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Abstract: The MAPK/ERK (mitogen-activated protein kinase/extracellular signal- regulated kinase signaling pathway) 

and PI3K/Akt (lipid kinase phoshoinositide-3-kinase signaling pathway) play an important role in transmission of cell 

signals through transduction systems as ligands, transmembrane receptors and cytoplasmic secondary messengers to cell 

nucleus, where they influence the expression of genes that regulate important cellular processes: cell growth, proliferation 

and apoptosis. The genes, coding the signaling cascade proteins (RET, RAS, BRAF, PI3K, PTEN, AKT), are mutated or 

aberrantly expressed in thyroid cancer derived from follicular thyroid cell. Genetic and epigenetic alternations, concerning 

MAPK/ERK and PI3K/Akt signaling pathways, contribute to their activation and interaction in consequence of malignant 

follicular cell transformation. Moreover, it is additionally pointed out that genetic, as well as epigenetic DNA changing 

via aberrant methylation of several tumor suppressor and thyroid-specific genes is associated with tumor aggressiveness, 

being a jointly responsible mechanism for thyroid tumorigenesis. In the present manuscript the currently developed 

diagnostic and prognostic genetic/epigenetic markers are presented; the understanding of this molecular mechanism 

provides access to novel molecular therapeutic strategies.  
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INTRODUCTION 

 More than 10% of the population will develop nodules 
over their life, and a rise in thyroid cancer has also been 
observed in the last 3 decades, taking into account the 
diagnosis of 240,000 new cases in USA in the year 2004 [1]. 
So, thyroid nodules are very common and with the growing 
use of diagnostic imaging the number of thyroid nodules 
identified and undergoing further diagnostic evaluation as 
fine-needle aspiration biopsy (FNAB) is steadily growing; 
this technique is a safe, straightforward, sensitive, office-
based diagnostic procedure that represents an accepted 
standard of practice. Nevertheless, only 5% of all thyroid 
nodules harbor malignancy; therefore, preoperative 
differentiation of benign from malignant thyroid nodules is 
imperative. Its main limitation, however, remains the FNAB 
cytopathological category of indeterminate nodule, as 
definitive diagnosis of malignancy, requires a morphological 
finding of capsular and or vascular invasion by the tumor 
that is only identifiable in a resected thyroid specimen. 
Thyroid cancer constitutes only 1% of all epithelial 
malignancies worldwide and it represents 95% of all 
endocrine malignancies. It is currently unknown whether the 
increase in papillary thyroid cancer occurrence is real or is a 
false-positive result of improved diagnostic techniques and 
other procedures, or of increased screening for small nodules 
[2,3]. In the aspirate test of nodules after FNAB, 60-70% is 
considered benign, 5% is considered malignant, and 10-30%  
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is considered uncertain or suspected. Among suspected 
nodules, 20-25% eventually show thyroid cancer after 
surgery, and consequently 75-80% of patients in this 
subgroup will suffer an unnecessary thyroidectomy [4-6]. 
Although FNAB is the current gold-standard diagnostic test 
for thyroid nodules, it continues to be limited in the 
differential diagnosis of indeterminate lesions. In suspected 
cytolology, one can observe findings of diagnosis 
superposition among the following: hyperplasic nodules, 
follicular adenoma, cell adenoma of Hürthle cells, cancer of 
Hürthle cells and follicular variant of papillary carcinoma. 
The biology of thyroid cancer ranges from curable, 
incidental, well-differentiated micro-carcinomas to almost 
uniformly fatal poorly differentiated carcinomas. Despite 
extensive research to date, especially in genetic alterations, 
the scientific community has struggled to translate 
biomarkers into useful clinical tools and thus attains the full 
clinical potential for patients presenting indeterminate 
thyroid nodules. The conclusions following from all this 
information are that nowadays several markers have been 
used to improve diagnostic accuracy in the cases of uncertain 
or suspected cytological tests and mutation detection in 
clinical FNAB samples from thyroid nodules with the 
addition of BRAF mutation, and also the detection of RAS, 
RET/PTC, and PAX8/PPAR  mutations, may also contribute 
to cancer diagnosis. BRAF, can also be used as a tool for 
tumor prognostication based in the recent evidences and in 
clinical practice [7,8]. On the other hand, the MAPK/ERK 
(mitogen-activated protein kinase/extracellular signal-
regulated kinase signaling pathway) and PI3K/Akt (lipid 
kinase phoshoinositide-3-kinase signaling pathway) play an 
important role in the transmission of cell signals through 
transduction systems as ligands, transmembrane receptors 
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and cytoplasmic secondary messengers to cell nucleus, 
where they influence the expression of genes that regulate 
important cellular processes: cell growth, proliferation and 
apoptosis. The genes, coding the signaling cascade proteins 
(RET, RAS, BRAF, PI3K, PTEN, AKT), are mutated or 
aberrantly expressed in thyroid cancer derived from 
follicular thyroid cell. Genetic and epigenetic alternations, 
concerning MAPK/ERK and PI3K/Akt signaling pathways, 
contribute to their activation and interaction in consequence 
of malignant follicular cell transformation. Moreover, it is 
additionally pointed out that genetic, as well as epigenetic 
DNA changing via aberrant methylation of several tumor 
suppressor and thyroid-specific genes is associated with 
tumor aggressiveness, being a jointly responsible mechanism 
for thyroid tumorigenesis. The understanding of this 
molecular mechanism provides access to novel molecular 
prognostic and therapeutic strategies for inhibiting oncogenic 
activity of signaling pathways [7-14].  

RET/PTC 

 Constitutive activation of RET, RAS, and BRAF which 
are principle initiators of thyroid cancer. Activation of this 
tumor initiation pathway occurs in 70% of thyroid cancers. 
Paracentric reversal with the fusion of the protooncogene 
RET and the gene H4/D10S170 or the gene RFG/ELE1 
drives to the active way RET/PTC that codifies a protein 
with protein kinase activity in 50% of papillary thyroid 
cancers and also in benign nodules (29.2%), so this 
activation is not a marker of malignity.  

 RET/PTC is found in approximately in the 20% of adult 

sporadic papillary carcinomas, It can be detected in the 

sample test through inverse and chain reaction transcriptase 

of quantitative polymerase, which is not usual in clinical 

practice and is difficult to standardise. Thus, but its 

prevalence is highly variable between various observations, 

as consequence of the different sensitivity of the detection 

methods and also due to geographic variability and genetic 

heterogeneity [14,15]. All RET/PTC chimeric proteins 

activate the RAS-RAF-MAPK cascade and promote 

tumorigenesis. RET/PTC rearrangement occurs in patients 

with the history of radiation exposure (50–80%) and also in 

papillary carcinomas from children to young adults (40–

70%) where the PTCs that they presented have different 

characteristics with the classic papillary architecture, well 

prognostic and frequent rate of lymph node metastasis. So, 

the pattern of radiation-induced RET and NTRK1 

rearrangements in post-Chernobyl PTC biological has a 

phenotypic and clinical implications. [15-20]. The 

distribution of RET/PTC rearrangement within the tumor 

may be also heterogeneous, from clonal RET/PTC to be 

present only in a small fraction of tumor cells, nonclonal 

RET/PTC; this fact difficults also the diagnostic and the 

characterization of PTC tumors [19-21]. It can be detected in 

the sample test through inverse and chain reaction 

transcriptase of quantitative polymerase, which is not usual 

in clinical practice and is difficult to standardize. In clinical 

studies, 30-50% of papillary carcinomas are present 

RET/PTC in the cytological sample extracted by FNAB, but 

its analysis is difficult and may only be useful in 
combination with other markers [6,10,22].  

 The rearrangement, RET/PTC1 is the most common and 

comprises up to 60–70% of positive cases, whereas 

RET/PTC3 accounts for 20–30% and RET/PTC2 and other 

novel rearrangement types for less than 5% [20]. RET-PTC 

fusions have been reported at different percentage in 

different studies as well specified by the same author and 

only subjects (children and young adults) who have been 

exposed to radiations present a truly high incidence of this 

particular genetic alteration (Fig. 1). The RET/PTC3 was the 

most frequent after Chernobyl accident [20,21,23]. 

 

 

 

 

 

 

 

 

 

 

 

 

 

 

 
 
 
Fig. (1). Percentages of genetic alterations found in radiated children or in spontaneous adult papillary thyroid carcinoma. 
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 Correlation between RET/PTC rearrangement and 
prognosis in PTC remains unclear. Some evidence suggests 
that the RET/PTC1 rearrangement type is associated with 
more favourable behaviour of PTC. In contrast to cases 
presented with RAS mutations that are associated with 
aggressive tumor phenotypes and poor prognosis. PTC cells 
carrying a BRAF mutation are more resistant to sorafenib 
treatment than PTC cells carrying RET/PTC rearrangement. 
Tumors harboring RET/PTC, especially RET/PTC1, have a 
very low probability of progression to poorly differentiated 
and anaplastic carcinomas [23].  

RAS 

 The activation of RAS constitutes a central mechanism in 
the development of papillary cancer in several cases; in 
cancer its mutations induce the hyperactivity of thyroid cells, 
though this phenomenon can also be observed in benign 
tumors [24-27].  

 Point mutations of the RAS genes are not restricted to a 
particular type of thyroid tumor and are found in follicular 
carcinomas, papillary carcinomas, and follicular adenomas. 
But, RAS mutations have been shown a trend to be 
associated to particular thyroid cancer histotypes. 
Specifically, N-RAS with follicular variant PTC, follicular 
carcinoma and poorly differentiated thyroid carcinomas and 
perhaps K-RAS with classical PTC [24]. The genetic 
alterations in the RAS/RAF/mitogen-activated protein kinase 
and phosphatidylinositol 3-kinase/Akt signaling pathways is 
present in the follicular variant of papillary thyroid 
carcinoma [25]. The frequency of RAS mutations reported in 
various series using comparable methodology utilizing DNA 
sequencing alone to define their role in thyroid 
tumorigenesis better of all three RAS genes (H-RAS, K-RAS, 
and N-RAS) in the same sporadic (non-radiation-induced) 
thyroid tumor. Although the frequency of RAS point 
mutation in specific histologic types of benign and malignant 
thyroid tumors has been widely variable in the literature. 
RAS oncogene activation has been found in nearly 20% of 
benign and 40% of malignant thyroid tumors. The RAS 
mutations could only be identified in 3% samples with 
nodular goiter. Mutation of RAS gene was not present in the 
Hürthle cell adenomas. Most RAS oncogenes occur in 
follicular type of tumors and have a higher incidence in 
follicular carcinomas. However, the reported prevalence of 
RAS mutations in papillary carcinomas was generally low. 
Several large studies in which tumors of various histologic 
types were analyzed using a highly sensitive screening 
method followed by direct sequencing to confirm mutations 
have also failed to identify any ras mutations. The exact 
causes of the variability in RAS mutation in papillary 
carcinomas remain unclear, they do not appear to harbor 
mutations of this oncogene in certain population. The 
significant association between RAS mutation and poorly or 
undifferentiated thyroid carcinomas of follicular cell 
derivation was confirmed in a recent series in papillary 
carcinomas [26, 27].  

