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Abstract. The FOSB gene is involved in cell proliferation, 
differentiation and transformation in several tumor types. We 
investigated whether coding single-nucleotide polymorphisms 
(cSNPs) and promoter SNPs of FOSB contribute to the devel-
opment of papillary thyroid cancer (PTC). We also assessed the 
associations between FOSB SNPs and the clinicopathological 
characteristics of PTC. One coding SNP (rs2282695, Ala39Ala) 
and one promoter SNP (rs12373539, -158) in the FOSB gene 
were genotyped using direct sequencing in 94 PTC patients 
and 213 healthy controls. Genetic data were analyzed using 
SNPStats, HelixTree and SNPAnalyzer. PTC patients were 
dichotomized and compared with respect to clinicopatho-
logical characteristics of PTC. We detected an association 
between PTC and cSNP (rs2282695) in FOSB [codominant 
model 1 (C/C vs. G/C); OR=1.75; 95% CI, 1.04‑2.94; P=0.024; 
codominant model 2 (C/C  vs.  G/G): OR=2.55; 95%  CI, 
1.15‑5.64; P=0.045; dominant model: OR=1.89; 95%  CI, 
1.16‑3.08; P=0.010; Log‑additive model: OR=1.64; 95% CI, 
1.15‑2.35; P=0.007]. The G allele was a risk allele in the geno-
type and allele analyses of cSNP (rs2282695) in the FOSB 
gene (OR=1.57; 95% CI, 1.10‑2.24; P=0.012). A promoter SNP 
(rs12373539) in FOSB was associated with cervical lymph 
node metastasis of PTC [codominant model 1 (G/G vs. A/G): 
OR=0.23; 95% CI, 0.07‑0.72; P=0.016; codominant model 
2 (G/G vs. A/A): OR=0.21; 95%  CI,  0.02‑1.96; P=0.0.05; 
dominant model: OR=0.22; 95%  CI,  0.08‑0.66; P=0.004; 
overdominant model: OR=0.27; 95% CI, 0.09‑0.84; P=0.02; 
log‑additive model: OR=0.31; 95% CI, 0.12‑0.78; P=0.006]. 
The A allele was a protective allele in the genotype and allele 
analyses of SNP (rs12373539) in the FOSB gene promoter 
(OR=0.34; 95% CI, 0.14‑0.83; P=0.017). Variation in a FOSB 

cSNP (rs2282695) may be associated with risk of PTC. The 
FOSB promoter SNP (rs12373539) may be associated with 
lymph node metastasis of PTC.

Introduction

Papillary thyroid carcinoma (PTC) is the most common 
endocrine malignancy, accounting for more than 90% of all 
endocrine malignancies. The incidence of thyroid cancer has 
increased more than 2-fold in the US during the past three 
decades, mainly due to increases in papillary thyroid cancer 
(PTC), which is the predominant type of malignant thyroid 
tumor (1). Due to a steady increase in the thyroid cancer inci-
dence in Korea, thyroid cancer has become the most common 
cancer in Korean women (2).

The development of thyroid cancer is strongly determined 
by individual genetic background. A genetic predisposition 
for PTC has been suggested by case-control studies showing 
a 3- to 8-fold increase in risk in first-degree relatives, which is 
one of the highest such risks of any cancer type (3,4). Despite 
unequivocal evidence of heritability, large families displaying 
Mendelian inheritance of PTC are rare, and no predisposing 
genetic factors have been convincingly described (5,6). In this 
regard, it is expected that sporadic thyroid cancer is the result 
of multiple low- to moderate-penetrance genes interacting 
with each other and with the environment, thus modulating 
individual susceptibility. Screening and description of single-
nucleotide polymorphisms (SNPs) in certain genes that are 
involved in carcinogenesis have been the main approaches to 
characterizing inter-individual differences in genetic predis-
position for cancer development.

