Supplemental Figure 1. Consensus clustering of Diffuse large B cell lymphoma patients.
Supplemental Figure 2. Kegg analysis of the DEGs between the two clusters. (A) cellular components enrichment analysis of the differentially expressed genes.
Supplemental Figure 3. Survival analysis of the four candidate genes. (A-D) FKBP4, ENO2, CHST1 and NUP133 were independently prognostic gene in Diffuse large B cell lymphoma patients.
Supplemental Figure 4. Independence analysis of the risk model in the verifification cohort (A-D). Survival curve of patients regrouped according to CD20(A), bc12(B), bc16(C),and Ki67 score≥70%(D). 
An additional movie file shows this in more detail [see Additional file 1]

