Supplementary material
Additional file 1: 
Table S1. Information of necroptosis-related genes from GeneCards database.
Table S2. Necroptosis-related lncRNAs and mRNAs involved in the co-expression network.
Table S3. Information of differentially-expressed necroptosis-related lncRNAs.
Table S4. Information of patients enrolled in training, test, and overall sets (1 represents dead, and 0 represents alive).
Table S5. Results of univariate Cox regression analysis.
Table S6. Regulation between the four prognostic lncRNAs and the corresponding genes.
Table S7. Results of GO and KEGG analysis.
Table S8. Results of stromal score, immune score, and ESTIMATE score of each sample calculated by the ESTIMATE method.
Table S9. The correlation between immune cell infiltration and risk scores through based on XCELL, TIMER, QUANTISEQ, MCPCOUNTER, EPIC, CIBERSORT-ABS, and CIBERSORT. 
Table S10. Count of tumor mutant burden in each sample.
Table S11. Count of total number of somatic gene mutations.
Additional file 2: Figure S1. Construction of the necroptosis-related lncRNA–mRNA co-expression network.
Additional file 3: Figure S2. Volcano map shows the top 50 differentially expressed necroptosis-related lncRNAs between normal and tumor tissues. Red dots indicate highly expressed lncRNAs in tumor tissues, while green dots indicate lncRNAs with low expression in tumor tissues.
Additional file 4: Figure S3. Heatmap shows the expression level of the necroptosis-related lncRNAs in normal and tumor tissues.
Additional file 5: Figure S4. Forest plots show the results of the univariate Cox regression analysis between the necroptosis-related lncRNAs and overall survival.
Additional file 6: Figure S5. Sankey diagram presents the relationship between the necroptosis-related lncRNAs and genes.
Additional file 7: Figure S6. Correlation between the three prognostic necroptosis-related lncRNAs and 83 necroptosis-related genes in the TCGA-COAD cohort. The color of each unit shows the degree of correlation (* indicates p < 0.05, ** indicates p < 0.01, and *** indicates p < 0.001).
Additional file 8: Figure S7. Bubble diagram shows the correlation between immune cells and risk scores based on XCELL, TIMER, QUANTISEQ, MCPCOUNTER, EPIC, CIBERSORT-ABS, and CIBERSORT.
Additional file 9: Figure S8. Comparison of tumor mutation burden between the high-risk and low-risk groups, and the correlation between tumor mutation burden and risk scores.