FBJ murine osteosarcoma viral oncogene homolog B, also 
known as FOSB (in humans) or FosB (in other species), is a 
protein that is encoded by the FOSB gene in humans (7-9). The 
Fos gene family consists of 4 members: FOS, FOSB, FOSL1 
and FOSL2. These genes encode leucine zipper proteins that 
dimerize with proteins of the JUN family, thereby forming 
the transcription factor complex AP-1. AP-1 regulates gene 
expression in response to a variety of stimuli, including 
cytokines, growth factors, stress, and bacterial and viral 
infections (10). AP-1 in turn controls a number of cellular 
processes including differentiation, proliferation, and apop-
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tosis (11). Therefore, the FOS proteins have been implicated 
as regulators of cell proliferation, differentiation, apoptosis 
and carcinogenesis.

In this study, we investigated whether SNPs in the FOSB 
gene contribute to the development of PTC. We also assessed 
the relationships between the FOSB gene and the clinico-
pathological characteristics of PTC.

Materials and methods

Subjects and controls. We recruited 94 patients with PTC 
and 213 control patients at Kyung Hee University Medical 
Center, Seoul, Republic of Korea. The diagnosis of PTC and 
the presence of cervical regional lymph node metastasis were 
confirmed by pathological examination. The specimens that 
were diagnosed as follicular variants, diffuse sclerosing and 
tall cell variants were excluded. None of the controls were 
diagnosed with cancer or thyroid disease at the time of enroll-
ment. The male‑to‑female ratio of the included patients was 
27:67 and the mean age was 53.2±12.0 years. The control group 
of 213 healthy adults (mean age, 55.4±6.0 years) included 
108 males and 105 females. This study was approved by the 
Institutional Review Board of the Medical Research Institute, 
Kyung Hee University Medical Center. Written informed 
consent was directly obtained from all subjects.

Patient subgroups. To determine the nature of the relationship 
between FOSB SNPs and the clinicopathological characteris-
tics of PTC, patients were divided into subgroups according 
to size (<1 or ≥1 cm), number (unifocality or multifocality) 
and location of cancers (one or both lobes). In addition, PTC 
patients were also subgrouped into extrathyroidal invasion (+) 
and (-) groups based on pathological findings. Finally, PTC 
patients were further subgrouped into lymph node metastasis 
(+) and (-) groups to evaluate the contribution of FOSB SNPs 
to cancer metastasis. The demographic characteristics of 
PTC patients are summarized in Table I; small differences in 
subgroup numbers were caused by loss of some clinical data.

SNP selection and genotyping. We searched the oding SNPs 
(cSNPs) of the FOSB gene. Information related to the SNPs 
was obtained from the National Center of Biotechnology 
Information (NCBI) SNP database (www.ncbi.nlm.nih.gov/
SNP, dbSNP BUILD 135). Among the SNPs of FOSB, SNPs 
with heterozygosity <0.05 or unknown and monogenotype were 
excluded. For genetic analysis, we selected rs2282695 (coding 
sequence, average heterozygosity 0.479) and rs12373539 
(promoter sequence, average heterozygosity 0.345). Genomic 
DNAs were extracted from blood samples collected in EDTA 
tubes using the Roche DNA Extraction kit (Roche, Indianapolis, 
IN, USA). SNP genotyping was conducted by direct sequencing. 
Polymerase chain reaction (PCR) was performed using specific 
primers for the FOSB SNPs that were selected for analysis 
(Table II). PCR products were sequenced using an ABI PRISM 
3730XL analyzer (PE Applied Biosystems, Foster City, CA, 
USA), and sequence data were analyzed using SeqManII soft-
ware (DNAStar, Madison, WI, USA). 

Statistical analysis. Continuous variables are presented as 
the mean ± SD and were analyzed by independent t‑test and 

Chi-square test. Hardy-Weinberg equilibrium (HWE) was 
assessed using SNPStats software (http://bioinfo.iconcologia.
net/index.php?module=Snpstats) in patients and controls, and 
adjusted for gender and gender. We used HelixTree (Golden 
Helix Inc., Bozeman, MT, USA) and SNPAnalyzer (ISTECH 
Inc., Goyang, Republic of Korea) to analyze genetic data. 
Multiple logistic regression models (codominant, dominant, 
and recessive) were employed to obtain odds ratios (ORs), 95% 
confidence intervals (CIs) and P-values. All data analysis was 
performed using SPSS 18.0 software (SPSS Inc., Chicago, IL, 
USA). Statistical significance was set at P<0.05.

