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Distinct expression profiles of transcriptional coactivators for thyroid hormone
receptors during Xenopus laevis metamorphosis
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ABSTRACT

The biological effects of thyroid hormone (T,) are mediated by the thyroid hormone receptor (TR). Amphibian
metamorphosis is one of the most dramatic processes that are dependent on T,. T, regulates a series of orches-
trated developmental changes, which ultimately result in the conversion of an aquatic herbivorous tadpole to a
terrestrial carnivorous frog. T, is presumed to bind to TRs, which in turn recruit coactivators, leading to gene
activation. The best-studied coactivators belong to the p160 or SRC family. Members of this family include SRC1/
NCoA-1, SRC2/TIF2/GRIP1, and SRC3/pCIP/ACTR/AIB-1/RAC-3/TRAM-1. These SRCs interact directly with
liganded TR and function as adapter molecules to recruit other coactivators such as p300/CBP. Here, we studied
the expression patterns of these coactivators during various stages of development. Amongst the coactivators
cloned in Xenopus laevis, SRC3 was found to be dramatically upregulated during natural and T,-induced
metamorphosis, and SRC2 and p300 are expressed throughout postembryonic development with little change in their
expression levels. These results support the view that these coactivators participate in gene regulation by TR during

metamorphosis.

Key words: transcription coactivators, thyroid hormone receptor, Xenopus laevis, metamorphosis,
histone acetylation.
INTRODUCTION TR can interact with various transcriptional cofactor

Metamorphosis in amphibians is absolutely dependent
on the presence of thyroid hormone (T5) [1, 2]. Rising
levels of T, causes the remodeling of practically every
organ in the body with respect its morphology and
physiology. Some organs such as the gills and the tail
are completely resorbed, whereas others viz. the limbs
develop de novo. The transition of the larva to the adult
involves precisely controlled gene regulatory events that
occur at specific stages during development.

T, exerts these effects mainly, if not exclusively,
through its receptor, the thyroid hormone receptor (TR),
which can repress or activate genes depending on the
absence or presence of T5[3-9]. TR forms a heterod
imer with the 9-cis-retinoic acid receptor (RXR) and binds
to the thyroid hormone response elements (TREs) on
T;-responsive genes to regulate gene expression[6-12].
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complexes[9, 13-19]. In the absence of hormone, TR/
RXR interacts with corepressor complexes, which of-
ten contain histone deacetylases. When TR binds to T,,
the corepressors are released and coactivators are
recruited. Many of the coactivators, but not all, are them-
selves histone acetyltransferases. Thus, it has been sug-
gested that a change in cofactor complex recruitment
may lead to local alterations in histone acetylation levels,
resulting changes in transcription of the target genes.
The best-studied class of coactivators is the Steroid
Receptor Coactivator (SRC) or p160 family, which
comprises three members SRC1/NCoA-1, SRC2/TIF2/
GRIP1 and SRC3/pCIP/ACTR/AIB-1/RAC-3/TRAM-1
[13, 14, 20]. These proteins interact with nuclear receptors
directly through conserved LXXLL motifs in the presence
of ligand[21-25]. These coactivators possess intrinsic
histone acetyltransferase (HAT) activity. In addition, they
also interact with other HATSs, such as p300 and pCAF.
These various HATs can acetylate histones, transcrip-
tion factors, and other proteins in the transcriptional
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apparatus[26-30]. SRC proteins have two transcriptional
activation domains, AD1 and AD2. AD1 has LXXLL
motifs that interact with the coactivators p300 and CBP,
also known as cointegrators[24, 31, 32]. Mutations in
these motifs in the AD1 domain not only disrupt the
interaction between SRC proteins and p300, but also
abolish transcriptional activation by SRCs, indicating that
the main function of AD1 is to recruit p300/CBP and p/
CAF[25, 32]. The AD2 domain, present at the C terminus
of the SRCs interacts with histone methyltransferases
CARM-1 and PRMT-1[33, 34]. Thus, SRCs may facilitate
nuclear receptor function through multiple mechanisms.

