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Supplementary Figure 1 Nomogram Plot. The STAD patient’s clinical indicators correspond to the Points in the first row one by one, and the sum of the scores of each indicator corresponds to the Total Points to predict the STAD patient's 1, 2, and 3-year survival rate.
[image: Supplementary Figure 2]
Supplementary Figure 2 Prognostic analysis of 7 hub genes ROC curve. (A) C5ORF46. (B)CGB5. (C) CST2. (D) CTHRC1. (E) FNDC1. (F) P4HA3. (G) SERPINE1.
[image: Supplementary Figure 3]
Supplementary Figure 3 Landscape map of gene mutation and correlation map of tumor load mutation of SERPINE1 in pan-cancer. (A) Gene mutation landscape map. (B) Correlation diagram of tumor load mutation.
[image: Supplementary Figure 4]
Supplementary Figure 4 Landscape map of the top 15 genes with the highest mutation frequency in STAD
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