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Background. BRAF exon 15 p.V600E (BRAF V600E) mutation has been established as an important molecular marker for papillary
thyroid carcinoma diagnosis by ultrasound-guided fine-needle aspiration biopsy (FNAB). Sanger sequencing is the gold standard for
detecting BRAF V600E mutations but fails to identify low-frequency mutations. However, droplet digital PCR (ddPCR) is a popular
new method for detecting low-frequency mutations. Here, we compare the efficiency of droplet digital PCR (ddPCR) and Sanger
sequencing for detection of the BRAF V600E mutation in thyroid fine-needle aspiration (FNA) samples. Methods. 4yroid fine-
needle aspiration samples from 278 patients with 310 thyroid nodules were collected. Sanger sequencing and ddPCR were conducted
to detect the BRAFV600Emutation.Results.4eBRAFV600Emutation was found in 94 nodules (30.32%) by ddPCR and 40 nodules
(12.90%) by Sanger sequencing in 310 FNA samples. A total of 119 nodules were confirmed PTC by postsurgical pathology. Among
which the BRAFmutation was found in 80 (67.23%) nodules by ddPCR and 31 (26.05%) by Sanger sequencing. All nodules carrying
themutation detected by Sanger sequencing (SS+) were verified by ddPCR (ddPCR+). Also, all nodules with nomutation detected by
ddPCR were interpreted as wild-type by Sanger sequencing (SS−). In addition. Almost all SS+/ddPCR+nodules (95.00%; 38/40) and
SS−/ddPCR+nodules (100.00%; 54/54) displayed a BRAFmutation rate of >5% and <15%, respectively, indicating easy misdetection
by Sanger sequencing when the mutation rate is between 5 and 15%. Conclusion. ddPCR has higher sensitivity than Sanger se-
quencing and we propose ddPCR as a supplement to Sanger sequencing in molecular testing of BRAF using FNAB samples.

1. Introduction

4yroid carcinoma is the most common endocrine malig-
nancy with the fastest growing incidence, among which
papillary thyroid carcinoma (PTC) accounts for the vast
majority (90%) [1–4]. Ultrasound-guided fine-needle aspi-
ration biopsy (FNAB) is the most accurate preoperative test

for diagnosis of PTC, significantly improving the detection
sensitivity of malignant thyroid nodules [5, 6]. However, up
to one-third of nodules remain cytologically undetermined
and are diagnostic challenges for endocrinologists and pa-
thologists [7, 8]. In recent decades, the limitation of FNAB
cytology in PTC diagnosis has been overcome by molecular
analysis using validated genetic alterations; for example,
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BRAF exon 15 p.V600E (BRAF V600E) mutation is an
important molecular marker for PTC diagnosis with a
mutation frequency of 45–60% [9–12]. 4e BRAF V600E
mutation is highly specific and associated with more ag-
gressive clinical and pathological PTC features [12–15].

Multiple strategies with various sensitivities including
Sanger sequencing, allele-specific amplification PCR (ASA-
PCR), amplification-refractory mutation system (ARMS-PCR),
and others have been widely used to detect BRAF V600E
mutations in FNAB [16–19]. Among these methods, Sanger
sequencing is the simplest and the gold standard for mutation
detection requiring a 7%–20% mutant fraction [2, 20, 21].
However, theremay be fewmutant cancer cells in FNA samples,
which results in indeterminate or nondiagnostic cytology. 4us,
a refined detection method with higher sensitivity is needed.

Droplet digital PCR (ddPCR) is a promising technique
with superior sensitivity, enabling the detection and accurate
measurement of trace nucleic acids.4e limit of detection on
BRAF V600E by ddPCR is reported to be only 0.0005%,
which renders it an optimal method to detect the mutation
in thyroid FNA samples [22]. Previous studies have reported
the superior sensitivity of ddPCR over Sanger sequencing
and ARMS-PCR though the cohort was small [23].

