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Fig S1.
A Quality control of single-cell RNA sequencing data from three primary GC samples.
B The origin cohorts of cells in three samples. 
C, D Cells from three samples were integrated via harmony algorithm.
E Violin plot for the marker genes in cell type annotation.
[image: figureS2_画板 1]

Fig S2.
A Sample clustering to detect outliers beyond the CutHeight.
B Plot for Scaleindependence and Meanconnectivity to select the SoftThreshold.
C Cluster Dendrogram.
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Fig S3.
A Rank and cophenetic correlation coefficients after NMF rank survey.
B The correlations of NMF cluster and clinical characteristics.
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Fig S4.
A, B Box plot to demonstrate the IC50 of TKIs and small-molecule inhibitors.
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Fig S5.
A, B TIDE and ESTIMATE algorithms for immunotherapy response and tumor purity prediction in C1 and C2.




[image: figureS5_画板 1]

Fig S6.
GO and KEGG functional enrichment analysis for upregulated and downregulated genes.
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Fig S7.
ROC curve showed the AUC for the signature to predict C1 subtype.
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Fig S8.
A, B, C Kaplan-Meier survival curves and Risk Score distributions in GSE15459, GSE62254 and GSE84437 cohorts.
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Fig S9.
A, B, C Gating strategies for GC TILs of ex and in vivo assays in flow cytometry analysis.
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