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|BACKGROUND

Tumor-informed circulating tumor DNA (ctDNA) enables molecular residual
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* Secondary endpoints (stage IV): PFS and OS stratified by >2 consecutive ctDNA- CtDNA + 27 44 p=0.006) in stage IV NSCLC
positive vs. <2, via Kaplan—Meier analysis and Cox proportional hazards models 38.0% + ctDNA provided 24.5-day median lead time in our cohort, representing a
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 ctDNA completion rate was defined as the proportion of ordered ctDNA tests

Data shown as n (%) unless stated. LA = locally advanced. NGS = next-generation sequencing. Patients may have >1

mutation or metastatic site recorded.

DIAGNOSTIC PERFORMANCE

evidence of disease (NED) at last follow-up

disease-free status after resection

CONCLUSIONS

* ctDNA demonstrated high specificity (91.1%) and NPV (96.0%), supporting

. . . Early stage (I-Ill): SE 37.5% SP 96.5% PPV 23.1% NPV 98.2% , Do , , ,
that yielded a reported result, assessed from institutional ordering records. v stage (I-111) i i i i * Real-world ctDNA completion rate of 74.5% highlights implementation barriers,

. (0) (0] (0) (0)
Stage IV: SE 63.2% SP 84.0% PPV 41.4% NPV 92.7% warranting further study for optimization
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