Supplementary Figures
Supplementary Figure 1
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Figure S1 Violin plots show the post-filtering quality parameters for each sample in datasets GSE176078. a The gene numbers detected in each cell in distinct samples. b The unique molecular identifiers (UMIs) of each cell in distinct samples. c Proportion of mitochondrial gene expression per cell in different samples.


Supplementary Figure 2
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Figure S2 Removing the batch effects among samples by harmony. a The batch effects among samples were visualized by UMAP in GSE176078 before the integration; b The batch effects among samples were visualized by UMAP in GSE176078 after the integration.
Supplementary Figure S3
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Figure S3 Markers for cell annotation. The heatmap showing the expression of markers which were used for cell annotations.
Supplementary Figure 4
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Figure S4 The prognostic analysis based on MMP1 expression in ER-positive breast cancer. The Kaplan-Meier curves exhibiting the survival outcome based on MMP1 expression in ER-positive breast cancer in TCGA cohort.
Supplementary Figure 5
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Figure S5 The correlations between immune phenotypes and the abundance of COL1A2(+) MMP1(+/-) CAFs. a-c The scatter plots showing the correlation the abundance of COL1A2(+) MMP1(+/-) CAFs and enrichment score of inflamed (a), excluded (b), and desert (c).
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