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5 Trends in Summer-Time Tropospheric Ozone during COVID-19 Lockdown in Indian Cities Might Forecast
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6 Estimating Total Energy Expenditure for Fire-Fighters during Large Scale Disaster Response Training
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7 Molecular Mechanism for PACAP 38-Induced Neurite Outgrowth in PC12 Cells. Neural Plasticity, 2021,
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Correlation of Kinematics and Kinetics of Changing Sagittal Plane Body Position during Landing and
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9 An Integrated Approach for the Efficient Extraction and Solubilization of Rice Microsomal Membrane
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11 Physiological and Multi-Omics Approaches for Explaining Drought Stress Tolerance and Supporting
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12 Ethylene mediated physiological response for in vitro development of salinity tolerant tomato.
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13 Transcriptomics of Mature Rice (Oryza Sativa L. Koshihikari) Seed under Hot Conditions by DNA
Microarray Analyses. Atmosphere, 2020, 11, 528. 1.0 5
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In-Depth Investigation of Low-Abundance Proteins in Matured and Filling Stages Seeds of Glycine max
Employing a Combination of Protamine Sulfate Precipitation and TMT-Based Quantitative Proteomic
Analysis. Cells, 2020, 9, 1517.
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15 Concepts and strategies of soybean seed proteomics using the shotgun proteomics approach. Expert
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16 Towards identification of bioactive compounds in cold vacuum extracted double cherry blossom
(Gosen-Sakura) leaves. Plant Signaling and Behavior, 2019, 14, e1644594. 1.2 2

17 Proteomics of Riceâ€”Magnaporthe oryzae Interaction: What Have We Learned So Far?. Frontiers in
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Leptin in hippocampus mediates benefits of mild exercise by an antioxidant on neurogenesis and
memory. Proceedings of the National Academy of Sciences of the United States of America, 2019, 116,
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19 Cyanide produced with ethylene by ACS and its incomplete detoxification by Î²-CAS in mango
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20 A Multiâ€•Omics Analysis of <i>Glycine max</i> Leaves Reveals Alteration in Flavonoid and Isoflavonoid
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21 Progress Toward Rice Seed OMICS in Low-Level Gamma Radiation Environment in Iitate Village,
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leaves. Plant Physiology and Biochemistry, 2018, 130, 173-180. 2.8 12

23 Effects of slope gradient on runoff from bare-fallow purple soil in China under natural rainfall
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24 Label-free quantitative secretome analysis of Xanthomonas oryzae pv. oryzae highlights the
involvement of a novel cysteine protease in its pathogenicity. Journal of Proteomics, 2017, 169, 202-214. 1.2 25

25 Advances in proteomic technologies and their scope of application in understanding plantâ€“pathogen
interactions. Journal of Plant Biochemistry and Biotechnology, 2017, 26, 371-386. 0.9 23

26 Aquaporins as potential drought tolerance inducing proteins: Towards instigating stress tolerance.
Journal of Proteomics, 2017, 169, 233-238. 1.2 92

27 Proteomics survey of Solanaceae family: Current status and challenges ahead. Journal of Proteomics,
2017, 169, 41-57. 1.2 65

28
Comparative secretome analysis of Colletotrichum falcatum identifies a cerato-platanin protein (EPL1)
as a potential pathogen-associated molecular pattern (PAMP) inducing systemic resistance in
sugarcane. Journal of Proteomics, 2017, 169, 2-20.
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29 Common bean proteomics: Present status and future strategies. Journal of Proteomics, 2017, 169,
239-248. 1.2 41

30 InÂ vitro secretomic analysis identifies putative pathogenicity-related proteins of Sporisorium
scitamineum â€“ The sugarcane smut fungus. Fungal Biology, 2017, 121, 199-211. 1.1 11

