversity does not negatively impact wheat climate resilience. Proceedings of the
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Nature Biotechnology, 2019, 37, 139-143. 17.5 280
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