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Fig. S1. Read counts and heterogeneity in each spot. (A) Read counts of human and mouse

transcripts in each spot. (B) Violin plot of read counts in human cancer clusters. (C) Violin plot of

read counts in mouse stromal clusters.
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G0:0034248: regulation of cellular amide metabolic process
G0:0022613: ribonucleoprotein complex biogenesis
WP3888: VEGFA-VEGFR?2 signaling pathway

hsa05016: Huntington disease

R-HSA-72163: mRNA Splicing - Major Pathway

G0:0051301: cell division

R-HSA-6798695: Neutrophil degranulation

R-HSA-1640170: Cell Cycle

R-HSA-9707564: Cytoprotection by HMOX1

G0:0033365: protein localization to organelle

G0:0006457: protein folding

G0:2001252: positive regulation of chromosome organization
GO0:0051129: negative regulation of cellular component organization
R-HSA-446203: Asparagine N-linked glycosylation
G0:0000956: nuclear-transcribed mRNA catabolic process
R WP4932: 7q11.23 copy number variation syndrome
CORUM:320: 558 ribosome, mitochondrial

GO0:0006399: tRNA metabolic process
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CORUM:5380: TRBP containing complex (DICER, RPL7A, EIF6, MOV10 and subunits of the 60S ribosomal particle)
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Fig. S2. Enrichment analysis of DEGs in the two CSC-like populations. Heatmap of the results of
the enrichment analysis of the differentially expressed genes (DEGs) in the HMGA1-high and CD44/
MY C-high clusters using Metascape.
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Fig. $3. Stromal cluster DEG analysis and enrichment analysis. (A) Heatmap of the differentially
expressed genes (DEGs) (adjusted p value < 0.05 and pct.1 - pct.2 > 0.1) in mouse stromal cells. (B)

Heatmap of the results of the enrichment analysis in the Tcell-like cluster.
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Fig. S4. Spatial analysis of mouse clusters in the primary tumor and lymph node
metastasis. (A,B) Bar plots of spot counts in the primary tumor and lymph node metastasis. (A)
human and (B) mouse. (C) Cell cycle phase proportions of the human cancer clusters. (D) Cell
cycle proportions of the mouse stromal cells in the primary tumor and lymph node metastasis. (E)
Sunburst plot of the cell cycle in mouse stromal cell clusters. (F) Cell cycle proportions of the

mouse stromal clusters.
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Fig. S5. Reanalysis of integrated scRNA-seq data. (A) UMAP plot of cancer cells with cluster
identification by Seurat. (B) Scatter plot of CD44 and HMGA1 expression in the integrated

datasets.
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Fig. S6. Integrated analysis of spatial transcriptomics including other xenografting

tumors. (A) UMAP plot of cancer cells with cluster identification by Seurat. (B) UMAP plot cancer

cells with xenografting sample identification. (C) Expression analysis of CD44, HMGA1, and

MYC in human cancer clusters including pilot samples.
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Table S1. Clustering of micro-spots

Click here to download Table S1

Table S2. Marker genes in human cancer cells

Click here to download Table S2

Table S3. Upstream enrichment analysis of cancer cell clusters

Click here to download Table S3

Table S4. GO enrichment analysis of cancer cell clusters

Click here to download Table S4

Table S5. Marker genes in mouse stromal cells

Click here to download Table S5

Table S6. Cell cycle index in clusters

Click here to download Table S6

Table S7. Cell annotation in TNBC patients

Click here to download Table S7

Table S8. DEGs between CSC-like populations in TNBC patients and overlapped genes

Click here to download Table S8
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http://www.biologists.com/DMM_Movies/DMM049538/TableS1.xlsx
http://www.biologists.com/DMM_Movies/DMM049538/TableS2.xlsx
http://www.biologists.com/DMM_Movies/DMM049538/TableS3.xlsx
http://www.biologists.com/DMM_Movies/DMM049538/TableS4.xlsx
http://www.biologists.com/DMM_Movies/DMM049538/TableS5.xlsx
http://www.biologists.com/DMM_Movies/DMM049538/TableS6.xlsx
http://www.biologists.com/DMM_Movies/DMM049538/TableS7.xlsx
http://www.biologists.com/DMM_Movies/DMM049538/TableS8.xlsx
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