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 Background: Adolescent idiopathic scoliosis (AIS) is the most common spinal deformity, but its etiology is unclear. Multiple 
genetic mutations have been reported to be associated with AIS.

 Material/Methods: We enrolled a cohort of 113 surgically treated AIS patients with available parental subjects from the Peking 
Union Medical College Hospital. We performed whole-exome sequencing in 10 trio families and whole-genome 
sequencing in 103 singleton patients. Luciferase assay was used to detect the functional alterations of candi-
date ESR1 and ESR2 variants.

 Results: Using a de novo strategy, a missense variant in ESR1 (c.868A>G) was selected as a candidate gene for AIS. 
The main Cobb angle of this patient was 41° (T6–T10). Another potential pathogenic variant in ESR2 (c.236T>C) 
was identified. The main curve of the patient was 45° at T10–L3. The transactivation capacities of the mutat-
ed ESR1 and ESR2 protein were both significantly decreased (p=0.026 and 0.014, respectively).

 Conclusions: Potential pathogenic variants in ESR1 and ESR2 were identified in 113 AIS patients, suggesting that genetic 
mutations in ESR1/2 were associated with the risk of AIS.

 MeSH Keywords:	 Estrogen	Receptor	alpha	•	Estrogen	Receptor	beta	•	Mutation,	Missense	•	Scoliosis

 Full-text PDF: https://www.medscimonit.com/abstract/index/idArt/921611

Authors’ Contribution: 
Study Design A

 Data Collection B
 Statistical Analysis C
Data Interpretation D

 Manuscript Preparation E
 Literature Search F
Funds Collection G

1 Department of Orthopedic Surgery, Peking Union Medical College Hospital, 
Peking Union Medical College and Chinese Academy of Medical Sciences, Beijing, 
P.R. China

2 Graduate School of Peking Union Medical College, Beijing, P.R. China
3 Beijing Key Laboratory for Genetic Research of Skeletal Deformity, Beijing, 

P.R. China
4 Key Laboratory of Big Data for Spinal Deformities, Chinese Academy of Medical 

Sciences, Beijing, P.R. China
5 Department of Central Laboratory, Peking Union Medical College Hospital, 

Peking Union Medical College and Chinese Academy of Medical Sciences, Beijing, 
P.R. China

e-ISSN 1643-3750
© Med Sci Monit, 2020; 26: e921611

DOI: 10.12659/MSM.921611

e921611-1
Indexed in: [Current Contents/Clinical Medicine] [SCI Expanded] [ISI Alerting System]  
[ISI Journals Master List] [Index Medicus/MEDLINE] [EMBASE/Excerpta Medica]  
[Chemical Abstracts/CAS]

CLINICAL RESEARCH

This work is licensed under Creative Common Attribution-
NonCommercial-NoDerivatives 4.0 International (CC BY-NC-ND 4.0)



Background

Scoliosis is a three-dimensional deformity with a curvature 
of the spine that is 10 degrees or greater on a coronal radio-
graphic image using Cobb angle measurement [1]. Adolescent 
idiopathic scoliosis (AIS) is the most common type of scoliosis, 
affecting adolescents from 10 to 18 years of age [2]. The global 
incidence of AIS is approximately 1% to 3% [3,4]. AIS is much 
more common in females, and the reported female-to-male 
ratio is 4: 1 [1]. This ratio surges to 8: 1 for a subset of the af-
fected IS population whose Cobb angle is more than 30° [5]. 
Scoliosis has a negative impact on a patient’s appearance, 
induces low back pain, neurological symptoms, impaired car-
diopulmonary function and low quality of life [6].