Despite a wealth of information available on the inter-
actions of the coactivators with nuclear receptors in vitro,
relatively much less is known about the in vivo contri-
butions of particular coactivators in gene regulation by
different transcription factors in development. We are
interested to define the role of different coactivators
during postembryonic development. Xenopus laevis
metamorphosis offers a unique opportunity to study the
role of coactivators in gene regulation by TR in various
developmental processes because of its total dependence
on Tsand its ability to be manipulated by simply control-
ling the availability of Ts to the tadpoles. As a first step
towards understanding the involvement of coactivators
in TR-dependent gene activation, we analyzed coactivator
expression during natural and T,-induced metamorphosis.
Considering the implied role of SRC and p300 in TR
function based on in vitro and tissue culture cell studies
as summarized above, we focused our studies on the
three coactivators that have been cloned in Xenopus
laevis, i.e., SRC2, SRC3, and p300. Our results indicated
that all of them are expressed during metamorphosis
but with different patterns, supporting a role during
metamorphosis.

MATERIALS AND METHODS
Animals and treatments

Wild type tadpoles of Xenopus laevis were obtained from Nasco
(Fort Atkinson, WI.). Developmental stages were according to
Nieuwkoop and Faber[35]. Transgenic tadpoles expressing a domi-
nant negative TR (dnTR) were generated as described[36, 37]. When
indicated, stage 54 tadpoles were treated, (2 tadpoles per liter) in 1
liter of dechlorinated tap water with 5 or 10 nM Ts(Sigma). Tadpoles
were sacrificed by decapitation after anesthesia (cooling on ice) for
tissue isolation.

RNA isolation and RT-PCR

Tadpoles or dissected tissues/organs were homogenized in Trizol
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reagent (Invitrogen) and total RNA was isolated according to the
manufacturer’s protocol. The RNA in each sample was dissolved in
DEPC-treated water and quantitated by measuring the OD at 260
nm. 500 ng of RNA was used per RT-PCR reaction in a volume of 25
ml using gene specific primers and primers for an internal control,
ribosomal protein L8, rpl8[38]. PCRs were done for 25 cycles each
consisting of 94°C for 30 sec, 55°C for 30 sec, and 72°C for 30 sec.
The primers used for the internal control rpl8 are: forward 5'-
CGTGGTGCTCCTCTTGCC-3' and reverse 5'-AGACG-
ACCAGTACGACGA-3'". The sequences of primers for detecting
SRC2, SRC3 and p300 were designed according to the published
sequences[39-41] and were as follows; SRC3 forward: 5-
GGAATGAGTGGATTAGGGGAA-3’; SRC3 reverse: 5’-
CACGGAT- CCCTACACATGTCATTAGA-3’; SRC2 forward: 5°-
CGGCATGATGGCAACTCAGC- G-3’, SRC2 reverse 5’-
CGGGCATGCTGGTCTC- CAGC-3’; p300 forward 5°-
ATGCTAACC-ACACCTGTACCACGCCA-3’ and p300 reverse
5’-GCTACTGTCCTGTGTTCTT GCGTTT-3’. PCR was also
done on RNA samples without reverse transcription as a control for
genomic DNA contamination (data not shown). PCR products (5 pul)
were electrophoresed on 2% agarose gels and stained with ethidium
bromide.

RESULTS

Differential coactivator expression during natural
metamorphosis

In order to study possible involvement of the coactivators
SRC2, SRC3 and p300 in the postembryonic development
(metamorphosis) of Xenopus laevis, we first analyzed
their expression profiles in whole tadpoles from premeta-
morphic to postmetamorphic stages by RT-PCR with a
pair of primers specific for each gene. To control for
RNA quantity, quality, and RT-PCR, we included a pair
of primers specific for the ribosomal protein L8 (rpl8) in
the same RT-PCR reaction tubes, since rpl8 expression
remains constant throughout metamorphosis[38]. In the
whole tadpole, the expression of p300 and SRC2 was
found to be fairly constant throughout metamorphosis
(Fig 1A and B). On the other hand, SRC3 was upre-
gulated by stage 62, the climax of metamorphosis, and
remained at the higher levels at the end of metamorpho-
sis (Fig 1C). These results suggest that SRC3 plays a
role in metamorphosis, although the involvement of SRC2
and p300 cannot be ruled out.

