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Abstract 
A critical step in the successful implementation of RNA-based techniques for molecular biology and 
functional genomic experiments (e.g., reverse transcription polymerase chain reaction [RT- PCR], 
generation of expressed sequence tags, microarray analysis) is the routine isolation of high- quality 
RNA. In grape vines, the yield and quality of RNA can be significantly reduced by contaminants such 
as polyphnols, polysaccharides and proteins, wich are abundant during different stages of berry and 
development. In this research project, an extraction method has been described to optimize RNA 
extraction protocol in mini-prep scale to allow effective extraction of high- quality total RNA from a 
wide range of grapevine tissues such as berry, leaf, root, stem and bunch. Total RNA extracted with 
this protocol was successfully used for cDNA synthesis and reverse transcription polymerase chain 
reaction (RT-PCR) amplification. 


