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The estrogen receptor (ER) mediates most of the biological effects of estrogens at the level of gene regulation by interacting through
its site-specific DNA and with other coregulatory proteins. In recent years, new information regarding the dynamic structural
nature of ER has emerged. The physiological effects of estrogen are manifested through ER’s two isoforms, ERα and ERβ. These
two isoforms (ERα and ERβ) display distinct regions of sequence homology. The three-dimensional structures of the DNA-binding
domain (DBD) and ligand-binding domain (LBD) have been solved, whereas no three-dimensional natively folded structure for
the ER N-terminal domain (NTD) is available to date. However, insights about the structural and functional correlations regarding
the ER NTD have recently emerged. In this paper, we discuss the knowledge about the structural characteristics of the ER in general
and how the structural features of the two isoforms differ, and its subsequent role in gene regulation.

1. Introduction

The estrogen receptor (ER) is a ligand-inducible intracellular
transcription factor that mediates most of the biological
effects of estrogens at the level of gene regulation [1–3].
Estrogen biology is exceedingly complex and important in
the development and function of numerous tissues and phys-
iological phenomena [4–6]. In the nucleus, the ER up- or
downregulates the expression of target genes by interacting
through its site-specific DNA and with other coregulatory
proteins that include coactivators and corepressors [1–3].
The ligand-bound ER binds as homodimer to specific DNA
sequences termed estrogen response elements (EREs) and
regulates transcription through interaction with transcrip-
tion modulators and recruitment of the general transcription
machinery [7]. In recent years, new information regarding
the ER structures, intra- and intermolecular interactions,
posttranslational modifications, and several other factors
pertaining to the ER actions has emerged [8–10]. Like other
members of the nuclear hormone receptor (NHR) family,
the ER is composed of several functional domains that serve

specific roles [11]. Starting from NH2- to COO-terminus, the
principal domains are (1) the N-terminal domain (NTD); (2)
DNA-binding domain (DBD); (3) ligand-binding domain
(LBD). Two activation function (AF) domains, AF1 and
AF2, located within the NTD and LBD, respectively, are
responsible for regulating the transcriptional activity of ER
[12] (Figure 1(a)).

Full transcription activity of the ER is thought to be
achieved by synergism between the two AFs, and their ac-
tivities are promoter and cell specific [16]. AF1 functions as
hormone independent, whereas AF2 function requires the
presence of hormone/steroid [12, 17]. In this paper, we focus
on the two isoforms of human ER (ERα (NR3A1) and ERβ

(NR3A2)), encoded by two different genes. Both have been
cloned and characterized [18]. The physiological effects of
estrogen are manifested through both ERα and ERβ. The ERα

and ERβ receptor isoforms display distinct tissue distribu-
tions and signaling response [19–21]. ERα and ERβ have also
been shown to form hetero dimers on EREs [22]. In terms
of sequence homology, the ERβ shows a high homology to
ERα in the DBD (more than 95% amino acid identity) and
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Figure 1: (a) shows the sequence organization of the two isoforms of estrogen receptors, ERα and ERβ. Different domains are highlighted
in different colors: NTD—amino terminal domain—in red; DBD—DNA binding domain—in green; hinge region—in blue; LBD—ligand-
binding domain—in yellow; F region located towards the C-terminal end—in grey. Amino acid sequence position is given for each domain.
(b) shows estrogen receptor DBD in complex with DNA-ERE (estrogen response element). Structure 1HCQ from PDB (protein databank)
[13]. (c) shows 3-dimensional structures of ERα (left) and ERβ (right) bound to estradiol (PDB structures 1A52 [14] and 3OLS [15]).

in the LBD (∼55% amino acid identity) [19, 22]. However,
the NTD of ERβ is shorter than that of ERα with a very
poor sequence homology of only ∼15% compared to that of
ERα. The three-dimensional structures of the independently
expressed DBD and LBD have been solved and show overall
folds that represent globular proteins with natively ordered
conformations [13, 23–25]. To date, no three-dimensional
natively folded structure for the NTD is available not only
for the ER but for the entire nuclear hormone receptor
(NHR) superfamily. Even though the full length structure of
the peroxisome proliferator-activated receptor-γ (PPAR-γ)
has been solved, it failed to show any signature of structure
formation in its NTD [26]. Warnmark et al. have previously
provided insights about the structural and functional corre-
lations regarding the ER NTD [27]. In this paper, we discuss
the knowledge about the structural characteristics of the ER
and its role in gene regulation.

