Figure S1. GSVA analysis of epithelial subclusters. (A) Kyoto Encyclopedia of Genes and Genomes set-based GSVA showing
differences in pathway activity across six epithelial subclusters. (B) Pathway interaction database gene set-based GSVA revealing
signaling pathway heterogeneity among epithelial subclusters. GSVA, Gene Set Variation Analysis.
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Figure S2. Cell-cell communication patterns associated with cisplatin resistance. (A) Bubble plot illustrating the cell-cell
interaction strength between the high-cisplatin-resistant epithelial group and other cell types. (B) Bubble plot illustrating the

cell-cell interaction strength between the low-cisplatin-resistant epithelial group and other cell types.
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Figure S3. Cell-cell communication patterns associated with CCT2 expression. (A) Bubble plot showing intercellular
communication between CCT2-high epithelial cells and other cell types. (B) Bubble plot showing intercellular communication
between CCT2-low epithelial cells and other cell types. CCT, chaperonin-containing TCP-1.
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