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* Detection of rearrangement at low frequency indicating potential of

** Analysis reports single clone with multiple entries due to possible SHM
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The BCR Pan-Clonality Assay shows an overall 93% positive detection
detection testing. rate.

SCIENTIFIC

For Research Use Only. Not for use in diagnostic procedures.

thermofisher.com/2021AACR-posters Thermo Fisher Scientific » 5791 Van Allen Way « Carlsbad, CA 92008 « thermofisher.com



http://www.thermofisher.com/2021AACR-posters
http://www.thermofisher.com/2021AACR-posters
http://www.thermofisher.com/2021AACR-posters

