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Supplemental Figure 1. BST-2 downregulation in 4T1 cells using an shRNA. (a) BST-2 RNA levels in 4T1 cells stably expressing a scramble shRNA control (shControl, shCTL) or a BST-2-targeting shRNA (shBST-2). GAPDH was used as loading control and for normalization of RT-qPCR data presented as fold change. (b) FACS analysis of levels of BST-2 on the surface of 4T1 cells expressing shControl or shBST-2. Numbers in parenthesis correspond to mean fluorescence intensity of BST-2 expression presented as percent. Error bars correspond to standard deviation. Significance was taken at P<0.01**. 

Supplemental Figure 2. BST-2 dimerization renders MCF-7 cells resistant to anoikis via downregulation of BIM. (a) Trypan blue analysis (left) and MTT analysis (right) of viability (survival) of MCF-7 cells expressing variants of BST-2 and cultured under adherent (Normal) or anoikis conditions at 37°C for 48 hours. (b) RT-qPCR analysis of BIM mRNA in MCF-7 cells expressing variants of BST-2 and cultured under adherent (Normal) or anoikis conditions at 37°C for 48 hours. (c) Western blot analysis and quantitation (relative units=RU) of BIM and cleaved Caspase-3 (cCas3) protein levels in MCF-7 cells expressing different levels and variants of BST-2 and cultured under adherent (Normal) or anoikis conditions at 37°C for 48 hours. (d) RT-qPCR analysis of BST-2 mRNA in MCF-7 cells expressing variants of BST-2 and cultured under adherent (Normal) or anoikis conditions at 37°C for 48 hours. GAPDH was used as internal control and for normalization of RT-qPCR and Western blot data. Experiments were repeated at least three times with similar results. Error bars correspond to SEM for viability assays and protein quantification and to SD for RT-qPCR data. Significance was taken at P<0.05* and P<0.01**. n.s = not significant. OE = Overexpression.

