


SUPPLEMENTARY FILES 
Supplementary Table 1: List of primers used in RT-qPCR analysis. 
Supplementary Table 2: List of the 2384 differentially expressed genes identified by the chip array assay using a ≥2-fold change as a cutoff to define overexpression or downregulation. 
Supplementary Table 3: List of the differentially expressed genes that were identified by the chip array assay and potentially regulated by C-JUN and C-FOS.
Supplementary Table 4: List of 762 differentially expressed genes identified by the chip array assay related to NRIP1 silencing. 

[bookmark: _GoBack]Supplementary figure 1: Original images from Western blot assays. Western blot analysis of C-JUN, C-FOS, C-JUN phosphorylated (c-JUNp) and C-FOS phosphorylated (c-FOSp) antibodies. Thirty micrograms of protein extracts from Healthy Donor and LUM A breast tissues were separated by SDS-PAGE and probed with the previously mentioned specific antibodies. 

Supplementary figure 2: Analysis of 45 genes regulated by C-JUN and/or C-FOS. Box plot analysis of the 45 differentially expressed genes in luminal A that could be regulated by C-JUN and/or C-FOS transcription factors using the GTCGA-BC/GTEX dataset. The bars indicate the mean mRNA levels (± standard deviation). **p<0.01, ***p<0.001, ****p<0.0001. 

Supplementary figure 3: RT-qPCR of NRIP1 target genes after NRIP1 silencing using T47D cell line. To determine the changes in the mRNA levels of CCDN1, ESR1 and PGR genes after NRIP1 silencing, RT-qPCR assays were performed. The endogenous gene GAPDH was used for data normalization. The mRNA levels of CCND1, ESR1 and PGR are decreased in T47D NRIP1 silencing cell line. The bars indicate the mean mRNA levels (± standard deviation).  
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