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239 Genomic prediction in CIMMYT maize and wheat breeding programs. Heredity, 2014, 112, 48-60. 1.2 357

240 Bayesian Genomic-Enabled Prediction as an Inverse Problem. G3: Genes, Genomes, Genetics, 2014, 4,
1991-2001. 0.8 6

241 A reaction norm model for genomic selection using high-dimensional genomic and environmental
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250 An assessment of wheat yield sensitivity and breeding gains in hot environments. Proceedings of the
Royal Society B: Biological Sciences, 2013, 280, 20122190. 1.2 97
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1564-1576. 0.8 232

309 Megaâ€•Environment Identification for Barley Based on Twentyâ€•Seven Years of Global Grain Yield Data.
Crop Science, 2009, 49, 1705-1718. 0.8 17

310 Generalizing the Sites Regression Model to Threeâ€•Way Interaction Including Multiâ€•Attributes. Crop
Science, 2009, 49, 2043-2057. 0.8 4
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