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 S2 

VDR-coactivator binding isotherms in the presence and absence of 
1α,25(OH)2D3. ■1α,25(OH)2D3; ▲ no ligand. 
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ITC binding isotherms: 

 
 

A 
 

-1.0

-0.5

0.0

0 50 100

Time (min)

µ
c
a
l/
s
e
c

0.0 0.5 1.0 1.5 2.0 2.5 3.0 3.5

-8

-6

-4

-2

0

Molar Ratio

k
c
a
l/
m

o
le

 o
f 
in

je
c
ta

n
t
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A unlabeled SRC2-3 peptide (Kd = 174±37); B Texas Red labeled SRC2-3 peptide (Kd = 
285±18); 
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Fluorescence polarization binding isotherms: 
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A. FP Binding isotherms of SRC2-3 Texas-Red and ■VDRwt + 
1α,25(OH)2D3 (0.75±0.10 µM) or ▲VDRwt or ▼MBP (maltose-binding 
protein); B. Competition fluorescence polarization assay with SRC2-3 
Texas-Red, VDRmt (1.5 µM) and increasing amount of ■ Hr-1 wt (10.5±2.9 
µM) and Hr-1 C/S exchanged (7.4±2.7 µM).  
 