Although the mechanism underling the pathogenesis of AIS is 
still unclear the active role played by genetic factors has been 
widely reported. Previous studies have identified several sus-
ceptible genes, such as PAX1 [7,8], GPR126 [3,9], LBX1 [10], 
BCN2 [11] and CALM1 [12]. Because the prevalence of AIS is 
much higher in females, an estrogen receptor (ESR)-related eti-
ology of AIS has been reported in the past [13,14]. Although 
several studies have found that ESR1 polymorphisms are cor-
related with the development of scoliosis [15,16], few rare 
deleterious variants has been linked to AIS. Rapidly advanc-
ing whole-exome sequencing (WES) and whole-genome se-
quencing (WGS) have made investigations of potential dis-
ease-causing variants much more efficient.

In the present study, we conducted WES in 10 trios and WGS 
in 103 sporadic AIS patients. Genetic mutations of ESR1 and 
ESR2 were detected in 2 AIS patients, and a functional analy-
sis of the potential candidates was also conducted.

Material and Methods

Human	subjects

A total of 10 trio families (each family is composed of the 
proband patient and both of his/her healthy parents) and 
103 singletons (proband only), admitted to Peking Union 
Medical College Hospital (PUMCH), as a part of the Deciphering 
Disorders Involving Scoliosis and Comorbidities (DISCO) study 
(http://www.discostudy.org/), were included in this study. These 
patients underwent standard physical examination and image 
evaluations. Written informed consent was obtained from each 
individual. The Ethics Committee of PUMCH approved the study.

Blood sample collection

Genomic DNA was extracted from peripheral blood leukocytes 
of each subject by a blood DNA extraction kit (QIAamp DNA 

Blood Mini Kit; Qiagen, Germany), and procedures strictly fol-
lowed the manufacturer’s protocols. Purified DNA was quali-
fied by Nanodrop2000 (Thermo Fisher Scientific, Waltham, MA, 
USA) and quantified by Qubit 3.0 using the dsDNA HS Assay 
Kit (Life Technologies, Carlsbad, CA, USA). DNA samples were 
stored at 4°C while not in use.

Whole-Exome Sequencing (WES)

WES was performed for 10 trio families. Illumina paired-end 
libraries were prepared from DNA samples and subjected to 
exome capture using a SureSelect Human design (All Exon 
V6+UTR r2 core, 91 Mb, Agilent), followed by sequencing on 
an Illumina HiSeq 4000 platform (Illumina, San Diego, CA, USA) 
with 150-bp pair-end reads mode.

Whole-Genome Sequencing (WGS)

WGS was conducted for the peripheral blood DNA samples of 
103 singletons. Sequencing libraries were prepared using the 
KAPA Hyper Prep kit (KAPA Biosystems, Kusatsu, Japan) ac-
cording to the manufacturer’s protocols. Illumina HiSeq X-Ten 
sequencer (Illumina, San Diego, CA, USA) was used for multi-
plex sequencing. The primary sequencing data were analyzed 
using a standard analysis workflow.

Variant filtering and annotation

The variant-calling and annotation were performed according 
to the in-house-developed Pipeline (PUMP) [17]. Rare variants 
(MAF<0.001) were selected for analysis based on the following 
public databases: the 1000 Genomes Project (The 1000 Genomes 
Project Consortium 2015), the Exome Sequencing Project 
(http://evs.gs.washington.edu/EVS/), the Exome Aggregation 
Consortium (ExAC) (http://exac.broadinstitute.org/) and in-
house databases from phenotypically well-characterized sub-
jects. Computational prediction tools GERP++ [18], CADD [19], 
PolyPhen-2 [20], SIFT [21] and ClinVar [22] were used to fore-
cast the pathogenicity of these variants. We also annotated the 
detected variants using a customized database based on the 
Human Gene Variant Database (HGMD) and Online Mendelian 
Inheritance in Man (OMIM) (available at: https://omim.org/).