Results

We detected a significant difference between PTC patients and 
controls with respect to gene allele frequencies of rs2282695. 
The frequency of the G allele of rs2282695 was greater in the 
PTC patients than in the controls (36.7 vs. 26.9%, respectively; 
P=0.012) (Table III). The G allele was a risk allele in the geno-
type and allele analyses of cSNP (rs2282695) in the FOSB 
gene (OR=1.57, 95% CI, 1.10-2.24, P=0.012). However, no 
significant difference was observed in rs12373539 gene allele 
frequencies between the two groups (Table III).

The genotypic distributions of the two SNPs examined 
in this study were in Hardy-Weinberg equilibrium (P>0.05, 
data not shown). In our analyses of genotype data collected 
from 94 PTC patients and 213 controls, the synonymous 
cSNP rs2282695 of FOSB was associated with develop-
ment of PTC [codominant model 1 (C/C vs. G/C): OR=1.75; 
95% CI, 1.04‑2.94; P=0.024; codominant model 2 (C/C vs. 
G/G): OR=2.55; 95% CI, 1.15-5.64; P=0.045; dominant model 

Table I. Demographic characteristics of the study participants.

Variable	 Patients with	 Controls
	 papillary
	 thyroid cancer

Gender (M:F)	 27:67	 108:105
Average age (mean ± SD; years)	 53.2±12.0	 55.4±6.0
Cancer size, n (%)
  <1 cm	 44 (47.8)
  ≥1 cm	 48 (52.2)
Number of cancers, n (%)
  Unifocality	 61 (67.0)
  Multifocality	 30 (33.0)
Location of cancers, n (%)
  One lobe	 65 (71.4)
  Both lobes	 26 (28.6)
Extrathyroidal invasion, n (%)
  Absent	 44 (48.4)
  Present	 47 (51.6)
Cervical lymph node metastasis, n (%)
  Absent	 62 (80.5)
  Present	 25 (19.5)
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(C/C vs. G/C+G/G): OR=1.89; 95% CI, 1.16-3.08; P=0.010]. 
However, the promoter SNP rs12373539 of FOSB was not 
associated with development of PTC (Table III). 

When we assessed the genetic relationships between 
SNPs and subgroups of PTC patients according to cervical 
lymph node metastasis, FOSB SNP (rs2282695) was not 
associated with cervical lymph node metastasis (data not 
shown). However, FOSB SNP (rs12373539) was associated 
with cervical lymph node metastasis (Table IV) [codominant 
model 1 (G/G vs. A/G): OR=0.23, 95% CI 0.07-0.72, P=0.016; 
codominant model 2 (G/G vs. A/A): OR=0.21, 95% CI 0.02-
1.96, P=0.05; dominant model: OR=0.22, 95% CI 0.08-0.66, 
P=0.004; overdominant model: OR=0.27, 95% CI 0.09-0.84, 
P=0.02; log-additive model: OR=0.31, 95%  CI 0.12-0.78, 
P=0.006]. The A allele was a protective allele in the genotype 
and allele analyses of SNP (rs12373539) in the FOSB gene 
promoter (OR=0.34, 95% CI 0.14-0.83, P=0.017). FOSB SNPs 
rs2282695 and rs12373539 were not associated with tumor 

size, bilaterality, angiolymphatic invasion, extrathyroidal inva-
sion or multifocality.

Discussion

Associations between SNPs and the risk of differentiated 
thyroid cancer have recently been investigated in studies 
focused on polymorphisms of genes that affect physiological 
pathways such as DNA repair, cell-cycle control, kinase-
dependent signaling, endogenous or exogenous metabolisms 
and apoptosis (12-15). However, polymorphisms (rs2282695 
and rs12373539) of the FOSB gene have not been reported to 
be associated with susceptibility to cancers. In this study, we 
showed for the first time that a FOSB SNP (rs2282695) is asso-
ciated with PTC. We investigated the associations between 
FOSB SNPs (rs2282695 and rs12373539) and PTC. We also 
assessed the correlation between FOSB SNPs (rs2282695 
and rs12373539) and the clinicopathological characteristics of 

Table II. Primer sequences for the FOSB SNPs analyzed in this study.