In this study, we compared the sensitivity of ddPCR and
Sanger sequencing in detecting BRAFV600E in a large group
of thyroid FNA samples. ddPCR showed a better sensitivity
than Sanger sequencing. However, given the high cost of
ddPCR, we recommend applying a reasonable combination
of Sanger sequencing and ddPCR for clinical detection of the
BRAF V600E mutation.

1.1. Patients and Methods

1.1.1. Patients and Samples of FNAB0yroid Tissue. In total,
278 patients with 310 thyroid nodules (30 patients with 2
nodules; 1 patient with 3 nodules) were enrolled in the study
at the Department of Endocrinology, Shanghai Ninth People’s
Hospital, from May 2020 to August 2021. All patients pro-
vided informed consent, and the study was approved by the
Ethics Committee of Shanghai Ninth People’s Hospital (CRC/
IRB-C-BD-16-V3.1, ethics no. SH9H-2020-T346-1). US-
guided FNAB of all nodules was performed under a stan-
dardized protocol by an experienced endocrinologist. Ma-
terial from the needle passing through the nodule was used to
prepare a direct smear for cytological evaluation, and the
remaining material plus the needle washing was used for
molecular testing. 4e collection of material for molecular
testing was conducted to ensure routine cytological evalua-
tion. Cytological diagnosis was performed via cytological
examination of H&E-stained FNA smears according to the
diagnosis criteria of the 2017 Bethesda System for Reporting
4yroid Cytopathology [24]. A total of 191 nodules from 191
patients underwent thyroid surgery after FNAB examination,
including those identified as PTC or carrying the BRAF
V600E mutation or eligible for surgery (i.e., symptoms of
oppression) or voluntarily requested due to US detection of
suspicious malignancy. 4e surgically separated thyroid tis-
sues were confirmed by postsurgical pathology.

1.2. DNA Extraction. DNA was isolated using a QIAamp
DNA Micro Kit for FNAB samples (Qiagen, Germany)
according to the manufacturer’s protocol. Briefly, FNAB
samples were collected by centrifugation and then lysed.4e
DNA in the lysate binds to the membrane of the QIAamp
MinElute column and then eluted from the membrane after
washing the membrane. 4e quantity of isolated DNA was
assessed using a NanoDrop 8000 spectrophotometer
(4ermo Scientific. USA).

1.3. BRAF V600E Mutation Detection by Sanger Sequencing.
Part of exon 15 of the BRAF gene in which the T1799A
transversion mutation (encoding BRAF V600E) is located
was amplified by nested PCR (Supplement Table 1). 4e
purified PCR products were sequenced using the forward
primer for the second nested PCR cycle and a BigDye
Terminator v 3.1 kit (4ermo Fisher, USA). Data analysis
and interpretation were performed with SeqMan Pro 7.1.0
(DNASTAR) by visual inspection.

1.4. BRAFV600EMutationDetection by ddPCR. ddPCR was
performed with the QX200 Droplet Digital PCR system (cat.
1863026; Bio-Rad Technologies, USA) per the manufac-
turer’s protocol to confirm the BRAF V600E mutation.
Amplification was performed as follows: 95°C for 10minutes
(1 cycle), 94°C for 30 seconds, 55°C for 1minute (40 cycles),
and 98°C for 10minutes (1 cycle) with a ramp rate of 1°C/s;
the reaction was then held at 4°C with a ramp rate of 1°C/s.
Quantification of mutant and wild-type alleles was estimated
using QuantaSoft v1.7.4 analysis software (Bio-Rad Tech-
nologies, USA). 4e threshold was defined as described in
“Droplet Digital Application Guide.” Firstly, we tested DNA
from 30 FNAB and their blood samples. Of which their
nodules were determined as benign by surgical pathology.
Except for 1 or 2 positive events detected in 2 FNAB samples,
there were no positive events in all samples. 4erefore, we
supposed that the sample was interpreted as BRAF V600E-
positive when the number of positive events exceeded 3.
Because a small quantity of DNA extracted from FNA
samples, the total number of events of BRAF V600E site is
less than 5000. As a result, we found all ddPCR-positive
nodules shown mutation rate of >0.2%. 4erefore, we
proposed that the detection sensitivity of ddPCR was above
2/1000. 4e ddPCR-negative nodules with a total number of
events less than 1000 should be excluded since insufficient
events detected in each nodule may lead to false negative
results. For each test, samples of benign lesions harboring no
mutation and ddH2O were prepared as negative controls.
4e fractional abundance calculated and provided by the
software reflects the allele frequency of the BRAF V600E
mutation.