 The RAS proto-oncogene encodes for a 21-kd protein 
(Ha-, Ki- and N-RAS), which participates in signal 
transmission from the cell surface to the nucleus. RAS 
activation stimulates cell division and inhibits cell 

differentiation. The RAS oncogene is activated by point 
mutations in codon 12 or 61 and sometimes in codon 13 or 
59. All three RAS genes are activated in thyroid cancers at a 
similar rate (11%–15%). However, RAS mutations are rare in 
solitary benign thyroid nodules. The monoclonal origin of 
these tumors implies somatic mutations in genes other than 
Ha-, Ki-, and N-RAS. Transgenic mice, in which RAS gene 
expression is specifically targeted to thyroid cells by the 
thyroglobulin gene promoter, have been reported to develop 
thyroid hyperplasia, papillary thyroid cancer and follicular 
adenomas or follicular carcinomas. Reduced expression of 
differentiation markers has been observed in these tumors, 
but the mechanism(s) via that mutated RAS proteins 
stimulate cell division and inhibit cell differentiation, are 
poorly characterized. [24,25,28]. The role of RAS mutation 
in predicting more aggressive tumor behaviour is not well 
defined. Some evidence exists, however, that RAS mutations 
in invasive follicular and papillary carcinoma may correlate 
with more unfavourable prognosis, but this correlation is far 
from being conclusively established.  

 The study of the alterations and downstream-activated 
signals of the RAS/RAF-mitogen-activated protein kinase 
(MAPK) and phosphatidylinositol 3-kinase/v-akt murine 
thymoma viral oncogene (Akt) (PI3K/Akt) signaling 
pathways. Tumors and matched normal thyroid samples 
were tested for RAS, for the v-RAF murine sarcoma viral 
oncogene (BRAF) substitution of valine (V) for glutamate 
(E) at codon 600 (the V600E mutation), for phosphatase and 
tensin homolog (PTEN), for catalytic phosphatidylinositol 3-
kinase p110 subunit alpha (PIK3CA), for AKT, and for the 
presence of rearranged during transfection (RET) proto-
oncogene/PTC (RET-PTC) and paired box-8 
(PAX8)/peroxisome proliferator-activated receptor gamma 
(PPAR ) fusion protein (PAX8-PPAR ) rearrangements by 
direct sequencing and reverse transcriptase-polymerases 
chain reaction analyses, respectively. Genetic alterations 
have been identified in 70% of follicular variant of PTCs. 
Activation of the MAPK and phosphatidylinositol 3-kinase 
pathways was observed in 74% and 22% of tumors, 
respectively. The alterations that were identified in the genes 
of the 2 pathways were mutually exclusive. Chromosomal 
RET-PTC and PAX8-PPAR  rearrangements were observed 
in 20% and 17% of tumors, respectively. Thus, RET-PTC 
and PAX8-PPAR  rearrangements and mutations of the 
neuroblastoma RAS viral oncogene homolog N-RAS at codon 
61 were the most common genetic alterations in follicular 
variant of PTCs. Activation of the MAPK pathway was a 
frequent event in follicular variant PTCs, and the 
phosphatidylinositol 3-kinase signaling pathway could be 
coactivated in RET-PTC tumors. These findings may have 
important therapeutic implication in patients with follicular 
variant of PTC [25]. Information obtained through 
cytological smears or anatomic samples permits the study of 
complex metabolic pathways, thus providing researchers 
with a high throughput tool for elucidating changes in the 
global expression patterns seen in tumor cells. This ability to 
investigate tumor biology would allow the selection of 
different drugs, considering the predominant altered 
pathways observed in these samples [29,30]. a. Compounds 
RAS antisense. These are small complementary DNA 
sequences with a specific target of the mRNA that would be 
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useful as a substratum for ribonuclease to interfere in 
ribosomes, block the expression of genes, and inhibit the 
synthesis of protein. There are 2 drugs in development, ISIS 
2503 and ISIS 5132 [29]. b. Fenilacetat. This comes from the 
metabolism of phenylalanine and affects the translational 
process of RAS; it also decreases tumor growth and cellular 
differentiation, increases the 131I uptake and synthesis of 
thyroglobulin, and interferes in angiogenesis. In follicular 
cancer, fenilacetat would also act in synergy with 
transretinoic acid [29,30]. c. Farnesil transferase inhibition. 
It has been proved that this inhibits the accumulation in in 
vitro of RAS, thus reducing its signal of transduction. d. RAF 
inhibition. The RAF phosphorilated active MAP kinase 
promotes cell growth and decreases cell death; there is a 
compound RAF antisense that is able to inhibit tumoral 
growth as much in in vitro as in in vivo [30].  

BRAF  

 BRAF is a central regulator of thyroid-specific 
differentiation and proliferative capacity in in vitro benign 
thyroid cell models. BRAF belongs to the RAF family of 
serine/threonine kinases and the V600E mutation results in 
constitutive activation in 45% of papillary thyroid 
carcinomas in adults. BRAF V600E mutation is typically 
found in papillary carcinomas with classical histology and in 
the tall cell variant, and is less common in the follicular 
variant of papillary carcinoma. This mutation can also be 
seen in anaplastic and poorly differentiated thyroid 
carcinomas arising from papillary carcinoma [31-34]. 

 BRAF mutations could occur in other exons of the gene. 
However the probability for this assumption is rather low 
This signaling cascade is not necessary in the initiation of 
tumor growth in thyroid follicular cells. This corresponds to 
a recent in vitro finding that suggests that the 
dedifferentiated phenotype of cold thyroid nodules is 
unlikely to be the result of activated RAS signaling. About 
95% of all mutations involve nucleotide 1799 and result in a 
substitution of valine to glutamate at residue 600 (V600E). 
This point mutation leads to constitutive activation of BRAF 
kinase and chronic stimulation of the MAPK pathway, and is 
tumorigenic for thyroid cells About 95% of all mutations 
involve nucleotide 1799 and result in a substitution of valine 
to glutamate at residue 600 (V600E). This point mutation 
leads to constitutive activation of BRAF kinase and chronic 
stimulation of the MAPK pathway, and is tumorigenic for 
thyroid cells [31,32]. Other and rare mechanisms of BRAF 
activation in thyroid papillary cancer include K601E point 
mutation, small in-frame insertions or deletions surrounding 
codon 600. 

 Moreover mice with transgenic expression of activated 
RAS targeted to the thyroid show thyroid abnormalities only 
with low incidence after long latency and develop papillary 
carcinomas rather than follicular tumors. Together with the 
recent finding of BRAF mutations in papillary thyroid 
carcinomas activation of RAS or downstream signalling 
might not be a strong requisite for tumor progression and 
malignant transformation of follicular thyroid lesion. There 
are molecular events other than BRAF or RAS mutations that 
could constitutively activate the RAS/RAF/MEK/ ERK/MAP 
pathway. Such candidate molecules include other members 

of the RAF gene family such as RAF-1 or downstream genes 
such as ERG [33]. However, mutations in these genes have 
not been reported in neoplasia so far.  

 Detection and molecular characterization of a novel 
BRAF activated domain mutation in follicular variant of 
PTC; this finding reflects the importance to detect, in 
addition to the V600E mutation, other important activating 
BRAF mutations at least in follicular variant of papillar 
thyroid carcinoma [33]. The BRAF V600E mutation 
represents more than 90% of BRAF mutations found in 
thyroid cancer [34]. Based on evidence that BRAF is 
involved in the development of papillary carcinoma and in 
the progression to anaplastic cancer, BRAF is an attractive 
target in thyroid cancer, especially anaplastic and aggressive 
papillary subtypes where there is an urgent need for 
treatment. BRAF V600E can induce thyroid cell 
transformation in in vitro and thyroid cancer in in vivo, 
confirming that this mutation is an oncogene for thyroid 
cancer [9,10]. BRAF V600E mutation is reported in 
approximately only 25% of anaplastic thyroid cancer 
suggesting that other genetic markers contribute to tumor 
progression. Studies that reported higher percentage of 
BRAF mutations in anaplastic thyroid cancer used poor 
sensitive detection technologies [31,35,36].  

 The application of BRAF/V600E mutation analysis in 
FNAB specimens is more effective for thyroid nodules with 
malignant echographic features as compared with nodules 
without malignant echographic features. The use of the AS-
PCR is more valuable as compared with the direct DNA 
sequencing to refine the diagnosis in a clinical setting [37].  

 These findings might have some theoretical BRAF 
V600E mutation is generally accepted as a reliable 
prognostic marker for papillary carcinoma and more 
importantly, has been found to be an independent predictor 
of treatment failure and tumor recurrence, even in patients 
with low stage disease [38-41].  

