
 



Supplementary Figure S12.  

A, CXCL8 transcript quantification by RT-qPCR for breast organoid models, n=6 biological replicates from two 

independent experiments. B, TNFR1 transcript quantification by RT-qPCR for breast organoid models from two 

independent experiments. P value by one-tailed Mann-Whitney test. C, Heatmap of genes defining CD8 T cell 

clusters. D, Volcano plot of differential gene expression between TNF+ GZMK+ Exhausted CD8s and GZMB+ 

CD8 T cells. E, Volcano plot of differential gene expression between TNF+ IFNG+ CD8s and GZMB+ Exhausted 

CD8 T cells. F, Stacked bar plot of proportion of cells in each cluster originating from pre-treatment samples (Pre) 

vs. on-treatment (On). Proportions are normalized for number of CD8 T cells per patient. G, Spearman correlation 

analysis between the change in % of TNF+ IFNG+ CD8 T cells and the change in TNF+GZMK+ CD8 T cells.   

 


