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DISCUSSION AND CONCLUSION

INTRODUCTION

with advanced NSCLC receiving palliative systemic therapy and
serial tumor-informed ctDNA monitoring (Signatera™) at

require prospective validation. strategies.
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clinical outcomes were assessed using Pearson and Spearman
correlation analyses. PFS was estimated using the Kaplan-Meier
method and compared using the log-rank test. Hazard ratios
(HRs) were estimated using univariable and multivariable Cox
proportional hazards models adjusted for treatment type.

Artificial Intelligence (Al) Use Disclaimer

Claude (Anthropic) was used to (1) refine the language of the manuscript and abstract, and

(2) writing code for statistical analysis. All statistical outputs generated with Al-assisted

code were independently reviewed and verified by the study authors. Al did not contribute

to study design, data interpretation, or scientific conclusions, which remain the sole
responsibility of the authors

Hazard Ratio (log scale)
[per unit increase in ctDNA kinetics (x100/day)]

0 25 50 75 100 125 150 175 200
Days (Subsequent Line PFS)

Log-rank p = 0.351 | HR =1.87 (95% Cl 0.49-7.10)




	슬라이드 1