 BRAF activation via BRAF V600E mutation in thyroid 
cells appears to lead to the alteration of function of sodium 
iodide symporter (NIS) and other genes metabolizing iodide, 
which is likely to be responsible for the decreased ability of 
tumors with BRAF mutation to trap radioiodine and 
treatment failure of the recurrent disease [41-43]. The 
prognostic implications of BRAF mutation should be of 
particular importance in papillary microcarcinomas, which 
are incidentally discovered tumors. BRAF V600E is the 
leading genetic event for PTC formation and the prevalence 
of BRAF mutation in clinically evident PTC in comparison 
to a set of and preoperatively discovered microcarcinomas 
the difference in BRAF V600E prevalence was in clinically 
evident PTC was 45% and in microcarcinomas 38.3%. It has 
been demonstrated that BRAF mutation in thyroid 
microcarcinomas correlates with either high rate of 
extrathyroidal tumor extension or lymph node metastasis 
[43]. In this sense, the combinational use of the mutation 
markers discussed above might be prognostically useful 
since RAS mutation, RET/PTC, and likely PAX8/PPAR  
predict a less aggressive course of thyroid cancer than the 
BRAF mutation. Therefore, additional studies are needed to 
identify the highest risk patients within the BRAF mutation–
positive group [44-47]. 
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 The incidence of BRAF V600E in anaplastic carcinomas 
is similar to that in early-stage well-differentiated tumors, 
suggesting that some anaplastic carcinomas develop from 
PTC and that BRAF signaling may be important in this 
process [47]. In human thyroid cancer, BRAF V600E is 
associated with vascular endothelial growth factor (VEGF) 
over-expression, which in turn is associated with increasing 
tumor stage and invasiveness [45-48]. BRAF V600E as a 
target may not be limited to only PTC with a BRAF 
activating mutation, since BRAF and other RAF kinases are 
activated by other oncogenes involved in follicular and 
papillary carcinoma [7]. Extensive angiogenesis in thyroid 
cancer cells has been observed. Thyroid tumors are highly 
vascular and follicular cancers that metastasize through 
blood vessels. Cancers expressed more VEGF mRNA and 
protein than did normal thyroid tissue. The mRNA 
expression patterns and immunohistochemical staining were 
similar between primary thyroid tumors and their lung or 
lymph node metastases. VEGF expression and secretion was 
increased in the differentiated thyroid cancers, follicular and 
papillary [46,48]. RAF kinases set off a mitogenic cascade of 
events that modulate gene expression by phosphorylation of 
transcription factors, which in turn affect cell proliferation 
and malignant transformation. There are 3 members of the 
RAF kinase family: ARAF, BRAF and RAF-1. Additional 
evidence suggests that BRAF and RAF-1 take part in 
regulation of endothelial apoptosis and angiogenesis [49]. 
Sorafenib has demonstrated ability to inhibit RAF-1 and 
tumor cell line proliferation as well as tumor growth in 
multiple human tumor xenograft models. It was shown that 
sorafenib inhibits wild type (WT) BRAF and V600E mutant 
BRAF, as well as VEGFR-2, platelet-derived growth factor 
receptor (PDGFR)-  and VEGFR-3. In this same study, 
sorafenib exhibited antitumor activity in xenograft models of 
human breast, colon, ovarian, lung, melanoma and pancreatic 
cancers, demonstrating effectiveness against tumors with 
mutations in KRAS and BRAF [50]. Sorafenib treatment also 
resulted in a 50 to 80% inhibition of microvessel area and 
density in a colon xenograft harboring mutated BRAF. These 
data suggested that sorafenib is both a RAF kinase and 
VEGFR inhibitor that targets the RAF/MEK/ERK cellular 
proliferation pathway and the receptor tyrosine kinases that 
support tumor angiogenesis [51]. RET is constitutively active 
in medullary and PTC. Medullary carcinoma has often 
metastasized before diagnosis, rendering it incurable. If 
initial measures for papillary carcinoma fail, these subjects 
too will be unable to be cured. For these subjects, there is no 
currently effective treatment. Mutations in RET in 
medullary, papillary and familial thyroid carcinoma make 
RET another promising target for the treatment of thyroid 
cancer [52,53]. Some authors showed that sorafenib inhibits 
the enzymatic function of the RET-PTC fusion protein and 
RET signaling, including receptor autophosphorylation and 
downstream signaling in a panel of human thyroid cancer 
cells with activating RET mutations along with RET/PTC 
and RET/multiple endocrine neoplasia (MEN) 2 oncogenes 
[54]. Sorafenib also targets signal transduction along the 
MAPK pathway and proliferation of tumor cells in BRAF 
V600E-positive thyroid cancer cell lines. Studies have 
shown that sorafenib can inhibit proliferation of poorly 
differentiated thyroid cancer cell lines regardless of whether 
they harbor BRAF V600E mutations [55]. Nowadays, the 

main criteria is that sorafenib mainly affects through 
inhibition of angiogenesis rather than specifically inhibiting 
the RAS pathway. Several phase II studies have proved this 
concept (e.g. melanoma and renal cancers phase clinical 
trials) [52,53]. Activating BRAF mutations in papillary 
thyroid carcinomas have been linked to aberrant methylation 
of several tumor-suppressor genes, including TIMP3, 
SLC5A8, DAPK and RAR 2 [56,57]. Methylation of these 
genes correlated with signs of aggressive behavior in thyroid 
neoplasms, including extrathyroidal invasion, lymph node 
metastasis and advanced tumor stage at diagnosis, and their 
epigenetic silencing may be an important mechanism by 
which BRAF mutation promotes cancer progression [58,59]. 
Tyrosine kinase receptors bind for a wide variety of ligands 
and frequently are mutated and induce a constitutive 
activation such that a chimerical protein expression takes 
place in follicular cells in the domain of RET, as well as in 
other receptors. a. Receptors of vascular endothelial growth 
factor (VEGF). There are three receptors, 1,2 and 3, and it 
seems that 2 would prevail in the transduction pathway. 
There are studies that show high concentrations of VEGF in 
the serum of patients with metastases [7-10]. The drugs 
vandetanib, sorafenid, motesanib, sunitinib and exelisis are 
directed against RET; sorafenid and vandetanib against 
BRAF, and against VEGFR: axitinib, vandetanib, sorafenid 
and motesanib. b. Epidermal growth factor receptors (EGF). 
These constitute a superfamily of 4 related receptors [51], of 
which the most relevant is the Her2/neu that is over-
expressed in thyroid cancer. Taking into account the 
relevance of the 2 receptors VEGF and EGF, attention is 
now being dedicated to the possible blockade of the same in 
different levels of the inhibition of their m RNA with 
antisense compounds [51]. c. Antibodies. Monoclonal 
antibodies have been designed against the VEGF, and are 
able to reduce angiogenesis; some of them are in phase II or 
III of development. In experiments on animals, it has been 
proved that anti-VEGF antibodies block the angiogenesis 
and the expression of p53. Additionally, monoclonal 
antibodies have been developed against EGF, whose clinical 
studies in combination with chemotherapy or radiotherapy, 
are being given information about their possibilities. 
Herceptine is a high- affinity monoclonal antibody against 
the Her2/neu expressed by cancer, but herceptine not has 
been assayed in thyroid cancer [52]. d. Antagonists of the 
receptors. VEGF receptor inhibition through a selective 
antagonist of the receptor 2 is being used in studies in 
combination with placlitaxel in advanced cases. Paclitaxel in 
combination with campothectin has also been used because 
of its cytotoxic action in the cellular medullary carcinoma 
lines of the human thyroid [52]. e. Small molecules. These 
are small molecules that can interfere with receptors, with 
promising results, because they can block the tyrosine kinase 
activity of EGF. One of these molecules, ZD6474, manages 
by the oral route to inhibit angiogenesis through the 
inhibition of VEGF, but it has even been proved that it 
would inhibit the family of RET oncoproteins as much in in 
vitro as in in vivo, including RET/MEN2A, the RET/MEN2B 
and the RET/PTC3. This would suggest the potential of 
ZD6474 in the treatment of both medullary and papillary 
carcinoma [52, 58]. Treatment directed against tumoral 
angiogenesis. 1. Thalidomide. Designed initially as a 
sedative, it has been proved to possess antineoplasic 
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properties through its antiangiogenic actions of unknown 
origin. At present, a study gives information in a phase II 
assay. 2. Combretastatines. These are a protein family that is 
united to tubulin with antiangiogenic and antineoplasic 
properties; a study has been completed with combretastatine 
A4 in anaplastic carcinomas in which complete remission 
was observed in a patient [53, 59].  

PAX8/PEROXISOME-PROLIFERATOR-ACTIVATED 

RECEPTOR  FUSION 

 PAX8/peroxisome-proliferator-activated receptor  fusion 
(PPAR ) rearrangement is a ligand-dependent transcription 
factor and member of the nuclear receptor superfamily. It 
gained first attention as a key regulator of adipocyte 
differentiation, a process paralleled by cell cycle arrest and 
has been identified as a target for thiazolidinediones used as 
insulin sensitizers in the treatment of diabetes mellitus. A 
more general role of PPAR  in regulation of cell 
differentiation and proliferation has been proposed on the 
basis that PPAR  agonists thiazolidinediones may prevent 
formation of neoplastic lesions in animal tumor models, 
exert growth-inhibitory effects in addition to reinduction of 
differentiation in several human cancers and in tumors 
induce changes in the cell cycle with growth arrest and 
apoptosis. PPAR  has also been linked with thyroid 
pathology since the discovery of a PAX8/PPAR  
rearrangement in follicular thyroid carcinomas. This 
rearrangement, which represents a t(2;3)(q13;p25) 
translocation involving PAX8, an important transcription 
factor for thyroid differentiation and PPAR  results in a 
fusion gene able to suppress wild-type PPAR  in a dominant 
negative behaviour. PPAR  has gained attention in various 
cancers, where impairment of PPAR  function through 
mutations has been observed. Although little is known about 
the precise molecular mechanism of PAX-8/PPAR  action, it 
is reasonable to assume that competition in transcriptional 
activation through DNA binding between overexpressed 
PPAR -fusion gene and wild-type PPAR  could be the likely 
mechanism of dominant-negative PPAR  inhibition.  

 The demonstration of the PAX8/PPAR  fusion oncogene 
in a subset of follicular thyroid tumors provides a new and 
promising starting point to dissect the molecular genetic 
events involved in the development of this tumor form [60]. 
There are recent studies that prove the importance of genetic 
translocation between regions 3p25 and 2q13 when that 
translocation supposes the fusion of transcription thyroid 
factor PAX8 with the PPAR  that is an oncogene. This 
fusion element increases cell growth, reduces apoptosis, and 
blocks the union of cellular lines to the surrounding tissues. 
It has been described mainly in follicular carcinoma, but is 
not a specific marker of this thyroid cancer [60].  

 PAX8/PPAR  is found in 30–40% of conventional-type 
follicular carcinomas, and with lower prevalence in 
oncocytic carcinomas in a small fraction of follicular 
adenomas and occasionally in the follicular variant of 
papillary carcinoma. Tumors harboring PAX8/PPAR  tend 
to present at a younger age and are smaller in size, have a 
solid/nested growth pattern, and more frequently reveal 
vascular invasion [7, 61].  

MicroRNA markers 

(miRNAs) are are a newly discovered class of endogenous 
short (18–24 nucleotides) noncoding RNAs. that act as 
negative regulators of the protein-coding gene expression 
through the complementary binding to 30 untranslated 
region (UTR) of target mRNA, which lead to translational 
repression and inhibition of protein synthesis. miRNA 
expression is deregulated in many types of human cancers, 
including thyroid cancer [62,63]. Several studies have 
demonstrated that normal thyroid cells have a unique profile 
of miRNA expression and many miRNAs are dysregulated 
in thyroid cancer cells. A subset of these miRNAs, including 
miR-221, miR-222, miR- 146b, miR- 155, and miR- 187, has 
been consistently found to be upregulated in thyroid 
papillary carcinoma. As the most important innate immune 
receptors, toll-like receptors (TLRs) represent the first line of 
defense against pathogens. MiRNAs have emerged as 
important controllers of TLR signaling. Several miRNAs, 
induced by TLR activation in innate immune cells, target the 
3' untranslated regions of mRNAs encoding components of 
the TLR signaling system. miRNAs also function as an 
important link between the innate and adaptive immune 
systems, and their dysregulation may have a role in the 
pathogenesis of inflammatory diseases [64].  

 They are BRAF and RAS point mutations and RET/PTC 
and PAX8/PPAR  rearrangements. Among other types of 
genetic alteration, miRNA markers appear to be the most 
promising for the diagnostic use at this time miRNAs [62]. 