Sanger validations

We confirmed the candidate variants by Sanger sequencing 
from genomic DNA obtained from probands and parents from 
trios. We used an Axygen AP-GX-50 kit to purify the amplicons. 
Then, we sequenced them by Sanger sequencing (ABI3730XL 
instrument, Thermo Fisher Scientific, Waltham, MA, USA).
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Serum estradiol examination

Blood samples of patients were collected at 2 different time-
points during the menstrual cycle [23]: 1) One in the early fol-
licular phase 2–5 days after the onset of the menstrual cycle, 
and 2) Another in the preovulatory phase 11–16 days before 
the onset of the next menstrual cycle. All blood samples were 
obtained by venipuncture between 8 and 10 a.m. after an over-
night fast. These samples were centrifuged within 30 min after 
venipuncture. The serum obtained was frozen at –80°C until 
further analysis. Serum estradiol level was measured by elec-
trochemiluminescence immunoassay method (ECLIA) on an 
autoanalyzer (Elecsys 2010, Roche, Germany).

Plasmid construction

We used the pEGFP-C1-based vector for human ESR1 and ESR2 
plasmids (wild-type and mutant). We used ERE-TK-Luc (3 copies 

of Estrogen Response Element up-stream luciferase report-
er and minimal TK promoter) [24] as luciferase reporter plas-
mids. We constructed these reporter plasmids on pGL3-Basic 
Vector. We verified all of these plasmids by DNA sequencing.

Plasmid transfections and Luciferase dual assays

The HEK 293T cell line (purchased from the Cell Bank of the 
Chinese Academy of Sciences, Shanghai, China) was main-
tained in DMEM medium containing 10% fetal bovine serum 
(Gibco BRL, Grand Island, NY, USA), streptomycin (50 μg/ml), 
and penicillin (50 U/ml) in 24-well plates. We co-transfected 
500 ng of ESR plasmids and 500 ng of reporter plasmids in 
each well. Then, we harvested the cells and used Promega’s 
luciferase assay system for luciferase assays 48 h post-trans-
fection, as described before [25].

Patient ID Chr Gene
cDNA 

change
AA 

change
Mutation 

type
REF ALT ExAC_pLI SITF Polyphen2 CADD ExAC 1000G gnomAD

AIS1188 6 ESR1 c.868A>G p.Asn290Asp Missense A G 0.99 T P 13.47 0 0 0

AIS80 14 ESR2 c.236T>C p.Leu79Ser Missense T C 0 D P 10.51 0 0 0.0001

Table 1. Summary of ESR1 and ESR2 variants identified by WGS.

Chr – chromosomal localization; cDNA change – nucleotide change; AA change – amino acid change; REF – the reference allele; 
ALT – the alternative allele; ExAC_pLI – the probability of being loss-of-function intolerant (pLI) score from Exome Aggregation 
Consortium (ExAC); SIFT – sorting intolerant from tolerant; PolyPhen-2 – polymorphism phenotyping v2; CADD – Combined Annotation 
Dependent Depletion; T – tolerated; D – deleterious; damaging, P – possibly damaging; Public data base (ExAC_HomoAlt, 1000G_ALL 
and gnomAD_genome_ALL).
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Figure 1.  The schematic view of ESR1 and ESR2 missense variants. (A, B) Diagram of ESR1/2 domains with the locations of the identified 
missense variants. AF-1 – activation function-1; DBD – DNA-binding domain; NLS – nuclear localization signal; LBD – ligand-
binding domain; AF-2 – activation function-2. (C) Space distribution of missense variant in the NLS domain in ESR1 protein. 
The model of ESR1 protein (182–545 amino acids) was built by Swiss-Model (https://www.swissmodel.expasy.org/). The de 
novo missense variant (c.868A>G, p.Asn290Asp, red) was located close to the DNA-binding region.
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Statistical analysis

The data are presented as means±SD. Statistical significance 
was determined by one-way analysis of variance (ANOVA). All 
tests were performed using SPSS 22.0 software, and a P value 
of less than 0.05 was considered to be statistically significant.

