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Baekg round Predictive/prognostic biomarkers are identified through generalized linear model Table 3. Objective response rate by mutation status Figure 4. Kaplan-Meier curves by hematological parameters (A) PFS by NLR,
selection with 5-fold validation. Serplulimab (n=193) Placebo (n=109) (E) gg SY II_\I[I)-I:RI,I (C) |PFS by PLR, (D) OS by PLR, (E) PFS by LDH level, and
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at the 2D(2 ; ?6B2 stage with a 5-year survival rate of <2% [1,2]. determined using X-tile [9]. % (95% ClI) % (95% ClI)
Adding a programmed death-ligand 1—(ld=ak1)/programmed death 1—(imad ) « Multivariate Cox regression was conducted to identify independent biomarkers. RB1
inhibitor to chemotherapy for fil st-line therapy significantly improved overall  The clinical data cutoff date was June 13, 2022. Wild type 55 58.2 (44.1,71.4) 41 51.2 (35.1,67.1) 1.42 (0.61, 3.29)
survival (OS) in patients with extensive-stage SCLC (ES-SCLC) [3-6]. Results Mutant 138 80.4 (72.8, 86.7) 68 69.1 (56.7, 79.8) 1.79 (0.88, 3.62)
+ In the updated analysis of the ASTRUM-005 study (data date of June 3, Serum Proteomics NOTCH
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serplulimab group and 40 in the placebo group.

» Serplulimab is a fully humanized G4 monoclonal antibody Figure 3. Kaplan-Meier curves by mutation status (A) PFS by RB7 mutation, (B)

against the PD-1 receptor [ -.  the ASTRUM-005 study, a PD-L1 tumor * The proteomic profiles were compared between responders and nonresponders o by RB1 mutation, (C) PFS by NOTCH pathway mutation, and (D) OS by sl 1_,F"ﬁét}m*é}allllllfﬁﬂgﬁﬂ?,rs;wz e =y
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Biomarker Analysis of the ASTRUM-005 Study analysis of the 15-protein signature, derived benefits from adding serplulimab to
e Study design of ASTRUM-005 is presented in Figure 1. chemotherapy in terms of PFS and OS (Table 2 and Figure 2), while those with | Be—— -
+ Serum proteomics data were generated via the Olink® Explore 3072 platform, low signature scores did not appear to derive benefis. i | e——— S -
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to-lymphocyte ratio (PLR), and lactate dehydrogenase (LDH) levels. "
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predictive/prognostic biomarkers were then validated i1 an indépendent dataset. High signature score 31 7.9 (4.3, 10.7) 34  4.2(3.0,4.3) 0.36(0.21,0.65) <0.001 °82 had available test results for LDH. patients with ES-SCLC
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placebo-controlled, global, phase 3 tria ‘ overall survival PFS and OS in both treatment groups (Figure 4). Our results showed that a 15-protein signature score exhibited
W T e N ' High signature score 31 17.2(11.0,NA) 34  9.7(6.9,127) 0.27(0.15,0.49) <0.001  The multivariate Cox regression model showed that baseline NLR and LDH level potential as a predictive biomarker for the efficacy of
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