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GWAS identifies genetic loci underlying nitrogen responsiveness in the climate resilient C4 model 0.5
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A sorghum practical haplotype graph facilitates genome&€wide imputation and costa€effective genomic
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Plant Biotechnology Journal, 2019, 17, 2272-2285.

Genome-Wide Association Studies and Genomic Selection in Pearl Millet: Advances and Prospects. 9.3 60
Frontiers in Genetics, 2019, 10, 1389. :
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