1.5. Statistical Analysis. SPSS software version 22.0 (IBM
Corporation, Armonk, NY, USA) was used for statistical
analysis. 4e t-test was used to compare mean values and
p values< 0.05 were considered statistically significant.
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2. Results

2.1. Cytological Identification of FNA Specimens and Patho-
logical Identification of Surgery Specimens. Altogether, 310
nodules from 278 patients were collected: 117 nodules were
diagnosed as PTC. 15 were suspicious for PTC. 13 were
follicular adenoma. 1 were medullary carcinoma. 161 were
benign and 3 were nondiagnostic by FNAB cytology (Ta-
ble 1). A total of 191 nodules underwent surgically removed,
of which 106 nodules were diagnosed as PTC by FNAB
cytology, 11 as suspicious for PTC, 12 as follicular adenoma,
59 as benign lesions, and 2 as nondiagnostic nodules (Ta-
ble 2). Of the 191 resected nodules, 119 nodules were di-
agnosed as PTC by surgery pathology, 12 as follicular
adenoma, 1 as medullary carcinoma, and 59 as benign
nodules.

2.2. ddPCR vs. Sanger Sequencing of BRAF V600E. Of all 310
nodules, the BRAF V600E mutation was found in 94
(30.32%) by ddPCR and in 40 (12.90%) by Sanger se-
quencing, indicating that ddPCR was able to identify many
more nodules with the BRAF mutation (Table 1 and Fig-
ure 1). Among 117 nodules cytologically determined as PTC,
the BRAF V600E mutation was detected in 89 (76.07%) by
ddPCR and 40 (34.19%) by Sanger sequencing. 4ere were 5
nodules that belong to other cytological categories, including
2 nodules suspicious for PTC, 1 follicular adenoma, and 2
benign nodules, carrying BRAF V600E mutation detected by
ddPCR but not by Sanger sequencing. All these 5 nodules
displayed very low fractional abundance of the mutant allele
(<2.00%), which may be explained by the small number of
thyroid cancerous cells obtained by FNA (Table 3).We could
not confirm the results without histological diagnosis be-
cause these 3 patients did not accept surgery due to non-
malignant FNAB. 4ese results showed that ddPCR has
higher sensitivity than Sanger sequencing in detecting BRAF
V600E in FNA samples from nodules of different cytological
categories.

To compare the results of BRAF mutation detected by
Sanger sequencing and ddPCR, we classified 310 nodules
into three groups: Sanger sequencing-positive and ddPCR-
positive group (SS+/ddPCR+), Sanger sequencing-negative
and ddPCR-positive group (SS−/ddPCR+), and Sanger se-
quencing-negative and ddPCR-negative group (SS−/
ddPCR−). None of the nodules were Sanger sequencing-
positive and ddPCR-negative. 4e ddPCR results for nod-
ules in the SS+/ddPCR+ group displayed significantly
higher fractional abundance of the mutant allele
(25.05± 2.16 vs. 2.47± 0.35, t test: P< 0.0001) and more
mutant events (811.38± 108.41 vs. 30.35± 6.46. t test:
P< 0.0001) of BRAF V600E than those in the SS−/
ddPCR+group (Figure 2 left; Supplement Figure 1, left). 4e
fractional abundances of the mutant allele of all ddPCR+
nodules were >0.20%, whereas those of all ddPCR− nodules
were <0.20%. Almost all SS+/ddPCR+ nodules (95.00%; 38/
40) displayed a BRAF mutation rate >5% and all SS−/

