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S1:  Affinity Purification Datasets 

Worksheet 1, “Halo-RelA (6 replicates)” outlines the identification of the 50 Halo-RelA 
associated proteins described in Figure 1B and 4A. 

Worksheet 2 and 3, “FLAG-control Halo-RelA” and “FLAG-RelA 3 replicates”, outlines 
the analysis used for Figure 3C. 

Worksheet 4, “FLAG-RelA (6 replicates)” outlines the identification of FLAG-RelA 
associated proteins described in figure 4A. 

The peptide to spectrum match information for all analyses in Table S1 are in 
PSM_Info_SuppTable1.zip. 

S2: Description of Halo-RelA associated proteins 

This table lists the EntrezGene summary and UniprotKB summary for the 50 Halo-RelA 
associated proteins described in Figure 1B 

S3: Halo-RelA and FLAG RelA associated proteins defined using various control 
purifications. 

 This table repeats the analysis of RelA associated proteins with different control 
purifications. Rather than using cells transfected with plasmids expressing only the 
affinity tag, we have used cells transfected with plasmids expressing an unrelated tagged 
transcription factor.   



S4:   Coupled dNSAF values and RNA Seq FPKM values 

Analysis of distribution of FPKM values described in Figure 3B 

The peptide to spectrum match information for all analyses in Table S4 are in 
PSM_Info_SuppTable4.zip. 

S5: Alternative transcription factor control affinity purifications 

This table again summarizes the data associated with Figure 3C. In addition are the 
results of 4 follow up experiments similar to the experiment of Figure 3C, but using 
alternative transcription factors as bait.   

The peptide to spectrum match information for all analyses in Table S5 are in 
PSM_Info_SuppTable5.zip. 


