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Abstract

Thyroid fine needle aspiration biopsy (FNAB) remains indeterminate in 16–24% of the 
cases. Molecular testing could improve the diagnostic accuracy of FNAB. This study 
examined the gene mutation profile of patients with thyroid nodules and analyzed the 
diagnostic ability of molecular testing for thyroid nodules using a self-developed 18-gene 
test. Between January 2019 and August 2021, 513 samples (414 FNABs and 99 formalin-
fixed paraffin-embedded (FFPE) specimens) underwent molecular testing at Ruijin Hospital. 
Sensitivity (Sen), specificity (Spe), positive predictive value (PPV), negative predictive value 
(NPV), and accuracy were calculated. There were 457 mutations in 428 samples. The rates 
of BRAF, RAS, TERT promoter, RET/PTC, and NTRK3 fusion mutations were 73.3% (n = 335), 
9.6% (n = 44), 2.8% (n = 13), 4.8% (n = 22), and 0.4% (n = 2), respectively. The diagnostic 
ability of cytology and molecular testing were evaluated in Bethesda II and V–VI samples. 
For cytology alone, Sen, Spe, PPV, NPV, and accuracy were 100%, 25.0%, 97.4%, 100%, and 
97.4%; these numbers were 87.5%, 50.0%, 98.0%, 12.5%, and 86.2% when considering 
positive mutation, and 87.5%, 75.0%, 99.0%, 17.6%, and 87.1% when considering positive 
cytology or and positive mutation. In Bethesda III–IV nodules, when relying solely on 
the presence of pathogenic mutations for diagnosis, Sen, Spe, PPV, NPV, and AC were 
76.2%, 66.7%, 94.1%, 26.8%, and 75.0%, respectively. It might be necessary to analyze the 
molecular mechanisms of disease development at the genetic level to predict patients with 
malignant nodules more accurately in different risk strata and develop rational treatment 
strategies and definite management plans.
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Introduction

Thyroid nodules are common in the general population 
and are detected in up to 50–65% of healthy individuals; 
about 95% are asymptomatic and discovered 
incidentally on physical examinations or imaging 
studies performed for reasons unrelated to thyroid 
disease (‘incidentalomas’) (1, 2). In a retrospective study 
investigating the prevalence of thyroid nodules in the 
healthy Chinese population, the overall prevalence was 
36.9% (3). Most thyroid nodules (about 90%) are benign 
and require no treatment (1, 2). The goal of evaluation 
is to exclude malignancy, which occurs in 7–15% of 
cases depending on age, sex, radiation exposure history, 
family history, and other factors, and malignant 
nodules require surgery (1, 4). The current diagnostic 
modalities routinely used for thyroid disorders in China 
include palpation, ultrasonography, and serum testing 
of thyroid function. Ultrasonography based on the 
American Thyroid Association (ATA) risk stratification 
criteria is a common tool in evaluating and diagnosing 
thyroid nodules (5). A meta-analysis of 31 studies 
showed that ultrasonography alone does not accurately 
predict thyroid cancer (6). Ultrasonography can only 
determine the current growth status of the nodule and 
cannot predict its progression. Therefore, ultrasound 
alone has relatively poor value for diagnosing malignant 
thyroid nodules. Further definitive diagnosis can be  
made by fine needle aspiration biopsy (FNAB), which is 
a cost-effective approach, but 16–24% of FNABs cannot 
be diagnosed definitively (7). Still, cytology alone is only 
a snapshot of the nodule cells at a precise point in time 
and cannot predict the evolution of the nodule.

Next-generation sequencing (NGS) provides 
diagnostic assistance for FNAB with undetermined 
features in thyroid cancer. A multi-gene test panel 
allows the simultaneous detection of hundreds of genes, 
providing insight into the molecular mechanisms of 
disease formation while helping stratify management 
for patients according to the level of malignancy risk 
(8, 9). Several genes are involved in the pathogenesis of 
thyroid cancer (10, 11). Characteristic molecular markers 
identified in thyroid cancer include mutations in exons 
of AKT1, BRAF, CTNNB1, EZH1, GNAS, HRAS, KRAS, 
NRAS, PIK3CA, PTEN, RET, SPOP, TP53, TSHR, ZNF148, 
the promoter region of TERT, and fusions of PAX8/PPARγ 
and RET/PTC (10, 11). These molecular markers correlate 
with histological subtypes (12, 13, 14). Of note, the 
RAS mutations can also be found along the spectrum 
of adenomas to low-grade malignancies to high-grade 

malignancies (12, 13, 14). Pathogenic mutation in TP53 
has strong oncogenic potential and can be seen in almost 
all human cancers (15, 16). TERT encodes the telomerase 
protein, and telomerase overexpression confers the 
ability to split infinitely into cancer cells (17), including 
thyroid cancer cells (18). Medullary thyroid carcinoma 
(MTC) accounts for approximately 2–3% of all thyroid 
cancers and is predominantly sporadic (around 80%). 
Point mutations are the predominant type of RET in MTC 
(19), while normal thyroid development does not depend 
on RET protein expression (20). Specific RET germline 
mutations are associated with the clinical presentation, 
age of onset, and disease aggressiveness in hereditary 
MTC. In contrast, 1–7% of sporadic MTC can harbor 
germline RET mutations. Therefore, germline RET genetic 
testing is recommended for all sporadic MTCs (21).

Somatic molecular alterations, as described 
above, have been recognized as useful diagnostic and 
prognostic markers for thyroid cancer and have long 
been introduced into clinical practice (22). Three 
panels for genetic alterations in thyroid specimens 
are commercially available (Thyroseq V3, Afirma GSC, 
and ThyraMIR) (23), but these panels are not listed 
in China. Indeed, they were not developed based on 
Chinese population data, and available data suggest 
differences in thyroid cancer mutation patterns between 
Chinese and Western patients, with the Chinese patients 
showing higher frequencies of BRAF mutations and 
lower frequencies of RAS and TERT promoter mutations 
(24). Therefore, a thyroid cancer 18-gene detection kit 
was independently developed by us and is based on 
the method of multiplex amplification combined with 
high-throughput sequencing to detect single nucleotide 
variants (SNVs), insertions/deletions (Indels), and fusion 
genes in DNA and RNA. The product was confirmed by 
internal performance and can achieve 99.3% (SNVs/
indels) and 100% (fusion genes) detection accuracy (25). 
Under the input of a 5-ng library construction, the limit 
of detection (LoD) of (DNA) BRAF p.V600E was variant 
allele frequency (VAF)-1.0%, the LoD of TERT C228T was 
VAF-2.0%, and the LoD of (RNA) CCDC6(E1)-RET(E12) 
fusion detection was 20 ng at a concentration of 20 
copies/ng. The input amount for library construction 
is 400 total copy numbers/reaction. Hence, this assay 
requires only a small amount of genetic material, which 
is suitable for the small specimens obtained by FNAB, but 
validation is required.

Therefore, this study examined the NGS test results 
of 513 samples to provide a preliminary landscape to the 
gene mutation profile of patients with thyroid nodules in 
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China and validate the use of this 18-gene detection kit to 
examine thyroid FNABs.

Materials and methods

Sample collection

This study pooled and analyzed the molecular results of 
513 thyroid FNAB samples and surgical formalin-fixed 
paraffin-embedded (FFPE) specimens. The patients who 
underwent genetic testing between January 2019 and 
August 2021 and had comprehensive, relevant clinical 
information were included. The presence of coexisting 
diseases was not considered. The patients without genetic 
testing or with incomplete clinical information were 
excluded. All FNAB samples and surgical specimens tested 
with the 18-gene panel were included. All samples and 
specimens were collected from Ruijin Hospital, Shanghai 
Jiaotong University School of Medicine, and Shanghai 
Tenth People’s Hospital. Basic patient information, 
cytopathology results, and surgical pathology results 
were collected from the electronic management system 
of the hospitals. The study was approved by Shanghai 
Tenth People’s Hospital (no. 22K283). All genetic tests 
were performed with the patient’s informed consent. 
Cytopathology classification criteria were performed 
according to the Bethesda criteria (26), and surgical 
pathology classification was performed according to the 
2017 WHO classification of endocrine organ tumors (27).

