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Supplementary Fig. 1 Single-cell preprocessing. (A) Distributions of nCount_RNA, nFeature_RNA, percent.mt, and percent.ribo across
groups. (B) Pairwise relationships among sequencing depth, detected genes, mitochondrial percentage, and ribosomal percentage. (C)
Highly variable genes. (D) Principal-component variance. (E-F) PCA before and after Harmony integration, colored by sample.
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Supplementary Fig. 2 Single-cell co-expression analysis of CD8B with FCGR2A and HP. (A) Single-cell expression and co-expression patterns with FCGR2A. (B) Single-cell expression and co-expression
patterns with HP; scatter plots show the corresponding expression correlations.
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Supplementary Fig. 3 Single-cell co-expression analysis of TUBA1A with FCGR2A and HP. (A) Single-cell expression and co-expression patterns with FCGR2A. (B) Single-cell expression and co-expression
patterns with HP; scatter plots show the corresponding expression correlations.
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Supplementary Fig. 4 Single-cell co-expression analysis of MYL12B with FCGR2A and HP. (A) Single-cell expression and co-expression patterns with FCGR2A. (B) Single-cell expression and co-expression
patterns with HP; scatter plots show the corresponding expression correlations.
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Supplementary Fig. 5 Single-cell co-expression analysis of GZMM with FCGR2A and HP. (A) Single-cell expression and co-expression patterns with FCGR2A. (B) Single-cell expression and co-expression
patterns with HP; scatter plots show the corresponding expression correlations.
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