Gene	 SNP		  Sequence (5'-3')	 Product size (bp)

FOSB	 rs2282695	 Forward	 GACTTGCACCTTACTTCCCCAAC	 328
	 Ala39Ala	 Reverse	 TCTCAGATCTAGGGTTCTGATG

FOSB	 rs12373539,	 Forward	 TGACGTCATTGCTAGGATACCA	 350
	 promoter -158	 Reverse	 GGCCGTAGCTCTGAGTCTTATG

Table III. Genotype and allele frequencies of SNPs of FOSB gene in PTC and control subjects.

SNP	 Type	 Control	 PTC	 Model	 OR (95% CI)	 P-value	 Bonferroni-
		  n (%)	 n (%)				    corrected 
							       P-value

rs2282695 Ala39Ala
  Genotype	 C/C	 142 (54.6)	 38 (40.4)	 Codominant 1a	 1.75 (1.04-2.94)	 0.024	 0.07
	 G/C	 96 (36.9)	 43 (45.7)	 Codominant 2b	 2.55 (1.15-5.64)	 0.045	 0.14
	 G/G	 22   (8.5)	 13 (13.8)	 Dominant	 1.89 (1.16-3.08)	 0.010	 0.03
				    Recessive	 1.96 (0.93-4.14)	 0.09	 0.27
				    Overdominant	 1.47 (0.90-2.39)	 0.12	 0.36
				    Log-additive	 1.64 (1.15-2.35)	 0.007	 0.021
  Allele	 C	 380 (73.1)	 119 (63.3)		  1
	 G	 140 (26.9)	 69 (36.7)		  1.57 (1.10-2.24)	 0.012	 0.036

rs12373539 (-158)
  Genotype	 G/G	 115 (44.2)	 49 (52.1)	 Codominant 1c	 0.75 (0.45-1.24)	 0.43	 1.00
	 A/G	 120 (46.1)	 38 (40.4)	 Codominant 2d	 0.66 (0.26-1.66)	 0.36	 1.00
	 A/A	 25   (9.6)	 7   (7.5)	 Dominant	 0.73 (0.45-1.18)	 0.20	 0.60
				    Recessive	 0.76 (0.31-1.85)	 0.54	 1.00
				    Overdominant	 0.79 (0.49-1.29)	 0.35	 1.00
				    Log-additive	 0.78 (0.53-1.15)	 0.21	 0.63
  Allele	 G	 350 (67.3)	 136 (72.3)		  1
	 A	 170 (32.7)	 52 (27.7)		  0.79 (0.55-1.14)	 0.20	 0.60

aCodominant 1, C/C vs. G/C; bCodominant 2, C/C vs. G/G; cCodominant 1, G/G vs. A/G; dCodominant 2, G/G vs. A/A. Bold type indicates p<0.05.
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PTC. Here, we found that: i) synonymous SNP (rs2282695, 
Ala39Ala) of FOSB is associated with the development of PTC; 
and ii) promoter SNP (rs12373539, -158) of FOSB is associated 
with the nodal metastasis of PTC. The SNPs rs2282695 and 
rs12373539 were not associated with tumor size, bilaterality, 
angiolymphatic invasion, extrathyroidal invasion or multi-
focality. Although PTC generally has a favorable prognosis 
following appropriate treatment, nodal metastasis of PTC is 
an indication for complete thyroidectomy and post-operative 
radioactive iodine ablation. While the long-term benefits of 
routine central neck dissection on recurrence and survival 
remain questionable, the identification of a predictor of nodal 
metastasis is clinically important (16).