18-gene panel testing

DNA and RNA were extracted simultaneously using a 
self-developed kit (25): ‘Tissue DNA/RNA Extraction 
Kit (Centrifugation Method).’ The nucleic acid elution 
volumes were 30 and 50 μL for FNAB samples and FFPE 
specimens, respectively. Nucleic acid quality control 
was performed using a NanoDrop One (Thermo Fisher 
Scientific). The library was constructed using a self-
developed kit: ‘Human Thyroid Cancer Gene Detection 
Kit (Amplification Sequencing), 18 Genes.’ First-
strand cDNA was synthesized from denatured RNA, 
and genomic DNA was removed. A cDNA library was 
obtained by twice multiplex polymerase chain reaction 
(PCR) amplifications, eventually used for fusion assay. 
The library input amount was not less than 40 and 80 
ng for FNAB samples and FFPE specimens, respectively. 
The DNA library was obtained by twice multiplex PCR 
amplifications targeting gene amplification, and index 

sequences were added. The DNA library was eventually 
used for SNV/Indel assay with a minimum input of 20 
(FNAB) or 40 (FFPE) ng. Sequencing was performed  
using a NOVA_S4-G-PE150 system (Illumina, Inc., San 
Diego, CA, USA).

Data analysis

For data pre-processing, the FastQ file package was 
downloaded from the sequencing system, and the 
Trimmomatic (v0.38) software was used to remove splice 
sequences and low-quality base fragments. The sequence 
alignment software BWA (BWA-MEM algorithm) and 
GATK were used to generate BAM files by aligning the 
sequences in FastQ files to the human reference genome 
hg19. Samtools were used to optimize the BAM files. A 
customized analysis procedure was used to perform data 
quality control such as Q30, Mean, Depth, and Mapping 
ratio for each sample. The VarScan (v2.3.9) software was 
used for SNV/Indel mutation analysis, and a customized 
analysis procedure was used for fusion analysis. Mutation 
annotation was performed using Annovar and VEP. 
The public databases ClinVar and COSMIC were used 
to interpret the variants’ clinical significance. When 
a variant was recorded as ‘Pathogenic’ in ClinVar or 
COSMIC and reported in thyroid disease, it was recorded 
as a pathogenic mutation.

This kit can simultaneously detect SNVs/Indels of 
15 genes (AKT1, BRAF, CTNNB1, EZH1, GNAS, HRAS, 
KRAS, NRAS, PIK3CA, PTEN, RET, SPOP, TP53, TSHR, 
and ZNF148), the NTRK1/3, PAX8/PPARγ, and RET/PTC 
fusion variants, and the TERT promoter region variants 
(c.-124C>T, C228T, c.-146C>T, and C250T).

Statistical analysis

Only descriptive statistics were used. Sensitivity (Sen), 
specificity (Spe), positive predictive value (PPV), negative 
predictive value (NPV), and accuracy were calculated. 
A subgroup analysis was performed in Bethesda III–IV 
nodules.

Results

Basic information on all samples

There were 414 FNAB samples and 99 FFPE specimens 
analyzed by gene sequencing in this study (Supplementary 
Fig. 1, see section on supplementary materials given  
at the end of this article), with 318 samples collected from 
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female patients and 132 samples from male patients. 
The age of the patients was stratified as childhood (<14 
years), youth (15–47 years), middle-aged (48–63 years), 
and old (>64 years) (28). The age range was 6–89 years, 
with 68.6% (n = 352) of the patients in the age group of 
15–47 years (Table 1). Surgical histopathological results 
were not obtained for 346 FNAB samples due to a decision 
to follow up without surgery, surgical scheduling, or 
ablative treatment (Table 2 and Supplementary Fig. 1). 
Nine specimens were surgically confirmed as benign 
tumors, and cytological results were not queried in two 
of them. In addition, 158 specimens were confirmed 
as malignant tumors. Samples classified as malignant 
lesions by cytopathology accounted for 63.9%  
(Bethesda V, n = 258; Bethesda VI, n = 70), while 
the benign sample accounted for 36.1% (Bethesda 
II, n = 55; Bethesda III, n = 83; Bethesda IV, n = 20) 
(Table 2). Cytopathology results were not obtained for 25  
FFPE samples.

The landscape of molecular alterations in 
thyroid diseases

The 18-gene test panel was performed to examine the 
genetic alterations of the thyroid nodules. The molecular 
assays showed that 428 samples had genetic variants 
within the detection range, with a positive rate of 83.4% 
(428/513), 85 samples (FNAB, n = 65; FFPE, n = 20) had no 
mutation, and 27 samples had two or more mutations. 
The positivity rate of the FNAB samples was slightly 

higher than the FFPE samples, at 84.3% (349/414) and 
79.8% (79/99), respectively (Supplementary Fig. 2). 
Therefore, 457 variants were detected in 428 samples 
(Figs. 1 and 2). BRAF mutations were detected in 73.3% of 
the samples (335/457), and 3 samples carried rare BRAF 
mutations: K601E (no surgical pathology results), V600_
K601delinsE (confirmed as PTC), and K601_W604del 
(confirmed as PTC). RAS mutations were the second 
most common mutation, with a prevalence of 9.6% 
(n = 44). NRAS (n = 24) mutations were approximately 
twice as KRAS mutations (n = 11) and three times as HRAS 
mutations (n = 9). RET/PTC fusion was the third most 
common form of mutations, accounting for 4.8% (n = 22), 
and RET/PTC1 (CCDC6-RET, n = 18) had a 4.5-fold higher  
incidence than RET/PTC3 (NCOA4-RET, n = 4). No 
other forms of RET/PTC fusion mutation were detected  
(Figs. 1 and 2). Two samples carried NTRK fusions as ETV6 
(exon 4)-NTRK3 (exon 14). Eleven of 13 samples carried 
TERT promoter region mutations in combination with 
other mutations. Three patients (two with TP53/BRAF 
V600E and one with TP53/TERT C228T/NRAS Q61R)  
were confirmed with malignant tumors by surgical 
pathology. All TP53 mutations in this study were not 
found alone. Unexpectedly, patient C-010 carried 
the BRAF V600E mutation but was confirmed to be 
a nodular goiter with adenomatous hyperplasia, and 
the surrounding thyroid tissue showed Hashimoto’s 
thyroiditis. Seven FNAB samples carried EZH1 mutations 
(two with EZH1 Y642F, four with EZH1 Q571R, and one 
with EZH1 Q571R/TERT C228T). Five FNAB samples 
carried only SPOP P94R mutation. Two FNAB samples 
carried only TSHR mutation (TSHR M453T and TSHR 
D633Y, respectively). The cytopathology was Bethesda 
II–III, but surgical pathology was not obtained for all 
these samples (Figs. 1 and 2). Therefore, the 18-gene 
test panel could reveal the mutations present in many 
thyroid nodules.

Comparison of the diagnostic effectiveness 
between cytological examination and  
molecular testing for thyroid nodules

Next, whether the 18-gene test panel could predict 
malignancy was examined. There were 140 samples that 
could be used for calculating the diagnostic efficiency, 
which was classified as Bethesda II–VI (Table 3).

The diagnostic efficacy values of cytology, 
molecular, and combinations of both were examined for  
cytologically determined lesions. Using surgical  
pathology results as the gold standard for diagnosis, 

Table 1 Characteristics of the patients.

Category Number of samples (n = 513)

Sex Female 381
Male 132

Age ≤14 2
15–47 352
48–63 132
≥64 27

Table 2 Cytology and surgical pathology results of samples.

