Supplementary Information
ESM 1 - Supplementary Figures S1-S10
Fig S1. Principal-component analysis of the 1,000 most variable genes in GSE190826. Large outlined points identify samples selected for quality-control review
Fig S2. Review of gastric epithelial marker genes in GSE190826. Labels identify the pCR samples removed in the strict102 sensitivity analysis
Fig S3. External validation of the eight prespecified Hallmark pathways in GSE150082. Positive NES indicates enrichment in Good responders
Fig S4. Prespecified-pathway NES values in the two GSE45404 platform-specific matrices. Positive NES indicates enrichment in responders
Fig S5. Direction and significance of the eight pathways in the two primary external validation cohorts, with discovery defining the expected direction
Fig S6. Allograft rejection leading-edge overlap patterns across discovery, primary validations, and supplementary GPL4133
Fig S7. Cliff’s delta for immune and stromal score differences by response. Positive values indicate higher scores in favorable responders
Fig S8. Overlap-free Allograft rejection correlations with all ten MCP-counter populations. Asterisks denote within-dataset FDR < 0.05
Fig S9. Direct gene overlap between Hallmark Allograft rejection and the fixed MCP-counter marker sets
Fig S10. Overlap-free sample-level Allograft rejection scores by response. Scores were standardized within each cohort for visualization
ESM 2 - Supplementary Tables S1-S5
Table S1 Internal robustness of Hallmark pathway enrichment across the overlapping all105, primary104, and strict102 discovery-cohort analyses
Table S2 Allograft rejection leading-edge genes present in at least two of the three primary cohorts
Table S3 Summary of Allograft rejection leading-edge gene overlap across the discovery cohort, the two primary external validations, and supplementary GPL4133
Table S4 Gene-set composition before and after removing all fixed MCP-counter marker genes from the Hallmark Allograft rejection set
Table S5 Response-group comparisons for original and overlap-free sample-level Allograft rejection scores in each cohort
ESM 3 - Reproducible R code
Curated R scripts, execution order, data-acquisition instructions, software-dependency notes, and a static code-audit report for the complete analysis workflow.