Results

Identification of a de novo missense variant in ESR1

By analyzing WES data of 10 trio cases, a de novo missense 
variant (c.868A>G, p.Asn290Asp) in ESR1 was identified 

(Table 1, Figure 1). This variant, novel to both public and in-
house databases, located at the nuclear localization signal 
(NLS) domain of ESR1, which contains the hinge region and 
plays an important role in nuclear localization signal of estro-
gen receptor [26]. Notably, molecular modeling showed that 
this variant (c.868A>G, p.Asn290Asp) located in the NLS do-
main, close to the DNA-binding domain (Figure 2). Thus, these 
variants might be pathogenic by disrupting nuclear localiza-
tion-mediated downstream transactivation or by affecting 
DNA-binding affinity via other mechanisms.

This variant was identified in a 13-year-old female AIS pa-
tient (AIS1188) with 3 curves. The Cobb angle of main thorac-
ic curve of AIS1188 was 41° from T6 to T10 (Figure 2). There 
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Figure 2.  Variant information and spinal radiograph of AIS1188 (A, B) and AIS80 (C, D). (A) Depicting the de novo ESR1 missense 
mutation (hg19, chr6: 152265415, c.868A>G) in a heterozygous sample. The mutation was not found in the father or mother. 
(B) Cobb angle=13° (T1–T5), Cobb angle=41°(T6–T10), Cobb angle=32° (T12–L4). (C) Depicting the ESR2 missense mutation 
(hg19, chr14: 64749468, c.236T>C) in a heterozygous sample. (D) Cobb angle=45° (T10–L3). The red arrows indicate the 
mutation positions.
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were no positive findings from physical examination or whole-
spine MRI scanning. The patient presented mild prolapse of 
the mitral valve and mitral insufficiency identified by echocar-
diography. Both of her parents had normal spine phenotype.

Serum level of estradiol in patient AIS1188

This patient, coded as AIS1188, underwent serum estra-
diol tests during the early follicular phase and preovulatory 
phase. The menstrual cycle of AIS1188 was 28 days, with a 
menses duration of 5 days. AIS1188’s serum concentration 
of estradiol in the early follicular phase was 40.2 pg/mL (nor-
mal range: 27–122 pg/mL), and it was 156.3 pg/mL (normal 
range: 49–291 pg/mL) in the preovulatory phase. Both pa-
rameters were within the respective clinical normal ranges, 
suggesting that the ESR1 variant does not affect the estradi-
ol level (Table 2).

Identification of a rare missense variant in ESR2

One missense mutation (c.236T>C, p.Leu79Ser) in ESR2 was 
identified in an 18-year-old female among the patients who 
underwent WGS (AIS80, Table 1, Figure 1). According to public 

databases, this variant is rare and was predicted to be dele-
terious (gnomAD=0.0001, CADD=10.51). This variant is locat-
ed in the activation function (AF)-1 domain of ESR2, which 
has a ligand-independent activation function [27]. In addition, 
the AF-1 domain is a coregulatory region that binds various 
ESR coactivators and corepressors that modulate ESR-mediated 
transcriptional activity [28]. The main Cobb angle of this pa-
tient was 45° (T10–L3) (Figure 3). The patient had no intraspi-
nal anomalies identified by whole-spine MRI.

Mutant ESR1 and ESR2 proteins altered transactivation 
potential

We performed a co-transfection experiment in 293-T cells to 
determine whether the mutant can alter transactivation ac-
tivation. The transactivation capacities of the mutated ESR1 
and the ESR2 protein (p.Asn290Asp and p.Leu79Ser, respec-
tively) were significantly lower than that of the wild-type for the 
ERE-TK-Luc reporters (p=0.026, p=0.014, respectively; Figure 3). 
These results suggest that ESR1 (c.868A>G, p.Asn290Asp) and 
ESR2 (c.236T>C, p.Leu79Ser) contribute to AIS through influ-
encing downstream targeted genes.

Discussion

In this study, we conducted WES in 10 trio families and WGS 
in 103 sporadic AIS patients. Two likely pathogenic variants of 
ESR1 (c.868A>G, p.Asn290Asp) and ESR2 (c.236T>C, p.Leu79Ser) 
were identified. Furthermore, we demonstrated that the trans-
activation capacities of mutated ESR1 and ESR2 protein were 
significantly decreased, indicative of a mutant-induced impair-
ment of physiological functions of ESR1 and ESR2.