Since the expression profiles seen in the whole animal
reflects the sum of all different tissues and organs in the
animals and the organ/tissue composition changes exten-
sively during metamorphosis| 1, 2], we were interested in
determining whether the changes in SRC3 expression
was due to Tsregulation in individual organs/tissues. For
this purpose, we chose the tail and intestine for analysis,
as these two organs are two of the best-characterized
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Fig 1. Distinct expression profiles of the coactivators p300, SRC2
and SRC3 in whole tadpoles during spontaneous metamorphosis.
RNAs were isolated from tadpoles at the indicated developmental
stages and used for the analysis of the expression of p300 (A), SRC2
(B), and SRC3 (C) by reverse transcriptase-polymerase chain reaction
(RT-PCR). The rpl8 gene was used as an internal control. Note that
SRC3 mRNA level increased dramatically in the whole animals at
stage 62 to 66, i.e., from the climax of metamorphosis to the end of
metamorphosis, while those of SCR2 and p300 did not change
significantly.

organs at molecular and cellular levels during metamor
phosis[1, 2]. In addition, both organs involve extensive
cell death during metamorphosis[1, 2, 42, 43]. The tail is
completely resorbed through programmed cell death or
apoptosis during metamorphosis, whereas 70% of the
intestinal cells, i.e., the larval epithelial cells, undergo
apoptosis. Furthermore, both organs share many known
Ts-induced genes[2, 44, 45]. Thus, we isolated RNAs
from the intestine and tail of tadpoles at different stages
and subjected them to RT-PCR analysis. In the intestine
(Fig 2), SRC2 and p300 were again found to have
constant mRNA levels (Fig 2A, B) while SRC3 were
up-regulated during intestinal remodeling (stage 62) and
in postmetamorphic frog intestine (stage 66) (Fig 2C).
Similarly, in the tail, SRC3 was found to be dramatically
upregulated at stage 62 (Fig 3C), which is the stage at
which the tail begins to regress. In contrast, the levels
of p300 and SRC2 remained unchanged (Fig 3A and B)
(stage 66 was not used for tail analysis as tail is completely
resorbed by stage 66). These results suggest that the
enhanced levels of SRC3 coincide with the metamor-
phic changes occurring in the tail and intestine and that
SRC3 expression is regulated by Ts during metamorphosis.

SRC3 is a T;response gene while SRC2 and p300
are not

To directly test whether T, regulates the expression of
SRC3 in individual organs, we treated premetamorphic
tadpoles at stage 54 with 5-10 nM of Ts for 3 days, close
to the peak concentration during natural metamorphosis
[46]. Such a treatment is known to induce some of the
metamorphic events, such as intestinal epithelial cell death
and limb development, but not many others such as the
tail resorption, although many T, response genes are

Stage 50 54 58 62 66

A - rp18
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B
rp18
SRC2
C
p18
SRC3

Fig 2. The expression of SRC3 but not p300 or SRC2 is upregulated
during intestinal remodeling. Intestines of tadpoles at indicated stages
were isolated and the contents were washed away. RNAs were iso-
lated from the cleaned intestinal fragments and used for RT-PCR
analysis of the expression of p300 (A), SRC2 (B), and SRC3 (C).
The rpl8 gene served as an internal control.
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Fig 3. Tail resorption is accompanied by increased expression of
SRC3 but not SRC2 or p300. RNAs were isolated from the tails of
tadpoles of indicated stages and used for RT-PCR analysis of the
expression of p300 (A), SRC2 (B), and SRC3 (C), with rpl8 as the
internal control.

461



Coactivator expression in frog development

http://www.cell-research.com

induced in the tail[1, 2]. To determine if coactivator
expression was altered by the treatment, total RNA was
isolated from the tail and intestine and subjected to RT-
PCR analysis. The results revealed that SRC3 was
upregulated in the intestine (Fig 4E) and tail (Fig 4F) by
the Tstreatment. In contrast, the expression of p300
and SRC2 remained unchanged (Figs 4A, B, C and D).
The upregulation of SRC3 required a higher level of T
in the tail (Fig 4F). This is not unexpected since the tail
requires a higher level of Tsto regress and is one of the
last changes to occur during metamorphosis[1, 2, 35].
Thus, SRC3 is upregulated by Tsat least during intestinal
remodeling and tail resorption, although our data does not
show whether it is a direct Tsresponse gene, i.e., regu-
lated at the transcriptional level by TR, or indirect Ts
response gene.

