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RNA pre -amplification

5 to 50 ng RNA

RNA pre -amplification WT -Ovation (NuGEN)

5 µg cDNA

quantification of ~1000 genes by qPCR
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RNA pre -amplification

5 to 50 ng RNA

RNA pre -amplification WT -Ovation (NuGEN)

5 µg cDNA

quantification of ~1000 genes by qPCR

Á 6 neuroblastoma cell lines

Á 4 commercially available
reference RNA samples

Á 740 neuroblastoma
samples
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pre -amplification yield as a function of RNA input

5 ï15 ï50 ng

the yield of pre -amplified cDNA is independent of the amount of input RNA
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preservation of differential expression after pre -amplification

10 differentially
expressed genes 

dCq = Cq MNS ïCq MNA

similar results comparing 6 different cell lines
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preservation of differential expression after pre -amplification

TGFBI
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correlation of differential gene expression before and after pre -amplification


