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BACKGROUND METHODS

» Cohorts: public ICI-treated NSCLC discovery cohort and advanced NSCLC real-world
validation cohort.

» TP53 groups: wild-type (WT), DNA-binding-domain (DBD)-involved, and non-DBD
mutations.

» Endpoint: progression-free survival (PFS).

« Statistics: Kaplan—Meier/log-rank testing and multivariable Cox models accounting for
treatment modality and baseline covariates.

* TP53 is frequently altered in NSCLC, yet its prognostic value during immune
checkpoint inhibitor (ICI) therapy remains inconsistent.

* Binary wild-type/mutant grouping may obscure functional heterogeneity across
structurally distinct TP53 domains.

» We tested whether domain-specific TP53 classification identifies clinically distinct PFS
outcomes across public and real-world ICl-treated cohorts.
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