Intestine Tall
TanM) 0 5 10 0 5 10

- p300

- p18
-4 SRC2

-« 1p18
-4 SRC3

Fig 4. SRC3 is induced by Ts treatment of premetamorphic tadpoles
while SRC2 and p300 are expressed constitutively. Tadpoles at stage
54 were treated with 5 or 10 nM Ts for 3 days. RNAs were isolated
from the intestine and tail and used for RT-PCR analysis of the
expression of p300, SRC2, and SRC3 as indicated, with rpl8 as the
internal control.

Induction of SRC3 is impaired in transgenic
tadpoles harboring a dominant negative form of
TR

To further confirm the induction of SRC3 by Tj, its
expression was studied in transgenic animals expressing
a dominant negative form of TR (dnTR) that cannot
respond to Ts. This dnTR has a deletion at the carboxyl
terminus, lacking part of the Ts-binding domain[47].
Ourrecent studies showed that the dnTR inhibits T; regu-
lation of both direct Ts-response genes, viz, TRf, TH/
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bzip, stromelysin 3 (ST3), as well as indirect Ts-response
genes[36]. Thus, if SRC3 were also regulated by Ts, the
levels of its expression should not be altered by T treat-
ment of dnTR transgenic tadpoles. Thus, we subjected
both wild type and dnTR transgenic tadpoles at stage 54
to 10 nM T for 3 days. RT-PCR analysis on total RNA
isolated from the tail and intestine of T;-treated or un-
treated animals revealed that while SRC3 was induced
in the wild type tadpoles by the Tstreatment, this induc-
tion was greatly inhibited in the dnTR transgenic tad-
poles (Fig 5). These results support the conclusion that

SRC3 is regulated by the thyroid hormone.

Intestine =~ 1p18
- SRC3
WT WT+T; Tg+T,
: —-— 1p18
Tail
a < SRC3

Fig 5. Transgenic expression of a dominant negative TR (dnTR)
prevents the induction of SRC3 by Tsin tadpoles. Wild type
(WT) and transgenic tadpoles (Tg) at stage 54 were treated with
10 nM Tsfor 3 days. RNAs were isolated from the intestine and
tail are used for RT-PCR analysis of SRC3 expression with rpl8
as the internal control.

DISCUSSION

In vitro and tissue culture cell studies have provided
strong evidence for the involvement of SRC and p300
proteins in transcriptional activation by TR and other
nuclear hormone receptors. However, few studies have
addressed their involvement in the function of nuclear
hormone receptors during vertebrate development, in part
due to the lack of proper system for in vivo studies.
Amphibian metamorphosis offers an opportunity to
address the function of coactivators in TR function during
development because of its total dependence on Ts.
Here, we show that SRC2, SRC3, and p300 are all expressed
during metamorphosis. Thus, they may be recruited by TR
to direct Tsresponse genes to activate their transcription,
thereby inducing the metamorphic events. Interestingly,
SRC3 is unique as being the only one of the three
upregulated by T; in different organs/tissues during
metamorphosis. Its induction by T; treatment of wild type
tadpoles but not transgenic tadpoles expressing dnTR is
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consistent with its upregulation during natural meta-
morphosis. Since in the presence of Ts, co-activators are
recruited to the TR/RXR heterodimer at the TREs of
direct Ts-response promoters, it is quite likely that SRC3
has little involvement in the initial events of metamor-
phosis due to its low level of expression prior to meta-
morphic climax, i.e., in premetamorphic tadpoles. At
these earlier stages of metamorphosis, SRC2 or other
similar coactivators, in conjunction with p300, may function
with TR to activate direct T; response genes. On the
other hand, metamorphosis depends on continuous presence
of T3, arguing the TR/RXR continuously activate the
direct Tsresponse genes and/or additional genes during
later stages of metamorphosis. The upregulation of SRC3
is likely important for such late, Ts-dependent events.
Alternatively, SRC3 may be utilized by other transcrip-
tional factors in the cascades of gene regulatory events
induced by Ts during metamorphosis. Future studies
using various molecular and genetic approaches should
be able to address the nature of the involvement of SRC3
during this interesting postembryonic process.

