Next Generation Sequencing
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Next-generation sequencing technologies
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Next Generation Sequencing
for
Clinical Molecular Diagnostics Of Tumors

ADVANTAGES // CHALLENGES

Massively parallel sequencing capability *  High compiexity of workflow and resuits

Single input of DNA/RNA ! *  Requires thorough validation of assay
[ performance as per guidelines

*  Simultanecus screening of multiple genes in
multiple samples

Selection of genes for the NGS panel

+  Better picture of tumor heterogeneity |+ Selectionof suitable target capture approach
| & sequencing platforms
+ Quantitative and sensitive detection of genomic

aberrations * Informatics challenges for analysis and clinical

reporting
*  Revalidation of upgrades

+  Long-term storage and retrieval of data /
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Decreased sequencing costs per gene

+  Constantly improving technology
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