 As many as 530 human miRNAs have been identified 
and this number is constantly increasing. miRNAs have a 
role in a wide variety of physiologic cellular processes, 
including differentiation, proliferation, and apoptosis. 
miRNA dysregulation is a common finding in malignancy, 
and there is mounting evidence supporting a role of miRNAs 
in carcinogenesis [62]. 

 Specific tumors exhibit unique expression profiles of 
miRNAs differentiating them from one another, more 
importantly from normal tissues. Several recent studies have 
utilized miRNA microarrays to demonstrate unique 
molecular expression signatures differentiating benign from 
malignant thyroid lesions, particularly PTC, which is the 
most common well-differentiated thyroid malignancy 
encountered in clinical practice. Four mutation types 
constitute the majority of known mutations occurring in 
papillary and follicular cancers and carry the highest impact 
on tumor diagnosis and prognostication. Specifically, 
miRNAs 21, 31, 146b, 187, 221, and 222 are differentially 
expressed in malignant and normal thyroid tissue [64]. 
Moreover, strong correlation was found between miRNA 
expression and somatic mutations found in this tumor type. 
Specifically, upregulation of miR-187, miR-146b, and miR-
155 was found to be significantly more pronounced in 
papillary carcinomas carrying RET/PTC rearrangements, a 
genetic event characteristically found in radiation-induced 
thyroid tumors. 

 Many miRNAs are expressed in cell type–specific 
manner and significantly overexpressed or down-regulated in 
tumors as compared to normal tissues, providing a rationale 
for their potential diagnostic use [65,66]. To date, FNAB 
accuracy is based solely on cytohistological characterization 
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of the aspirated cells and is highly dependent on the 
expertise of the examiner. Follicular lesions are a subgroup 
of possible FNAB results that faces both the patient and the 
treating physician with a dilemma. On one hand, malignancy 
cannot be definitely diagnosed by FNAB; on the other hand, 
the actual final malignant pathology rate ranges between 
20% and 37%. An accurate diagnostic miRNA panel can 
bring a dramatic change in the decision process of such 
cases. miRNA quantification for differential diagnosis of 
thyroid neoplasms within aspiration biopsy samples is 
feasible and may improve the accuracy of FNAB cytology 
[65-70].  

 Deregulated miRNAs have been associated to genetic 
alterations; to specify also which specific type of mutations 
or rearrangements have been associated to. It would stress 
the fact that despite few miRNAs have been associated to 
some genetic mutations that additional and larger studies are 
warranted; for example there are few studies that do not find 
any association between BRAF mutations and any miRNAs 
[65]. One hundred percent specificity and 95% sensitivity 
were achieved by testing mir-221, and this may reduce the 
value of the other miRNAs in the panel. However, one must 
realize that thyroid neoplasms are variable and may represent 
a common phenotype of many genetic abnormalities. In 
larger cohorts of patients, these underlying genetic 
abnormalities may have an impact on miRNA expression 
[69,70]. At present, the exact role of miRNAs in 
carcinogenesis of tumors is yet to be elucidated. miRNAs 
regulate gene expression at the post-transcriptional level and 
thereby may control cellular processes such as 
developmental transitions, organ morphology, cell 
proliferation, and apoptosis. It is postulated that each 
miRNA regulates up to 100 different mRNAs and that more 
than10.000 mRNAs appear to be directly regulated by 
miRNAs [7]. In carcinogenesis, miRNAs can either regulate 
known oncogenes or tumor suppressor genes at the post-
transcriptional level or act themselves as oncogenes or tumor 
suppressor genes [66]. If up-regulation of these miRNA was 
found in thyroid cells after radiation exposure, it would 
suggest that miRNAs play a direct role in the generation of 
carcinogenic chromosomal rearrangements in human cells. 
However, none of these miRNAs were found to be up-
regulated either after 4 or 24 hours after exposure. This 
indicates that miRNAs are unlikely to participate directly in 
the generation of carcinogenic chromosomal rearrangements 
after radiation exposure, but more likely to play a role in the 
cellular response to radiation by modulating the expression 
of acute exposure of thyroid cells to -radiation results in 
several specific patterns of miRNA response and it is likely 
to affect other cell functions, such as DNA repair [68].  

Protein p53 

 Protein p53 is a codified phosphoprotein and a 
suppressor gene that is united to specific sequences of DNA 
regulating cell cycles, inhibiting cell division, repairing 
DNA and promoting apoptosis. Mutated forms are dominant 
and their half life is of hours instead of minutes which is the 
case with non-mutant forms; this allows protein p53 
detection by immunochemistry to be relatively easy. About 
50% of all cancers present mutations of protein p53, which 
thus constitute the most frequent genetic alteration in general 

cancer. Such mutations are observed in between 0-10% of 
papillary thyroid cancers, in 40% of only-slightly 
differentiated cancers, and in between 60-90% of anaplastic 
carcinomas. The presence of mutant protein p53 has been 
related to a worse prognostic of prognosis for thyroid 
cancers, but nowadays it is not thought that protein p53 may 
trigger the transformation of nodules from benign to 
malignant. This protein therefore has great potential as an 
indicator of prediction in little-differentiated cases or in 
anaplastic carcinomas [4,69,70], but not in the aspiration 
biopsy sample taken from it, and this suggests a sampling 
error, an inherent limitation of aspiration biopsy. Therefore, 
theoretically our assay may reach 100% accuracy if sampling 
accuracy is verified [4,71]. Many thyroid cancers have lost 
suppressor gene p53 expression because its mutation renders 
the gene inactive. The restoration of the native p53 way has 
been used in different experimental models and even in 
clinical assays. Some studies have proved that the restoration 
of the gene p53 protects transducted cells as well as the 
surrounding cells. Its effect is maintained through its 
antiangiogenic action, since it regulates, VEGF decreasing 
its activity and increasing trombospondin, which is a strong 
angiogenenic suppressant. Two recombinant adenoviruses 
have been used (Cre/loxP system): one contains the promoter 
expression of p53, and the other, two units. One of these is 
the gene E1A and the other is a low gene of cytomegalovirus 
promoter. The coinfection by the two adenoviruses leads to 
the arrest of viral replication if p53 is present [70,71]. The 
protein family Gadd45 (growth arrest and DNA damage-
inducible gene family), has been implicated in DNA 
replication and repair; a low concentration of Gadd45 has 
been shown in anaplasic carcinomas, as has the fact that the 
increase of Gadd45 mediated by adenoviruses significantly 
inhibits cellular growth [71]. High mobility group proteins 
(HMGI) are overexpressed in several malignant tumors; it 
has been proved that using adenoviruses that transport 
HMGI with an antisense orientation induces an apoptosis 
increase in the human cellular lines of anaplastic carcinoma, 
although not in human cells. Given such a generalised 
expression of these proteins in thyroid cancer, this strategy 
could be useful in the future [71].  

GALECTIN-3 

 Galectin-3, formerly known as L-14, gal3 macrophage 
galactose-specific lectin or HLBP14, is part of a family of 
lectines not integrins, that transports -galactoside, regulates 
growth, has cytostatic functions, transports lamininin, and 
intervenes in molecular adhesion, inflammation, the 
malignant transformation of nodules, and the development of 
metastases. It can be determined in the smear test through 
immunochemistry and western blotting. Galectin is 
expressed in thyroid cancer, and its distribution is 
cytoplasmtic and nuclear [72]. It was first detected in 
papillary carcinoma, and later in follicular carcinoma, as 
well as in medullary carcinoma [72,73]. It can be determined 
in cytogical samples or in surgical pieces through the 
commercial antibody for immunohystochemical method; it is 
overexpressed in the majority of follicular carcinomas and 
also in adenomas, between 1-72%, according to the 
accumulated results of 8 clinical series with several cases 
[74-76]. For this reason, it is thought that galectin-3 does not 
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reliably distinguish adenomas from carcinomas. 
Furthermore, galectin-3 might be able to represent a function 
in benign to malign nodule transformation [4]. The 
diagnostic accuracy of the positivity of galectin-3 for 
inmunohystochemistry presents a sensitivity of 86%, a 
specificity of 36%, a predictive positive value of 53%, and a 
predictive negative value of 75%; moreover, it has a 
diagnostic accuracy of 59%. It can be used, therefore, as a 
supplementary marker, and galectin-3 could be a good tool 
for guiding therapeutic decisions in patients with thyroid 
nodules and with FNAB results suggestive of follicular 
neoplasm. Nonetheless, the information available shows that 
nowadays galectin-3 has methodological flaws that preclude 
a definitive answer about its utility in the clinical setting. 
Serum concentrations of galectin-1 and -3 are relatively high 
in patients with thyroid malignancy, but there is a 
considerable overlap in serum galectin-3 concentrations 
among those patients with benign and malignant nodular 
thyroid disease and, to a lesser extent, among those with or 
without nodular thyroid disease [76]. The combined 
detection of galectin-3 and BRAF V600E improves the 
diagnosis in FNAB with cytological findings that give rise to 
suspicions of papillary thyroid carcinoma; and this detection 
finds clinical application in selected cases. With the 
combined use of HBME-1 and galectin-3 in indeterminate 
FNABs, a 10% increase in sensitivity is achieved. These 
markers show excellent sensitivity and specificity and may 
improve the selection of patients for surgery [75,77].  

