Supplementary Figure S3: Forest plot of the exploratory categorical analysis of selected
(meta)gene expression and their association with distant recurrence free survival on the

capecitabine arm vs. observation. Expression status was derived from the median gene

expression scores. Hazard ratios, 95% confidence intervals and P-values are derived from Cox
regression analyses adjusted for age, menopausal status, histological grade, tumor size, stage,
breast surgery, region, nodal status, and chemotherapy regimen. The displayed P-interaction
indicates results of test of heterogeneity. Results for the remaining tested genes are presented in

Figure 4.
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