62

papers

64

all docs

159585

4,451 30
citations h-index
64 64
docs citations times ranked

144013
57

g-index

3803

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS

Chromosome-length genome assemblies of six legume species provide insights into genome
organization, evolution, and agronomic traits for crop improvement. Journal of Advanced Research,
2022, 42,315-329.

Agronomic Performance of Chickpea Affected by Drought Stress at Different Growth Stages.

Agronomy, 2022, 12, 995. 3.0 12

Genetic variation in <i>CaTIFY4b</[i> contributes to drought adaptation in chickpea. Plant
Biotechnology Journal, 2022, 20, 1701-1715.

The Key to the Future Lies in the Past: Insights from Grain Legume Domestication and Improvement

Should Inform Future Breeding Strategies. Plant and Cell Physiology, 2022, 63, 1554-1572. 3.1 13
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Theoretical and Applied Genetics, 2021, 135, 107.
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Genome-wide identification and functional prediction of salt- stress related long non-coding RNAs
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Screening and Validation of Drought Tolerance and Fusarium Wilt Resistance in Advance Breeding
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Genetic Dissection and Identification of Candidate Genes for Salinity Tolerance Using AxiomA®CicerSNP
Array in Chickpea. International Journal of Molecular Sciences, 2020, 21, 5058.
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Genetic diversity of root system architecture in response to drought stress in grain legumes. Journal
of Experimental Botany, 2018, 69, 3267-3277.

Molecular and phenotypic diversity among chickpea (Cicer arietinum) genotypes as a function of

drought tolerance. Crop and Pasture Science, 2018, 69, 142. L5 14
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