Cytology Surgical pathology

Bethesda

Number of 
samples 
(n = 513)

Malignant 
(n = 158)

Benign 
(n = 9)

Unknown 
(n = 346)

II 55 0 1 54
III 83 11 1 71
IV 20 10 2 8
V 258 81 1 176
VI 70 31 2 37
No cytology 27 25 2 0
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when relying solely on the cytopathological results 
for diagnosis, Sen, Spe, PPV, NPV, and AC were 100%, 
25.0%, 97.4%, 100%, and 97.4%, respectively. When 
using diagnosis by pathogenic mutation only, the Sen, 
Spe, PPV, NPV, and AC were 87.5%, 50.0%, 98.0%, 12.5%, 
and 86.2%, respectively. Combining the cytopathology 
with molecular assays led to a significant increase in  
specificity (to 75.0%) but without an actual increase in 
accuracy (to 87.1%) (Table 4).

In Bethesda III–IV nodules (i.e. of unclear cytological 
results), using the surgical specimen as the gold standard 
for diagnosis, when relying solely on the presence of 
pathogenic mutations for diagnosis, Sen, Spe, PPV, NPV, 
and AC were 76.2%, 66.7%, 94.1%, 26.8%, and 75.0%, 
respectively (Table 5).

Samples with two or more mutations

The clinical significance of carrying two or more 
mutations was examined. Twenty-seven samples carried 
at least two mutations. TP53 (n = 7) or TERT (n = 11) were 
the most common (Table 6). Eleven of these samples 
were confirmed as malignant tumors, and one was 
benign (Table 6). This benign patient (C-006) carried two 
mutations in PTEN (the frameshift mutation I135Mfs*44 
and the missense mutation C124F), and cytopathology 
showed Bethesda II. Surgical histopathology confirmed 
the follicular adenoma (FA) in the right-sided thyroid, 
and no tumorigenic component was observed in his 
right central group of lymph nodes or the lymph 
nodes behind the right laryngeal recurrent nerve.  

Figure 1
Waterfall plot of single nucleotide variants (SNVs) or fusion variants in all samples. Each square represents a mutation, and each column represents a 
sample. Mutation type, cytology, surgical pathology, age, and sex are shown by a different color in each sample.

Figure 2
The detection rate of related genes in all variants.
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The other patient (C-014) also carried mutations in  
PTEN (the frameshift mutation L140Ffs*6 and the 
missense mutation R173P), with cytopathology of 
Bethesda VI, and the surgical pathology confirmed as 
papillary thyroid microcarcinoma (PTMC), and the 
subtypes were classic papillary thyroid cancer (CPTC) 

and tall cell variant of papillary thyroid carcinoma  
(TCVPTC) (Table 5). Patient C-476 only had the frameshift 
mutation PTEN N262Qfs*35 and was confirmed as 
a nodular goiter by surgical histopathology. Patient 
C-415 only had the missense mutation PTEN R130Q and 
was confirmed as PTC with lymph node metastasis by 

Table 3 Samples with both cytology results and surgical pathology results.

 
 
Alteration types

 
 

Total (n = 140) Surgical pathology

II (n = 1) III (n = 12) IV (n= 12) V (n = 82) VI (n= 33)
Malignant 
(n = 133)

Benign 
(n = 7)

Single nucleotide/
insertion/deletion 
variation

BRAF V600E 89 (63.6%) 0 5 5 56 23 88 1
BRAF V600_K601delinsE 1 (0.7%) 0 0 0 1 0 1 0
BRAF K601_W604del 1 (0.7%) 0 0 0 1 0 1 0
BRAF V600E/PIK3CA 

H1047R
1 (0.7%) 0 0 0 0 1 1 0

BRAF V600E/PIK3CA 
H1047Y

1 (0.7%) 0 0 0 0 1 1 0

BRAF V600E/RET N783S 1 (0.7%) 0 0 0 1 0 1 0
BRAF V600E/TERT C228T 1 (0.7%) 0 0 0 0 1 1 0
BRAF V600E/TP53 

R248Q
1 (0.7%) 0 0 0 0 1 1 0

AKT1 E17K 1 (0.7%) 0 0 0 1 0 1 0
HRAS Q61R 1 (0.7%) 0 0 0 1 0 1 0
KRAS Q61K 3 (2.1%) 0 1 0 2 0 3 0
NRAS Q61R 2 (1.4%) 0 1 0 1 0 2 0
NRAS Q61R/TERT C228T 1 (0.7%) 0 0 1 0 0 1 0
PTEN I135Mfs*44/PTEN 

C124F
1 (0.7%) 1 0 0 0 0 0 1

PTEN L140Ffs*6/PTEN 
R173P

1 (0.7%) 0 0 0 0 1 1 0

PTEN N262Qfs*35 1 (0.7%) 0 1 0 0 0 0 1
PTEN R130Q 1 (0.7%) 0 0 0 1 0 1 0
PTEN R335*/TSHR L629F 1 (0.7%) 0 1 0 0 0 1 0
RET M918T 1 (0.7%) 0 0 0 1 0 1 0
TERT C228T 1 (0.7%) 0 1 0 0 0 1 0

Gene fusion CCDC6(1)-RET(12) 2 (1.4%) 0 0 0 1 1 2 0
NCOA4(8)-RET(12) 3 (2.1%) 0 0 1 2 0 3 0
ETV6(4)-NTRK3(14) 1 (0.7%) 0 0 0 0 1 1 0

Negative 23 0 2 5 13 3 19 4

 No distinction in sample types (FNAB samples or FFPE samples).

Table 4 Evaluation of diagnostic efficiency for different combination schemes in Bethesda II, V, and VI. 

Identification scheme Evaluation conditions
Surgical histopathology Predictive value, %

Malignant (n = 112) Benign (n = 4) Sen Spe PPV NPV AC

Cytology V–VI 112 3 100 25 97.4 100 97.4
II 0 1

Pathogenic mutation NGS (+) 98 2 87.5 50 98 12.5 86.2
NGS (−) 14 2

Cytology with pathogenic 
mutation

V–VI and NGS (+) 98 1 87.5 75 99 17.6 87.1
II or NGS (−) 14 3

Cytology: Only cytology results were used to diagnose benign or malignant. ‘Malignant’” was defined as Bethesda V−VI, and ‘Benign/negative’ was defined 
as Bethesda II (116 samples).
Pathogenic mutation: Only genetic test results were used to diagnose benign or malignant. ‘Malignant’ was defined as positive pathogenic gene 
mutations in the detection range, and ‘Benign’ was defined as negative pathogenic gene mutations in the detection range (116 samples).
Cytology with pathogenic mutation: ‘Malignant’ was defined as Bethesda V–VI with positive pathogenic gene mutations, and ‘Benign’ was defined as 
Bethesda II or negative gene mutations (116 samples).
AC, acuracy; NPV, negative predictive value; PPV, positive predictive value; Sen, sensitivity; Spe, specificity.
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histopathology. Patient C-421 also carried BRAF V600E 
and TP53 R273H and was confirmed as PTC with lymph 
node metastasis by surgical histopathology. Patient 
C-044 also carried BRAF V600E and TP53 R248Q and 
was confirmed as PTC (subtypes CPTC and TCVPTC) 
by surgical pathology. Patient C-013 was confirmed as 
PTC (NRAS Q61R/TERT C228T). Patients C-455 (NRAS 
Q61R, TP53 C141Ym, and TERT C228T) and C-456 (NRAS 
Q61K, TERT C228T, and CCDC6 (exon1)-RET (exon 12)) 
were confirmed as metastatic thyroid cancer. Patient 
C-463 carried PTEN R335* and TSHR L629F mutations,  
developed recurrence within 6 months after ablative 
treatment, and was classified as a malignant tumor. 
Therefore, a higher mutation burden could indicate 
a higher likelihood of malignancy since 90.9% of the 
patients with two or more mutations had malignant 
thyroid nodules. Still, the sample size was too small to 
perform additional analyses and reach firmer conclusions.

