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Supplementary Figure 1. Comparison of cell counts before and after filtering in single-cell sequencing analysis
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Supplementary Figure 2. Distribution of Gene Counts and Total RNA Counts
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Supplementary Figure 3. Correlation between the number of genes and the total RNA count
[image: Fig. S1]
Supplementary Figure 4. (a), (b), and (c) represent the UMAP plots of low-resolution clustering results, illustrating the clustering of cell populations at different resolutions, (d), (e), and (f) represent the UMAP plots of high-resolution clustering results, illustrating the clustering of cell populations at different resolutions
[image: Supplementary Figure 3. Dendrogram of Louvain clustering, illustrating the clustering structure across various resolutions]
Supplementary Figure 5. Dendrogram of Louvain clustering, illustrating the clustering structure across various resolutions
[image: Supplementary Figure 6. DotPlot illustrating the expression of specific marker genes across various cell populations]
Supplementary Figure 6. DotPlot illustrating the expression of specific marker genes across various cell populations
[image: Supplementary Figure 7. Visualization of UMAP dimensionality reduction, illustrating the distribution of cell populations within the reduced-dimensional space]
Supplementary Figure 7. Visualization of UMAP dimensionality reduction, illustrating the distribution of cell populations within the reduced-dimensional space
[image: Supplementary Figure 8. Visualization of UMAP dimensionality reduction, illustrating the distribution and clustering outcomes of cell populations]
Supplementary Figure 8. Visualization of UMAP dimensionality reduction, illustrating the distribution and clustering outcomes of cell populations
[image: Supplementary Figure 9. Expression levels of key genes STAT1, EGFR, MYC, and JUN within the cell population]
Supplementary Figure 9. Expression levels of key genes STAT1, EGFR, MYC, and JUN within the cell population
Supplementary Table 1. Distribution of Clustering Situations
	Cluster number
	Cell Count

	0
1
2
3
4
5
	250
244
224
209
161
13


Supplementary Table 2. Subpopulations of Cells and Their Corresponding Cell Types
	[bookmark: _GoBack]Cluster number
	Cell type

	0
	T cells

	1
	Granulocytes

	2
	Monocytes
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