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Reduced stability and intracellular transport of dsRNA contribute to poor RNAi response in
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Genome-wide transcriptomic analysis of cotton under drought stress reveal significant
down-regulation of genes and pathways involved in fibre elongation and up-regulation of defense
responsive genes. Plant Molecular Biology, 2012, 78, 223-246.
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Chitosan nanoparticles help doubled€stranded RNA escape from endosomes and improve RNA
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Lipids help double&€stranded RNA in endosomal escape and improve RNA interference in the fall
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Evaluation of Suitable Reference Genes for Normalization of gPCR Gene Expression Studies in Brinljal
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A Gene Encoding Cold-Circadian Rhythm-RNA Binding-Like Protein (CCR-Like) from Upland Cotton
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