FosB is an acidic protein of 338 amino acids that shares 
structural similarities with the prototype of the Fos family, 
c-Fos, namely, a proline-rich basic DNA binding region, a 
leucine zipper required for dimer formation, and a C-terminal 
transactivation domain (17). The human FosB gene is located 
on chromosome 19q13 and is composed of four exons. The 
5.1‑kb transcript is subject to alternative splicing: in addition 
to the long form, a shorter mRNA is generated by removal 
of a 140-bp fragment within exon 4, leading to premature 
termination of translation and generation of a smaller protein 
of 237 amino acids, called FosB2 or FosBS (18), which lacks 
the transactivation domain. Both proteins have similar binding 
properties to c-Jun, but FosB2 lacks some transforming and 
trans-activating properties of FosB (18,19). From experi-
mental studies, the FOS proteins have been implicated as 
regulators of cell proliferation, differentiation, apoptosis, 
and carcinogenesis. The composite transcription factor ‘acti-
vating protein 1’ (AP-1) is a homodimeric or heterodimeric 
DNA-binding protein composed of either two Jun family 
proteins (c-Jun, JunB, JunD) or one Jun and one Fos family 
protein (c-Fos, FosB, Fra-1, Fra-2) (20-22), yielding 18 possible 
AP-1 dimers. This number is further increased by possible 
dimerization with other basic region-leucine zipper (bZIP) 
proteins such as activation transcription factors (ATF family), 
Jun dimerization partners (JDP proteins) and Maf proteins 
(23,24). The activated AP-1 dimer binds to specific DNA 

sequences in the regulatory regions of mitogen-responsive 
genes in the promoter regions of target genes (25), several of 
which are involved in cellular processes such as proliferation 
(cyclin D1, Rb, p16) or tumor invasion (most matrix-metallo-
proteinases, uPA, PAI-1) (23).

The role of AP-1 proteins in tumors of the thyroid gland 
was first investigated in the rat cell system (26). In the cited 
study, neoplastic transformation was associated with a drastic 
increase in AP-1 activity, which reflects multiple compo-
sitional changes. The strongest effect is represented by the 
marked junB and fra-1 gene induction. The inhibition of Fra-1 
protein synthesis by stable transfection with a fra-1 antisense 
RNA vector significantly reduces the malignant phenotype of 
the transformed thyroid cells, indicating a pivotal role for the 
fra-1 gene product in the process of cellular transformation. 
Changes in c-Fos and Fra-2 expression were not observed 
in this experimental system. Reduced c-Fos expression in 
malignant papillary carcinomas in comparison with benign 
human thyroid tissue was observed by Liu et al (27). Fra-1 
expression was examined using immunohistochemistry in 
186 thyroid tissue samples (28). Fra-1 protein and mRNA 
were undetectable in normal tissues, but abundant in 100% 
of the carcinoma samples. In adenomas (88%) and goiters 
(36%), moderate Fra-1 expression was detected in certain 
cases. Fra-1 activation appears to be an early event in thyroid 
carcinogenesis (27,29). In contrast to the bulk of data on the 
function of c-Fos and Fra-1, far less is known about the role 
of FosB. Other than certain regulatory properties in the hypo-
thalamus and cortex, the specific function of FosB in human 
tissue has not been identified, and its role in carcinogenesis 
is unknown. The reported effect of FosB on cell proliferation 
is opposite to that of c-Fos, Fra-1 and Fra-2. Progression of 
mammary carcinomas involves downregulation of FosB as 
well as upregulation and phosphorylation of Fra-1 and Fra-2 in 
an in vivo system (25). It is possible that common variation in 
the FOSB DNA sequence is associated with variation in AP-1 
activity. This may reflect the possibility that cell proliferation, 
tumor invasion and further carcinogenic events are, to some 
extent, a continuum.

Table IV. Genotype and allele frequencies of rs123783539 of the FOSB gene in PTC patients with LN metastasis.

SNP	 Type	 LN meta (con)	 LN meta (PTC)	 Model	 OR (95% CI)	 P-value	 Fisher exact	 Bonferroni-
		  n (%)	 n (%)				    P-value	 corrected
								        P-value

rs12373539(-158)
  Genotype	 G/G	 28 (45.2)	 19 (76.0)	 Codominant 1a	 0.23 (0.07-0.72)	 0.016	 0.025	 0.08
	 A/G	 28 (45.2)	 5 (20.0)	 Codominant 2b	 0.21 (0.02-1.96)	 0.05	 0.24	 0.72
	 A/A	 6   (9.7)	 1   (4.0)	 Dominant	 0.22 (0.08-0.66)	 0.004		  0.012
				    Recessive	 0.36 (0.04-3.24)	 0.32	 0.67	 1.00
				    Overdominant	 0.27 (0.09-0.84)	 0.02	 0.031	 0.09
				    Log-additive	 0.31 (0.12-0.78)	 0.006		  0.018
  Allele	 G	 84 (67.7)	 43 (86.0)		  1			 
	 A	 40 (32.3)	 7 (14.0)		  0.34 (0.14-0.83)	 0.017		  0.05

