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FIGURE S1. (A) GO plots of cell component (CC), biological process (BP) and molecular function (MF) of differentially expressed genes (DEGs). 



[image: ] FIGURE S2.  (A) Kaplan-Meier curves between patients diagnosed as UNC by Hans with CCND3 mutations and without CCND3 mutations. (B) Kaplan-Meier curves of DLBCL patients diagnosed as MCD subtype by LymphGen algorithm according to CCND3 mutational status. (C) Kaplan-Meier curves of DLBCL patients diagnosed as other subtype by LymphGen algorithm according to CCND3 mutational status. (D) Kaplan-Meier curves of DLBCL patients diagnosed as BN2 subtype by LymphGen algorithm according to CCND3 mutational status. (E) Kaplan-Meier analysis of OS in CCND3-mut patients with mutated in exon5 and other exons. (F) Kaplan-Meier curves between CCND3-mut patients with GCB subtype and non-GCB subtype. (G) Kaplan-Meier curves between CCND3-mut patients with G>A transitions and other transitions.
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FIGURE S3. Potential targeted drugs prediction for patients diagnosed as DLBCL with CCND3 mutations by R package ‘oncopredict’.
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