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Supplemental Figure S2 

Supplemental Figure S2 
A. Relative expression level (y-axis) of splicing factors measured by RT-qPCR in 4 normal fibroblast cells (F), 
4 normal epithelial cells (E), 4 cancer claudin-low mesenchymal-like cells (C), or 4 cancer Luminal epithelial-
like cells (L). 
B. Western Blot analysis of splicing factor expression in MDA-MB-231 (mesenchymal-like cells) and MCF-7 
(epithelial-like cells) breast cancer cells. 
C. Western Blot analysis of splicing factor expression in MCF-7 breast cancer cells (epithelial-like cells) 
transfected with siRNAs targeting ESRP1 and ESRP2 (siESRP1&2) or RBM47 (siRBM47) and in MDA-MB-231 
breast cancer cells (mesenchymal-like cells) transfected with siRNAs targeting MBNL1 and MBNL2 
(siMBNL1&2) or RBFOX2 (siRBFOX2). 
D. Comparison of the differential inclusion rate (deltaPSI, %) measured by RT-PCR after depletion of ESRP1 
and ESPR2 (siESRP1&2), or RBM47 (siRBM47) in MCF-7 epithelial-like cells (y-axis, left panels) or after 
depletion of MBNL1 and MBNL2 (siMBNL1&2), or RBFOX2 (siRBFOX2) in MDA-MB-231 mesenchymal-like 
cells (y-axis, right panels) and when comparing mesenchymal-like to epithelial-like cells (C vs L, x-axis).  
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