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extraction was performed on a Promega
Maxwell and a Roche Magna Pure 96. Identified
reportable mutations were confirmed by a

secondary orthogonal method such as (PCR,
gPCR or PCR/CE).

cost was sufficiently reduced, and workflow efficiency
increased with the oncoReveal™ Essential MPN Panel
compared to the previous processes.
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This intra-laboratory study demonstrates that the
oncoRevealTM Essential MPN Panel performed very well

Methods:
The oncoReveal™ Essential MPN Panel (Pillar
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