ACKNOWLEDGMENTS

We thank Dr. JW Lee (Baylor College of Medicine,
Houston, Texas), Dr. JL Gomez-Skarmeta (Centro de
Biologia Molecular Severo Ochoa, Universidad Auto-noma
de Madrid, Spain) and Dr. S Hirohashi (National Cancer
Center Research Institute, Tokyo, Japan) for the Xenopus
SRC3, SRC2 and p300 clones, respectively. We thank
Dr. D Buchholz for the transgenic dnTR animals and
other members of the group for discussions.

REFERENCES

1 Dodd MHI, Dodd JM. The biology of metamorphosis. /n Lofts
B (ed.), Physiology of the amphibia. Academic Press, New York
1976:467-599.

2 Shi YB. Amphibian Metamorphosis: From morphology to mo-
lecular biology. John Wiley & Sons, Inc., New York 1999.

3 Wong J, Shi YB. Coordinated regulation of and transcriptional
activation by Xenopus thyroid hormone and retinoid X receptors.
J Biol Chem 1995; 270:18479-83.

4 Hsia V SC, Wang H, Shi YB. Involvement of Chromatin and
Histone Acetylation in the Regulation of HIV-LTR by Thyroid
Hormone Receptor. Cell Research 2001; 11:8-16.

5 Wolffe AP. Chromatin remodeling regulated by steroid and nuclear
receptors. Cell Res 1997; 7:127-42.

6 Tsai MJ, O’Malley BW. Molecular mechanisms of action of
steroid/thyroid receptor superfamily members. Ann Rev Biochem
1994; 63:451-86.

7 Lazar MA. Thyroid hormone receptors: multiple forms, multiple

possibilities. Endocr Rev 1993; 14:184-93.

8 Wong J, Shi YB, Wolffe AP. A role for nucleosome assembly in
both silencing and activation of the Xenopus TR beta A gene by
the thyroid hormone receptor. Genes Dev 1995; 9:2696-711.

9 Yen PM. Physiological and molecular basis of thyroid hormone
action. Physiol Rev 2001; 81:1097-142.

10 Evans R. The steroid and thyroid hormone receptor
Science 1988; 240:889-95.

11 Mangelsdorf DJ, Thummel C, Beato M et al. The nuclear recep-
tor superfamily: the second decade. Cell 1995; 83:835-9.

12 Perlman AJ, Stanley F, Samuels HH. Thyroid hormone nuclear
receptor. Evidence for multimeric organization in chromatin. J
Biol Chem 1982; 257:930-8.

13 McKenna NJ, Lanz RB, O’Malley BW. Nuclear receptor
coregulators: cellular and molecular biology. Endocr Rev 1999;
20:321-44.

14 Xu L, Glass CK, Rosenfeld MG. Coactivator and corepressor
complexes in nuclear receptor function. Current Opinion in Ge-
netics & Development 1999; 9:140-7.

15 Zhang J, Lazar MA. The mechanism of action of thyroid
hormones. Annu Rev Physiol 2000; 62:439-66.

16 Chen JD, Li H. Coactivation and corepression in transcriptional
regulation by steroid/nuclear hormone receptors. Critical Reviews
in Eukaryotic Gene Express. 1998; 8:169-90.

17 Rachez C, Freedman LP. Mechanisms of gene regulation by
vitamin D(3) receptor: a network of coactivator interactions.
Gene 2000; 246:9-21.

18 Ito M, Roeder RG. The TRAP/SMCC/Mediator complex and
thyroid hormone receptor function. Trends Endocrinol Metab.
2001; 12:127-34.

