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S4 Fig. Forest plot showing the hazard ratio (HR) and its 95% confidence interval for the risk of disease
progression or death in each subgroup from phase 2a study. ClI, confidence interval; ctDNA, circulating
tumor DNA; EGFR, epidermal growth factor receptor; HB-EGF, heparin-binding epidermal growth
factor; HR, hazard ratio; TGF-a, transforming growth factor a.