Patient ID
Serum estradiol in early 

follicular phase 
(pg/mL)

Serum estradiol in 
preovulatory phase 

(pg/mL)

AIS1188 40.2 156.3

Table 2. Serum levels of estradiol in patient AIS1188.

Serum estradiol in early follicular phase: decreased estradiol 
level during menses (normal range: 27–122 pg/mL). Serum 
estradiol in preovulatory phase: first rise of estradiol level during 
menses (normal range: 49–291 pg/mL).
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Figure 3.  In vitro functional analysis for ESR1 and ESR2 missense variants. Dual luciferase assay. (A) The activity of c.868A>G construct 
was significantly decreased compared with that of WT (p<0.05). (B) The transcriptional activity of c.236T>C construct was 
also significantly decreased compared with that of WT (p<0.05). This experiment was repeated twice (* p<0.05).
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Estrogen is an important molecule for information transmission 
in vivo. It acts as a chemical messenger that regulates its target 
cells, tissues or organs. Its physiological functions are depen-
dent upon a high degree of receptor-ligand affinity, by which 
estrogen can recognize and bind to specific protein estrogen re-
ceptors (ESR) located either on the plasma membrane or in the 
nucleus of the cell. Classical ESRs (e.g. ESR1 and ESR2) are all nu-
clear receptors. The ESR structural domain is composed of AF-1, 
a DNA-binding domain (DBD), NLS and a ligand-binding domain 
(LBD)/AF-2. AF-1 and LBD/AF-2 are both transactivation domains. 
DBD is responsible for binding specific estrogen response ele-
ments (EREs) within the promoters of target estrogen-respon-
sive genes. The NLS domain plays an important role in nuclear 
localization signaling of the estrogen receptor. Many studies re-
ported that estrogen was involved in the onset and progression 
of AIS [15,16]. Cutler et al. found that the serum concentration 
of estrogen was about 8-fold higher in females than in males by 
measuring the estrogen content in healthy pre-pubertal males 
and females [29]. This finding demonstrated that pubertal growth 
spurts of both sexes were primarily stimulated by estrogen, and 
the higher estradiol levels of girls might result in early epiphyse-
al maturation. This study led researchers to explore the relation-
ship between estrogen level and AIS, and it is now commonly 
accepted that the onset and progression of scoliosis can be af-
fected by serum estrogen content [14,30–32]. We found that the 
2 missense variants of ESR1 (c.868A>G, p.Asn290Asp) and ESR2 
(c.236T>C, p.Leu79Ser) induced loss-of-function mutations that 
resulted in ESR losing a part of its transcriptional activity, which 
might contribute to AIS phenotype.

Previous studies of the relationship between ESR and AIS 
were mostly genome-wide association studies (GWAS) [33,34]. 
Two ESR1 SNPs, located at recognition sites of endonuclease 
Xba I (A/G, rs9340799), Pvu II (C/T, rs2234693) and ESR2 AluI 
site polymorphism, have been extensively studied around the 
world [34–36]. Inoue et al. detected the Pp (PvuII) and Xx (XbaI) 
sites in 304 Japanese female AIS patients, and the mean max-
imum Cobb angle and risk of curve progression for patients 
with genotypes XX and Xx were found to be greater than in 
those with genotype xx [16]. Wu et al. analyzed both sites in 
202 AIS patients and 174 healthy controls, and found the fre-
quency of XX genotype was significantly higher in patients 
than in controls. The frequency of XX genotype in female pa-
tients with Cobb angle ³40° was higher than in those whose 
Cobb angle was less than 40°, suggesting that the XbaI site 
polymorphism of ESR1 gene is associated with risk of AIS [15]. 
However, a recent meta-analysis showed that rs9340799 did 
not appear to be a likely susceptibility variant for AIS predis-
position, but it might still be associated with curve severity, 
progression and treatment outcomes of AIS [36]. Zhao et al. 
found that distribution of the rs2234693 site of the ESR1 gene 
was significantly higher in AIS patients with Cobb angle ³40° 

than in healthy controls [35]. Whether the ESR gene polymor-
phism is associated with the occurrence/onset and develop-
ment of AIS is inconsistent across studies and is yet to be con-
firmed by large multi-center studies.

