44

papers

44

all docs

567281

645 15
citations h-index
44 44
docs citations times ranked

610901
24

g-index

902

citing authors



10

12

14

16

18

ARTICLE IF CITATIONS

Mapping QTLs for Traits Related to Salinity Tolerance at Seedling Stage of Rice (<i>Oryza sativa</i>L.):
An Agrigenomics Study of an Iranian Rice Population. OMICS A Journal of Integrative Biology, 2013, 17,
242-251.

Improvement of nitrogen management in rice paddy fields using chlorophyll meter (SPAD). Paddy and

Water Environment, 2008, 6, 181-188. 1.8 61

Identification of QTLs for rice grain size and shape of Iranian cultivars using SSR markers. Euphytica,
2004, 137, 325-332.

Biochemical, physiological and molecular evaluation of rice cultivars differing in salt tolerance at

the seedling stage. Physiology and Molecular Biology of Plants, 2017, 23, 529-544. 3.1 43

Evaluation of selection indices for improving rice grain shape. Field Crops Research, 2004, 89, 359-367.

Biotechnological Production of Flavonoids: An Update on Plant Metabolic Engineering, Microbial

Host Selection, and Genetically Encoded Biosensors. Biotechnology Journal, 2020, 15, e1900432. 35 35

Association analysis, genetic diversity and haplotyping of rice plants under salt stress using SSR
marRers linked to SalTol and morpho-physiological characteristics. Plant Systematics and Evolution,
2016, 302, 871-890.

Identification of molecular markers linked to saltd€tolerant genes at germination stage of rice. Plant

Breeding, 2014, 133, 196-202. 1.9 26

Effect of land use and topography on soil properties and agronomic productivity on calcareous soils
of a semiarid region, Iran. Land Degradation and Development, 2012, 23, 496-504.

Use of Selection Indices Based on Multivariate Analysis for Improving Grain Yield in Rice. Rice Science, 3.9 23
2008, 15, 303-310. :

Identification of key genes involved in the biosynthesis of triterpenic acids in the mint family.
Scientific Reports, 2019, 9, 15826.

Different physiobiochemical and transcriptomic reactions of rice (Oryza sativa L.) cultivars differing
in terms of salt sensitivity under salinity stress. Environmental Science and Pollution Research, 2017, 5.3 21
24,7184-7196.

Griffing's Methods Comparison for General and Specific Combining Ability in Cucumber. Scientific
World Journal, The, 2012, 2012, 1-4.

Genetic Variation and Association Analysis of the SSR Markers Linked to the Major Drought-Yield QTLs 17 19
of Rice. Biochemical Genetics, 2018, 56, 356-374. :

Impacts of flushing and fermentation times on the quality of black tea. Genetika, 2011, 43, 537-548.

Biochemical systematic, population structure and genetic variability studies among Iranian Cucurbita
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