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QTL-seq approach identified genomic regions and diagnostic markers for rust and late leaf spot

resistance in groundnut (Arachis hypogaea L.). Plant Biotechnology Journal, 2017, 15, 927-941 116 101

Integrated consensus map of cultivated peanut and wild relatives reveals structures of the A and B
genomes of Arachis and divergence of the legume genomes. DNA Research, 2013, 20, 173-84

Population structure and marker-trait association analysis of the US peanut (Arachis hypogaea L.)
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Monitoring the expression of maize genes in developing kernels under drought stress using
oligo-microarray. Journal of Integrative Plant Biology, 2010, 52, 1059-74

Gene expression profiling and identification of resistance genes to Aspergillus flavus infection in
77 peanut through EST and microarray strategies. Toxins, 2011, 3, 737-53 49 57
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Translational genomics for achieving higher genetic gains in groundnut. Theoretical and Applied
Genetics, 2020, 133, 1679-1702

Mapping Quantitative Trait Loci of Resistance to Tomato Spotted Wilt Virus and Leaf Spotsin a
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