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Additional File 8: Ki67 and Geminin changes in BC-PDEs in response to FET  

 

A, whole slide Ki67, cytokeratin and Geminin mIF-stained sections of BC-PDEs derived from 

37 patients were digitised using the Vectra Polaris. Captured images were used to generate 

pseu-do-DAB images images of cytokeratin, Ki67 and Geminin using PhenoChart. Scale bar 

represents 20 μm. Images were then analysed in InForm to identify Geminin+ve and Ki67+ve 

cells. B, Correla-tion between the number of Ki67 positive cells and Geminin positive cells in 

BC-PDEs. Each dot represents a single explant, derived from either control or FET-treated 

samples. 560 BC-PDEs were used for this analysis C, Correlation between fold change Ki67 

and fold change geminin with respect to control, in FET treated BC-PDEs, each dot represents 

the median values for all PDEs derived from a given patient. Correlations are Pearson’s rank 

test where p < 0.05 is considered significant. 
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