Previous studies with ESR1 and ESR2 knockout (KO) mice have 
shown phenotype abnormality in vertebrae morphology, indicat-
ing that ESR1 and ESR2-mediated transcriptional activity plays 
an important role in bone formation [37,38]. The present study 
has certain limitations that should be considered. The primary 
limitation is that we were only able to demonstrate that there 
was a decrease in the transactivation capacity of the mutat-
ed ESR1 and ESR2 proteins, and we did not demonstrate the 
exact means by which this change occurs. Further studies are 
needed to analyze the relationship between ESR defect and 
AIS. In addition, more demographically diverse populations are 
needed in replication studies to validate our results.

We identified 2 heterozygous variants of ESR1 (c.868A>G, 
p.Asn290Asp) and ESR2 (c.236T>C, p.Leu79Ser) in 113 AIS pa-
tients. We also demonstrated that transactivation capacities 
of the mutated proteins were both significantly reduced, which 
might lead to functional abnormalities of ESR1 and ESR2, thus 
ultimately disrupting their nuclear localization-mediated tran-
scription activation or lowering their DNA-binding affinities. 
In addition, our serum estradiol assessment showed that the 
serum estradiol concentration of AIS1188, which carried a mis-
sense mutation of ESR1 (c.868A>G, p.Asn290Asp), was in the 
normal range, suggesting that this missense variant of ESR did 
not affect serum estradiol levels. In summary, the 2 missense 
variants of ESR1 (c.868A>G, p.Asn290Asp) and ESR2 (c.236T>C, 
p.Leu79Ser) induced a partial loss of the transcriptional activity 
of ESR, which might contribute to an AIS phenotype.

Conclusions

We identified 2 missense variants in ESR1 and ESR2 from 113 
AIS patients and found decreased transcriptional activity, sug-
gesting that perturbations of ESR1/ESR2 might contribute to 
the etiology of AIS.

Acknowledgements

We thank all of the patients, their families, and clinical re-
search coordinators, including physicians, who participated 
in this project.

Conflicts of interests

None.

e921611-6
Indexed in: [Current Contents/Clinical Medicine] [SCI Expanded] [ISI Alerting System]  
[ISI Journals Master List] [Index Medicus/MEDLINE] [EMBASE/Excerpta Medica]  
[Chemical Abstracts/CAS]

Wang L. et al.: 
Estrogen receptors (ESRs) mutations in adolescent idiopathic scoliosis…

© Med Sci Monit, 2020; 26: e921611
CLINICAL RESEARCH

This work is licensed under Creative Common Attribution-
NonCommercial-NoDerivatives 4.0 International (CC BY-NC-ND 4.0)



References:

 1. Hresko MT: Clinical practice. Idiopathic scoliosis in adolescents. N Engl J 
Med, 2013; 368(9): 834–41

 2. Konieczny MR, Senyurt H, Krauspe R: Epidemiology of adolescent idiopath-
ic scoliosis. J Child Orthop, 2013; 7(1): 3–9

 3. Liu G, Liu S, Lin M et al: Genetic polymorphisms of Gpr126 are functional-
ly associated with PUMC classifications of adolescent idiopathic scoliosis 
in a Northern Han population. J Cell Mol Med, 2018; 22(3): 1964–71

 4. Yawn BP, Yawn RA, Hodge D et al: A population-based study of school sco-
liosis screening. JAMA, 1999; 282(15): 1427–32

 5. Leboeuf D, Letellier K, Alos N et al: Do estrogens impact adolescent idio-
pathic scoliosis? Trends Endocrinol Metab, 2009; 20(4): 147–52