EPIGENETIC CHANGES IN THYROID CANCER  

 An increasing body of evidence suggests that epigenetic 
changes (DNA methylation, remodeling and post-
translational modification of chromatin) play important roles 
in thyroid tumorigenesis, as a result of their effects on 
tumor-cell differentiation and proliferation. Epigenetic 
silencing of various thyroid-specific genes has been detected 
in thyroid tumors. These changes can diminish the tumor's 
ability to concentrate radioiodine, which dramatically 
reduces treatment options. Epigenetic changes in tumor- 
promoting and tumor-suppressor genes also contribute to the 
dysregulation of thyrocyte growth and other aspects of 
tumorigenesis, such as apoptosis, motility and invasiveness 
[57,78]. Progress in the field of thyroid cancer genetics has 
produced a novel class of drugs known as ‘targeted 
therapeutics’, which act selectively on cancer cells harboring 
particular genetic aberrations [78], and these agents are 
undergoing clinical testing for the treatment of aggressive 
thyroid carcinomas [79]. The differentiation and 
proliferation properties of thyroid cancer cells are also 
strongly influenced by epigenetic alterations [80], which are 
thought to be equally, if not more, important than mutational 
events in the generation and progression of human cancer 
[81]. Encouraging preliminary results that have been 
obtained with epigenetic treatment strategies in several 
forms of cancer and knowledge of the epigenetic changes 
that occur in thyroid carcinomas (often in combination with 
genetic alterations) is expected to reveal more effective ways 
to treat tumors of this type that fail to respond to currently 
available treatment modalities [81-85]. The cloning of the 
NIS gene has supposed the development of a cytoreducting 
gene therapy based on the transfer of the gene followed by 

the administration of 131I. Recently, the stable transfection 
of the NIS gene over cells of follicular carcinoma (FTC-133) 
without NIS has been achieved, restoring the skills of 131I 
uptake [86-89]. Additionally, in several tumors NIS gene 
transfection has been proposed together with a transfection 
of thyroid peroxidase that might be able to increase the 131I 
uptake in tissue, as well as the amount of irradiation [90]. 
Preclinical studies have furnished convincing evidence that 
deacetylation inhibitors and demethylating agents are 
beneficial in the treatment of thyroid cancer, and these drugs 
are now being tested against metastatic radioiodine-
refractory thyroid carcinomas. Despite promising phase-I 
results, however, histone deacetylases treatment of 16 
patients with differentiated thyroid carcinoma produced no 
partial or complete responses that met response evaluation 
criteria in solid tumors [79] and in a phase-II study, i.v. 
injection of depsipeptide restored radioiodine avidity in 2 of 
the 20 patients treated, but there were no objective responses 
even after 131I treatment [79]. In light of these preliminary 
data, epigenetic strategies seem far less promising than 
approaches that target protein kinases. Indeed, protein kinase 
antagonists have produced decidedly better response rates in 
clinical trials (although they are by no means free of adverse 
effects); however, the safety and efficacy of other HDACi 
and demethylating agents, alone or combined, are still being 
assessed. Until the results of these trials become available, 
research on epigenetic alterations in thyroid cancer must 
continue with the ultimate objective of developing more 
effective treatments for these tumors [81-84].  

OTHER GENETIC ALTERATIONS  

Telomerase 

 Telomeres are repetitive sequences of DNA that 
contribute to its stability, decrease with every cell division, 
and lead to apoptosis. Telomerase is an enzyme with a 
protein and an RNA component that adds repetitions at the 
end of DNA and is not usually present in adult tissues. It has 
been proved that many tumors present telomerase activity 
that immortalizes neoplasic cells. Such cells are determined 
by a polymerase chain reaction and enzyme-linked-
immunoabsorbent assay or by telomere repeat-amplification 
protocol. Telomerase is simply an auxiliary instrument in the 
differential diagnosis of thyroid cancer [90, 91].  

Type I Receptor for Transferrin (TfR1/CD71) 

 Type I receptor for transferrin (TfR1/CD71) is 
overexpressed in several malignant tumors, but no studies 
are available on thyroid carcinomas. Our previous 
comparative analyses of the relative distribution of 
transferrin in benign versus papillary thyroid carcinoma 
tissues highlighted a marked malignancy- associated 
abundance of the molecule. Some results suggest that altered 
expression of TfR1/CD71 may be used as a marker helpful 
in distinguishing papillary thyroid carcinoma from papillary 
hyperplasia and follicular variant from benign follicular-
patterned lesions. Additionally, the present observations 
support the rationale for the use of radiolabeled 
transferrin/transferrin analogs and/or anti-TfR1/CD71 
antibodies for diagnostic and/or radiotherapeutic purposes in 
TfR1/CD71-expressing thyroid tumors [92].  
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 A great number of those that are implicated in 
carcinogenesis or that are expressed in tumors of different 
ways have been used. They have multidisciplinary 
characteristics and are of difficult interpretation given their 
complexity and the variety of results that have been obtained 
[93, 94]. Thus, a growth inhibitor of the signal of 
transduction has been used as the caveolin that intervenes in 
the cellular cycle and also 14-3-3 , a regulator of the 
cellular cycle and the cyclines and kinases dependent of the 
cyclines as well as the non-dependent [95,96]. As a marker, 
S100A9, a binding protein of calcium related to the cell 
differentiation that would be a marker of dedifferentiation 
has also been studied [8]. Different adhesion molecules have 
also been analysed, since these are found overexpressed in 
carcinomas. Furthermore, markers of natural lymphocyte 
killers have been studied, such markers such as CD57, a 
lymphocytes natural killer, whose increased expression 
would be present in cancers [97], as well as that of the 
glucose transporter (GLUT-1) [98]. Other markers such as 
epidermal growth factor receptors, oncoproteins with growth 
capacity and tyrosine kinase activity have been analysed, but 
the results are difficult to interpret and are controversial in 
some cases [99]. Several genes are candidates for the 
tumorigenesis of thyroid cancer and have also been analysed, 
especially those resulting from the microprobe development 
that allows the analysis of multiple genes and from the 
global pattern selection that elucidates which of these genes 
appear in tumor cells; this field is nowadays one that raises a 
great degree of expectation [100]. The recent discovery of 
anaplastic lymphoma kinase (ALK) gene mutations in 
thyroid cancer may rationalize clinical evaluation of ALK 
inhibitors in this setting. In undifferentiated anaplastic 
thyroid cancer, two novel point mutations, C3592T and 
G3602A, found in exon 23 of the ALK gene, with a 
prevalence of 11.11%, but found no mutations in the 
matched normal tissues or in well-differentiated thyroid 
cancers. These two mutations, resulting in L1198F and 
G1201E amino acid changes, respectively, both reside within 
the ALK tyrosine kinase domain where they dramatically 
increased tyrosine kinase activities. Similarly, these 
mutations heightened the ability of ALK to activate the 
phosphatidylinositol 3-kinase (PI3K)/Akt and mitogen- 
activated protein (MAP) kinase pathways in established 
mouse cells. Similar oncogenic properties were observed in 
the neuroblastoma-associated ALK mutants K1062M and 
F1174L but not in wild-type ALK. These findings reveal two 
novel gain of function mutations of ALK in certain, 
undifferentiated anaplastic thyroid cancer and they suggest 
efforts to clinically evaluate the use of ALK kinase inhibitors 
to treat patients who harbor undifferentiated cancers with 
these mutations [101]. The role of the phosphatidylinositol-3 
kinase regulatory subunits in differentiated and 
undifferentiated thyroid carcinomas also in amplifications 
and mutations is also important and the activation of this 
pathway is a contribution in thyroid cancer progression; clear 
understanding of the role played by components of this 
signaling pathway could be important for the understanding 
of thyroid tumor progression and the development of novel 
compounds to be used in clinical trials. The role of -catenin 
and phosphatidylinositol-3 kinase regulatory subunits is 
important either it is in differentiated or in undifferentiated 
thyroid carcinomas [102,103]. Proteomic has been 

introduced recently, though not for the systematic study of 
the samples extracted by FNAB, but its results serve to 
validate different potential markers, confirming in the 
current studies that the best of these would be galectin-3, 
galectin-1 and the protein S100C48 [104]. Regarding 
specific mutations that constituted the panel for thyroid 
cancer diagnostic, RAS, BRAF, RET/PTC, and PAX8/PPAR  
mutations had all a 100% positive predictive value for 
cancer. Patients with these mutations would be candidates 
for total thyroidectomy irrespective of the cytologic 
diagnosis [43].  

REFERENCES 

[1] Gómez, J.M.; Gómez, N.; Sahún, M.; Rafecas, A.; Villabona, C.; 
Soler, J. Validity of risk group definition in differentiated thyroid 

carcinoma. Endocr. Relat. Cancer, 1997, 4, 459-464.  
[2] Cooper, D.S.; Doherty, G.D.; Haugen, B.R.; Kloos, R.T.; Lee, S.L.; 

Mandel, S.L.; Mazzaferri, E.L.; McIver, B.; Pacini, F.; 
Schlumberger, M.; Sherman, S.I.; Steward, D.L.; Tuttle, R.M. 

Revised American Thyroid Association management guidelines for 
patients with thyroid nodules and differentiated thyroid cancer. 

Thyroid, 2009, 19, 1167-214. 
[3] Pacini, F.; Schlumberger, M.; Dralle, H.; Elisei, R,; Wiersinga, W. 

and the European Thyroid Cancer Taskforce. European consensus 
for the management of patients with differentiated thyroid cancer 

of the follicular epithelium. Eur. J. Endocrinol., 2006, 154, 787-
903. 

[4] Haugen, B.R.; Woodmansee, W.W.; McDermott, M.T. Towards 
improving the utility of fine-needle aspiration biopsy for the 

diagnosis of thyroid tumors. Clin. Endocrinol. (Oxf), 2002, 56, 
281-290. 

[5] Sahin, M.: Gursoy, A.; Tutuncu, N.B.; Guvener, D.N. Prevalence 
and prediction of malignancy in cytologically indeterminate thyroid 

nodules. Clin. Endocrinol. (Oxf), 2006, 65, 514-518. 
[6] Letsas, K.P.; Andrikoula, M.; Tsatsoulis, A. Fine needle aspiration 

biopsy-RT-PCR molecular analysis of thyroid nodules: to useful 
preoperative diagnostic tool. Minerva. Endocrinol., 2006, 31, 179-

182. 
[7] Fusco, A.; Grieco, M.; Santoro, M.; Berlingieri, M.T.; Pilotti, S.; 

Pierotti, M.A.; Della Porta, G.; Vecchio, G. A new oncogene in 
human thyroid papillary carcinomas and their lymph-nodal 

metastases. Nature, 1987, 328, 170-172. 
[8] Santoro, M.; Dathan, N.A.; Berlingieri, M.T.; Bongarzone, I.; 

Paulin, C.; Grieco, M.; Pierotti, M.A.; Vecchio, G.; Fusco, A. 
Molecular characterization of RET/PTC3; a novel rearranged 

version of the RETproto-oncogene in a human thyroid papillary 
carcinoma. Oncogene, 1994, 9, 509-516. 

[9] Espinosa, A.; Porchia, L.; Ringel, M. Targeting BRAF in thyroid 
cancer. Br. J. Cancer, 2007, 96, 16-20. 

[10] Cohen, Y.; Xing, M.; Mambo, E.; Guo, Z.; Wu. G.; Trink, B.; 
Beller, U.; Westra, W.H.; Ladenson, P.W.; Sidransky, D. BRAF 

mutation in papillary thyroid carcinoma. J. Natl. Cancer Inst., 
2003, 95, 625-627. 

[11] Kimura, E.T.; Nikiforova, M.N.; Zhu, Z.; Knauf, J.A.; Nikiforov, 
Y.E.; Fagin, J.A. High prevalence of BRAF mutations in thyroid 

cancer: genetic evidence for constitutive activation of the 
RET/PTC-RAS-BRAF signaling pathway in papillary thyroid 

carcinoma. Cancer Res., 2003, 63, 1454-1457. 
[12] Pierotti, M.A.; Santoro, M.; Jenkins, R.B.; Sozzi, G.; Bongarzone, 

I.; Grieco, M.; Monzini, N.; Miozzo, M.; Herrmann, M.A.; Fusco, 
A.; Hay, I.D.; Della Porta, G.; Vecchio, G. Characterization of an 

inversion on the long arm of chromosome 10 juxtaposing D10S170 
and RET and creating the oncogenic sequence RET/PTC. Proc. 

