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DSN normalization is performed after RNA-seq sample preparation and before cluster generation. It is useful for a wide range of applications, including transcriptome discovery and annotation and the analysis of highly degraded RNA from archival sources such as FFPE. It is also a powerful tool for the profiling of noncoding RNA transcripts—which as a transcript class is not typically polyadenylated. DSN normalization for next generation sequencing experiments has yet to be published widely in the literature. By reducing the cost of sequencing whole transcriptomes, it has the potential to accelerate such studies and to permit reliable, reproducible profiling of archival clinical specimens.

The NanoString facility has been utilizing the nCounter System. This technology uses color-coded, fluorescently labeled molecular barcodes and single molecule imaging to detect and count hundreds of unique transcripts in a single reaction. Please see attached for the current applications. (Nanostring nCounter Overview)

For more information regarding the Nucleic Acid Shared Resource, e-mail Hannes Alder at Hansjuerg.Alder@osumc.edu or visit http://cancer.osu.edu/research/cancerresearch/sharedresources/na/pages/index.aspx.
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