2. The Hinge Region

The “D” domain which follows DBD is known as a hinge
region (Figure 1(a)). It contains nuclear localization signal
which gets unmasked upon ligand binding and serves as a
flexible region connecting DBD and LBD. Hinge regions of
ERα and ERβ share only 36% homology [19].

3. The “F” Region

The LBD is followed by the C terminal “F” domain, which
contains 42 amino acids. Its action was first characterized

by Montano et al. by single-point mutations in the domain
as well as by whole domain deletion [29]. The “F” domain
was found to modulate gene transcription in a ligand-specific
manner. The ligand, promoter, and tissue-specific modula-
tion capabilities of the “F” domain were recently studied in
detail by Koide et al. [30]. It is also known to impact receptor
dimerization [31].

4. The Ligand-Binding Domain

Like other NHRs, the “E” domain of ER contains LBD
(Figure 1(a)). It consists of 12 helices, contains hormone
binding pocket, and is responsible for the most part of func-
tions activated by ligand binding, such as coregulator binding
to AF2 [32] and dimerization interface. While ERα and ERβ

have both overlapping and unique functions, the overall ho-
mology between the ERα protein LBD and ERβ protein LBD
does not exceed 55% [19]. However, the two proteins (ERα

and ERβ) display distinct regions of sequence homology
[4, 19]. The amino acid residues 223–343 and 404–457 in
ERα and ERβ show a significantly higher homology than
that of the sequence encompassing 223–457 and 344–403,
respectively [33]. Interestingly, the stretch of the ER LBD
amino acid residues 465–468, with lowest homology to ERβ,
has been found to be most solvent accessible [34]. On the
other hand, the conserved regions with greater homology are
protected against degradation and are in direct contact with
the ligand [34]. Despite low sequence homology in LBDs
within the NHR superfamily, the three-dimensional struc-
tural organization of the LBD monomers is strikingly similar.
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Both isoforms of ER-LBDs have been shown to form dimers
with agonist and antagonist ligands. The dimer interface is
primarily encompassed by helices 10 and 11.

As a member of the NHR superfamily of transcription
factors, ERα contains a globular LBD structure that harbors
a hormone-binding site, a homo- or heterodimerization in-
terface, and coregulator (activator and repressor) interaction
sites [35–38]. The ERα LBD structure contains 11 α-helices
(H1–H12) [24, 39] (Figure 1(c)). The first crystal structure
of an ERα LBD bound to its natural ligand 17β-estradiol (E2)
showed that in a compact ellipsoid cavity, E2 is buried in
a highly hydrophobic environment [24]. Within this pocket
(formed by 22 residues), hydroxyl groups in estradiol at
positions 3 and 17 play a crucial role in orienting the steroid/
hormone ligand. These hydroxyl groups of the A and D rings
are hydrogen bonded to Glu353 from H3, Arg394 from H5,
and a water molecule and His524 from H11. In an agonist-
bound form, ERα is spatially organized in a three-layered
structure with helices 4, 5, 6, 8, and 9 lining up on one
side by H1 and H3, and on the other side are helices 7, 10,
and 11 [24]. Due to the central role of estrogen signaling
in diverse diseases ranging from cancer to aging, several
synthetic ligands to ERα have been developed [40–43]. The
crystal structure of the complex of ERα LBD bound to the
nonsteroidal ligand, diethylstilbestrol, also shows that the
hydrophobic interactions primarily govern the accommoda-
tion of distinct LBD structures [44].

The crystal structures of the human ERβ bound to
genistein [25], estradiol [14] (Figure 1(c)), and rat ERβ to
raloxifene [25] assert the importance of hydrogen bond
network on the opposite sides of the respective ligands [45].
The bicyclic moiety of genistein orients in a position similar
to the C- and D-ring of E2, facilitating the formation of hy-
drogen bonds of hydroxyl moieties with histidine groups of
the receptor [25]. The specificity of the ligand association
between the ERα and ERβ may stem from the distinction
in the residues lining the binding pocket [46]. Quite diverse
family of compounds (estrogens, some androgens, phytoe-
strogens, antiestrogens, and environmental estrogens) have
been shown in the past to have estrogenizing activity, and
to interact with the ER from rat uterus and human breast
tumor cells. Interactions of these structurally diverse ligands
highlight the intrinsic ERα and ERβ LBD plasticity [47–49].