Discussion

Results of thyroid FNAB remain indeterminate in 16–24%. 
Molecular testing could improve the diagnostic accuracy 
of FNAB. This study examined the gene mutation profile 
of patients with thyroid nodules and analyzed the 
diagnostic ability of molecular testing for thyroid nodules 
by a self-developed 18-gene test. The results suggested that 
the 18-gene test panel appears to increase the diagnostic 
ability of FNAB for malignant thyroid nodules. The three 

currently available major gene panels are unavailable in 
China, and their development and validation did not 
include Chinese patients. Therefore, the work presented 
here is original and important.

Association of mutations with  
thyroid nodule status

The BRAF K601E mutation is closely associated with 
FTC, especially with the FVPTC [19]. BRAF V600E is the 
most common variant in cytologically indeterminate 
thyroid nodules, followed by RAS mutations and RET/
PTC fusions (29, 30), as observed in the present study. 
Afkhami et  al. (19) reported that the K601E mutation 
accounted for 5.3% of all BRAF mutations in patients 
undergoing thyroidectomy. In the present study, there 
was only one patient with the BRAF K601E mutation, 
and the prevalence was lower than expected. The possible 
reason is that most patients had PTC or PTMC in this 
study. Interestingly, in a retrospective study (31), 17 and 
4 samples with BRAF mutations did not exhibit malignant 
features in the first and second years of follow-up, and 
all 4 samples with BRAF mutations showed malignant 
features in the third year of follow-up. Therefore, cytology 
is only a snapshot, and the presence of a BRAF mutation 
suggests that malignant features will eventually develop. 
Therefore, a closer follow-up would be recommended. 
The present study suggests that TP53 mutation does not 
occur alone in thyroid cancer, as supported by other  
studies (32, 33).

Table 5 Evaluation of diagnostic efficiency of the presence of pathogenic mutations in Bethesda III–IV.

Surgical histopathology Predictive value (%)
Malignant (21) Benign (3) Sen Spe PPV NPV AC

Pathogenic mutation 16 1 76.2 66.7 94.1 26.8 75 
5 2

AC, accuracy; NPV, negative predictive value; PPV, positive predictive value; Sen, sensitivity; Spe, specificity.

Table 6 Combined mutation carriers that have obtained surgical pathological results in this study.

Sample Sex Age Bethesda Disease manifestation Molecular change

C-006 Female 58 II Follicular adenoma PTEN I135Mfs*44/PTEN C124F
C-007 Female 32 VI Papillary thyroid carcinoma (CPTC+TVCPTC) BRAF V600E/PIK3CA H1047Y
C-013 Female 53 IV Papillary thyroid carcinoma NRAS Q61R/TERT C228T
C-014 Female 37 VI Papillary carcinoma (CPTC+TVCPTC) PTEN L140Ffs*6/PTEN R173P
C-020 Male 48 VI Papillary thyroid carcinoma BRAF V600E/PIK3CA H1047R
C-026 Female 31 V Papillary thyroid carcinoma BRAF V600E/RET N783S
C-029 Female 30 VI Papillary thyroid carcinoma BRAF V600E/TERT C228T
C-044 Male 57 VI Papillary thyroid carcinoma (CPTC+TVCPTC) BRAF V600E/TP53 R248Q
C-421 Female 44 NA Papillary thyroid carcinoma BRAF V600E/TP53 R273H
C-455 Male 62 NA Metastatic thyroid cancer NRAS Q61R/TP53 C141Y/TERT C228T
C-456 Female 59 NA Metastatic thyroid cancer NRAS Q61K/TERT C228T/CCDC6(1)-RET(12)
C-463 Female 22 III Recurrent thyroid cancer PTEN R335*/TSHR L629F
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Evidence suggests that TERT promoter mutation 
might be a late genetic event in tumorigenesis and is 
associated with tumor aggressiveness and poor prognosis. 
Compared with BRAF or TERT mutation alone, patients 
with coexisting mutations are diagnosed at an older age 
and have larger tumors and more clinically significant 
aggressiveness, suggesting a poorer prognosis (34). The 
overall incidence of TERT mutations in the present study 
was only 2.8% (13/457), which was lower than expected 
in both FNAB and FFPE samples, and seven of the patients 
also carried the BRAF V600E mutation.

RET is a proto-oncogene expressed in parafollicular 
C cells, and RET mutations lead to MTC (19). The risk 
of MTC in RET germline mutation carriers approaches 
100%, and RET somatic mutations were identified 
in approximately half of the sporadic MTCs (35). 
Somatic RET mutations (e.g. M918T) are associated 
with more advanced pathological TNM staging, greater 
likelihood of disease recurrence, metastasis, and lower 
survival rates. It suggests somatic RET mutations can be 
prognostic biomarkers (36, 37, 38, 39). In this study, the 
RET M918T mutation was detected in an FFPE specimen 
with Bethesda V cytopathology, and histopathology 
confirmed the MTC. Considering that this is a clear 
pathogenic mutation, it should be recommended that 
this patient undergo germline testing to rule out a familial 
effect. In addition, one patient was detected with both 
RET N783S and BRAF V600E mutations, cytopathology 
and surgical pathology confirmed the PTC. A previous 
study reported the RET N783S mutation in MTC, but the 
investigators categorized this mutation as a variant of 
unknown significance (40). On the contrary, the present 
study suggests that the RET N783S variant could be 
pathogenic and be associated with thyroid cancer.

RET fusions are relatively common in PTC, with 
clonal RET/PTC fusions occurring in approximately  
20% of PTCs, while non-clonal RET/PTC fusions  
occur in thyroid adenomas and some non-neoplastic 
lesions (41, 42, 43). Thirteen types of RET/PTC fusion 
protein have been identified, with RET/PTC1 (~60%) 
and RET/PTC3 (~30%) being the most common (41). 
There are different clinical features between RET/
PTC1 and RET/PTC3, and no consensus has been 
reached on their prognostic value. RET/PTC3 is usually 
associated with a worse prognosis, such as a more 
aggressive phenotype, larger tumor size, and more 
advanced lesions at diagnosis. RET/PTC1 is generally 
more common in younger patients (44). In this study, 
patients with RET/PTC1 were 17–59 years old (>70% 
were <40 years old) and the male-to-female ratio was 1:5. 

The patients with RET/PTC3 were 25–56 years old and  
the male-to-female ratio was 1:3.

Ye et  al. (45) found that three mutually exclusive 
mutations, ZNF148, SPOP, and EZH1, occur in 24.3% 
of adenomatoid nodules and have not been identified 
in PTCs. Therefore, any of the EZH1, SPOP, and 
ZNF148 mutations alone may only occur in benign 
hyperplastic or adenomatous nodules and can be 
tentatively considered molecular markers of benign 
thyroid nodules. In this study, samples carrying the 
EZH1 and SPOP P94R mutations have not been surgically 
pathologically confirmed, and cytopathology results 
are Bethesda II–III. Hence, these nodules are likely 
to be benign. Histopathology and additional protein 
function experiments are necessary to clarify the clinical 
significance of these genetic alterations.

The diagnostic ability of RAS and PTEN  
gene alterations in diagnosing thyroid  
nodules needs further evaluation

RAS mutations occur in approximately 23% of nodules 
and are the second most common mutation after 
BRAF V600E (29). A comprehensive analysis of several 
studies found that RAS mutations occur in multiple 
types of thyroid cancer (46): 40% in FTC, 26% in FA, 
5% in Hurthle cell adenoma (HA), 11% in Hurthle cell 
carcinoma (HC), 11% in PTC, up to 53% in ATC, and 
0–43.3% in sporadic MTC (mainly HRAS and KRAS) 
(47). RAS mutations have limited diagnostic value in 
preoperative thyroid nodules, especially follicular-like 
lesions (29). The weighted mean values of PPV and NPV 
in cytologically indeterminate thyroid nodules were 
78.0% and 64.0%, respectively (48). It was found that 
only 28.6% (16 out of 56) of RAS-positive nodules were 
postoperatively confirmed to be thyroid cancer and were 
predominantly FVPTC. This study indicated that RAS 
mutations increased cancer risk when coexisting with 
other genetic mutations (TP53, TERT promoter region, 
NTRK fusion, etc.). The malignant risk was much higher 
in Bethesda V than in Bethesda III or IV for RAS-positive 
nodules (49). Gupta et  al. (50) noted that most RAS-
positive thyroid cancers have indeterminate cytologic 
features, few lymph node metastases, and distant 
metastases. It is also recommended that only total 
thyroidectomy should be performed in such patients; 
prophylactic lymph node dissection is not required 
unless preoperative ultrasound or intraoperative 
treatment reveals very distinct malignant features (50). 
In the present study, among the samples that carried 
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only the RAS mutation, nine were malignant and  
two were benign, and the three samples was coexisting 
other mutations and were confirmed malignant.

