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oT On-treatment
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Supplementary Fig. 1| Phenotypic composition of TNBC during neoadjuvant therapy.
Number and proportion of cell phenotypes by compartment (epithelial or TME) are depicted for
each patient at each timepoint.
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Supplementary Fig. 2 | Cell counts per biopsy grouped by proliferative fraction quantiles.
Boxplots depict comparisons between absolute number of Ki67+ cells of specific phenotypes (red)
next to number of total cells of specific phenotypes per biopsy per quantile shown in Fig. 3D. Boxes
show 25th, 50th, and 75th centiles; whiskers indicate 75th centile plus 1.5x inter-quartile range and
25th centile less 1.5x inter-quartile range; points beyond whiskers are outliers. Numbers of patients
for each group are the same as represented in Fig. 3D.
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