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SUPPLEMENTAL MATERIAL

SUPPLEMENTAL FIGURE LEGENDS

SUPPLEMENTAL FIGURE 1.  Total protein amounts for TAP procedure are shown. 

Following the preparation of cellular extracts the amounts of p65 and p50 were detected by 

Western blot and are indicated by arrows (total p65, total p50). After incubation with IgG-

agarose and several washing steps, 10% of the bound fraction of TAP fusion proteins were 

monitored by Western blot. Bound NRF-TAP fusion proteins and TAP tag are indicated by 

arrows (total TAP fusion protein). Here, a low concentration of faster migrating proteolysis’ 

products were observed which could not be avoided based on experimental conditions.

SUPPLEMENTAL FIGURE 2. Incubation with the sole strep tag or the control protein 

Strep-JKTBP1 shows only  low background signals.  Using  the vectors  pEXPR-IBA105 or 

pEXPR-JKTBP1, the strep tag or Strep-JKTBP1 were expressed in vitro. The peptide array 

from Fig. 3 was then incubated with the strep tag or Strep-JKTBP1 and subsequently with 

streptavidin to display background signals by unspecific  binding of the tag.  The obtained 

background signals are identical to the RRL control experiment (Fig. 3B).

SUPPLEMENTAL  FIGURE  3.  Incubation  with  streptavidin  shows  low  background 

signals. As controls, the peptide arrays from Fig. 4, 5 and 6 were incubated with streptavidin 

alone to display background signals. These control experiments for motif 1 (A), motif 2 (B) 

and motif 3 (C) are presented. 

SUPPLEMENTAL FIGURE 4. Densitometric analysis of the peptide array of motif 1. 

The peptide array of motif 1 was densitometrically analyzed using Phoretix Array Advanced 

v.  1.00.  Therefore,  the signal  intensity  of  each spot  was determined and referred to the 
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background  signals  of  the  membrane.  Due  to  their  intensities  all  peptide  spots  were 

classified as background, weak, strong or very strong signals. The color code is indicated at 

the bottom of the densitometric analysis. For better comparison the peptide array of motif 1 is 

shown at the top. The first spot of each lane is indicated at the left. In the table at the bottom 

of the figure, the occurrence of certain peptide motifs is summarized. The total number of 

positive signals for each motif was split up into weak and strong/very strong signals. 

    

SUPPLEMENTAL FIGURE 5.  Densitometric analysis of the peptide array of motif 3. 

The peptide array of motif 3 was densitometrically analyzed using Phoretix Array Advanced 

v.1.00. The signal intensity of each spot was measured and the intensity of the seven wild 

type peptides was set to 100% respectively. The signal intensities of peptides with an alanine 

exchange were referred to these wild type peptides. A color code is indicated at the bottom 

of the densitometric analysis. Spots with no peptides are indicated (X). For better comparison 

the peptide array of motif 3 is shown at the top. The first spot of each lane is indicated at the 

left.

SUPPLEMENTAL FIGURE 6.  Accessibility  of  NRF interacting motifs  in  p65 RHD 

structure. The surface of p65 RHD-p50 RHD protein structure bound to DNA (PDB ID: 2I9T) 

is presented using PyMol software. The three NRF binding motifs in p65 RHD are depicted 

and indicated by arrows (1, 2, 3). For better presentation the whole structure is shown from 

three different perspectives. 
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SUPPLEMENTAL FIGURES
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Reboll et al., Supplemental Fig. 5

Reboll et al., Supplemental Fig. 6
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