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RESULTS

0 Cohort description

INTRODUCTION

PROphetNSCLC is a plasma proteomics-based test developed to guide immune checkpoint
inhibitor (ICl) treatment decision-making in advanced NSCLC based on a pre-ICl sample. It
generates a score that classifies patients as PROphet-POSITIVE or PROphet-NEGATIVE, reflecting

9 PROphetNSCLC retains longitudinal predictive ability
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2. Proteomic profiling was performed using an aptamer-based platform, providing coverage of
7289 proteins. E-F. Correlations between sample pairs across RAPs were significantly higher in

matched versus unmatched samples (Mann Whitney test).

G-J. Kaplan-Meier plots showing OS of patients classified as PROphet-POSITIVE or PROphet-NEGATIVE
based on TO samples (G,H) versus matched TOa (I) or T1 (J) samples.

3. Proteome stability was assessed by analyzing:
- Differentially expressed proteins between matched samples.
« Correlation between RAP expression levels.

CONCLUSIONS

4. Predictive performance was evaluated by statistical approaches to evaluate: o o N . . ' .
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