ddPCR+ nodules (100.00%; 54/54) displayed <15%, which
corresponds with the detection limit of Sanger sequencing
reported (Figure 2, left). 4ese findings indicate that a
mutation rate between 5 and 15% can be easily misjudged by
Sanger sequencing. By the way, most PTC nodules showed
more than 0.20% fractional abundance and the fractional
abundance of the BRAFmutant allele in PTC (12.71± 1.54%)
is higher than that in the other cytological categories
(suspicious for PTC nodules: 0.37± 0.16%, benign nodules:
1.24± 0.66%, follicular adenoma: 0.07) (Figure 2, right;
Table 4). 4is makes a lot of sense. Since FNAB can be
determined as PTC by cytology, the content of cancer cells in
these FNAB are definitely high and if the cancer cells are
mutant, the mutation fractional abundance must be high.

A total of 191 nodules underwent thyroid surgery after
FNAB examination, of which 119 nodules were determined
as PTC by postsurgical pathology. Among the 119 surgically
confirmed PTC nodules, the BRAFmutation was found in 80
(67.23%) FANB samples by ddPCR and 31 (26.05%) by
Sanger sequencing (Table 2; Figure 3; Supplement Figure 2).
Eleven of 15 nodules were diagnosed as suspicious for
malignancy underwent surgery, and 10 were determined as
PTC by postsurgical pathology; 2 nodules were found SS−/
ddPCR+ and 8 SS−/ddPCR−, whereas 1 nodule without
BRAF mutation was diagnosed as benign lesion (Table 2).
None of non-PTC nodules was found having the BRAF
mutation by Sanger sequencing or ddPCR.4e PTC nodules
in the SS+/ddPCR+ group displayed higher fractional
abundance of the mutant allele and having more mutant
events than those in the SS−/ddPCR+ group as well (Fig-
ure 3, left; Supplement Figure 2, left). 4ese results con-
firmed that ddPCR has higher sensitivity than Sanger
sequencing in detecting the BRAF V600E mutation by using
FNA samples.

2.3. 0e Value of ddPCR Application for Nodules with Inde-
terminate Sanger Sequencing Results. 4e above results
indicate that ddPCR is a good supplement to Sanger
sequencing for detection of BRAF V600E. 4ere are 54
ddPCR+ nodules that were finally interpreted as negative
by Sanger sequencing, and these nodules usually exhibit
low mutant allele frequencies ranging from 0.2% to 15%
(Figure 2, left; Figure 3, left). In addition, the SS+/
ddPCR+ nodules displayed mutant allele frequencies
above 5%, suggesting that nodules with 5% to 15%
mutant allele frequencies could not definitely be iden-
tified by Sanger sequencing because of their ambiguous
mutant peaks. ddPCR could function as further confir-
mation under these circumstances. For example, the
mutant peaks of nodules from patients 6, 7, 8, and 9
shown by Sanger sequencing do not completely corre-
spond to the mutant allele frequencies shown by ddPCR
(Figure 4). All these 4 cases were determined as PTC
based on histological pathology. Overall, interpretation
of Sanger sequencing is subjective and highly dependent
on the exact sequence and laboratory performance.
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4erefore, ddPCR might be applied to supplement the
detection of nodules with negative Sanger sequencing,
avoiding missed diagnosis or misjudgment due to un-
certain Sanger sequencing results.

3. Discussion

In this study, we applied ddPCR to detect the BRAF V600E
mutation in FNA samples from thyroid nodules and
compared its sensitivity with that of Sanger sequencing. Our
results showed that ddPCR has higher sensitivity in

detecting the BRAF V600E mutation in FNA samples than
Sanger sequencing (30.32% vs. 12.90%). As previously re-
ported, we regard ddPCR as a powerful confirmatory test for
Sanger sequencing-negative or indeterminate nodules.

In the current study, we preliminarily analyzed a large
number of FNAB samples to determine a proper threshold
of ddPCR for our laboratory, an important basis for BRAF
mutation judgment. 4e threshold is susceptible to many
factors such as the quality and quantity of the input DNA
and the performance of the detection kit. For each test, a
laboratory should establish its own judgment threshold. In

Table 1: Comparison of the results of Sanger sequencing and ddPCR for BRAF V600E in 310 nodules with FNAB cytology results.

