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Longitudinal ctDNA changes correlate with patient Molecular clearance and molecular response were highly

survival prognostic for improved clinical outcomes
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METHODS

Tissue processing
and panel design

Plasma processing
and ctDNA detection

Sample collection

Tracking patient response requires ultra-
sensitive profiling

ctDNA profiling is complementary and detects
disease progression earlier than imaging

We identified a strong correlation between change in ctDNA levels and change

been with an assay with a 100 PPM limit of detection, we re-analyzed our data, changing
all of our positive detections at <=100 PPM to “not detected”. With this 100 PPM
simulated LOD, clearance of ctDNA was no longer associated with improved OS (p =
0.68) and PFS (p = 0.37). Additionally, nearly 17% (3/18) of patients classified as
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molecular progressors (specifically patients 503, 119, and 132) would no longer have
observable molecular progression. In patient 106, who had molecular progression
detected 65 days ahead of imaging, molecular progression would instead be detected at
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in overall tumor burden, measured as the sum of diameters of target lesions
according to RECIST criteria (p = 0.58, p = 7.3e-9). Representative examples
across multiple BOR categories show great concordance between ctDNA

DNA
detection

NeXT Personal detects a large spectrum of ctDNA-positive events,
allowing for ultra-high sensitivity for low tumor fractions (<0.01%).
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