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Yield optimization, microbial load analysis, and sensory evaluation of mungbean (Vigna radiata L.),
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under greenhouse conditions. PLoS ONE, 2022, 17, e0268085.

Genetic Dissection of Phosphorous Uptake and Utilization Efficiency Traits Using GWAS in Mungbean. 2.0 n
Agronomy, 2021, 11, 1401. :
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Genome-Wide Scans for Delineation of Candidate Genes Regulating Seed-Protein Content in Chickpea.
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Identification of candidate genes for dissecting complex branch number trait in chickpea. Plant
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Genome-wide high-throughput SNP discovery and genotyping for understanding natural (functional)

allelic diversity and domestication patterns in wild chickpea. Scientific Reports, 2015, 5, 12468. 3.3 80

Development of genome-wide informative simple sequence repeat markers for large-scale genotyping
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A genome-scale integrated approach aids in genetic dissection of complex flowering time trait in
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A combinatorial approach of comprehensive QTL-based comparative genome mapping and transcript
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relevant molecular tags governing important agronomic traits in chickpea. Scientific Reports, 2015, 5,
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A genome-wide SNP scan accelerates trait-regulatory genomic loci identification in chickpea. 3.3 76
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Genome-wide conserved non-coding microsatellite (CNMS) marker-based integrative genetical
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Genome-wide insertiona€“deletion (InDel) marker discovery and genotyping for genomics-assisted .4 53
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CNMS: The preferred genic markers for comparative genomic, molecular phylogenetic, functional
genetic diversity and differential gene regulatory expression analyses in chickpea. Journal of
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