Natl. Acad. Sci. USA, 1992, 89, 1616-1620. 
[13] Pasquali, D.; Santoro, A.; Bufo, P.; Conzo, G.; Deery, W.J.; 

Renzullo, A.; Accardo, G.; Sacco, V.; Bellastella, A.; Pannone, G. 
Upregulation of endocrine gland-derived vascular endothelial 

growth factor in papillary thyroid cancers displaying infiltrative 
patterns, lymph node metastases, and BRAF mutation. Thyroid, 

2011, 21, 391-399.  
[14] Kogan, E.A.; Rozhkova, E.B.; Seredin, V.P.; Paltsev, M.A. 

Prognostic value of the expression of thyroglobulin and 



606    Current Genomics, 2011, Vol. 12, No. 8 José M. Gómez Sáez 

oncomarkers (p53, EGFR, ret-oncogene) in different types of 

papillary carcinoma of the thyroid: clinicomorphological and 
immunohistochemical studies. Arkh. Patol., 2006, 68, 8-11. 

[15] Santoro, M.; Carlomagno, F.; Hay, I.D.; Herrmann, M.A.; Grieco, 
M.; Melillo, R.; Pierotti, M.A.; Bongarzone, I.; Della Porta, G.; 

Berger, N.; Peix, J.L.; Paulin, C.; Fabien, N.; Vecchio, G.; Jenkins, 
R.B.; Fusco, A. RET oncogene activation in human thyroid 

neoplasms is restricted to the papillary cancer subtype. J. Clin. 
Invest., 1992, 89, 1517–1522. 

[16] Grieco, M.; Santoro, M.; Berlingieri, M.T.; Melillo, R.M.; Donghi, 
R.; Bongarzone, I.; Pierotti, M.A.; Della Porta, G.; Fusco, A.; 

Vecchio, G. PTC is a novel rearranged form of the ret proto-
oncogene and is frequently detected in vivo in human thyroid 

papillary carcinomas. Cell, 1990, 60, 557-563. 
[17] Bongarzone, I.; Butti, M.G.; Coronelli, S.; Borrello, M.G.; Santoro, 

M.; Mondellini, P.; Pilotti, S.; Fusco, A.; Della Porta, G.; Pierotti, 
M.A Frequent activation of ret protooncogene by fusion with a new 

activating gene in papillary thyroid carcinomas. Cancer Res., 1994, 
54, 2979–2985. 

[18] Ciampi,R.; Giordano, T.J.; Wikenheiser-Brokamp, K.; Koenig, 
R.J.; Nikiforov, Y.E. HOOK3-RET: a novel type of RET/PTC 

rearrangement in papillary thyroid carcinoma. Endocr. Relat. 
Cancer, 2007, 14, 445–452. 

[19] Nikiforov, Y.E. RET/PTC rearrangement in thyroid tumors. 
Endocr. Pathol., 2002, 13, 3–16. 

[20] Rabes, H.M.; Demidchik, E.P.; Sidorow, J.D.; Lengfelder, E.; 
Beimfohr, C.; Hoelzel, D.; Klugbauer, S. Pattern of radiation-

induced RET and NTRK1 rearrangements in 191 post-Chernobyl 
papillary thyroid carcinomas: biological, phenotypic, and clinical 

implications. Clin. Cancer Res., 2006, 6, 1093–1103. 
[21] Zhu, Z.; Ciampi, R.; Nikiforova, M.N.; Gandhi, M.; Nikiforov, 

Y.E. Prevalence of RET/PTC rearrangements in thyroid papillary 
carcinomas: effects of the detection methods and genetic 

heterogeneity. J. Clin. Endocrinol. Metab., 2006, 91, 3603–3610. 
[22] Cunha, N.; Rodrigues, F.; Curadeo, F.; Ilhéu, O.; Cruz.; C, 

Naidenov. P.; Rascão, M.J.; Ganho, J.; Gomes, I.; Pereira, H.; Real, 
O.; Figueiredo, P.; Campos, B.; Valido, F. Thyroglobulin detection 

in fine-needle aspirates of cervical lymph nodes: technique for the 
diagnosis of metastatic differentiated thyroid cancer. Eur. J. 

Endocrinol., 2007, 157, 101-107. 
[23] Tallini, G.; Santoro, M.; Helie, M.; Carlomagno, F.; Salvatore, G.; 

Chiappetta, G.; Carcangiu, M.L.; Fusco, A. RET/PTC oncogene 
activation defines a subset of papillary thyroid carcinomas lacking 

evidence of progression to poorly differentiated or undifferentiated 
tumor phenotypes. Clin. Cancer Res., 1998, 4, 287–294. 

[24] Vasko, V.; Ferrand, M.; Di Cristofaro, J.; Carayon, P.; Henry, J.F.; 
de Micco, C. Specific pattern of RAS oncogene mutations in 

follicular thyroid tumors. J. Clin. Endocrinol. Metab., 2003, 88, 
2745-2752. 

[25] Santarpia, L.; Myers, J.N.; Sherman, S.I.; Trimarchi, F.; Clayman, 
G.L.; El-Naggar, A.K. Genetic alterations in the RAS/RAF/ 

mitogen-activated protein kinase and phosphatidylinositol 3-
kinase/Akt signaling pathways in the follicular variant of papillary 

thyroid carcinoma. Cancer, 2010, 116, 2974-2983. 
[26] Garcia-Rostan, G.; Zhao, H.; Camp, R.L.; Pollan, M.; Herrero, A.; 

Pardo, J.; Wu, R.; Carcangiu, M.L.; Costa, J.; Tallini, G. RAS 
mutations are associated with aggressive tumor phenotypes and 

poor prognosis in thyroid cancer. J. Clin. Oncol., 2003, 21, 3226–
3235. 

[27] Nikiforova, M.N.; Lynch, R.A.; Biddinger, P.W.; Alexander, E.K, 
Dorn, G.W.; Tallini, G.; Kroll, T.G.; Nikiforov, Y.E. RAS point 

mutation and PAX8-PPAR  rearrangement in thyroid tumors: 
evidence for distinct molecular pathways in thyroid follicular 

carcinoma. J. Clin. Endocrinol. Metab., 2003, 88, 2318-2326. 
[28] Tallini, G.; Hsueh, A.; Liu, S.; Garcia-Rostan, G.; Speicher, M.R.; 

Ward, D.C. Frequent chromosomal DNA unbalance in thyroid 
oncocytic (Hurthle cell) neoplasms detected by comparative 

genomic hybridization. Lab. Invest., 1999, 79, 547–555. 
[29] Fagin, F.A. How thyroid tumors start and why it matters: kinase 

mutants as targets for solid cancer pharmacotherapy. J. 
Endocrinol., 2004, 183, 249-256. 

[30] Huang, S.M.; Lee, J.C.; Wu, T.J.; Chow, N.H. Clinical relevance of 
vascular endothelial growth factor for thyroid neoplasms. World J. 

Surg., 2001, 25, 302-306. 
[31] Pizzolanti, G.; Russo, L.; Richiusa, P.; Bronte, V.; Nuara, R.B.; 

Rodolico, V.; Amato, M.C.; Smeraldi, L.; Sisto, P.S.; Nucera, M.; 

Bommarito, A.; Citarrella, R.; Lo Coco, R.; Cabibi, D.; Lo Coco, 

A.; Frasca, F.; Gulotta, G.; Latteri, M.A.; Modica, G.; Galluzzo, A.; 
Giordano, C. Fine-needle aspiration molecular analysis for the 

diagnosis of papillary thyroid carcinoma through BRAF V600E 
mutation and RET/PTC rearrangement. Thyroid, 2007, 17, 1109–

1115. 
[32] Chiosea, S.; Nikiforova, M.; Zuo, H.; Ogilvie, J.; Gandhi, M.; 

Seethala, R.R.; Ohori, N.P.; Nikiforov, Y. A novel complex BRAF 
mutation detected in a solid variant of papillary thyroid carcinoma. 

Endocr. Pathol., 2009, 20, 122–126. 
[33] Santarpia, L.; Sherman, S.I.; Marabotti, A.; Clayman, G.L.; El-

Naggar, A.K. Detection and molecular characterization of a novel 
BRAF activated domain mutation in follicular variant of papillary 

thyroid carcinoma. Hum. Pathol., 2009, 40, 827-833. 
[34] Namba, H.; Nakashima, M.; Hayashi, T.; Hayashida, N.; Maeda, 

S.; Rogounovitch, T.I.; Ohtsuru, A.; Saenko, V.A.; Kanematsu, T.; 
Yamashita, S. Clinical implication of hot spot BRAF mutation, 

V599E, in papillary thyroid cancers. J. Clin. Endocrinol. Metab., 
2003, 88, 4393–4397. 

[35] Kumagai, A.; Namba, H.; Akanov, Z.; Saenko, V.A.; Meirmanov, 
S.; Ohtsuru, A.; Yano, H.; Maeda, S.; Anami, M.; Hayashi, T.; Ito, 

M,; Sagandikova, S.; Eleubaeva, Z.; Mussinov, D.; Espenbetova, 
M.; Yamashita, S. Clinical implications of pre-operative rapid 

BRAF analysis for papillary thyroid cancer. Endocr. J., 2007, 54, 
399–405. 

[36] Xing, M.; Tufano, R.P.; Tufaro. A.P.; Basaria, S.; Ewertz, M.; 
Rosenbaum, E.; Byrne, P.J.; Wang, J.; Sidransky, D.; Ladenson, 

P.W. Detection of BRAF mutation on fine needle aspiration biopsy 
specimens: a new diagnostic tool for papillary thyroid cancer. J. 

Clin. Endocrinol. Metab., 2004, 89, 2867–2872. 
[37] Domingues, R.; Mendonca, E.; Sobrinho, L.; Bugalho, M.J. 

Searching for RET/PTC rearrangements and BRAF V599E 
mutation in thyroid aspirates might contribute to establish a 

preoperative diagnosis of papillary thyroid carcinoma. 
Cytopathology, 2005, 16, 27–31. 

[38] Sapio, M.R.; Guerra, A.; Posca.; D, Limone, P.P.; Deandrea, M.; 
Motta, M.; Troncone, G.; Caleo, A.; Vallefuoco, P.; Rossi, G.; 

Fenzi, G.; Vitale, M. Combined analysis of galectin-3 and 
BRAFV600E improves the accuracy of fine-needle aspiration 

biopsy with cytological findings suspicious for papillary thyroid 
carcinoma. Endocr. Relat. Cancer, 2007, 14, 1089–1097. 

[39] Zatelli, M.C.; Trasforini, G.; Leoni, S.; Frigato, G.; Buratto, M.; 
Tagliati, F.; Rossi, R.; Cavazzini, L.; Roti, E.; Degli Uberti, E. 