19 Burke LJ, Baniahmad A. Corepressors. Faseb J 2000; 14:1876-
88.

20 Glass CK, Rosenfeld MG. The coregulator exchange in transcrip-
tional functions of nuclear receptors. Genes Dev 2000; 14:121-
41.

21 Onate SA, Tsai SY, Tsai MJ, O’Malley. Sequence and character-
ization of a coactivator for the steroid hormone receptor
superfamily. Science 1995; 270:1354-7.

22 Ding XF, Anderson CM, Ma H et al. Nuclear receptor-binding
sites of coactivators glucocorticoid receptor interacting protein 1
(GRIP1) and steroid receptor coactivator 1 (SRC-1): multiple
motifs with different binding specificities. Mol Endocrinol 1998;
12:302-13.

23 Heery DM, Kalkhoven E, Hoare S, Parker MG. A signature motif
in transcriptional co-activators mediates binding to nuclear
receptors. Nature 1997; 387:733-6.

24 Voegel JJ, Heine MJ, Zechel C, Chambon P, Gronemeyer H.
TIF2, a 160 kDa transcriptional mediator for the ligand-depen-
dent activation function AF-2 of nuclear receptors. EMBO J
1996; 15:3667-75.

25 Voegel JJ, Heine MJ, Tini M, Vivat V, Chambon P, Gronemyer.
The coactivator TIF2 contains three nuclear receptor-binding
motifs and mediates transactivation through CBP binding-de-
pendent and -independent pathways. EMBO J 1998; 17:507-
19.

26 Ogryzko VV, Schiltz RL, Russanova V, Howard BH, Nakatani
Y. The transcriptional coactivators p300 and CBP are histone
acetyltransferases. Cell 1996; 87:953-9.

27 Gu W, Roeder RG. Activation of p53 sequence-specific DNA
binding by acetylation of the p53 C-terminal domain. Cell 1997;

superfamily.

463



Coactivator expression in frog development

http://www.cell-research.com

90:595-606.

28 Imhof A et al. Acetylation of general transcription factors by
histone acetyltransferases. Curr Biol 1997; 7:689-92.

29 Korzus E et al. Transcription factor-specific requirements
forcoactivators and their acetyltransferase functions. Science
1998; 279:703-7.

30 Chen H, Lin RJ, Xie W, Wilpitz D, Evans RM. Regulation of
hormone-induced histone hyperacetylation and Gene activa-
tion via acetylation of an acetylase. Cell 1999; 98:675-86.

31 Li H, Gomes PJ, Chen JD. RAC3, a steroid/nuclear receptor-
associated coactivator that is related to SRC-1 and TIF2. Proc
Natl Acad Sci USA 1997; 94:8479-84.

32 LiJ, O'Malley BW, Wong J. p300 requires its histone
acetyltransferase activity and SRC-1 interaction domain to
facilitate thyroid hormone receptor activation in chromatin.
Mol And Cell Biol 2000; 20:2031-42.

33 Chen D, Ma H, Hong H et al. Regulation of transcription by a
protein methyltransferase. Science 1999; 284:2174-7.

34 Koh SS, Chen D, Lee YH, Stallcup MR. Synergistic enhance-
ment of nuclear receptor function by p160 coactivators and
two coactivators with protein methyltransferase activities. J
Biol Chem 2001; 276:1089-98.

35 Nieuwkoop PD, Faber J. Normal table of Xenopus laevis., 1st.
ed. North Holland Publishing, Amsterdam 1956.

36 Buchholz DR, Hsia V SC, Fu L, Shi YB. A dominant negative
thyroid hormone receptor blocks amphibian metamorphosis
by retaining core pressors at target genes. Mol Cell Biol 2003;
23:6750-8.

37 Damjanovski S et al. Function of thyroid hormone receptors
during amphibian development. /n Baniahmad A (ed.), Me-
thods in Molecular Biology: Thyroid hormone receptors, vol.
202. Humana Press Inc Totowa NJ 2002:153-76.

38 Shi YB, Liang. V CT. Cloning and characterization of the ri-

464

bosomal protein L8 gene from Xenopus laevis. Biochimica et
Biophysica Acta 1994; 1217:227-8.

