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Fig. S12. deepBTAS improve the performance of current ICB biomarkers.

(A) Predictive power of BTAS and deepBTAS versus other previously published ICB biomarkers in terms of
AUCs to predict ICB response. (B-E) Significance of association of BTAS/deepBTAS with progression-free
survival (PFS) or overall survival (OS) while accounting for levels of different biomarkers (Rows).
Association estimated using a multivariable cox proportional hazard model with BTAS and biomarker.
P-values displayed are significance of associations calculated using Wald’s test. (F) Performance

improvement (OS and PFS) with addition of BTAS to biomarkers (Rows). An improvement quantified as



(p-value of) increase in likelihood of multivariate model containing a biomarker and BTAS over model

containing the biomarker alone.