PTEN is a relatively common tumor suppressor in 
cancer, dependent on its lipid phosphatase activity, 
which negatively regulates the PI3K-AKT-mTOR 
pathway, and loss-of-function mutations in PTEN have 
been identified in various cancers (51). Data from the  
COSMIC study show that PTEN mutations occur in 
3% of benign adenomas and nodular goiters (25). This 
study also suggested that PTEN mutations can occur in  
benign and malignant lesions. Therefore, samples 
carrying PTEN mutations alone are difficult to diagnose 
directly, and combined with cytology or ultrasound 
results for further determination is necessary.

Combining cytology and multi-gene testing 
improves diagnostic accuracy

Cytology is only a snapshot of the thyroid nodule, which 
could have been performed before malignant changes 
appeared. In this way, using FNAB alone is generally 
associated with low sensitivity but relatively high 
specificity (1, 4, 52). Among them, cytology Bethesda 
III–IV cannot determine benign and malignant, and 
more clinical attention is needed. Therefore, combining 
cytology with genetic testing for mutations known 
to be pathogenic is an appealing strategy to identify 
malignant or future malignant nodules. In the present 
study, combining cytology and mutations increased  
the specificity from 25% to 75%. This increase in  
accuracy is supported by Ren et  al. (25). Nevertheless, 
23 samples had no gene mutations. Sixteen showed 
malignancy (Bethesda types V or VI) by cytology, and 
the operation was performed. The other seven samples 
were types III–IV, and their exact nature could not be 
determined; combined with their medical history, 
the patients request surgery due to anxiety. A larger 
molecular assay panel might be needed to explore 
more types of molecular alterations. The commercial  
Thyroseq V3, Afirma GSC, and ThyraMIR panels are 
available for thyroid specimens (23), but they are not 
available in China because they did not include Chinese 
patients, and thyroid cancer in Chinese patients display 
different mutation patterns than in Western patients 
(24). The 18 genes were selected based on the data from 
the Chinese population. Whether the panel can be 
applied to other populations remains to be investigated.

Multi-gene mutations are more associated with 
malignant tumors, which could help in diagnosis

The diagnostic role of BRAF V600E mutation-based 
assays in thyroid nodules has been fully recognized due 
to high incidence, but NGS panels based on multiple 
genes and multiple detection types (such as Thyroseq V3) 
provide higher-precision diagnostic performance for all 
common types of thyroid cancer and parathyroid disease 
and can simultaneously consider higher sensitivity, 
specificity, and accuracy (9). Tumorigenesis is associated 
with the activation of various proto-oncogenes (e.g. 
BRAF and KRAS), inactivation of tumor suppressors 
(e.g. TP53 and PTEN), and abnormalities in value-added 
apoptosis regulatory genes and repair genes (53). This 
study indicated that the malignant risk was higher in 
the presence of multiple mutations, but the number of 
patients with multiple mutations (n = 11) was too small for 
more detailed analyses.

Subgroup analysis in Bethesda III and IV nodules

The performance of cytology alone in Bethesda II and VI 
nodules is well-documented (26, 54). The panel’s efficacy 
was assessed on cytologically indeterminate nodules 
(Bethesda III and IV) as that is the result that will most 
likely trigger testing for molecular markers to guide 
further management. The subgroup analysis specifically 
for Bethesda III and IV suggests that the molecular gene 
panel improves accuracy for indeterminate cytology 
nodules. These results have the most immediate 
translational potential for patient care. Still, the numbers 
of patients were small in the subgroups, and the results 
need to be confirmed in future studies.

Limitations

The number of benign samples in this study was small, 
and only seven samples could be used for statistical 
analysis. Limited to the number of benign samples, the 
different biomarker combinations in this study did not 
yield promising results in terms of specificity. Indeed, 
the NPV of the test reported here is lower than the NPV 
of the three major approved tests in Western countries 
(23). It could be attributed to the overall low proportion 
of benign nodules in the present study. Additional studies 
in larger numbers of patients with more various lesions 
are necessary to complete the validation process of the 
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test. The present study aimed to examine the cytology 
and genetics of the thyroid specimens. Because several 
sonographers performed the ultrasound examinations 
and sonography is notoriously operator dependent,  
the ultrasound features were not analyzed in the present 
study. Finally, the present did not consider the health 
economics of the 18-gene panel. Whether using the 
18-gene panel is cost-effective by allowing the early 
treatment of thyroid cancer remains to be examined.

Conclusion

The 18-gene test panel appears to increase the  
diagnostic ability of FNAB for malignant thyroid nodules. 
Combining cytology and mutations increased the 
diagnostic accuracy compared with cytology alone. It 
might be necessary to analyze the molecular mechanisms 
of disease development at the genetic level to predict 
patients with malignant nodules more accurately in 
different risk strata and develop rational treatment 
strategies and definite management plans.

Supplementary materials
This is linked to the online version of the paper at https://doi.org/10.1530/
EC-23-0135.

Declaration of interest
All authors declare that they have no competing interests.

Funding
This work was supported by the Shanghai Municipal Commission of Health 
and Family Planning Commission (2019SY062).

Author contribution statement
Lei Dong, Zhiqiang Yin, and Jian Fei conceived and supervised the study; 
Min Ding and Rongli Xie designed experiments; Dongyan Han, Min Ding, 
and Rongli Xie performed experiments; Dongyan Han provided new tools 
and reagents; Zhengshi Wang, Guohui Xiao, and Xiaohong Wang analyzed 
data; Dongyan Han, Min Ding, and Rongli Xie wrote the manuscript; Lei 
Dong, Zhiqiang Yin, and Jian Fei made manuscript revisions. All authors 
reviewed the results and approved the final version of the manuscript.

References
 1 Gharib H, Papini E, Garber JR, Duick DS, Harrell RM, Hegedus L, 

Paschke R, Valcavi R, Vitti P & AACE/ACE/AME Task Force on 
Thyroid Nodules. American Association of Clinical Endocrinologists, 
American college of endocrinology, and associazione medici 
endocrinologi medical guidelines for clinical practice for the 
diagnosis and management of thyroid nodules--2016 update. 

