Supplementary Figure S1. Genetic landscape of FL.
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Supplementary Figure S2. Mutation distribution across the genes with a mutation frequency
greater than 10%.
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Supplementary Figure S3. Kaplan-Meier analysis of (A) failure-free survival and overall

survival by m7-FLIPI model, and (B) overall survival by FLIPI index in FL patients treated with
R-ICT (n=47). The vertical dashed line indicates 5-year follow-up.
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