
Table S1 List of genes that were related to cellular senescence
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MCL1

MCRS1

MDH1

MECP2

MMP9

MOB3A

MORC3

MORF4

MVK

MXD4

MYC
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NADK
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NEK1
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NTN4

NUAK1
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P3H1

PAK4

PATZ1

PBRM1

PCGF2
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PML
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PPM1B

PPM1D

PRKCD

PRKCH
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TNFSF13
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TYK2

UBTD1

USP1

VEGFA
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WNT16

WNT2

WRN
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WWP1

XAF1

YAP1

YPEL3

ZFP36

ZMAT3

ZNF148
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Figure S1 The detailed process of this analysis. TCGA, The Cancer Genome Atlas; STAD, stomach adenocarcinoma; lncRNAs, long non-
coding RNAs; LASSO, least absolute shrinkage and selection operator; ROC, receiver operating characteristic.



Table S2 Through GSEA enrichment analysis, Screening of classical pathways enriched in high-risk groups

Pathway Size ES NES NOM P value FDR q value Leading edge

KEGG_TOLL_LIKE_RECEPTOR_SIGNALING_PATHWAY 102 0.58 2.11 0.004 0.002 Tags =34%, list =12%, signal =39%

KEGG_INTESTINAL_IMMUNE_NETWORK_FOR_IGA_PRODUCTION 46 0.76 2.05 0.002 0.004 Tags =63%, list =11%, signal =71%

KEGG_AUTOIMMUNE_THYROID_DISEASE 50 0.69 2.02 0.002 0.006 Tags =50%, list =19%, signal =62%

KEGG_NATURAL_KILLER_CELL_MEDIATED_CYTOTOXICITY 132 0.54 1.95 0.006 0.01 Tags =43%, list =18%, signal =53%

KEGG_JAK_STAT_SIGNALING_PATHWAY 155 0.5 1.92 0.002 0.013 Tags =37%, list =18%, signal =45%

KEGG_MAPK_SIGNALING_PATHWAY 267 0.48 1.92 0 0.013 Tags =30%, list =13%, signal =34%

KEGG_RENAL_CELL_CARCINOMA 70 0.55 1.88 0.004 0.016 Tags =39%, list =16%, signal =46%

KEGG_T_CELL_RECEPTOR_SIGNALING_PATHWAY 108 0.56 1.87 0.006 0.017 Tags =37%, list =12%, signal =42%

KEGG_B_CELL_RECEPTOR_SIGNALING_PATHWAY 75 0.59 1.8 0.02 0.027 Tags =43%, list =13%, signal =49%

KEGG_FC_GAMMA_R_MEDIATED_PHAGOCYTOSIS 96 0.52 1.79 0.01 0.029 Tags =34%, list =12%, signal =39%

KEGG_MELANOMA 71 0.5 1.77 0.008 0.033 Tags =30%, list =12%, signal =33%

KEGG_BASAL_CELL_CARCINOMA 55 0.54 1.76 0.013 0.033 Tags =29%, list =7%, signal =31%

KEGG_FC_EPSILON_RI_SIGNALING_PATHWAY 79 0.48 1.75 0.004 0.034 Tags =30%, list =12%, signal =34%

GSEA, gene set enrichment analysis; KEGG, Kyoto Encyclopedia of Genes and Genomes; ES, enrichment score; NES, normalized enrichment score; NOM, nominal; FDR, false discovery 
rate.

Table S3 GSEA enrichment analysis for screening the enriched classical pathways in the low-risk groups

Pathway Size ES NES NOM P value FDR q value Leading edge

KEGG_SPLICEOSOME 127 −0.71 −2.15 0.002 0.006 Tags =72%, list =19%, signal =88%

KEGG_PYRIMIDINE_METABOLISM 98 −0.6 −2.02 0.002 0.015 Tags =58%, list =16%, signal =69%

KEGG_RNA_POLYMERASE 29 −0.7 −1.98 0.002 0.02 Tags =62%, list =16%, signal =74%

KEGG_BASE_EXCISION_REPAIR 35 −0.7 −1.98 0.006 0.017 Tags =57%, list =15%, signal =67%

KEGG_HOMOLOGOUS_RECOMBINATION 28 −0.72 −1.95 0.004 0.019 Tags =71%, list =20%, signal =89%

KEGG_DNA_REPLICATION 36 −0.78 −1.92 0.004 0.022 Tags =89%, list =19%, signal =110%

KEGG_AMINOACYL_TRNA_BIOSYNTHESIS 41 −0.72 −1.89 0.002 0.028 Tags =71%, list =17%, signal =85%

KEGG_CELL_CYCLE 125 −0.59 −1.89 0.014 0.026 Tags =53%, list =14%, signal =61%

KEGG_MISMATCH_REPAIR 23 −0.74 −1.83 0.01 0.039 Tags =78%, list =16%, signal =93%

KEGG_TERPENOID_BACKBONE_BIOSYNTHESIS 15 −0.75 −1.82 0.002 0.038 Tags =80%, list =20%, signal =99%

KEGG_NUCLEOTIDE_EXCISION_REPAIR 44 −0.63 −1.82 0.014 0.035 Tags =64%, list =22%, signal =82%

KEGG_RNA_DEGRADATION 59 −0.59 −1.78 0.018 0.045 Tags =47%, list =15%, signal =56%

KEGG_PROTEASOME 46 −0.67 −1.77 0.026 0.046 Tags =63%, list =20%, signal =78%

GSEA, gene set enrichment analysis; KEGG, Kyoto Encyclopedia of Genes and Genomes; ES, enrichment score; NES, normalized enrichment score; NOM, nominal; FDR, false discovery 
rate.
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