5. The DNA-Binding Domain

Adjacent to the N-terminal transactivation region (A/B do-
main), a conserved C domain encompasses the DNA-binding
sequence [19]. This DNA-binding domain associates with
the response elements which can either reside proximally to
the promoter regions or enhancer regions located distant
from the transcription initiation site [50]. ER DNA bind-
ing domain usually binds to the estrogen response ele-
ment (ERE) composed of a palindromic hexanucleotide
5′AGGTCAnnnTGACCT3′ [51–53]. The DBD of both ERα

and ERβ isoforms shares the same DNA response elements.
The ERE sequences play an important regulatory role [54,
55]. Not only does it dictate the binding affinity of the ER,

but also it has been shown to modulate the recruitment of
coactivators [56, 57]. The ERα DBD : ERE structures have
been studied extensively by several biophysical techniques
[13, 23, 55, 58]. Three-dimensional structure of the ERα has
been solved using nuclear magnetic resonance as well as X-
ray crystallographic techniques both alone and in complex
with DNA (Figure 1(b)) [13, 23, 55, 58]. The DBD : ERE
interactions and ERE-facilitated dimerization are in part
mediated through the P box and D box sequences in the Zinc
finger domains. These Zn finger subdomains are comprised
of 8 cysteine residues that coordinate with the two Zn+2 ions.
While P box actively interacts with the ERE nucleotides, the
D box is present at the dimerization interface [29, 30, 54].

The specificity of ER recognition by ERE is exemplified
by interesting studies describing its association with glu-
cocorticoid response element (GRE). Three amino acids in
the first Zn finger region or ER dictate its interaction with
ERE and GRE [13]. Substitution of these three amino acids
with the corresponding amino acids from the glucocorticoid
receptor’s DBD completely changes ER DBD’s specificity
for an ERE, and it strongly binds to a GRE sequence to
initiate GRE-mediated transcriptional activity [13, 23, 54, 55,
58]. Transcriptional regulation at the ERE can be mediated
via two separate mechanisms of ER action. Liganded ER
can directly associate with specific response element se-
quences. In the other mode of action, the ER may partic-
ipate in a multiprotein, preinitiation complex and regulate
gene transcription without a direct interaction with any DNA
sequence [59–61]. Together, these mechanisms highlight
the complex role of coactivators and response elements in
eliciting specificity in transcriptional output.

6. The N-Terminal Domain

To date relatively little information has been available on
the structure of the N-terminal regions of the NHRs.
Even though the full-length structure of the peroxisome
proliferator-activated receptor-γ (PPAR-γ) has been solved
it failed to show any signature of structure formation in
its very short NTD [26]. We and others have shown that
the glucocorticoid receptor’s N-terminal transactivation AF1
region and a shorter core fragment of AF1, the AF1 core, are
unstructured in aqueous solution [62–66]. In other words,
the NTD amino acid sequences possess an intrinsically disor-
dered (ID) conformation, a feature of activation domains of
many transcription factors [27, 62, 65, 67, 68]. Similar results
have been reported for the ERα and ERβ, androgen-, and
progesterone receptor [69–71]. Thus, activation domains of
many signaling proteins including the ER’s NTD/AF1 are
known to exist in an ID state. One of the reasons for their
existence as an ID region seems to be to help them in pro-
moting molecular recognition by providing surfaces capable
of binding specific target molecules [72–75].

The computational analyses have established that under
physiological conditions, the combination of low mean hy-
drophobicity and relatively high net charge represent an
important prerequisite for the lack of well-defined compact
structure in proteins or protein regions/domains [75]. The
ID nature of the ER NTD/AF1 has been confirmed by circular
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A summary of predicted secondary structural elements in the ER NTD

ER isoform α-helix β-sheet Random coil
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Figure 2: Secondary structural elements predictions of the ER NTD using network protein sequence analysis method as described [28].
Blue, red, and purple colors indicate helix, β-sheet, and random coil, respectively. The upper panel: ERα; the middle panel: ERβ. The table at
the bottom summarizes the contents of different secondary structural elements in the NTD of both ERs.

