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Genome sequencing of the high oil crop sesame provides insight into oil biosynthesis. Genome
Biology, 2014, 15, R39
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gene-based association mapping approaches. PLoS ONE, 2014, 9, e96758

3 Genetic structure, diversity, and allelic richness in composite collection and reference set in L
599 chickpea (Cicer arietinum L.). BMC Plant Biology, 2008, 8, 106 53 42
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Prioritization of candidate genes in "QTL-hotspot" region for drought tolerance in chickpea (Cicer 6
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3 Multi-parent populations in crops: a toolbox integrating genomics and genetic mapping with 6
407 breeding. Heredity, 2020, 125, 396-416 3 53

Development and evaluation of high-density Axiom CicerSNP[Array for high-resolution genetic
mapping and breeding applications in chickpea. Plant Biotechnology Journal, 2018, 16, 890-901

3 Recent breeding programs enhanced genetic diversity in both desi and kabuli varieties of chickpea
405 (Cicer arietinum L.). Scientific Reports, 2016, 6, 38636 49 53

High-resolution skim genotyping by sequencing reveals the distribution of crossovers and gene

conversions in Cicer arietinum and Brassica napus. Theoretical and Applied Genetics, 2015, 128, 1039-47

10



(2008-2013)

3 Cytoplasmic male sterility-associated chimeric open reading frames identified by mitochondrial .
4°3 genome sequencing of four Cajanus genotypes. DNA Research, 2013, 20, 485-95 45 5

Genomic Tools in Groundnut Breeding Program: Status and Perspectives. Frontiers in Plant Science,
2016, 7, 289

Genetic mapping of QTLs controlling fatty acids provided insights into the genetic control of fatty

481 acid synthesis pathway in peanut (Arachis hypogaea L.). PLoS ONE, 2015, 10, e0119454 37 51

Genetic mapping and quantitative trait locus analysis of resistance to sterility mosaic disease in
pigeonpea [Cajanus cajan (L.) Millsp.]. Field Crops Research, 2011, 123, 53-61

Single nucleotide polymorphisms in rye (Secale cereale L.): discovery, frequency, and applications
479 for genome mapping and diversity studies. Theoretical and Applied Genetics, 2007, 114, 1105-16
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