The analysis of different longitudinal biomarkers association with the overall
survival In non-small cell lung cancer by means of joint modeling

Alina Sofronova?l, Kirill Zhudenkov?, Sergey Gavrilov?, Oleg Stepanov?, Kirill Peskov!? (M&S Decisions, Moscow, Russial; Computational Oncology Group, .M. Sechenov First Moscow State Medical University, Moscow, Russia?)

Ab R I - TABLE 1. Estimated association constants and hazard ratios with 95% CI for IM models
StraCt eSu tS Docetaxel Erlotinib with different longitudinal biomarkers. .
. . . . . . - a 0.83 (95%Cl: 0.63; 1.01)* 0.69 (95%Cl: 0.55; 0.87)* * p-value <0.001
It is well-known that tumor size can be predictive biomarker for non- The optimal Cox model was identified for each study. Cox model IM SLD « increase in risk associated with one-unit increase in log(SLD / LDH / WBC / NLR)
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approach to quantify the association between longitudinal biomarkers SLD, LDH, WBC and NLR baseline biomarkers. a 0.70 (95% CI: 0.49; 0.93)* 0.56 (95% CI: 0.38; 0.73)* JM outperformed Cox models in ROC AUC and BS analysis.
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1 Clinical study data 2 Selection of the optimal Cox proportional hazards model '
ONCIUSIONS
Vandetanib + Docetaxel Vandetanlp The Cox model is expressed by the hazard function denoted by h(t). The hazard function can be interpreted as the risk of dying at We identified the statistically significant association of different
NCT00312377 — NCT00364351 —{Inhibitor of EGFR and VEGFR) time t. It can be estimated as follows: biomarkers with OS in selected NSCLC data. JM allowed to consider
[Docetaxel J [Erlotinib J h(t | ;) = hy(t) * eXP(Z Y*w;)  hy(t) — baseline hazard y — regression coefficients w, — baseline covariates e lenghielac] lelomeier ienes in goeliion o e tessive vellies
(standard chemotherapy) (inhibitor of mutant EGFR) | | | | | only, that are used in Cox models. Longitudinal biomarkers trajectories
Number of enrolled patients: 583 Number of enrolled patients: 508 Tested covariates: SLD, lactase dehydrogenase (LDH), neutrophils, white blood cells (WBC), neutrophil-to-lymphocyte ratio assessment allowed to achieve higher patient survival discrimination
(NLR), alkaline phosphatase, aspartate aminotransferase, alanine aminotransferase, creatinine. The optimal Cox model for each in M, compared to Cox models
General detalls of used data: dataset was selected based on the lowest Bayesian Information Criterion value and statistical significance of considered covariates.

These results can be used for the development of more complex
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