39 Kim HJ, Lee SK, Na SY, Choi HS, Lee JW. Molecular cloning
of xSRC-3, a novel transcription coactivator from Xenopus,
that is related to AIB1, p/CIP, and TIF2. Mol Endocrinol 1998;
12:1038-47.

40 de la Calle-Mustienes E, Gomez-Skarmeta J L. XTIF2, a Xeno-
pus homologue of the human transcription intermediary factor,
is required for a nuclear receptor pathway that also interacts
with CBP to suppress Brachyury and XMyoD. Mech Dev
2000; 91:119-29.

41 Fujii G, Tsuchiya R, Itoh Y, Tashiro K, Hirohashi S. Molecular
cloning and expression of Xenopus p300/CBP. Biochim
Biophys Acta 1998; 1443:41-54.

42 Shi YB, Fu L, Hsia SC, Tomita A, Buchholz D. Cell Res 2001;
11:245-52.

43 Yoshizato K. Biochemistry and cell biology of amphibian meta-
morphosis with a special emphasis on the mechanism of re-
moval of larval organs. Int Rev Cytol 1989; 119:97-149.

44 Shi YB, Brown DD. The earliest changes in gene expression in
tadpole intestine induced by thyroid hormone. J Biol Chem
1993;268:20312-7.

45 Wang Z, Brown DD. Thyroid hormone-induced gene expres-
sion program for amphibian tail resorption. J Biol Chem 1993;
268:16270-8.

46 Leloup J, Buscaglia M. La triiodothyronine: hormone de la in
Molecular Biology: Thyroid hormone receptors, vol. 202.
Humana Press Inc Totowa NJ 2002:153-76.

47 Schreiber AM, Das B, Huang H, Marsh-Armstrong N, Brown
DD et al. Diverse developmental programs of Xenopus laevis
metamorphosis are inhibited by a dominant negative thyroid
hormone receptor. PNAS 2001; 98:10739-44



	Distinct expression profiles of transcriptional coactivators for thyroid hormone receptors during Xenopus laevis metamorphosis
	INTRODUCTION
	MATERIALS AND METHODS
	Animals and treatments
	RNA isolation and RT-PCR

	RESULTS
	Differential coactivator expression during natural metamorphosis
	SRC3 is a T3 response gene while SRC2 and p300 are not
	Induction of SRC3 is impaired in transgenic tadpoles harboring a dominant negative form of TR

	DISCUSSION
	Acknowledgements
	References



<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /All
  /Binding /Left
  /CalGrayProfile (Dot Gain 20%)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (U.S. Web Coated \050SWOP\051 v2)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Warning
  /CompatibilityLevel 1.4
  /CompressObjects /Tags
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJDFFile false
  /CreateJobTicket false
  /DefaultRenderingIntent /Default
  /DetectBlends true
  /ColorConversionStrategy /LeaveColorUnchanged
  /DoThumbnails false
  /EmbedAllFonts true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams false
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveEPSInfo true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts true
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 300
  /ColorImageDepth -1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /ColorImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasGrayImages false
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 300
  /GrayImageDepth -1
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /GrayImageDict <<
    /QFactor 0.15
    /HSamples [1 1 1 1] /VSamples [1 1 1 1]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 30
  >>
  /AntiAliasMonoImages false
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 1200
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile ()
  /PDFXOutputCondition ()
  /PDFXRegistryName (http://www.color.org)
  /PDFXTrapped /Unknown

  /Description <<
    /ENU (Use these settings to create PDF documents with higher image resolution for improved printing quality. The PDF documents can be opened with Acrobat and Reader 5.0 and later.)
    /JPN <FEFF3053306e8a2d5b9a306f30019ad889e350cf5ea6753b50cf3092542b308000200050004400460020658766f830924f5c62103059308b3068304d306b4f7f75283057307e30593002537052376642306e753b8cea3092670059279650306b4fdd306430533068304c3067304d307e305930023053306e8a2d5b9a30674f5c62103057305f00200050004400460020658766f8306f0020004100630072006f0062006100740020304a30883073002000520065006100640065007200200035002e003000204ee5964d30678868793a3067304d307e30593002>
  >>
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [612.000 792.000]
>> setpagedevice