BRAF V600E mutation analysis increases diagnostic accuracy for 
papillary thyroid carcinoma in fine needle aspiration biopsies. Eur. 

J. Endocrinol., 2009, 161, 467–473. 
[40] Basolo, F.; Torregrossa, L.; Giannini, R.; Miccoli, M.; Lupi, C.; 

Sensi, E.; Berti, P.; Elisei, R.; Vitti, P.; Baggiani, A.; Miccoli, P. 
Correlation between the BRAF V600E mutation and tumor 

invasiveness in papillary thyroid carcinomas smaller than 20 
millimeters: analysis of 1060 cases. J. Clin. Endocrinol. Metab., 

2010, 95, 4197-205. 
[41] Riesco-Eizaguirre, G.; Gutiérrez-Martínez, P.; García-Cabezas, 

M.A.; Nistal, M.; Santisteban, P. The oncogene BRAF V600E is 
associated with a high risk of recurrence and less differentiated 

papillary thyroid carcinoma due to the impairment of Na+/I- 
targeting to the membrane. Endocr. Relat. Cancer, 2006, 13, 257–

269. 
[42] Lupi, C.; Giannini, R.; Ugolini, C.; Proietti, A.; Berti, P.; Minuto, 

M.; Materazzi, G.; Elisei, R.; Santoro, M.; Miccoli, P.; Basolo, F. 
Association of BRAF V600E mutation with poor 

clinicopathological outcomes in 500 consecutive cases of papillary 
thyroid carcinoma. J. Clin. Endocrinol. Metab., 2007, 92, 4085–

4090. 
[43] Nikiforova, M.N.; Nikiforov, Y.E. Molecular diagnostics and 

predictors in thyroid cancer. Thyroid, 2009, 19, 1351-1361. 
[44] Brzezianska, E.; Pastuszak-Lewandoska, D. A minireview: the role 

of MAPK/ERK and PI3K/Akt pathways in thyroid follicular cell-
derived neoplasm. Front. Biosci., 2011, 16, 422-439. 

[45] Yu, X.M.; Lo, C.Y.; Chan, W.F.; Lam, K.Y.; Leung, P.; Luk, J.M. 
Increased expression of vascular endothelial growth factor C in 

papillary thyroid carcinoma correlates with cervical lymph node 
metastases. Clin. Cancer Res., 2005, 11, 8063-8069. 

[46] Soh, E.Y.; Duh, Q.Y.; Sobhi, S.A.; Young, D.M.; Epstein, H.D.; 
Wong, M.G.; Garcia, Y.K.; Min, Y.D.; Grossman, R.F.; Siperstein, 

A.E.; Clark, O.H. Vascular endothelial growth factor expression is  



Tumor Markers in Thyroid Cancer Current Genomics, 2011, Vol. 12, No. 8    607 

higher in differentiated thyroid cancer than in normal or benign 

thyroid. J. Clin. Endocrinol. Metab., 1997, 82, 3741-3747. 
[47] Marshall, C.J. MAP kinase kinase kinase, MAP kinase kinase and 

MAP kinase. Curr. Opin. Genet. Dev., 1994, 4, 82-89. 
[48] Sherman, S.I. Advances in chemotherapy of differentiated 

epithelial and medullary thyroid cancers. J. Clin. Endocrinol. 
Metab., 2009, 94, 1493-1499. 

[49] Alavi, A.; Hood, J.D.; Frausto, R.; Stupack, D.G.; Cheresh, D.A . 
Role of Raf in vascular protection from distinct apoptotic stimuli. 

Science, 2003, 301, 94-96. 
[50] Carlomagno, F.; Guida, T.; Anaganti, S.; Vecchio, G.; Fusco, A.; 

Ryan, A.J.; Billaud, M.; Santoro, M. Disease associated mutations 
at valine 804 in the RET receptor tyrosine kinase confer resistance 

to selective kinase inhibitors. Oncogene, 2004, 23, 6056-6063. 
[51] Nikiforov, Y. Recent developments in the molecular biology of the 

thyroid. In: Lloyd RV (ed). Endocrine pathology: differential 
diagnosis and molecular advances. Humana Press, Totowa, NJ, 

2004, pp 191–209. 
[52] Klein, M. ; Vignaud, J.M. ; Hennequin, V. ; Toussaint, B. ; Bresler, 

L. ; Plenat, F. ; Leclère, J.; Duprez, A.; Weryha, G.. Increased 
expression of the vascular endothelial growth factor is a pejorative 

prognosis marker in papillary thyroid carcinoma. J. Clin. 
Endocrinol. Metab., 2001, 86, 656-658. 

[53] Zafón, C.; Obiols, G. Vía de señalización dependiente de la 
proteincinasa de activación mitogénica en el carcinoma papilar de 

tiroides. De las bases moleculares a la práctica clínica. Endocrinol. 
Nutr., 2009, 56, 176-186. 

[54] Cerrato, A.; De Falco, V.; Santoro, M. Molecular genetics of 
medullary thyroid carcinoma: the quest for novel therapeutic 

targets. J. Mol. Endocrinol, 2009, 43, 143-155. 
[55] Bauer, A.J.; Terrell, R.; Doniparthi, N.K.; Patel, A.; Tuttle, R.M.; 

Saji, M.; Ringel, M.D. Francis, G.L. Vascular endothelial growth 
factor monoclonal antibody inhibits growth of anaplastic thyroid 

cancer xenografts in nude mice. Thyroid, 2002, 12, 953-961. 
[56] Hu, S.; Liu, D.; Tufano, R.P.; Carson, K.A.; Rosenbaum, E.; 

Cohen, Y.; Holt, E.H.; Kiseljak-Vassiliades, K.; Rhoden, K.J.; 
Tolaney. S. Association of aberrant methylation of tumor 

suppressor genes with tumor aggressiveness and BRAF mutation in 
papillary thyroid cancer. Int. J. Cancer, 2006, 119, 2322–2329. 

[57] Xing, M.; Usadel, H.; Cohen, Y.; Tokumaru, Y.; Guo, Z.; Westra, 
W.B.; Tong, B.C.; Tallini, G.; Udelsman, R.; Califano, J.A. 

Methylation of the thyroid-stimulating hormone receptor gene in 
epithelial thyroid tumors: a marker of malignancy and a cause of 

gene silencing. Cancer Res., 2003, 63, 2316–2321. 
[58] Liu, D.; Hu, S.; Hou, P.; Jiang, D.; Condouris, S.; Xing, M. 

Suppression of BRAF/MEK/MAP kinase pathway restores 
expression of iodide-metabolizing genes in thyroid cells expressing 

the V600E BRAF mutant. Clin. Cancer Res., 2007, 13, 1341–1349. 
[59] Puxeddu, E.; Durante, C.; Avenia, N.; Filetti, S.; Russo, D. Clinical 

implication of BRAF mutation in thyroid carcinoma. Trends 
Endocrinol. Metab., 2008, 19, 138–145. 

[60] Lui, W-O.; Foukakis, T.; Lidén, J.; Thoppe, S.R.; Dwight, T.; 
Höög, A. Zedenius, J.; Wallin, G.; Reimers, M.; Larsson, C. 

Expression profiling reveals a distint transcription signature in 
follicular thyroid carcinomas with a PAX8-PPAR  fusion 

oncogene. Oncogene, 2005, 24, 1467-1476. 
[61] Nikiforova, M.N.; Biddinger, P.W.; Caudill, C.M.; Kroll, T.G.; 

Nikiforov, Y.E. PAX8-PPARgamma rearrangement in thyroid 
tumors: RT-PCR and immunohistochemical analyses. Am. J. Surg. 

Pathol., 2002, 26, 1016–1023. 
[62] Nikiforova, M.N.; Chiosea, S.I.; Nikiforov, Y.E. MicroRNA 

expression profiles in thyroid tumors. Endocr. Pathol., 2009, 20, 
85–91. 

[63] Nikiforova, M.N.; Tseng, G.C.; Steward, D.; Diorio, D.; Nikiforov, 
Y.E. MicroRNA expression profiling of thyroid tumors: biological 

significance and diagnostic utility. J. Clin. Endocrinol. Metab., 
2008, 93, 1600–1608. 

[64] He, H.; Jazdzewski, K.; Li, W.; Liyanarachchi, S.; Nagy, R.; 
Volinia, S.; Calin, G.A.; Liu, C.G.; Franssila, K.; Suster, S.; Kloos, 

R.T.; Croce, C.M.; de la Chapelle, A. The role of microRNA genes 
in papillary thyroid carcinoma. Proc. Natl. Acad. Sci. USA, 2005, 

102, 19075–19080. 
[65] Mazeh, H.; Mizrahi, I.; Halle, D.; Ilyayev, N.; Stojadinovic, A.; 

Trink, B.; Mitrani-Rosenbaum, S.; Roistacher, M.; Ariel, I.; Eid, 
A.; Freund, H.R.; Nissan, A. Development of a microRNA-based  

 

molecular assay for the detection of papillary thyroid carcinoma in 

aspiration biopsy samples. Thyroid, 2011, 21, 111-118.  
[66] Visone, R.; Russo, L.; Pallante, P.; de Martino, I,; Ferraro, A.; 

Leone, V.; Borbone, E.; Petrocca, F.; Alder, H.; Croce, C.M.; 
Fusco, A. MicroRNAs (miR)-221 and miR-222, both 

overexpressed in human thyroid papillary carcinomas, regulate 
p27Kip1 protein levels and cell cycle. Endocr. Relat. Cancer, 2007, 

14, 791–798. 
[67] Nikiforova, M.N.; Gandi, M.; Kelly, L.; Nikiforov, Y.E. 

MicroRNA dysregulation in human thyroid cells following 
exposure to ionizing radiation. Thyroid, 2011, 21, 261-266. 

[68] Mitrani-Rosenbaum, S.; Roistacher, M.; Ariel, I.; Eid, A.; Freund, 
H.R.; Nissan, A. Development of a microRNA-based molecular 

assay for the detection of papillary thyroid carcinoma in aspiration 
biopsy samples. Thyroid, 2011, 21, 111-118.  

[69] Gómez Sáez, J.M. Diagnostic usefulness of tumor markers in the 
thyroid cytological samples extracted by fine-needle aspiration 

biopsy. Endocr. Metab. Immune Disord. Drug Targets, 2010, 10, 
47-56. 

[70] Moses, W.; Weng, J.; Sansano, I.; Peng, M.; Khanafshar, E.; Ljung, 
B.M.; Duh, Q.Y.; Clark, O.H.; Kebebew, E. Molecular testing for 

somatic mutations improves the accuracy of thyroid fine-needle 
aspiration biopsy. World J. Surg., 2010, 34, 2589-2594. 

