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ol Detecting RNA fusion variants as low as 0.001% IS.

When measured %IS values were compared with the expected %IS (calculated based on the
counts at the highest level for each target and 10-fold dilutions for subsequent levels), results
from the highest level (~10%) down to 0.001% showed close agreement.

Importantly, the entire workflow—including compartmentalization, RT, PCR, and counting—
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Here, we present a single-tube workflow for the detection of the three major BCR-ABL]I % .
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compartmentalization, reverse transcription (RT), PCR, and direct counting. Specificity of BCR-ABL] assay is maintained in multiplex condition. Results of BCR-ABL1 Countable RT-PCR assay match the %IS
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Our results closely matched expected %IS values from the reference panel, with
successful detection down to 0.0032% BCR-ABLT and low 9%CV across all levels.

3D light-sheet imaging to enable rapid and precise quantification HL-60 cells to mimic patient specimens, underwent RNA extraction prior to testing.

The assay results closely matched the expected values across all levels, with low %CV (Table C).
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[.earn more about how Countable PCR transforms BCR-ABIL.I RNA fusion detection.




