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RNAseq analysis reveals drought-responsive molecular pathways with candidate genes and
putative molecular markers in root tissue of wheat. Scientific Reports, 2019, 9, 13917

Transcriptomic signature of drought response in pearl millet (Pennisetum glaucum (L.) and L
development of web-genomic resources. Scientific Reports, 2018, 8, 3382 49 3
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Resistance. Frontiers in Plant Science, 2020, 11, 748
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identification. BMC Plant Biology, 2013, 13, 197 53 20

Putative Microsatellite DNA Marker-Based Wheat Genomic Resource for Varietal Improvement and
Management. Frontiers in Plant Science, 2017, 8, 2009
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conservation agriculture in India. Field Crops Research, 2017, 210, 61-70 55
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phylogeography and varietal differentiation. Scientific Reports, 2017, 7, 14968 49 4

Discovery of Putative Herbicide Resistance Genes and Its Regulatory Network in Chickpea Using
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from a practical perspective. Rice, 2019, 12, 89 5 4
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markers. Molecular Biology Reports, 2020, 47, 293-306

Seasonal parasitism and biological characteristics of Habrobracon hebetor (Hymenoptera:
Braconidae) [d potential larval ectoparasitoid of Helicoverpa armigera (Lepidoptera: Noctuidae) in 17 12
a chickpea ecosystem. Biocontrol Science and Technology, 2012, 22, 305-318
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Evidence of salicylic acid pathway with EDS1 and PAD4 proteins by molecular dynamics simulation

for grape improvement. Journal of Biomolecular Structure and Dynamics, 2015, 33, 2180-91 36 10

Draft whole genome sequence of groundnut stem rot fungus Athelia rolfsii revealing genetic

architect of its pathogenicity and virulence. Scientific Reports, 2017, 7, 5299
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Development of Antimicrobial Peptide Prediction Tool for Aquaculture Industries. Probiotics and
Antimicrobial Proteins, 2016, 8, 141-9
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Locus minimization in breed prediction using artificial neural network approach. Animal Genetics,
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57 Selection of pigeonpea genotypes for tolerance to aluminium toxicity. Plant Breeding, 2011, 130, 492-495.4 ¢

Draft Genome Sequence of Two Monosporidial Lines of the Karnal Bunt Fungus Tilletia indica Mitra
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Muscle transcriptome signature and gene regulatory network analysis in two divergent lines of a
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Development of model web-server for crop variety identification using throughput SNP genotyping
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Development of transcriptome based web genomic resources of yellow mosaic disease in.
Physiology and Molecular Biology of Plants, 2017, 23, 767-777
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pathway. Genomics, 2020, 112, 99-107

Deciphering genes associated with root wilt disease of coconut and development of its

49 transcriptomic database (CnTDB). Physiological and Molecular Plant Pathology, 2017, 100, 255-263 26 6

Assembly and variation analyses of Clarias batrachus mitogenome retrieved from WGS data and its
phylogenetic relationship with other catfishes. Meta Gene, 2015, 5, 105-14

The Onion Genomic Resource: A genomics and bioinformatics driven resource for onion breeding. L
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Transcriptomic signature reveals mechanism of flower bud distortion in witches’-broom disease of
soybean (Glycine max). BMC Plant Biology, 2019, 19, 26

Revealing liver specific microRNAs linked with carbohydrate metabolism of farmed carp, Labeo 6
45 rohita (Hamilton, 1822). Genomics, 2020, 112, 32-44 43

The genome of walking catfish Clarias magur (Hamilton, 1822) unveils the genetic basis that may

have facilitated the development of environmental and terrestrial adaptation systems in
air-breathing catfishes. DNA Research, 2021, 28,




MIR ASIF |QUEBAL

VigSatDB: genome-wide microsatellite DNA marker database of three species of Vigna for
43 germplasm characterization and improvement. Database: the Journal of Biological Databases and 5 5
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Development of a model webserver for breed identification using microsatellite DNA marker. BMC
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Computational deciphering of biotic stress associated genes in tomato (). Genomics Data, 2017, 14, 82-90
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5 Journal of Plant Biochemistry and Biotechnology, 2020, 30, 364 16 o
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1 Whole-Genome-Based Web Genomic Resource for Water Buffalo ().. Frontiers in Genetics, 2022, 13, 80974%