Endocrine Practice 2016 22 622–639. (https://doi.org/10.4158/
EP161208.GL)

 2 Durante C, Grani G, Lamartina L, Filetti S, Mandel SJ & Cooper DS. 
The diagnosis and management of thyroid nodules: a review. JAMA 
2018 319 914–924. (https://doi.org/10.1001/jama.2018.0898)

 3 Li Y, Jin C, Li J, Tong M, Wang M, Huang J, Ning Y & Ren G. Prevalence 
of thyroid nodules in China: a health examination cohort-based 
study. Frontiers in Endocrinology (Lausanne) 2021 676144. (https://doi.
org/10.3389/fendo.2021.676144)

 4 Haugen BR, Alexander EK, Bible KC, Doherty GM, Mandel SJ, 
Nikiforov YE, Pacini F, Randolph GW, Sawka AM, Schlumberger M, 
et al. 2015 American Thyroid Association management guidelines for 
adult patients with thyroid nodules and differentiated thyroid cancer: 
the American Thyroid Association guidelines task force on thyroid 
nodules and differentiated thyroid cancer. Thyroid 2016 26 1–133. 
(https://doi.org/10.1089/thy.2015.0020)

 5 Valderrabano P, McGettigan MJ, Lam CA, Khazai L, Thompson ZJ, 
Chung CH, Centeno BA & McIver B. Thyroid nodules with 
indeterminate cytology: utility of the American Thyroid Association 
sonographic patterns for cancer risk stratification. Thyroid 2018 28 
1004–1012. (https://doi.org/10.1089/thy.2018.0085)

 6 Brito JP, Gionfriddo MR, Al Nofal A, Boehmer KR, Leppin AL, 
Reading C, Callstrom M, Elraiyah TA, Prokop LJ, Stan MN, et al. The 
accuracy of thyroid nodule ultrasound to predict thyroid cancer: 
systematic review and meta-analysis. Journal of Clinical Endocrinology 
and Metabolism 2014 99 1253–1263. (https://doi.org/10.1210/jc.2013-
2928)

 7 Vriens D, de Wilt JH, van der Wilt GJ, Netea-Maier RT, Oyen WJ & de 
Geus-Oei LF. The role of [18F]-2-fluoro-2-deoxy-d-glucose-positron 
emission tomography in thyroid nodules with indeterminate fine-
needle aspiration biopsy: systematic review and meta-analysis of 
the literature. Cancer 2011 117 4582–4594. (https://doi.org/10.1002/
cncr.26085)

 8 Cha YJ & Koo JS. Next-generation sequencing in thyroid cancer. 
Journal of Translational Medicine 2016 14 322. (https://doi.org/10.1186/
s12967-016-1074-7)

 9 Nikiforova MN, Mercurio S, Wald AI, Barbi de Moura M, Callenberg K, 
Santana-Santos L, Gooding WE, Yip L, Ferris RL & Nikiforov YE. 
Analytical performance of the ThyroSeq v3 genomic classifier for 
cancer diagnosis in thyroid nodules. Cancer 2018 124 1682–1690. 
(https://doi.org/10.1002/cncr.31245)

 10 Rangel-Pozzo A, Sisdelli L, Cordioli MIV, Vaisman F, Caria P, Mai S & 
Cerutti JM. Genetic landscape of papillary thyroid carcinoma and 
nuclear architecture: an overview comparing pediatric and adult 
populations. Cancers (Basel) 2020 12. (https://doi.org/10.3390/
cancers12113146)

 11 Singh A, Ham J, Po JW, Niles N, Roberts T & Lee CS. The genomic 
landscape of thyroid cancer tumourigenesis and implications 
for immunotherapy. Cells 2021 10. (https://doi.org/10.3390/
cells10051082)

 12 Xing M. Molecular pathogenesis and mechanisms of thyroid cancer. 
Nature Reviews. Cancer 2013 13 184–199. (https://doi.org/10.1038/
nrc3431)

 13 Xing M, Haugen BR & Schlumberger M. Progress in molecular-based 
management of differentiated thyroid cancer. Lancet 2013 381 
1058–1069. (https://doi.org/10.1016/S0140-6736(13)60109-9)

 14 Lee ST, Kim SW, Ki CS, Jang JH, Shin JH, Oh YL, Kim JW & Chung JH. 
Clinical implication of highly sensitive detection of the BRAF V600E 
mutation in fine-needle aspirations of thyroid nodules: a comparative 
analysis of three molecular assays in 4585 consecutive cases in a BRAF 
V600E mutation-prevalent area. Journal of Clinical Endocrinology and 
Metabolism 2012 97 2299–2306. (https://doi.org/10.1210/jc.2011-3135)

 15 Olivier M, Hollstein M & Hainaut P. TP53 mutations in human 
cancers: origins, consequences, and clinical use. Cold Spring Harbor 
Perspectives in Biology 2010 2 a001008. (https://doi.org/10.1101/
cshperspect.a001008)

This work is licensed under a Creative Commons 
Attribution-NonCommercial-NoDerivatives 4.0 
International License.

https://doi.org/10.1530/EC-23-0135
https://ec.bioscientifica.com © 2023 the author(s)

Published by Bioscientifica Ltd
Downloaded from Bioscientifica.com at 08/07/2023 03:36:11AM

via free access

https://doi.org/10.1530/EC-23-0135
https://doi.org/10.1530/EC-23-0135
https://doi.org/10.4158/EP161208.GL
https://doi.org/10.4158/EP161208.GL
https://doi.org/10.1001/jama.2018.0898
https://doi.org/10.3389/fendo.2021.676144
https://doi.org/10.3389/fendo.2021.676144
https://doi.org/10.1089/thy.2015.0020
https://doi.org/10.1089/thy.2018.0085
https://doi.org/10.1210/jc.2013-2928
https://doi.org/10.1210/jc.2013-2928
https://doi.org/10.1002/cncr.26085
https://doi.org/10.1002/cncr.26085
https://doi.org/10.1186/s12967-016-1074-7
https://doi.org/10.1186/s12967-016-1074-7
https://doi.org/10.1002/cncr.31245
https://doi.org/10.3390/cancers12113146
https://doi.org/10.3390/cancers12113146
https://doi.org/10.3390/cells10051082
https://doi.org/10.3390/cells10051082
https://doi.org/10.1038/nrc3431
https://doi.org/10.1038/nrc3431
https://doi.org/10.1016/S0140-6736(13)60109-9
https://doi.org/10.1210/jc.2011-3135
https://doi.org/10.1101/cshperspect.a001008
https://doi.org/10.1101/cshperspect.a001008
https://creativecommons.org/licenses/by-nc-nd/4.0/
https://creativecommons.org/licenses/by-nc-nd/4.0/
https://creativecommons.org/licenses/by-nc-nd/4.0/
https://doi.org/10.1530/EC-23-0135
https://ec.bioscientifica.com


D Han et al. e23013512:8

 16 Tavares C, Melo M, Cameselle-Teijeiro JM, Soares P & Sobrinho-
Simoes M. Endocrine tumours: genetic predictors of thyroid cancer 
outcome. European Journal of Endocrinology 2016 174 R117–R126. 
(https://doi.org/10.1530/EJE-15-0605)

 17 Chiba K, Johnson JZ, Vogan JM, Wagner T, Boyle JM & Hockemeyer D. 
Cancer-associated tert promoter mutations abrogate telomerase 
silencing. eLife 2015 4. (https://doi.org/10.7554/eLife.07918)

 18 Liu R & Xing M. Tert promoter mutations in thyroid cancer. 
Endocrine-Related Cancer 2016 23 R143–R155. (https://doi.org/10.1530/
ERC-15-0533)

 19 Santoro M & Carlomagno F. Central role of RET in thyroid cancer. 
Cold Spring Harbor Perspectives in Biology 2013 5 a009233. (https://doi.
org/10.1101/cshperspect.a009233)

 20 Younis E. Oncogenesis of thyroid cancer. Asian Pacific Journal of 
Cancer Prevention 2017 18 1191–1199. (https://doi.org/10.22034/
APJCP.2017.18.5.1191)

 21 Paragliola RM, Lovicu RM, Papi G, Capoluongo E, Minucci A, Canu G, 
Pontecorvi A & Corsello SM. Medullary thyroid carcinoma with 
Exon 2 p.L56M RET Variant: Clinical Particular Features in Two 
Patients. Frontiers in Endocrinology (Lausanne) 2018 9 398. (https://doi.
org/10.3389/fendo.2018.00398)

 22 Nikiforov YE & Nikiforova MN. Molecular genetics and diagnosis of 
thyroid cancer. Nature Reviews. Endocrinology 2011 7 569–580. (https://
doi.org/10.1038/nrendo.2011.142)

 23 Silaghi CA, Lozovanu V, Georgescu CE, Georgescu RD, Susman S, 
Nasui BA, Dobrean A & Silaghi H. Thyroseq v3, Afirma GSC, and 
microRNA panels versus previous molecular tests in the preoperative 
diagnosis of indeterminate thyroid nodules: a systematic review and 
meta-analysis. Frontiers in Endocrinology (Lausanne) 2021 649522. 
(https://doi.org/10.3389/fendo.2021.649522)

 24 Liang J, Cai W, Feng D, Teng H, Mao F, Jiang Y, Hu S, Li X, Zhang Y, 
Liu B, et al. Genetic landscape of papillary thyroid carcinoma in the 
Chinese population. Journal of Pathology 2018 244 215–226. (https://
doi.org/10.1002/path.5005)

 25 Ren M, Yao Q, Bao L, Wang Z, Wei R, Bai Q, Ping B, Chang C, Wang Y, 
Zhou X, et al. Diagnostic performance of next-generation sequencing 
and genetic profiling in thyroid nodules from a single center in 
China. European Thyroid Journal 2022 11. (https://doi.org/10.1530/
ETJ-21-0124)

 26 Cibas ES & Ali SZ. The 2017 Bethesda system for reporting thyroid 
cytopathology. Thyroid 2017 27 1341–1346. (https://doi.org/10.1089/
thy.2017.0500)

 27 Lloyd RV, Osamura RY, Kloppel G & Rosai J WHO Classification of 
Tumours of Endocrine Organs. Lyon, France: IARC Press 2017.