dichroism method [27]. We performed secondary structural
analyses of the ERα and ERβ NTD using network protein
sequence analysis [28]. The analytical results show that more
than 67% of ERα NTD contains random coli conformation,
whereas in case of ERβ, the amount of random coil is found
to be more than 80% with only a small proportion as helix
and sheet in both the cases (Figure 2). It has been proposed
that the ID nature of an activation domain allows it to rapidly
“sample” its environment until appropriate concentration
and affinity of the binding partner proteins are found [65],
meaning that they may not be structured until they have
recruited and bound their proper interaction partners. Then,
either by induced-fit or selective binding of a particular con-
former, a high-affinity activation domain : binding partner
protein interaction occurs [65, 73]. In case of NHRs’ ID
NTD/AF1 domains, it has been shown that they undergo
a transition to a folded state upon interaction with either
components of the general transcription machinery or with
other comodulators [76].

Several coregulatory proteins are involved in the effect of
the ER on target gene transcription. The TATA box-binding
protein (TBP) has a central role in the basal transcription
machinery and can directly bind to the NTD of the ERα but
fails to bind to ERβ NTD and to potentiate ER-activated tran-
scription [27]. This difference in TBP binding could imply
differential recruitment of target proteins by the NTDs of
ERα and ERβ. The affinity of the ERα NTD : TBP interaction
was determined to be in the micromolar range, as assessed by
surface plasmon resonance spectroscopy [27]. Based on these
results, it has been proposed that the interaction between ERα

NTD and TBP may proceed in a two-step manner with initial
very fast, low-affinity association, followed by a slow, folding
event and tighter association [27]. The initial association

may be occurring by electrostatic interactions between the
acidic residues of highly negatively charged ERα NTD and the
positively charged TBP. However, this initial unstable protein
complex subsequently may convert into a more stable form
by the folding of the ID ERα NTD and the formation of
specific contacts between the two proteins. In this study, the
secondary structures of the independently expressed NTDs
of the ERα and ERβ were analyzed using NMR and circular
dichroism spectroscopy [27].

Secondary structural analyses concluded that both ERα

and ERβ NTDs are unstructured in solution [27]. Further,
when ERα NTD was bound to TBP, structural changes were
induced in ERα NTD [27]. These results support models of
TBP as a target-protein for the N-terminal activation domain
of ERα. Further, the dissociation of this binding suggests a
complex behavior, with a rapid dissociation for ERα NTD
molecules that did not undergo proper folding and a slower
dissociation for those molecules that did fold successfully
upon physical interaction with the TBP [27]. Such a two-step
binding mechanism is consistent with the change in protein
conformation that accompanies the ERα NTD : TBP interac-
tion. Observed differences in binding of TBP to ERα NTD
and ERβ NTD supports a model where the two receptors
may be utilizing different sets of target binding proteins [65].
This is consistent with the reports of functional differences
between ERα NTD and ERβ NTD where it has been shown
that the ERα AF1 domain can function in an autonomous
manner, whereas the AF1 function of ERβ cannot [27]. It has
also been reported that under most conditions ERβ possesses
a weaker transactivational potency compared to ERα [6],
and these differences appear to be cell and promoter specific
[6]. We have earlier shown that TBP binding induces sec-
ondary/tertiary structure formation in the ID AF1 domain of
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the glucocorticoid receptor such that AF1’s interaction with
specific coregulatory proteins and subsequent AF1-mediated
transcriptional activity is significantly enhanced [77, 78].

Based on the binding of TBP and consequent folding of
these ID activation domains, it can be hypothesized that the
interaction between NHRs’ NTD/AF1 and TBP may be a uni-
fied mechanism, through which these ID AF1/NTD acquire a
functionally active conformation under physiological condi-
tions. In this conformation, the NTD/AF1 may be able to cre-
ate favorable protein interaction surfaces for its interaction
with specific coregulatory proteins. Of course, the exclusion
of certain other binding partners cannot be ruled out. It
could thus be hypothesized that a complex and dynamic
binding pattern for the N-terminal activation domains of the
NHRs occurs to achieve transcriptional activation, where the
NTD/AF1 region must be able to obtain different confor-
mations dependent on the binding partner(s). However, a
clear picture will emerge only when the functionally folded
three-dimensional structure of the NTD/AF1 is solved. At
least for now, the differential effects observed in case of two
ER isoforms (ERα NTD and ERβ NTD) suggests that TBP
may not be a common coregulator that must bind/fold all
the NHRs’ NTD/AF1. Thus, it is quite possible that other
protein components from the basal transcription machinery
may provide such interactions. In fact, we and others have
observed that at least in case of the androgen receptor, its
ID NTD/AF1 undergoes disorder/order transition through
its interaction with RAP74, a subunit of TFIIF, an important
component of basal transcription machinery [70, 79].