Bethesda categories Cytologic reporting N ddPCR(+) SS(+)
All All 310 94 40
Bethesda I Nondiagnostic 3 0 0
Bethesda II Benign 161 2 0
Bethesda III Follicular adenoma 13 1 0
Bethesda V Suspicious for PTC 15 2 0
Bethesda VI PTC 117 89 40
Bethesda VI Medullary carcinoma 1 0 0
PTC, papillary thyroid carcinoma; ddPCR, droplet digital PCR; SS, sanger sequencing.

Table 2: Comparison of the results of Sanger sequencing and ddPCR for BRAF V600E in 191 nodules with pathology results.

FNAB Surgery
Bethesda categories Cytologic reporting N PTC ddPCR(+) SS(+) Non-PTC ddPCR(+) SS(+)
All All 191 119 80 31 72 0 0
Bethesda I Nondiagnostic 2 0 0 0 2 0 0
Bethesda II Benign 59 3 0 0 56 0 0
Bethesda III Follicular adenoma 12 0 0 0 12 0 0
Bethesda V Suspicious for PTC 11 10 2 0 1 0 0
Bethesda VI PTC 106 106 78 31 0 0 0
Bethesda VI Medullary carcinoma 1 0 0 0 1 0 0
PTC, papillary thyroid carcinoma; ddPCR, droplet digital PCR; SS, sanger sequencing; non-PTC, including benign nodules, follicular adenoma, and
medullary carcinoma.
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Figure 1: Comparison of the results of Sanger sequencing and ddPCR for BRAF V600E in 310 nodules of different cytological categories.
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this study, we set 3 positive events as the threshold; thus, the
fractional abundances of all ddPCR+ nodules we found in
the current study were >0.20%, and those of all ddPCR−

nodules were <0.20%, which corresponded with 2/1000
detection sensitivity and indicated that the positive
threshold we set was reasonable. 4ere were 2 benign

Table 3: 4e BRAF mutation result in SS−/ddPCR+ nodules suspicious for PTC, follicular adenoma, and benign categories.

Nodule Sanger sequencing
ddPCR

Cytologic reporting
Fractional abundance (%) Positive events Negative events

Nodule 1 Negative 0.21 5 2112 Suspicious for PTC
Nodule 2 Negative 0.52 20 3317 Suspicious for PTC
Nodule 3 Negative 0.70 3 442 Follicular adenoma
Nodule 4 Negative 0.58 16 2454 Benign
Nodule 5 Negative 1.90 30 1492 Benign
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Figure 2: Fractional abundance of different mutation examination categories (left, white part) and FNA cytological type categories (right,
gray part).

Table 4: Fractional abundance of the BRAF mutation in FNAB of different cytological categories.

Cytologic reporting N
Fractional abundance

≥0.2% ＜0.2%
n % n %

PTC 117 89 76.07 29 24.79
Suspicious for PTC 15 2 13.33 13 86.67
Benign 161 2 1.24 159 98.76
Follicular adenoma 13 1 7.69 12 92.31
Medullary carcinoma 1 0 0.00 1 100.00
Nondiagnostic 3 0 0.00 3 100.00
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nodules and one follicular adenoma nodule showing the
BRAF mutation by ddPCR with very low fractional abun-
dance (<2.00%), which could not be confirmed by histo-
logical pathology since these three patients did not receive
surgery. 4e discrepancy of cytology and BRAF mutation
may be due to FNAB bias, which is common in biopsy,
especially when the tumor is small. Regardless, due to the
bias of FNA, the molecular testing result may not reflect the

true situation, especially for those with low mutation rate
(fractional abundance <0.20%) and indetermined cytology.
4us, we recommend another FNAB or regular follow-up
for these patients.

