Module membership vs. gene significance
cor=0.18, p=0.0049
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Module Membership in red module
Supplementary Figure 1: Scatterplot illustrating the correlation between the red module and
the PANoptosis gene module (cor=0.18, P=0.0049).
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Supplementary Figure 2: Overrepresentation Analysis (ORA) enrichment of Gene Ontology
(GO) terms.
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Supplementary Figure 3: Overrepresentation Analysis (ORA) enrichment of Kyoto

Encyclopedia of Genes and Genomes (KEGG) pathways.
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Supplementary Figure 4: Overrepresentation Analysis (ORA) enrichment of REACTOME
pathways.
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Supplementary Figure 5. Gene Set Variation Analysis (GSVA) heatmap for C2 gene sets.



—= = L 11
:
%
2
?
|

HP_URINARY_BLADDER_SPHINGTER,_DYSFUNCTION
GOBR_MAINTENANCE_OF_PROTEIN_LOCATION_IN_MITOCHONDRION

©087_CORTICOSTERONE_SECRETION
GOCC_CI5_GOLGI_NETWORK_MEMBRANE
GOMF_CALCIUM_DEPENDENT_CYSTEINE_TYRE_ENDOPEFTIDASE_ACTIVITY
HP_HYPERNATREMIA

HP_DECREASED_ CIRCULATING_RENIN_LEVEL
HP_DECREASED_CIRCULATING_ALDOSTERGNE_LEVEL
GOMF_ALDITOL_NADRPLUS_1_OXIDOREDUCTASE_ACTMITY
GOSR_POLYKETIDE METABOLIC_ PROCESS
GOSP_AMINOGLYCOSIDE_ANTIBIOTIC_ METABOUIC_PROCESS

©OBP_CELLULAR_RESPONSE_TO_ALDEHYDE

T I e | -;—.—‘

GOMF_ALDO_KETO_REDUCTASE_NADP_ACTIVITY
GOMF_ALCOHOL_DEHYDROSENASE_NADPFLUS_ACTIVITY
GOMF_GLUTATHIONE TRANSFERASE ACTIVITY

G0BP_REGULATION_GF_HYDROGEN_PEROKIDE_METABOLIC_PROCESS
0BP_HYDROGEN_PEROXIDE_METABOLIC_PROCESS.
GOBP_SECRETION_BY_TISSUE

GOBP_DIGESTION
GOBP_ORGANIC_HYDROXY_COMPOUND_CATABOLIC_PROCESS
GOBP_LONG_CHAN_FATTY_ACID_METABOLIC_PROCESS

l L I I S

GOBP_PRIMARY_ALCOHOL_METAEOLIC_PROCESS
GOBP_OLEFINIC_COMPOUND_METABCLIC_PROCESS
COBP_TERTIARY_ALCOHOL_METABOUIC_PROCESS
GOBP_GLUCOCORTICOID_METABOLIC_PROCESS

Supplementary Figure 6. Gene Set Variation Analysis (GSVA) heatmap for C5 gene sets.
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Supplementary Figure 7. Bar plot comparing the top 20 enriched C5 gene sets using GSVA.
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Supplementary Figure 8: Significant differences in the metabolic-immune spectra between
high- and low-risk groups.
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Supplementary Figure 9: Differential expression of Th1 cell-related genes between high- and

low-risk groups.
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Supplementary Figure 10: Differential expression of Th2 cell-related genes between high-
and low-risk groups.
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Supplementary Figure 11: Differential expression of genes related to the TIP (Tumor Immune
Phenotype) mechanism of cancer cell antigen release between high- and low-risk groups.
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Supplementary Figure 12: Differential expression of genes related to the TIP mechanism of
immune cell infiltration into tumors between high- and low-risk groups.

Supplementary Table2: The 8 PRGs with prognostic relevance (ATRX, TERT, PSMA1, ERBB2,
CLU, MMP12, MSLN, and COL11A1) that were used to construct a risk score model.

gene coef

ATRX 0.558587
TERT 0.210979
PSMA1 0.115473
ERBB2 -0.09513
CLU -0.09145
MMP12 | 0.07644
MSLN -0.04294
COL11A1 | 0.006516