7. Summary and Perspectives

Recent observations have led to the conclusion that in cells,
ER and several other NHRs behave very dynamically such
that their kinetic behavior in cells allows them to rapidly
interact with various coregulatory proteins, and with chro-
matin and DNA [80]. Further, the ER moves to various sites
in cells to function, and the local concentrations and various
other constellations of potential coregulatory proteins are
required to associate with the ER to activate or repress the
expression of target genes [80]. The LBD crystal structures
have clearly demonstrated that differing sets of coactiva-
tors/corepressors come together in response to agonist or
antagonist ligand binding, such that agonist in one cell type
can be an antagonist in another cell type. The overall picture
is one of a complex, dynamic network controlled by the ER.
It is not yet clear whether unique tissue/cell-specific coreg-
ulatory protein interactions can fully explain the tissue/cell-
specific actions of the ER and other NHRs. When the clear
picture will emerge, it is certain that other dynamic consider-
ations will prove to be the dominant underlying mechanism.
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network protein sequence analysis,” Trends in Biochemical
Sciences, vol. 25, no. 3, pp. 147–150, 2000.

[29] M. M. Montano, V. Muller, A. Trobaugh, and B. S. Katzenel-
lenbogen, “The carboxy-terminal F domain of the human
estrogen receptor: role in the transcriptional activity of the
receptor and the effectiveness of antiestrogens as estrogen
antagonists,” Molecular Endocrinology, vol. 9, no. 7, pp. 814–
825, 1995.

[30] A. Koide, C. Zhao, M. Naganuma et al., “Identification of
regions within the F domain of the human estrogen receptor
alpha that are important for modulating transactivation
and protein-protein interactions,” Molecular Endocrinology,
vol. 21, no. 4, pp. 829–842, 2007.

[31] J. Yang, D. W. Singleton, E. A. Shaughnessy, and S. A.
Khan, “The F-domain of estrogen receptor-alpha inhibits
ligand induced receptor dimerization,” Molecular and Cellular
Endocrinology, vol. 295, no. 1-2, pp. 94–100, 2008.

[32] E. H. Kong, N. Heldring, J. A. Gustafsson, E. Treuter, R.
E. Hubbard, and A. C. Pike, “Delineation of a unique
protein-protein interaction site on the surface of the estrogen
receptor,” Proceedings of the National Academy of Sciences of the
United States of America, vol. 102, no. 10, pp. 3593–3598, 2005.

[33] G. G. Kuiper, B. Carlsson, K. Grandien et al., “Comparison of
the ligand binding specificity and transcript tissue distribution
of estrogen receptors alpha and beta,” Endocrinology, vol. 138,
no. 3, pp. 863–870, 1997.

[34] D. A. Seielstad, K. E. Carlson, P. J. Kushner, G. L. Greene, and
J. A. Katzenellenbogen, “Analysis of the structural core of the
human estrogen receptor ligand binding domain by selective
proteolysis/mass spectrometric analysis,” Biochemistry, vol. 34,
no. 39, pp. 12605–12615, 1995.

[35] V. Kumar, S. Green, G. Stack, M. Berry, J. R. Jin, and
P. Chambon, “Functional domains of the human estrogen
receptor,” Cell, vol. 51, no. 6, pp. 941–951, 1987.

[36] J. A. Lees, S. E. Fawell, and M. G. Parker, “Identification of
constitutive and steroid-dependent transactivation domains
in the mouse oestrogen receptor,” Journal of Steroid Biochem-
istry, vol. 34, pp. 33–39, 1989.

[37] J. A. Lees, S. E. Fawell, and M. G. Parker, “Identification of
two transactivation domains in the mouse oestrogen receptor,”
Nucleic Acids Research, vol. 17, no. 14, pp. 5477–5488, 1989.