aCodominant 1, G/G vs. A/G; bCodominant 2, G/G vs. A/A. Bold type indicates p<0.05.
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To determine whether the promoter SNP affects tran-
scription factors, we used the online program AliBaba 2.1 
(http://www.gene-regulation.com/pub/programs/alibaba2). At 
the sites of the FOSB SNP (rs12373539), the A-containing 
sequences bind with C/EBPdel, Oct-1, and Oct-5 transcription 
factors, and the G-containing sequences bind with Sp1, Oct-1, 
and N-Oct-4 transcription factors. Assuming that transcrip-
tion factor binding varies with promoter SNPs, this promoter 
SNP may influence gene and protein expression of FOSB SNP 
(rs12373539). 

This study had several limitations. The control group did 
not undergo thyroid ultrasonography to exclude potentially 
undetected thyroid cancers. Considering the incidence of 
thyroid cancer (0.5-10/100,000 person), this limitation does 
not greatly impact on this study. Small sample size was another 
limitation. To confirm our results, an additional study with a 
larger sample size should be conducted. Another limitation is 
the absence of tumor tissue analysis. Genetic changes of FOSB 
should be examined in cell lines, and immunohistochemical 
studies with specimen tissues are required to determine 
biological effects.

In conclusion, our results indicate that a synonymous SNP 
(rs2282695, Ala39Ala) of the FOSB gene is associated with the 
development of PTC, and that a promoter SNP (rs12373539, 
-158) of the FOSB gene may be associated with the nodal 
metastasis of PTC. The G allele of the FOSB SNP (rs2282695, 
Ala39Ala) may be a risk factor for development of PTC in the 
Korean population.

Acknowledgements

This present study was sponsored by the Kyung Hee University 
Research Fund in 2008 (KHU-20081251).

References

  1.	Davies L and Welch HG: Increasing incidence of thyroid cancer 
in the United States, 1973-2002. JAMA 295: 2164-2167, 2006.

  2.	National Cancer Information Center, Goyang. National cancer 
statistics. http://www.cancer.go.kr/cms/statics/incidence/index.
html#2 (Accessed June 2011).

  3.	Goldgar DE, Easton DF, Cannon-Albright LA and Skolnick MH: 
Systematic population-based assessment of cancer risk in first-
degree relatives of cancer probands. J Natl Cancer Inst 86: 
1600-1608, 1994.

  4.	Czene K, Lichtenstein P and Hemminki K: Environmental and 
heritable causes of cancer among 9.6 million individuals in the 
Swedish Family-Cancer Database. Int J Cancer 99: 260-266, 
2002.

  5.	Canzian F, Amati P, Harach HR, et al: A gene predisposing to 
familial thyroid tumors with cell oxyphilia maps to chromosome 
19p13.2. Am J Hum Genet 63: 1743-1748, 1998.

  6.	McKay JD, Lesueur F, Jonard L, et al: Localization of a suscep-
tibility gene for familial nonmedullary thyroid carcinoma to 
chromosome 2q21. Am J Hum Genet 69: 440-446, 2001.

  7.	U.S. National Library of Medicine, Bethesda. FOSB FBJ murine 
osteosarcoma viral oncogene homolog B. http://www.ncbi.nlm.
nih.gov/sites/entrez?Db=gene&Cmd=ShowDetailView&TermTo
Search=2354 (Accessed September 2011).

  8.	Siderovski DP, Blum S, Forsdyke RE and Forsdyke DR: A set of 
human putative lymphocyte G0/G1 switch genes includes genes 
homologous to rodent cytokine and zinc finger protein-encoding 
genes. DNA Cell Biol 9: 579-587, 1990.

  9.	Martin-Gallardo A, McCombie WR, Gocayne JD, et  al: 
Automated DNA sequencing and analysis of 106 kilobases from 
human chromosome 19q13.3. Nat Genet 1: 34-39, 1992.

10.	Hess J, Angel P and Schorpp-Kistner M: AP-1 subunits: quarrel 
and harmony among siblings. J Cell Sci 117: 5965-5973, 2004.

