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self-defense mechanisms. Plant Physiology and Biochemistry, 2006, 44, 261-273. 5.8 122

15
Separation of proteins from stressed rice (Oryza sativa L.) leaf tissues by two-dimensional
polyacrylamide gel electrophoresis: Induction of pathogenesis-related and cellular protectant
proteins by jasmonic acid, UV irradiation and copper chloride. Electrophoresis, 1999, 20, 3472-3478.

2.4 119

16
Octadecanoid signaling component â€œburstâ€• in rice (Oryza sativa L.) seedling leaves upon wounding by
cut and treatment with fungal elicitor chitosan. Biochemical and Biophysical Research
Communications, 2002, 295, 1041-1045.

2.1 115

17 Long-Term Mild, rather than Intense, Exercise Enhances Adult Hippocampal Neurogenesis and Greatly
Changes the Transcriptomic Profile of the Hippocampus. PLoS ONE, 2015, 10, e0128720. 2.5 108

18 Separation and characterization of proteins from green and etiolated shoots of rice (Oryza sativaL.):
Towards a rice proteome. Electrophoresis, 1999, 20, 630-636. 2.4 107



3

Randeep Rakwal

# Article IF Citations

19 Plant phosphoproteomics: An update. Proteomics, 2009, 9, 964-988. 2.2 107

20 In-depth insight into in vivo apoplastic secretome of rice-Magnaporthe oryzae interaction. Journal of
Proteomics, 2013, 78, 58-71. 2.4 104

21 Role of Jasmonic Acid as a Signaling Molecule in Copper Chloride-elicited Rice Phytoalexin
Production. Bioscience, Biotechnology and Biochemistry, 1996, 60, 1046-1048. 1.3 102
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OsEDR1, an ortholog of ArabidopsisAtEDR1, reveal its role in defense/stress signalling pathways and
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