[38] P. S. Danielian, R. White, J. A. Lees, and M. G. Parker,
“Identification of a conserved region required for hormone
dependent transcriptional activation by steroid hormone
receptors,” The EMBO Journal, vol. 11, no. 3, pp. 1025–1033,
1992.

[39] Y. L. Wu, X. Yang, Z. Ren et al., “Structural basis for
an unexpected mode of SERM-mediated ER antagonism,”
Molecular Cell, vol. 18, no. 4, pp. 413–424, 2005.

[40] T. W. Moore, C. G. Mayne, and J. A. Katzenellenbogen,
“Minireview: not picking pockets: nuclear receptor alternate-
site modulators (NRAMs),” Molecular Endocrinology, vol. 24,
no. 4, pp. 683–695, 2010.

[41] V. C. Jordan, S. Mittal, B. Gosden, R. Koch, and M. E.
Lieberman, “Structure-activity relationships of estrogens,”
Environmental Health Perspectives, vol. 61, pp. 97–110, 1985.

[42] J. F. Robertson, “Selective oestrogen receptor modulators/new
antioestrogens: a clinical perspective,” Cancer Treatment
Reviews, vol. 30, no. 8, pp. 695–706, 2004.

[43] Y. Shang, “Molecular mechanisms of oestrogen and SERMs
in endometrial carcinogenesis,” Nature Reviews Cancer, vol. 6,
no. 5, pp. 360–368, 2006.

[44] A. K. Shiau, D. Barstad, P. M. Loria et al., “The structural
basis of estrogen receptor/coactivator recognition and the
antagonism of this interaction by tamoxifen,” Cell, vol. 95,
no. 7, pp. 927–937, 1998.

[45] L. Celik, J. D. Lund, and B. Schiøtt, “Conformational dynamics
of the estrogen receptor alpha: molecular dynamics simula-
tions of the influence of binding site structure on protein
dynamics,” Biochemistry, vol. 46, no. 7, pp. 1743–1758, 2007.

[46] G. M. Anstead, K. E. Carlson, and J. A. Katzenellenbogen, “The
estradiol pharmacophore: ligand structure-estrogen receptor
binding affinity relationships and a model for the receptor
binding site,” Steroids, vol. 62, no. 3, pp. 268–303, 1997.

[47] B. Katzenellenbogen, “Molecular mechanisms of estrogen
action: selective ligands and receptor pharmacology,” Journal
of Steroid Biochemistry and Molecular Biology, vol. 74, no. 5,
pp. 279–285, 2000.

[48] J. Sun, M. J. Meyers, B. E. Fink, R. Rajendran, J. A.
Katzenellenbogen, and B. S. Katzenellenbogen, “Novel ligands
that function as selective estrogens or antiestrogens for estro-
gen receptor-alpha or estrogen receptor-beta,” Endocrinology,
vol. 140, no. 2, pp. 800–804, 1999.

[49] R. J. Edsall Jr., H. A. Harris, E. S. Manas, and R. E. Mewshaw,
“ERbeta ligands. Part 1: the discovery of ERbeta selective
ligands which embrace the 4-hydroxy-biphenyl template,”
Bioorganic and Medicinal Chemistry, vol. 11, no. 16, pp. 3457–
3474, 2003.

[50] M. J. Tsai and B. W. O’Malley, “Molecular mechanisms
of action of steroid/thyroid receptor superfamily members,”
Annual Review of Biochemistry, vol. 63, pp. 451–486, 1994.

[51] P. J. Roche, S. A. Hoare, and M. G. Parker, “A consensus
DNA-binding site for the androgen receptor,” Molecular
Endocrinology, vol. 6, no. 12, pp. 2229–2235, 1992.

[52] L. Klein-Hitpass, S. Y. Tsai, G. L. Greene, J. H. Clark, M. J. Tsai,
and B. W. O’Malley, “Specific binding of estrogen receptor
to the estrogen response element,” Molecular and Cellular
Biology, vol. 9, no. 1, pp. 43–49, 1989.



Journal of Amino Acids 7

[53] J. R. Wood, V. S. Likhite, M. A. Loven, and A. M. Nardulli,
“Allosteric modulation of estrogen receptor conformation by
different estrogen response elements,” Molecular Endocrinol-
ogy, vol. 15, no. 7, pp. 1114–1126, 2001.