 6. Li M, Wang CF, Gu SX et al: Adapted simplified Chinese (Mainland) ver-
sion of Scoliosis Research Society-22 Questionnaire. Spine (Phila Pa 1976), 
2009; 34(12): 1321–24

 7. Sharma S, Londono D, Eckalbar WL et al: A Pax1 enhancer locus is asso-
ciated with susceptibility to idiopathic scoliosis in females. Nat Commun, 
2015; 6: 6452

 8. Liu G, Liu S, Li X et al: Genetic polymorphisms of Pax1 are functionally as-
sociated with different pumc types of adolescent idiopathic scoliosis in a 
Northern Chinese Han population. Gene, 2019; 688: 215–20

 9. Kou I, Takahashi Y, Johnson TA et al: Genetic variants in Gpr126 are associ-
ated with adolescent idiopathic scoliosis. Nat Genet, 2013; 45(6): 676–79

 10. Liu S, Wu N, Zuo Y et al: Genetic polymorphism of Lbx1 is associated with 
adolescent idiopathic scoliosis in Northern Chinese Han population. Spine 
(Phila Pa 1976), 2017; 42(15): 1125–29

 11. Ogura Y, Kou I, Miura S et al: A functional Snp in Bnc2 is associated with 
adolescent idiopathic scoliosis. Am J Hum Genet, 2015; 97(2): 337–42

 12. Montanaro L, Parisini P, Greggi T et al: Evidence of a linkage between 
Matrilin-1 gene (Matn1) and idiopathic scoliosis. Scoliosis, 2006; 1: 21

 13. Esposito T, Uccello R, Caliendo R et al: Estrogen receptor polymorphism, es-
trogen content and idiopathic scoliosis in human: A possible genetic link-
age. J Steroid Biochem Mol Biol, 2009; 116(1–2): 56–60

 14. Kulis A, Zarzycki D, Jaskiewicz J: Concentration of estradiol in girls with id-
iophatic scoliosis. Ortop Traumatol Rehabil, 2006; 8(4): 455–59

 15. Wu J, Qiu Y, Zhang L et al: Association of estrogen receptor gene polymor-
phisms with susceptibility to adolescent idiopathic scoliosis. Spine (Phila 
Pa 1976), 2006; 31(10): 1131–36

 16. Inoue M, Minami S, Nakata Y et al: Association between estrogen recep-
tor gene polymorphisms and curve severity of idiopathic scoliosis. Spine 
(Phila Pa 1976), 2002; 27(21): 2357–62

 17. Wang K, Zhao S, Liu B et al: Perturbations of Bmp/Tgf-Beta and Vegf/Vegfr 
signalling pathways in non-syndromic sporadic brain arteriovenous mal-
formations (Bavm). J Med Genet, 2018; 55(10): 675–84

 18. Davydov EV, Goode DL, Sirota M et al: Identifying a high fraction of the hu-
man genome to be under selective constraint using Gerp++. PLoS Comput 
Biol, 2010; 6(12): e1001025

 19. Kircher M, Witten DM, Jain P et al: A general framework for estimating the 
relative pathogenicity of human genetic variants. Nat Genet, 2014; 46(3): 
310–15

 20. Adzhubei I, Jordan DM, Sunyaev SR: Predicting functional effect of hu-
man missense mutations using polyphen-2. Curr Protoc Hum Genet, 2013; 
Chapter 7: Unit7.20

 21. Vaser R, Adusumalli S, Leng SN et al: Sift missense predictions for genomes. 
Nat Protoc, 2016; 11(1): 1–9

 22. Landrum MJ, Lee JM, Riley GR et al: Clinvar: Public archive of relationships 
among sequence variation and human phenotype. Nucleic Acids Res, 2014; 
42(Database issue): D980–85

 23. Freedman RR, Girgis R: Effects of menstrual cycle and race on peripher-
al vascular alpha-adrenergic responsiveness. Hypertension, 2000; 35(3): 
795–99

