Figure legends
Figure S1. Characterization of necroptosis-related genes. (A) Principal component analysis of 67 necroptosis-related genes based on paired tumor samples and normal samples. (B and C) Heatmap of expression of 67 necroptosis-related genes in different types of immune cells (B) and hematological malignancies (C).
Figure S2. Unsupervised clustering analyses of a necroptosis signature. (A) Concordance matrix of subtypes. (B and C) Cumulative distribution function presented as the relative change in area when k = 2–9.