[54] B. F. Luisi, W. X. Xu, Z. Otwinowski, L. P. Freedman, K. R.
Yamamoto, and P. B. Sigler, “Crystallographic analysis of the
interaction of the glucocorticoid receptor with DNA,” Nature,
vol. 352, no. 6335, pp. 497–505, 1991.

[55] J. W. Schwabe, L. Chapman, J. T. Finch, D. Rhodes, and D.
Neuhaus, “DNA recognition by the oestrogen receptor: from
solution to the crystal,” Structure, vol. 1, no. 3, pp. 187–204,
1993.

[56] C. K. Glass and M. G. Rosenfeld, “The coregulator exchange
in transcriptional functions of nuclear receptors,” Genes and
Development, vol. 14, no. 2, pp. 121–141, 2000.

[57] M. Brown and P. A. Sharp, “Human estrogen receptor
forms multiple protein-DNA complexes,” Journal of Biological
Chemistry, vol. 265, no. 19, pp. 11238–11243, 1990.

[58] J. W. Schwabe, L. Chapman, and D. Rhodes, “The oestrogen
receptor recognizes an imperfectly palindromic response
element through an alternative side-chain conformation,”
Structure, vol. 3, no. 2, pp. 201–213, 1995.

[59] S. R. Johnston, B. Lu, G. K. Scott et al., “Increased activator
protein-1 DNA binding and c-Jun NH2-terminal kinase
activity in human breast tumors with acquired tamoxifen
resistance,” Clinical Cancer Research, vol. 5, no. 2, pp. 251–256,
1999.

[60] P. Webb, P. Nguyen, C. Valentine et al., “The estrogen receptor
enhances AP-1 activity by two distinct mechanisms with
different requirements for receptor transactivation functions,”
Molecular Endocrinology, vol. 13, no. 10, pp. 1672–1685, 1999.

[61] K. Paech, P. Webb, G. G. Kuiper et al., “Differential ligand
activation of estrogen receptors ERalpha and ERbeta at AP1
sites,” Science, vol. 277, no. 5331, pp. 1508–1510, 1997.

[62] K. Dahlman-Wright, H. Baumann, I. J. Mcewan et al., “Struc-
tural characterization of a minimal functional transactivation
domain from the human glucocorticoid receptor,” Proceedings
of the National Academy of Sciences of the United States of
America, vol. 92, no. 5, pp. 1699–1703, 1995.

[63] R. Kumar, I. V. Baskakov, G. Srinivasan, D. W. Bolen, J. C. Lee,
and E. B. Thompson, “Interdomain signaling in a two-domain
fragment of the human glucocorticoid receptor,” Journal of
Biological Chemistry, vol. 274, no. 35, pp. 24737–24741, 1999.

[64] R. Kumar, J. C. Lee, D. W. Bolen, and E. B. Thompson, “The
conformation of the glucocorticoid receptor af1/tau1 domain
induced by osmolyte binds co-regulatory proteins,” Journal of
Biological Chemistry, vol. 276, no. 21, pp. 18146–18152, 2001.

[65] R. Kumar and E. B. Thompson, “Transactivation functions
of the N-terminal domains of nuclear hormone receptors:
protein folding and coactivator interactions,” Molecular Endo-
crinology, vol. 17, no. 1, pp. 1–10, 2003.

[66] R. Kumar, J. M. Serrette, S. H. Khan, A. L. Miller, and E.
B. Thompson, “Effects of different osmolytes on the induced
folding of the N-terminal activation domain (AF1) of the glu-
cocorticoid receptor,” Archives of Biochemistry and Biophysics,
vol. 465, no. 2, pp. 452–460, 2007.

[67] I. J. McEwan, K. Dahlman-Wright, J. Ford, and A. P. Wright,
“Functional interaction of the c-Myc transactivation domain
with the TATA binding protein: evidence for an induced
fit model of transactivation domain folding,” Biochemistry,
vol. 35, no. 29, pp. 9584–9593, 1996.

[68] F. Shen, S. J. Triezenberg, P. Hensley, D. Porter, and J.
R. Knutson, “Transcriptional activation domain of the her-
pesvirus protein VP16 becomes conformationally constrained

upon interaction with basal transcription factors,” Journal of
Biological Chemistry, vol. 271, no. 9, pp. 4827–4837, 1996.
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