 24. Jeselsohn R, Yelensky R, Buchwalter G et al: Emergence of constitutively 
active estrogen receptor-alpha mutations in pretreated advanced estrogen 
receptor-positive breast cancer. Clin Cancer Res, 2014; 20(7): 1757–67

 25. Thorne N, Inglese J, Auld DS: Illuminating insights into firefly luciferase and 
other bioluminescent reporters used in chemical biology. Chem Biol, 2010; 
17(6): 646–57

 26. Norris JD, Fan D, Kerner SA, McDonnell DP: Identification of a third au-
tonomous activation domain within the human estrogen receptor. Mol 
Endocrinol, 1997; 11(6): 747–54

 27. Metzger D, Ali S, Bornert JM, Chambon P: Characterization of the amino-
terminal transcriptional activation function of the human estrogen recep-
tor in animal and yeast cells. J Biol Chem, 1995; 270(16): 9535–42

 28. Herynk MH, Fuqua SA: Estrogen receptor mutations in human disease. 
Endocr Rev, 2004; 25(6): 869–98

 29. Cutler GB Jr.: The role of estrogen in bone growth and maturation during 
childhood and adolescence. J Steroid Biochem Mol Biol, 1997; 61(3–6): 
141–44

 30. Iwamuro S, Sakakibara M, Terao M et al: Teratogenic and anti-metamor-
phic effects of bisphenol a on embryonic and Larval Xenopus Laevis. Gen 
Comp Endocrinol, 2003; 133(2): 189–98

 31. Boudreau M, Courtenay SC, MacLatchy DL et al: Utility of morphological 
abnormalities during early-life development of the estuarine mummichog, 
Fundulus heteroclitus, as an indicator of estrogenic and antiestrogenic en-
docrine disruption. Environ Toxicol Chem, 2004; 23(2): 415–25

 32. Raczkowski JW: The concentrations of testosterone and estradiol in girls 
with adolescent idiopathic scoliosis. Neuro Endocrinol Lett, 2007; 28(3): 
302–4

 33. Zhang HQ, Lu SJ, Tang MX et al: Association of estrogen receptor beta gene 
polymorphisms with susceptibility to adolescent idiopathic scoliosis. Spine 
(Phila Pa 1976), 2009; 34(8): 760–64

 34. Janusz P, Kotwicki T, Andrusiewicz M, Kotwicka M: Xbai and Pvuii polymor-
phisms of estrogen receptor 1 gene in females with idiopathic scoliosis: No 
association with occurrence or clinical form. PLoS One, 2013; 8(10): e76806

 35. Zhao D, Qiu GX, Wang YP et al: Association between adolescent idiopathic 
scoliosis with double curve and polymorphisms of Calmodulin1 gene/es-
trogen receptor-alpha gene. Orthop Surg, 2009; 1(3): 222–30

 36. Chen S, Zhao L, Roffey DM et al: Association between the Esr1-351a>G sin-
gle nucleotide polymorphism (Rs9340799) and adolescent idiopathic sco-
liosis: A systematic review and meta-analysis. Eur Spine J, 2014; 23(12): 
2586–93

 37. Chagin AS, Lindberg MK, Andersson N et al: Estrogen receptor-beta inhib-
its skeletal growth and has the capacity to mediate growth plate fusion in 
female mice. J Bone Miner Res, 2004; 19(1): 72–77

 38. Korach KS: Insights from the study of animals lacking functional estrogen 
receptor. Science, 1994; 266(5190): 1524–27

e921611-7
Indexed in: [Current Contents/Clinical Medicine] [SCI Expanded] [ISI Alerting System]  
[ISI Journals Master List] [Index Medicus/MEDLINE] [EMBASE/Excerpta Medica]  
[Chemical Abstracts/CAS]

Wang L. et al.: 
Estrogen receptors (ESRs) mutations in adolescent idiopathic scoliosis…
© Med Sci Monit, 2020; 26: e921611

CLINICAL RESEARCH

This work is licensed under Creative Common Attribution-
NonCommercial-NoDerivatives 4.0 International (CC BY-NC-ND 4.0)