31 In-depth proteomic analysis of Glycine max seeds during controlled deterioration treatment reveals a
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32 Expect the Unexpected Enrichment of â€œHidden Proteomeâ€• of Seeds and Tubers by Depletion of Storage
Proteins. Frontiers in Plant Science, 2016, 7, 761. 1.7 8

33 An Integrated Biochemical, Proteomics, and Metabolomics Approach for Supporting Medicinal Value
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34 Proteomic analysis of a compatible interaction between sugarcane and <i>Sporisorium
scitamineum</i>. Proteomics, 2016, 16, 1111-1122. 1.3 39

35 Astaxanthin supplementation enhances adult hippocampal neurogenesis and spatial memory in mice.
Molecular Nutrition and Food Research, 2016, 60, 589-599. 1.5 37

36 Proteome data associated with the leaf senescence in Glycine max. Data in Brief, 2016, 9, 90-95. 0.5 4
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38 Methyl jasmonate elicits the biotransformation of geraniol stored as its glucose conjugate into
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39 Coupling of gel-based 2-DE and 1-DE shotgun proteomics approaches to dig deep into the leaf
senescence proteome of Glycine max. Journal of Proteomics, 2016, 148, 65-74. 1.2 30

40 Unraveling the rat blood genome-wide transcriptome after oral administration of lavender oil by a
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41 DNA microarray-based experimental strategy for trustworthy expression profiling of the hippocampal
genes by astaxanthin supplementation in adult mouse. Genomics Data, 2016, 7, 32-37. 1.3 2
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Unraveling the Rat Intestine, Spleen and Liver Genome-Wide Transcriptome after the Oral
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51 Protamine sulfate precipitation method depletes abundant plant seed-storage proteins: A case study on
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Artery Occlusion Mouse Model Brain Treated with the Neuropeptide PACAP38. Microarrays (Basel,) Tj ET
Q

q
0 0 0 rg
BT /Overlock 10 Tf 50 137 Td (Switzerland), 2015, 4, 2-24.1.4 13

53 Comparative investigation of seed coats of brownâ€• versus yellowâ€•colored soybean seeds using an
integrated proteomics and metabolomics approach. Proteomics, 2015, 15, 1706-1716. 1.3 32

54 Methyl jasmonate elicits the production of methyl (<i>E</i>)â€•2â€•hexenoate from (<i>Z</i>)â€•2â€•hexenol
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56 Comparative Biochemical and Proteomic Analyses of Soybean Seed Cultivars Differing in Protein and
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58 Abundant storage protein depletion from tuber proteins using ethanol precipitation method:
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59 2D-DIGE-based proteome expression changes in leaves of rice seedlings exposed to low-level gamma
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60 Peptide Separation Methodologies for In-depth Proteomics. Methods in Molecular Biology, 2015, 1242,
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of the Waste System in Tsukuba City, Japan. Journal of Scientific Research and Reports, 2015, 8, 1-13. 0.2 5
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Molecular Sciences, 2014, 15, 17014-17034.

1.8 21
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Comprehensive Analysis of Neonatal versus Adult Unilateral Decortication in a Mouse Model Using
Behavioral, Neuroanatomical, and DNA Microarray Approaches. International Journal of Molecular
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66 Seeking genes responsible for developmental origins of health and disease from the fetal mouse liver
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69 Rice proteomics: A model system for crop improvement and food security. Proteomics, 2014, 14, 593-610. 1.3 68

70 Proteomics of rice and <i>Cochliobolus miyabeanus</i> fungal interaction: Insight into proteins at
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71 Transcriptome Analysis of Early Responsive Genes in Rice during Magnaporthe oryzae Infection. Plant
Pathology Journal, 2014, 30, 343-354. 0.7 40

