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Exploratory Biomarker Analysis of the Phase 3 ASTRUM-005 Study: Serplulimab Versus Placebo
Plus Chemotherapy for Extensive-stage Small Cell Lung Cancer
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Table 3. Objective response rate by mutation status Figure 4. Kaplan-Meier curves by hematological parameters (A) PFS by NLR,
(B) OS by NLR, (C) PFS by PLR, (D) OS by PLR, (E) PFS by LDH level, and

(F) OS by LDH level

Predictive/prognostic biomarkers are identified through generalized linear model
selection with 5-fold validation.
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Biomarker discovery and validation process: Biomarker candidates were first
selected from the different expressed parameters between responders (patients
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Conclusions

There is an urgent need to identify reliable biomarkers that
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Figure 2. Kaplan-Meier curves by the 15-protein signature score (A) PFS and (B) OS

Table 4. Prediction of patient outcomes by using the Cox regression model
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 For serum proteomics, differentially expressed proteins (DEP) were identified
using a t-test between responders and nonresponders in the treatment group.

tendency towards longer PFS and OS (Figure 3).

BrMe, brain metastases; MSI, microsatellite instability; MSI-L, microsatellite instability low; MSS, microsatellite stable; TPS,

tumor proportion score; ref, reference.
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