Supplementary Figure Legends
Figure S1. Enrichment analysis of feature genes in NK cell clusters. (A) KEGG pathway; (B) Biological process; (C) Molecular function; (D) Cellular component.
Figure S2. Survival curves for the top 6 NK cell-related prognostic genes screened based on univariate Cox analysis. (A) ADAM8; (B) PPP1R18; (C) CTSD; (D) FLNA; (E) ARL4C; (F) CCL4.
Figure S3. ESTIMATE algorithm assesses differences between patients in high and low risk groups. Comparison of differences in ESTIMATE Score (A), Immune Score (B), Stromal Score (C), and Tumor Purity (D) between high- and low-risk patients with CRC.
Figure S4. CIBERSORT (A) and xCell (B) Algorithms assess differences in the degree of immune cell infiltration in patients in different risk groups.
Figure S5. CTRP-based database to predict drug sensitivity in different risk groups. (A) Comparison of IC50 values for the top 6 drugs with significant negative correlation; (B) Correlation analysis of the top 50 drugs with significant negative correlations with six key prognostic signature genes.
Supplementary Table Legends
Table S1. Clinical information of patients enrolled in the training cohorts.
Table S2. Correlation analysis based on the CTRP database to predict potential anticancer drugs for CRC patients.
Table S3. Correlation analysis based on the GDSC database to predict potential anticancer drugs for CRC patients.

