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Supplemental figure 1. Blue-native/SDS PAGE two-dimensional electrophoresis.

Cell lysates were prepared from the PC-3 cells overexpressed GFP-tagged-AR WT or
Pro767Ala. A GFP antibody was used for Western blot to detect AR. Molecular weights (kDa)
for Blue-native PAGE are indicated above gels.

Supplemental figure 2. R1881 dissociates the interaction of ARs.

(A) COS-1 cells transfected with PSA-430-pGL3, phRL-TK and expression plasmids for wild
type AR (AR-WT) were treated with 0.1% DMSO (0 nM) or R1881 (0.01, 0.1, 1 or 10 nM)
for 24 h. Firefly luciferase activities were normalized with renilla luciferase activities. Values
are the mean +=SD (n = 4). *P <0.05, **P <0.01 (Dunnett's test vs DMSO treated AR-WT
expressed group). (B) COS-1 cells were co-expressed with FLAG-AR WT and GFP-AR WT
and treated with 0.1% DMSO (0 nM) or R1881 (0.01, 0.1 or 1 nM) for 1 hour. Whole cell
lysate was subjected to co-immunoprecipitation assay as described in the legend of Fig. 2A.

Supplemental figure 3. Displayed residues Pro767 and Met743 are implied in AlIS-associated
mutations. Pro767 is in the dimer interacting surface along with Tyr764. The two proline
residues from each monomer are in van der Waals contacts with each other (closest atoms are
separated only by 2.4A). The residues on the left of the horizontal arrow in the middle belong
to one monomer and those on the right belong to the other monomer. DHT molecules are
shown in the solid filled representation.

Supplemental figure 4. Superposition of the Pro-Phe-Met axis.

AR (5JJM in green) was superimposed with GR (1M2Z in pink), PR (1A28 in yellow) and
MR (2AAS5 in blue). Ligands bound are 5-alpha-dihydrotestosterone, dexamethasone,
progesterone and progesterone, respectively. Numbers are residues of AR. These
corresponding residues are Pro625, Phe623 and Met601 in GR, Pro780, Phe778, Met756 in
PR and Pro831, Phe829, Met807 in MR.

Supplemental figure 5. Full-length gel images of Fig. 1.

(A) Full-length gel images of Fig. 1E. (B) Band intensities of Fig. 1E were quantified using
Imagel] analysis software. (C) Full-length gel images of Fig. 1F. (D) Band intensities of Fig.
1F were quantified using ImagelJ analysis software.

Supplemental figure 6. Full-length gel images of Fig. 2.

(A) Full-length gel images of Fig. 2A. (B) Band intensities of Fig. 2A were quantified using
Imagel] analysis software. (C) Full-length gel images of Fig. 2B. (D) Band intensities of Fig.
2B were quantified using ImageJ analysis software.



Supplemental figure 7. Full-length gel images of Fig. 3.

(A) Full-length gel images of Fig. 3A. (B) Band intensities of Fig. 3A were quantified using
Imagel] analysis software. (C) Full-length gel images of Fig. 3B. (D) Band intensities of Fig.
3B were quantified using ImagelJ analysis software.

Supplemental figure 8. Full-length gel images of Fig. 5.
(A) Full-length gel images of Fig. 5C. (B) Band intensities of Fig. 5C were quantified using
Imagel] analysis software.

Supplemental movie 1. Equally spaced configurations at every nanosecond were selected to
create the movie showing the dimer dynamics of AR dimer.

(A) with no DHT-bound form, (B) in the DHT-bound form, and (C) in the DHT-bound form
with Pro767Ala mutations.
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Supplemental Fig. 2
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Supplemental Fig. 3
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Supplemental Fig. 5
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Supplemental Fig. 6
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Supplemental Fig. 7
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Supplemental Fig. 8
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B IB: aFLAG

1.2

1.0 -

0.8 -

0.6 -

0.4 -

0.2 -

oo N/A -

- WT W742R - WT W742R

WT WT W742R WT WT W742R

IB: aFLAG
1.2
1.0 -
0.8
0.6 -
0.4 -
0.2 - I
0.0 4 N/A
- WT M743V - WT M743V
WT WT M743V WT WT M743V
IB: aFLAG
1.2
1.0 A
0.8 -
0.6 -
0.4 - I
0.2 -
0.0 - N/A a_
- WT F765L - WT F765L
WT  WT F765L WT  WT F765L

1.5

1.0 4

0.5 4

0.0

1.5

1.0 +

0.5 4

0.0

2.0

1.5 4
1.0 4
0.5 4
0.0 -

IB: aGFP
- WT W742R - WT W742R
WT WT W742R WT WT W742R
IB: aGFP
- WT M743V - WT M743V
WT WT M743V WT WT M743V
IB: aGFP
H__B I l
- WT F765L - WT F765L
WT WT F765L WT WT F765L