 28 Lin Z, Yang R, Li K, Yi G, Li Z, Guo J, Zhang Z, Junxiang P, Liu Y, Qi S, 
et al. Establishment of age group classification for risk stratification in 
glioma patients. BMC Neurology 2020 20 310. (https://doi.org/10.1186/
s12883-020-01888-w)

 29 Goldner WS, Angell TE, McAdoo SL, Babiarz J, Sadow PM, Nabhan FA, 
Nasr C & Kloos RT. Molecular variants and their risks for malignancy 
in cytologically indeterminate thyroid nodules. Thyroid 2019 29 
1594–1605. (https://doi.org/10.1089/thy.2019.0278)

 30 Riesco-Eizaguirre G & Santisteban P. Endocrine tumours: advances in 
the molecular pathogenesis of thyroid cancer: lessons from the cancer 
genome. European Journal of Endocrinology 2016 175 R203–R217. 
(https://doi.org/10.1530/EJE-16-0202)

 31 Halaszlaki C, Tobias B, Balla B, Kosa JP, Horanyi J, Bolony E, Nagy Z, 
Speer G, Jaray B, Szekely E, et al. Predictive value of somatic 
mutations for the development of malignancy in thyroid nodules 
by cytopathology. Endocrine Practice 2016 22 1081–1087. (https://doi.
org/10.4158/EP151057.OR)

 32 Pozdeyev N, Gay LM, Sokol ES, Hartmaier R, Deaver KE, Davis S, 
French JD, Borre PV, LaBarbera DV, Tan AC, et al. Genetic analysis of 
779 advanced differentiated and anaplastic thyroid cancers. Clinical 
Cancer Research 2018 24 3059–3068. (https://doi.org/10.1158/1078-
0432.CCR-18-0373)

 33 Bonhomme B, Godbert Y, Perot G, Al Ghuzlan A, Bardet S, 
Belleannee G, Criniere L, Do Cao C, Fouilloux G, Guyetant S, 
et al. Molecular pathology of anaplastic thyroid carcinomas: a 
retrospective study of 144 cases. Thyroid 2017 27 682–692. (https://
doi.org/10.1089/thy.2016.0254)

 34 Jin A, Xu J & Wang Y. The role of tert promoter mutations in 
postoperative and preoperative diagnosis and prognosis in thyroid 
cancer. Medicine (Baltimore) 2018 97 e11548. (https://doi.org/10.1097/
MD.0000000000011548)

 35 Taccaliti A, Silvetti F, Palmonella G & Boscaro M. Genetic 
alterations in medullary thyroid cancer: diagnostic and prognostic 
markers. Current Genomics 2011 12 618–625. (https://doi.
org/10.2174/138920211798120835)

 36 Elisei R, Cosci B, Romei C, Bottici V, Renzini G, Molinaro E, Agate L, 
Vivaldi A, Faviana P, Basolo F, et al. Prognostic significance of somatic 
RET oncogene mutations in sporadic medullary thyroid cancer: 
a 10-year follow-up study. Journal of Clinical Endocrinology and 
Metabolism 2008 93 682–687. (https://doi.org/10.1210/jc.2007-1714)

 37 Schilling T, Burck J, Sinn HP, Clemens A, Otto HF, Hoppner W, 
Herfarth C, Ziegler R, Schwab M & Raue F. Prognostic value of 
codon 918 (ATG-->ACG) RET proto-oncogene mutations in sporadic 
medullary thyroid carcinoma. International Journal of Cancer 2001 95 
62–66. (https://doi.org/10.1002/1097-0215(20010120)95:1<62::aid-
ijc1011>3.0.co;2-1)

 38 Dvorakova S, Vaclavikova E, Sykorova V, Vcelak J, Novak Z, Duskova J, 
Ryska A, Laco J, Cap J, Kodetova D, et al. Somatic mutations in the 
RET proto-oncogene in sporadic medullary thyroid carcinomas. 
Molecular and Cellular Endocrinology 2008 284 21–27. (https://doi.
org/10.1016/j.mce.2007.12.016)

 39 van Veelen W, de Groot JW, Acton DS, Hofstra RM, Hoppener JW, 
Links TP & Lips CJ. Medullary thyroid carcinoma and biomarkers: 
past, present and future. Journal of Internal Medicine 2009 266 
126–140. (https://doi.org/10.1111/j.1365-2796.2009.02106.x)

 40 Lebeault M, Pinson S, Guillaud-Bataille M, Gimenez-Roqueplo AP, 
Carrie A, Barbu V, Pigny P, Bezieau S, Rey JM, Delvincourt C, et al. 
Nationwide French study of RET variants detected from 2003 to 2013 
suggests a possible influence of polymorphisms as modifiers. Thyroid 
2017 27 1511–1522. (https://doi.org/10.1089/thy.2016.0399)

 41 Prescott JD & Zeiger MA. The RET oncogene in papillary thyroid 
carcinoma. Cancer 2015 121 2137–2146. (https://doi.org/10.1002/
cncr.29044)

 42 Ishizaka Y, Kobayashi S, Ushijima T, Hirohashi S, Sugimura T & 
Nagao M. Detection of retTPC/PTC transcripts in thyroid adenomas 
and adenomatous goiter by an RT-PCR method. Oncogene 1991 6 
1667–1672. (https://doi.org/10.1007/BF00965855)

 43 Rhoden KJ, Unger K, Salvatore G, Yilmaz Y, Vovk V, Chiappetta G, 
Qumsiyeh MB, Rothstein JL, Fusco A, Santoro M, et al. RET/papillary 
thyroid cancer rearrangement in nonneoplastic thyrocytes: follicular 
cells of Hashimoto’s thyroiditis share low-level recombination events 
with a subset of papillary carcinoma. Journal of Clinical Endocrinology and 
Metabolism 2006 91 2414–2423. (https://doi.org/10.1210/jc.2006-0240)

 44 Romei C & Elisei R. RET/PTC Translocations and Clinico-Pathological 
Features in Human Papillary Thyroid Carcinoma. Frontiers in 
Endocrinology (Lausanne) 2012 3 54. (https://doi.org/10.3389/
fendo.2012.00054)

 45 Ye L, Zhou X, Huang F, Wang W, Qi Y, Xu H, Yang S, Shen L, Fei X, 
Xie J, et al. The genetic landscape of benign thyroid nodules 
revealed by whole exome and transcriptome sequencing. 
Nature Communications 2017 8 15533. (https://doi.org/10.1038/
ncomms15533)

 46 Howell GM, Hodak SP & Yip L. RAS mutations in thyroid 
cancer. Oncologist 2013 18 926–932. (https://doi.org/10.1634/
theoncologist.2013-0072)

 47 Moura MM, Cavaco BM & Leite V. RAS proto-oncogene in medullary 
thyroid carcinoma. Endocrine-Related Cancer 2015 22 R235–R252. 
(https://doi.org/10.1530/ERC-15-0070)

