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Supplementary Figure S1. 
 
High-content assay validation. 

 
(A) Maps of 3 different 96-well 
plates for assay validation, 
including: 8 positive (1 µM 
RU486) and 8 negative (0.5% 
DMSO) controls per plate. All 
control wells were treated with 
100 nM progesterone. Plate 
maps were generated using the 
Operetta® imager and 
Harmony® software, and the 
scale bar next to the maps 
depicts the quantitative GFP 
intensity per well.  
 
(B) Statistical parameters of 
assay validation including: signal 
to noise (S/N), signal to 
background (S/B), and % 
coefficient of variation (%CV). 
 