Considering the high cost of ddPCR, we suggest a
reasonable combination of Sanger sequencing and ddPCR
for the clinical detection of the BRAF mutation in FNAB
samples. Our results demonstrate that nodules with
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Figure 3: Fractional abundance of different pathological categories.

Patient Patient

Patient 8

Patient 9

ddPCR ddPCRSanger Sequencing Sanger Sequencing

Patient 6

Patient 7

Fractional Abundance:
7.70
Positive Events: 291
Negative Events: 3119

BRAF V600E (-) Fractional Abundance:
7.20
Positive Events: 178
Negative Events: 2118

BRAF V600E (+)

Fractional Abundance:
11.50
Positive Events: 144
Negative Events: 1062

BRAF V600E (+) Fractional Abundance:
5.20
Positive Events: 204
Negative Events: 3275

BRAF V600E (+)

Figure 4: ddPCR and Sanger sequencing results for 4 patients whose Sanger sequencing results were ambiguous. Each patient in this figure
had only one nodule. 4e BRAF V600E mutation is shown as red arrowheads in the Sanger sequencing chromatograms.
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mutation rate of >15% can be easily and stably detected by
Sanger sequencing but that nodules with mutation rate of
<5% cannot; nodules with mutation rate of 5 to 15% usually
have uncertain Sanger sequencing results. ARMS is another
method used for clinical detection of BRAF mutation and
has been compared with ddPCR in other studies. However,
ARMS is considered not as suitable as Sanger sequencing
because it has relatively low specificity and may detect be-
nign lesions as false positive [23, 25]. Hence, we propose the
pipeline shown in Figure 5 for molecular testing of BRAF
using FNAB. Nodules with definite mutant peaks by Sanger
sequencing are considered to carry the BRAF mutation,
whereas those with uncertain or no mutant peak should be
further assessed by ddPCR. 4e appropriate positive
threshold of ddPCR should be determined by individual
laboratory.
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trasound-guided fine-needle aspiration biopsy of thyroid
nodules,” Head & Neck, vol. 43, no. 3, pp. 1009–1013, 2021.

[7] A. Stavroulopoulos, V. Aresti, and C. Zounis, “Right atrial
thrombi complicating haemodialysis catheters. A meta-
analysis of reported cases and a proposal of a management
algorithm,” Nephrology Dialysis Transplantation, official
publication of the European Dialysis and Transplant Asso-
ciation - European Renal Association, vol. 27, no. 7,
pp. 2936–2944, 2012.

[8] D. L. Ng, A. van Zante, A. Griffin, N. K. Hills, and
B.-M. Ljung, “A large thyroid fine needle aspiration biopsy
cohort with long-term population-based follow-up,” 0yroid,
vol. 31, no. 7, pp. 1086–1095, 2021.

[9] M. Jinih, N. Foley, O. Osho et al., “BRAF V600E mutation as a
predictor of thyroid malignancy in indeterminate nodules: a

FNAB

Sanger Sequencing

Confirmed Mutant
Peak

No or Undetermined 
Mutant Peak

ddPCR

Positive Events≥3 Positive Events<3

BRAF V600E
Positive 

BRAF V600E
Negative 

Figure 5: 4e flowchart of clinical detection of the BRAF V600E
mutation we suggest. 4e positive threshold of ddPCR should be
adjusted according to the different conditions of different
laboratories.

International Journal of Endocrinology 7

https://downloads.hindawi.com/journals/ije/2022/6243696.f1.pdf


systematic review and meta-analysis,” European Journal of
Surgical Oncology, vol. 43, no. 7, pp. 1219–1227, 2017.

[10] L. Liu, J. W. Chang, S.-N. Jung et al., “Clinical implications of
the extent of BRAF V600E alleles in patients with papillary
thyroid carcinoma,” Oral Oncology, vol. 62, pp. 72–77, 2016.

[11] S. Mungan, S. Ersoz, I. Saygin, Z. Sagnak, and U. Cobanoglu,
“Nuclear morphometric findings in undetermined cytology: a
possible clue for prediction of BRAF mutation in papillary
thyroid carcinomas,” Endocrine Research, vol. 42, no. 2,
pp. 138–144, 2017.

