Scaffold design, function and over-expression of lentiviral-based microRNAs
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Efficient down-regulation of endogenous microRNA

targets on mRNA level and transduction of cells (GFP
expression) in primary, immune and neuronal cell lines

Abstract Selection of a functional, universal scaffold

MicroRNAs are short non-coding RNAs that regulate gene expression through targeted Different microRNA scaffolds produce different levels of functionality
degradation of one or more genes and have been shown to play an important role in 12
development, differentiation and disease. For example, microRNAs are critical for stem cell
function and differentiation. Also, dysregulation of microRNA expression has been associated
with the development and progression of many types of cancers. To better understand the
functional roles of microRNAs in phenotypes of interest, gain-of-function experiments can be
performed by introducing microRNA mimics into cells, which mirror the effects of endogenous
microRNAs. Studies with synthetic microRNA mimics are useful in easy-to-transfect cell types
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the over-expression of lentiviral-based microRNA mimics. We demonstrate down-regulation
of gene targets in difficult-to-transfect primary, immune and neuronal cells (HuVEC, K562, SH-
SY5Y), and show mesenchymal to epithelial transition markers in MDA-MB-231 breast cancer
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