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marRer-assisted backcrossing approach in chickpea (Cicer arietinum L.). Molecular Breeding, 2019, 39, 2.

Genetic structure of wild pea (Pisum sativum subsp. elatius) populations in the northern part of the
Fertile Crescent reflects moderate cross-pollination and strong effect of geographic but not 2.5 62
environmental distance. PLoS ONE, 2018, 13, e0194056.

Mapping Grain Iron and Zinc Content Quantitative Trait Loci in an Iniadi-Derived Immortal Population
of Pearl Millet. Genes, 2018, 9, 248.

Genomic-enabled prediction models using multi-environment trials to estimate the effect of
genotyped€%o.A—a€%oenvironment interaction on prediction accuracy in chickpea. Scientific Reports, 2018, 8, 3.3 61
11701.

Genomic diversity and macroecology of the crop wild relatives of domesticated pea. Scientific
Reports, 2017, 7, 17384.

Genomics-assisted breeding for boosting crop improvement in pigeonpea (Cajanus cajan). Frontiers in 3.6 57
Plant Science, 2015, 6, 50. ’

The extent of grain yield and plant growth enhancement by plant growth-promoting broad-spectrum
Streptomyces sp. in chickpea. SpringerPlus, 2015, 4, 31.

Construction of genotyping-by-sequencing based high-density genetic maps and QTL mapping for

fusarium wilt resistance in pigeonpea. Scientific Reports, 2017, 7, 1911. 3.3 55

Occurrence of aflatoxins and its management in diverse cropping systems of central Tanzania.
Mycotoxin Research, 2017, 33, 323-331.

A sorghum practical haplotype graph facilitates genomea€wide imputation and costé€effective genomic 0.8 54
prediction. Plant Genome, 2020, 13, e20009. ’

The Ontologies Community of Practice: A CGIAR Initiative for Big Data in Agrifood Systems. Patterns,
2020, 1, 100105.

Environmental Influences on Pigeonpea-Fusarium udum Interactions and Stability of Genotypes to

Fusarium Wilt. Frontiers in Plant Science, 2016, 7, 253. 3.6 48

Genotyping-by-sequencing of three mapping populations for identification of candidate genomic
regions for resistance to sterility mosaic disease in pigeonpea. Scientific Reports, 2017, 7, 1813.

New sources of resistance to Fusarium wilt and sterility mosaic disease in a mini-core collection of

pigeonpea germplasm. European Journal of Plant Pathology, 2012, 133, 707-714. L7 47

Molecular Evidence for Two Domestication Events in the Pea Crop. Genes, 2018, 9, 535.

Towards Defining Heterotic Gene Pools in Pearl Millet [Pennisetum glaucum (L.) R. Br.]. Frontiers in p 42
Plant Science, 2017, 8, 1934. ’

Exploring Germplasm Diversity to Understand the Domestication Process in Cicer spp. Using SNP and

DArT Markers. PLoS ONE, 2014, 9, e102016.

Phenotypic Data from Inbred Parents Can Improve Genomic Prediction in Pearl Millet Hybrids. G3: 18 a1
Genes, Genomes, Genetics, 2018, 8, 2513-2522. :



38

40

42

44

46

48

50

52

54

ABHISHEK RATHORE

ARTICLE IF CITATIONS
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