
 

Figure S1 - Single-cell landscape of all TNBC samples in this study.  

A Heatmap of the top 10 unique gene markers expressed in eight different cell categories. The detailed 

demographic data are shown in Table S1.  

B CNV heatmap of epithelial cells generated by inferCNV. Expression values for normal cells are plotted 

in the top heatmap, and tumor cells are plotted in the bottom heatmap. The genes are arranged from left 

to right on the entire chromosome. Chromosomal amplifications are shown as red blocks, and 

chromosomal deletions are shown as blue blocks.  

C ITH scores of the 7 primary TNBC patients.  

D UMAPs shows different subclusters of tumor cells contained in the two TNBC groups with different 

status. 

 