11.	Ameyar M, Wisniewska M and Weitzman JB: A role for AP-1 in 
apoptosis: the case for and against. Biochimie 85: 747-752, 2003.

12.	Adjadj E, Schlumberger M and de Vathaire F: Germ-line DNA 
polymorphisms and susceptibility to differentiated thyroid 
cancer. Lancet Oncol 10: 181-190, 2009.

13.	Siraj AK, Al-Rasheed M, Ibrahim M, et al: RAD52 polymor-
phisms contribute to the development of papillary thyroid 
cancer susceptibility in Middle Eastern population. J Endocrinol 
Invest 31: 893-899, 2008.

14.	Baida A, Farrington SM, Galofre P, Marcos R and Velazquez A: 
Thyroid cancer susceptibility and THRA1 and BAT-40 repeats 
polymorphisms. Cancer Epidemiol Biomarkers Prev 14: 638-642, 
2005.

15.	Eun YG, Hong IK, Kim SK, et al: A polymorphism (rs1801018, 
Thr7Thr) of BCL2 is associated with papillary thyroid cancer in 
Korean population. Clin Exp Otorhinolaryngol 4: 149-154, 2011.

16.	Choi SJ, Kim TY, Lee JC, et al: Is routine central neck dissection 
necessary for the treatment of papillary thyroid microcarcinoma? 
Clin Exp Otorhinolaryngol 1: 41-45, 2008.

17.	Zerial M, Toschi L, Ryseck RP, Schuermann M, Muller R and 
Bravo R: The product of a novel growth factor activated gene, 
fos B, interacts with JUN proteins enhancing their DNA binding 
activity. EMBO J 8: 805-813, 1989.

18.	Mumberg D, Lucibello FC, Schuermann M and Muller R: 
Alternative splicing of fosB transcripts results in differentially 
expressed mRNAs encoding functionally antagonistic proteins. 
Genes Dev 5: 1212-1223, 1991.

19.	Metz R, Kouzarides T and Bravo R: A C-terminal domain in 
FosB, absent in FosB/SF and Fra-1, which is able to interact with 
the TATA binding protein, is required for altered cell growth. 
EMBO J 13: 3832-3842, 1994.

20.	Angel P and Karin M: The role of Jun, Fos and the AP-1 complex 
in cell-proliferation and transformation. Biochim Biophys Acta 
1072: 129-157, 1991.

21.	Karin M, Liu Z and Zandi E: AP-1 function and regulation. Curr 
Opin Cell Biol 9: 240-246, 1997.

22.	Ransone LJ, Visvader J, Lamph WW, Sassone-Corsi P and 
Verma IM: fos and jun interaction: the role of the leucine zipper. 
Int J Cancer Suppl 4: 10-21, 1989.

23.	Shaulian E and Karin M: AP-1 in cell proliferation and survival. 
Oncogene 20: 2390-2400, 2001.

24.	Van Dam H and Castellazzi M: Distinct roles of Jun: Fos and 
Jun: ATF dimers in oncogenesis. Oncogene 20: 2453-2464, 2001.

25.	Lee W, Mitchell P and Tjian R: Purified transcription factor 
AP-1 interacts with TPA-inducible enhancer elements. Cell 49: 
741-752, 1987.

26.	Vallone D, Battista S, Pierantoni GM, et al: Neoplastic trans-
formation of rat thyroid cells requires the junB and fra-1 gene 
induction which is dependent on the HMGI-C gene product. 
EMBO J 16: 5310-5321, 1997.

27.	Liu G, Takano T, Matsuzuka F, Higashiyama T, Kuma K and 
Amino N: Screening of specific changes in mRNAs in thyroid 
tumors by sequence specific differential display: decreased 
expression of c-fos mRNA in papillary carcinoma. Endocr J 46: 
459-466, 1999.

28.	Chiappetta G, Tallini G, De Biasio MC, et al: FRA-1 expression 
in hyperplastic and neoplastic thyroid diseases. Clin Cancer 
Res 6: 4300-4306, 2000.

29.	Kim YH, Oh JH, Kim NH, et al: Fra-1 expression in malignant 
and benign thyroid tumor. Korean J Intern Med 16: 93-97, 2001.