[71] Oberlander, S.; Xie, T.; Chandrachud, U.; Gal, S. Scintillation 
proximity assay for total p53 protein as an alternative to ELISA. J. 

Immunol. Methods, 2010, 360, 173-177.  
[72] Fernández, P.L.; Merino, M.J.; Gómez, M.; Campo, E.; Medina, T.; 

Castronovo, V. Galectin-3 and laminin expression in neoplastic and 
non-neoplastic thyroid tissue. J. Pathol., 1997, 181, 80-86. 

[73] Collet, J.F.; Hurbain, I.; Prengel, C.; Utzmann, O.; Scetbon, F.; 
Beranaudin J.F.; Fajac, A. Galectin-3 immunodetection in follicular 

thryoid neoplasms: prospective study on fine-needle aspiration 
samples. Br. J. Cancer, 2005, 93, 1175-1181. 

[74] Ito, Y.; Yoshida, H.; Tomoda, C.; Miya, A.; Kobayashi, K.; 
Matsuzuka, F. Galectin-3 expression in follicular tumors: and 

immunohistochemical study of its uses a marker of follicular 
carcinoma. Pathology, 2005, 37, 296-298. 

[75] De Matos, P.; Ferreira; A.P.; de Oliveira Facuri, F.; Saaumpçao, 
L.V.M.; Metze, K.; Ward, L.S. Usefulness of HBME-1, cytokeratin 

19 and galectin-3 immunostaning in the diagnosis of thyroid 
malignancy. Histopathology, 2005, 47, 391-401. 

[76] Scognamiglio, T.; Hyjek, E.; Kao, J.; Chen, Y.T. Diagnostic 
usefulness of HBME1, galectin-3, CK19 and CITED1 and 

evaluation of their expression in encapsulated lesions with 
questionable features of papillary thyroid carcinoma. Am. J. Clin. 

Pathol., 2006, 126, 700-708. 
[77] Kim, M.J.; Kim, H.J.; Hong, S.J.; Shong, Y.K.; Gong, G. 

Diagnostic utility of galectin-3 in aspirates of thyroid follicular 
lesions. Acta. Cytol., 2006, 50, 28-34.  

[78] Sherman, S.I. Targeted therapy of thyroid cancer. Biochem. 
Pharmacol., 2010, 80, 592–601. 

[79] Sherman, E.J.; Fury, M.G.; Tuttle, R.M.; Ghossein, R.; Stambuk, 
H.; Baum, M.; Lisa, D.; Su, Y.B.; Shaha, A.; Pfister, D.G. Phase II 

study of depsipeptide (DEP) in radioiodine (RAI)-refractory 
metastatic nonmedullary thyroid carcinoma. J. Clin Oncol., 2009, 

27, 6059. 
[80] Kondo, T.; Nakazawa, T.; Ma, D.; Niu. D.; Mochizuki, K.; 

Kawasaki, T.; Nakamura, N.; Yamane, T.; Kobayashi, M.; Katoh, 
R. Epigenetic silencing of TTF-1/NKX2-1 through DNA 

hypermethylation and histone H3 modulation in thyroid 
carcinomas. Lab. Invest., 2009, 89, 791–799. 

[81] Russo, D.; Damante, G.; Puxeddu, E.; Durante, C.; Filetti, S. 
Epigenetics of thyroid cancer and novel therapeutic targets. J. Mol. 

Endocrinol., 2011, 46, R73-R81. 
[82] Chi, P.; Allis, C.D.; Wang, G.G. Covalent histone modifications – 

miswritten, misinterpreted and mis-erased in human cancers. Nat. 
Rev. Cancer, 2010, 10, 457–459. 

[83] Kelly, W.K.; O'Connor, O.A.; Krug, L.M.; Chiao, J.H.; Heaney, 
M.; Curley, T.; MacGregore-Cortelli, B.; Tong, W.; Secrist, J.P.; 

Schwartz, L. Phase I study of an oral histone deacetylase inhibitor, 
suberoylanilide hydroxamic acid, in patients with advanced cancer. 

J. Clin. Oncol. 2005, 23, 3923–3931. 
[84] Woyach, J.A.; Kloos, R.T.; Ringel, M.D.; Arbogast, D.; Collamore, 

M.; Zwiebel, J.A.; Grever, M.; Villalona-Calero, M.; Shah, M.H. 
Lack of therapeutic effect of the histone deacetylase inhibitor  

 



608    Current Genomics, 2011, Vol. 12, No. 8 José M. Gómez Sáez 

vorinostat in patients with metastatic radioiodine-refractory thyroid 

carcinoma. J. Clin. Endocrinol. Metab., 2009, 94, 164–170. 
[85] Imanishi, R.; Ohtsuru, A.; Iwamatsu, M.; Iioka, T.; Namba. H.; 

Seto, S.; Yano, K.; Yamashita, S. A histone deacetylase inhibitor 
enhances killing on undifferentiated thyroid carcinoma cells by p53 

gene therapy. J. Clin. Endocrinol. Metab., 2002, 87, 4821-4824. 
[86] Yong, J.L.; June-Key, C.; Jae Hoon, S.; Joo Hyun, K.; Jae Min, J.; 

Dong Soo, L . In vitro and in vivo properties of a human anaplastic 
thyroid carcinoma cell line transfected with the sodium iodide 

symporter gene. Thyroid, 2004, 14, 889-895. 
[87] Smit, J.W.; Schroder-Van der Elst, J.P.; Karperien, M.; Que, I.; 

Stokkel, M.; van der Heide, D.; Romijn, J.A. Iodide kinetics and 
experimental (131) I therapy in a xenotransplanted human sodium-

iodide symporter-transfected human follicular thyroid carcinoma 
cell line. J. Clin. Endocrinol. Metab., 2003, 87, 1247-1253. 

[88] Lee, W.W.; Lee, B.; Kim, S.J.; Jin, J.; Moon, D.H.; Lee, H. 
Kinetics of iodide uptake and efflux in various human thyroid 

cancer cells by expressing sodium iodide symporter gene via a 
recombinant adenovirus. Oncol. Rep., 2003, 10, 845-849. 

[89] Lin, X.; Fisher, A.H.; Ryu, K-Y.; Cho, J-Y.; Sferra, T.J.; Kloos, 
R.T.; Mazzaferri, E.L.; Jhiang, S.M. Application of the Cre/Iox 

system to enhance thyroid targeted expression of sodium/iodide 
symporter. J. Clin. Endocrinol. Metab., 2004, 89, 2344-2350. 

[90] Wang, S.L.; Chen, W.T.; Wu, M.T.; Chan, H.M.; Yang, S.F.; Chai, 
C.Y. Expression of human telomerase to review transcriptase in 

thyroid follicular neoplasms: an immunohistochemical study. 
Endocr. Pathol., 2005, 16, 211-218. 

[91] Lerma, E.; Moor, J.; and the Thyroid Study Group. Telomerase 
activity in “suspicious” thyroid cancer. Cancer Cytopathol., 2005, 

105, 492-497. 
[92] Magro, G.; Cataldo, I.; Amico, P.; Torrisi, A.; Vecchio, G.M.; 

Rosalba Parenti, R.; Asioli, S.; Recupero, D.; D'Agata, V.; 
Mucignat, M.T.; Perris, R. Aberrant expression of TfR1/CD71 in 

thyroid carcinomas identifies a novel potential diagnostic marker 
and therapeutic target. Thyroid, 2011, 21, 267-277. 

[93] Haberkorn, U.; Altmann, A.; Jiang, S.; Morr, I.; Mahmut, M.; 
Eisenhut, M. Iodide uptake in human anaplastic thyroid carcinoma 

cells after transfer of the human thyroid peroxidase gene. Eur. J. 
Nucl. Med., 2001, 28, 633-638. 

[94] Finley, D.J.; Lubitz, C.C.; Wei, C.; Zhu, B.; Fahey, III T.J. 

Advancing the molecular diagnosis of thyroid nodules: defining 
benign lesions by molecular profiling. Thyroid, 2005, 15, 562-568.  

[95] Pickett, C.A.; Agoff, S.N.; Widman, T.J.; Bronner, M.P. Altered 
expression of cyclines and cell cycle inhibitors in papillary thyroid 

cancer: prognostic implications. Thyroid, 2005, 15, 461-473. 
[96] Ito. Y.; Yoshida, H.; Tomoda, C.; Uruno, T.; Takamura, Y.; Miya, 

A.; Kobayashi, K.; Matsuzuka, F.; Nakamura, Y.; Kakudo, K.; 
Kuma, K.; Miyauchi, A. Caveolin-1 and 14-3-3 sigma expression 

in follicular variant of thyroid papillary carcinoma. Pathol. Res. 
Pract., 2005, 201, 545-549. 

[97] Ensinger, C.; Kresmer, R.; Prommegger, R.; Spizzo, G.; Schmid, 
K.W. EpCAM overexpression in thyroid carcinomas: to 

histopathological study of 121 cases. J. Immunother., 2006, 29, 
569-573. 

[98] Chandan, V.S.; Faquin, W.C.; Wilbur, D.C.; Khurana, K.K. The 
role of immunolocalization of CD57 and GLUT-1 in cell blocs in 

fine-needle aspiration diagnosis of papillary thyroid carcinoma. 
Cancer Cytopathol., 2006, 108, 331-336. 

[99] Mehrotra, P.; González, M.A.; Johnson, S.J.; Coleman, N.; Wilson, 
J.A.; Davis, B.R.; Lennard, T.V. Mcm-2 and Ki-67 have limited 

potential in preoperative diagnosis of thyroid malignancy. 
Laryngoscope, 2006, 116, 1434-1438. 

[100] Kebebew, E.; Peng, M.; Reiff, E.; Duh, Q.Y.; Clark, O.H.; 
McMillan, A. ECM1 and TMPRSS4 are diagnostic markers of 

malignant thyroid neoplasms and improve the accuracy of fine 
needle aspiration biopsy. Ann. Surg., 2005, 242, 353-363. 

[101] Murugan, A.K.; Xing, M. Anaplastic thyroid cancers harbor novel 
oncogenic mutations of the ALK gene. Cancer Res., 2011, 71, 

4403-4411. 
[102] Bhaijee, F.; Nikiforov, Y.E. Molecular analysis of thyroid tumors. 

Endocr. Pathol., 2011, 22, 126-133. 
[103] Smallridge RC, Marlow, L.A.; Copland, J.A. Anaplastic thyroid 

cancer: molecular pathogenesis and emerging therapies. Endocr. 
Relat. Cancer, 2009, 16, 17-44.  

[104] Towers-Cabala, C.; Bibbo, M.; Panhoist-Santos, A.; Barazi, H.; 
Krutzsch, H.; Roberts, D.D.; Merino, M.J. Proteomic identification 

of new biomarkers and application in thyroid cytology. Acta Cytol., 
2006, 50, 518-528. 

 