72 Correction: Transcriptomics and proteomics analyses of the PACAP38 influenced ischemic brain in
permanent middle cerebral artery occlusion model mice. Journal of Neuroinflammation, 2013, 10, . 3.1 5
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Global identification of potential gene biomarkers associated with ozone-induced foliar injury in rice
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101
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102 The RNase Activity of Rice Probenazole-Induced Protein1 (PBZ1) Plays a Key Role in Cell Death in Plants.
Molecules and Cells, 2011, 31, 25-32. 1.0 70
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114 An in planta technique for cis-/trans-stereochemical analysis of jasmonoyl isoleucine. Journal of
Plant Physiology, 2010, 167, 933-937. 1.6 8
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species. Physiology and Molecular Biology of Plants, 2009, 15, 31-41. 1.4 19
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proteins. Plant Science, 2008, 175, 321-329.
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Proteomics of Two Cultivated Mushrooms<i>Sparassis crispa</i>and<i>Hericium
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Probenazole-Induced Protein (PBZ1) in Cells Undergoing Programmed Cell Death. Journal of Proteome
Research, 2008, 7, 1750-1760.
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141 Protein extraction/solubilization protocol for monocot and dicot plant gel-based proteomics.
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1.2 57
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145
System, trends and perspectives of proteomics in dicot plantsPart II: Proteomes of the complex
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1.2 35
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System, trends and perspectives of proteomics in dicot plantsPart I: Technologies in proteome
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The rice (Oryza sativa) Blast Lesion Mimic Mutant, blm, may confer resistance to blast pathogens by
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43, 397-406.
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Electrophoresis, 2005, 26, 4521-4539. 1.3 195
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Molecular cloning and mRNA expression analysis of a novel rice (Oryzasativa L.) MAPK kinase kinase,
OsEDR1, an ortholog of ArabidopsisAtEDR1, reveal its role in defense/stress signalling pathways and
development. Biochemical and Biophysical Research Communications, 2003, 300, 868-876.

1.0 94
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159
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161
Cloning and characterization of a jasmonate inducible rice (Oryza sativa L.) peroxidase gene, OsPOX,
against global signaling molecules and certain inhibitors of kinase-signaling cascade(s). Plant Science,
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163 Chitosan activates defense/stress response(s) in the leaves of Oryza sativa seedlings. Plant Physiology
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164
Jasmonic acid-induced necrosis and drastic decreases in ribulose-1,5-bisphosphate
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165
Molecular Cloning and Characterization of a Novel Jasmonate Inducible Pathogenesis-Related Class 10
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Signalling molecules and blast pathogen attack activates rice OsPR1a and OsPR1b genes: A model
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Biochemistry, 2001, 39, 1095-1103.
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167
Differential induction of three pathogenesis-related genes, PR10, PR1b and PR5 by the ethylene
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1.6 59

168 Stress signaling molecules involved in defense and protein phosphatase 2A inhibitors modulate
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171 Protein phosphatase inhibitors activate defense responses in rice (Oryza sativa) leaves. Physiologia
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High-resolution two-dimensional electrophoresis separation of proteins from metal-stressed rice
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carboxylase/oxygenase and induction of stress-related proteins. Electrophoresis, 2001, 22, 2824-2831.
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173 Role of jasmonate in the rice (Oryza sativa L.) self-defense mechanism using proteome analysis.
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174 Naringenin 7-O-methyltransferase involved in the biosynthesis of the flavanone phytoalexin
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175 Separation and characterization of proteins from green and etiolated shoots of rice (Oryza sativaL.):
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Separation of proteins from stressed rice (Oryza sativa L.) leaf tissues by two-dimensional
polyacrylamide gel electrophoresis: Induction of pathogenesis-related and cellular protectant
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178 Phytoalexin production elicited by exogenously applied jasmonic acid in rice leaves (Oryza sativa L.) is
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179 A Methyltransferase for Synthesis of the Flavanone Phytoalexin Sakuranetin in Rice Leaves.
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183 Proteome Analysis of the Ubiquitin Pathway. , 0, , 443-453. 1

184 Analysis of theN-Glycosylation of Proteins in Plants. , 0, , 455-467. 2
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197 Rice Proteome at a Glance. , 0, , 165-178. 6
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