This work is licensed under a Creative Commons 
Attribution-NonCommercial-NoDerivatives 4.0 
International License.

https://doi.org/10.1530/EC-23-0135
https://ec.bioscientifica.com © 2023 the author(s)

Published by Bioscientifica Ltd
Downloaded from Bioscientifica.com at 08/07/2023 03:36:11AM

via free access

https://doi.org/10.1530/EJE-15-0605
https://doi.org/10.7554/eLife.07918
https://doi.org/10.1530/ERC-15-0533
https://doi.org/10.1530/ERC-15-0533
https://doi.org/10.1101/cshperspect.a009233
https://doi.org/10.1101/cshperspect.a009233
https://doi.org/10.22034/APJCP.2017.18.5.1191
https://doi.org/10.22034/APJCP.2017.18.5.1191
https://doi.org/10.3389/fendo.2018.00398
https://doi.org/10.3389/fendo.2018.00398
https://doi.org/10.1038/nrendo.2011.142
https://doi.org/10.1038/nrendo.2011.142
https://doi.org/10.3389/fendo.2021.649522
https://doi.org/10.1002/path.5005
https://doi.org/10.1002/path.5005
https://doi.org/10.1530/ETJ-21-0124
https://doi.org/10.1530/ETJ-21-0124
https://doi.org/10.1089/thy.2017.0500
https://doi.org/10.1089/thy.2017.0500
https://doi.org/10.1186/s12883-020-01888-w
https://doi.org/10.1186/s12883-020-01888-w
https://doi.org/10.1089/thy.2019.0278
https://doi.org/10.1530/EJE-16-0202
https://doi.org/10.4158/EP151057.OR
https://doi.org/10.4158/EP151057.OR
https://doi.org/10.1158/1078-0432.CCR-18-0373
https://doi.org/10.1158/1078-0432.CCR-18-0373
https://doi.org/10.1089/thy.2016.0254
https://doi.org/10.1089/thy.2016.0254
https://doi.org/10.1097/MD.0000000000011548
https://doi.org/10.1097/MD.0000000000011548
https://doi.org/10.2174/138920211798120835
https://doi.org/10.2174/138920211798120835
https://doi.org/10.1210/jc.2007-1714
https://doi.org/10.1002/1097-0215(20010120)95:1<62::aid-ijc1011>3.0.co;2-1
https://doi.org/10.1002/1097-0215(20010120)95:1<62::aid-ijc1011>3.0.co;2-1
https://doi.org/10.1016/j.mce.2007.12.016
https://doi.org/10.1016/j.mce.2007.12.016
https://doi.org/10.1111/j.1365-2796.2009.02106.x
https://doi.org/10.1089/thy.2016.0399
https://doi.org/10.1002/cncr.29044
https://doi.org/10.1002/cncr.29044
https://doi.org/10.1007/BF00965855
https://doi.org/10.1210/jc.2006-0240
https://doi.org/10.3389/fendo.2012.00054
https://doi.org/10.3389/fendo.2012.00054
https://doi.org/10.1038/ncomms15533
https://doi.org/10.1038/ncomms15533
https://doi.org/10.1634/theoncologist.2013-0072
https://doi.org/10.1634/theoncologist.2013-0072
https://doi.org/10.1530/ERC-15-0070
https://creativecommons.org/licenses/by-nc-nd/4.0/
https://creativecommons.org/licenses/by-nc-nd/4.0/
https://creativecommons.org/licenses/by-nc-nd/4.0/
https://doi.org/10.1530/EC-23-0135
https://ec.bioscientifica.com


D Han et al. e230135

PB–XX

12:8

 48 Clinkscales W, Ong A, Nguyen S, Harruff EE & Gillespie MB. 
Diagnostic value of RAS mutations in indeterminate thyroid 
nodules: Systematic Review and Meta-analysis. Otolaryngology–
Head and Neck Surgery 2017 156 472–479. (https://doi.
org/10.1177/0194599816685697)

 49 Guan H, Toraldo G, Cerda S, Godley FA, Rao SR, McAneny D, 
Doherty G, Braverman L & Lee SL. Utilities of RAS mutations in 
preoperative fine needle biopsies for decision making for thyroid 
nodule management: results from a single-center prospective cohort. 
Thyroid 2020 30 536–547. (https://doi.org/10.1089/thy.2019.0116)

 50 Gupta N, Dasyam AK, Carty SE, Nikiforova MN, Ohori NP, Armstrong M, 
Yip L, LeBeau SO, McCoy KL, Coyne C, et al. RAS mutations in thyroid 
FNA specimens are highly predictive of predominantly low-risk 
follicular-pattern cancers. Journal of Clinical Endocrinology and Metabolism 
2013 98 E914–E922. (https://doi.org/10.1210/jc.2012-3396)

 51 Hollander MC, Blumenthal GM & Dennis PA. PTEN loss in the 
continuum of common cancers, rare syndromes and mouse models. 
Nature Reviews. Cancer 2011 11 289–301. (https://doi.org/10.1038/
nrc3037)

 52 Lan L, Luo Y, Zhou M, Huo L, Chen H, Zuo Q & Deng W. Comparison 
of diagnostic accuracy of thyroid cancer with ultrasound-guided 
fine-needle aspiration and core-needle biopsy: a systematic review 
and meta-analysis. Frontiers in Endocrinology (Lausanne) 2020 11 44. 
(https://doi.org/10.3389/fendo.2020.00044)

 53 Cortes JMR & Zeron HM. Genetics of thyroid disorders. Folia Medica 
2019 61 172–179. (https://doi.org/10.2478/folmed-2018-0078)

 54 Bongiovanni M, Spitale A, Faquin WC, Mazzucchelli L & Baloch ZW. 
The Bethesda System for Reporting thyroid Cytopathology: a 
meta-analysis. Acta Cytologica 2012 56 333–339. (https://doi.
org/10.1159/000339959)

Received 31 June 2023
Accepted 13 June 2023
Available online 13 June 2023
Version of Record published 31 July 2023

This work is licensed under a Creative Commons 
Attribution-NonCommercial-NoDerivatives 4.0 
International License.

https://doi.org/10.1530/EC-23-0135
https://ec.bioscientifica.com © 2023 the author(s)

Published by Bioscientifica Ltd
Downloaded from Bioscientifica.com at 08/07/2023 03:36:11AM

via free access

https://doi.org/10.1177/0194599816685697
https://doi.org/10.1177/0194599816685697
https://doi.org/10.1089/thy.2019.0116
https://doi.org/10.1210/jc.2012-3396
https://doi.org/10.1038/nrc3037
https://doi.org/10.1038/nrc3037
https://doi.org/10.3389/fendo.2020.00044
https://doi.org/10.2478/folmed-2018-0078
https://doi.org/10.1159/000339959
https://doi.org/10.1159/000339959
https://creativecommons.org/licenses/by-nc-nd/4.0/
https://creativecommons.org/licenses/by-nc-nd/4.0/
https://creativecommons.org/licenses/by-nc-nd/4.0/
https://doi.org/10.1530/EC-23-0135
https://ec.bioscientifica.com

	Abstract
	Materials and methods
	Sample collection
	18-gene panel testing
	Data analysis
	Statistical analysis

	Results
	Basic information on all samples
	The landscape of molecular alterations in thyroid diseases
	Comparison of the diagnostic effectiveness between cytological examination and 
molecular testing for thyroid nodules
	Samples with two or more mutations

	Discussion
	Association of mutations with 
thyroid nodule status
	The diagnostic ability of RAS and PTEN 
gene alterations in diagnosing thyroid 
nodules needs further evaluation
	Combining cytology and multi-gene testing improves diagnostic accuracy
	Multi-gene mutations are more associated with malignant tumors, which could help in diagnosis
	Subgroup analysis in Bethesda III and IV nodules
	Limitations

	Conclusion
	Supplementary materials
	Declaration of interest
	Funding
	Author contribution statement
	References