[12] M. Schlumberger and S. Leboulleux, “Current practice in
patients with differentiated thyroid cancer,” Nature Reviews
Endocrinology, vol. 17, no. 3, pp. 176–188, 2021.

[13] H. Namba, M. Nakashima, T. Hayashi et al., “Clinical im-
plication of hot Spot BRAF Mutation. V599E. In papillary
thyroid cancers,” Journal of Clinical Endocrinology & Meta-
bolism, vol. 88, no. 9, pp. 4393–4397, 2003.

[14] J Li, T Yang, T Zhao, J Liang, and Y. S Lin, “Clinical outcome
of radioiodine therapy in low-intermediate risk papillary
thyroid carcinoma with BRAF(V600E) mutation,” Zhongguo
yi xue ke xue yuan xue bao. Acta Academiae Medicinae
Sinicae, vol. 38, pp. 346–350, 2016.

[15] K.-L. Lin, O.-C. Wang, X.-H. Zhang, X.-X. Dai, X.-Q. Hu, and
J.-M. Qu, “4e BRAF mutation is predictive of aggressive
clinicopathological characteristics in papillary thyroid
microcarcinoma,” Annals of Surgical Oncology, vol. 17, no. 12,
pp. 3294–3300, 2010.

[16] M. Arcila, C. Lau, K. Nafa, and M. Ladanyi, “Detection of
KRAS and BRAFmutations in colorectal carcinoma,” Journal
of Molecular Diagnostics, vol. 13, no. 1, pp. 64–73, 2011.

[17] KOmholt, A Platz, L Kanter, U Ringborg, and J Hansson, “NRAS
and BRAF mutations arise early during melanoma pathogenesis
and are preserved throughout tumor progression,” Clinical
Cancer Research: An Official Journal of the American Association
for Cancer Research, vol. 9, pp. 6483–6488, 2003.

[18] P.-J. Lamy, F. Castan, N. Lozano et al., “Next-Generation
genotyping by digital PCR to detect and quantify the BRAF
V600E mutation in melanoma biopsies,” Journal of Molecular
Diagnostics, vol. 17, no. 4, pp. 366–373, 2015.

[19] A. Kowalik, A. Kowalska, A. Walczyk et al., “Evaluation of
molecular diagnostic approaches for the detection of BRAF
p.V600E mutations in papillary thyroid cancer: clinical im-
plications,” PLoS One, vol. 12, no. 6, Article ID e0179691, 2017.

[20] M. A. Ihle, J. Fassunke, K. König et al., “Comparison of high
resolution melting analysis. pyrosequencing. next generation
sequencing and immunohistochemistry to conventional
Sanger sequencing for the detection of p.V600E and non-
p.V600E BRAF mutations,” BMC Cancer, vol. 14, no. 1, p. 13,
2014.

[21] A. C. Tsiatis, A. Norris-Kirby, R. G. Rich et al., “Comparison
of sanger sequencing. Pyrosequencing. And melting curve
analysis for the detection of KRAS mutations,” Journal of
Molecular Diagnostics, vol. 12, no. 4, pp. 425–432, 2010.

[22] A. L. Reid, J. B. Freeman, M. Millward, M. Ziman, and
E. S. Gray, “Detection of BRAF-V600E and V600K in mel-
anoma circulating tumour cells by droplet digital PCR,”
Clinical Biochemistry, vol. 48, no. 15, pp. 999–1002, 2015.

[23] X. Xu, X. Ma, X. Zhang et al., “Detection of BRAF V600E
mutation in fine-needle aspiration fluid of papillary thyroid
carcinoma by droplet digital PCR,” Clinica Chimica Acta,
vol. 491, pp. 91–96, 2019.

[24] E. S. Cibas and S. Z. Ali, “4e 2017 Bethesda system for
reporting thyroid Cytopathology,” 0yroid, vol. 27, no. 11,
pp. 1341–1346, 2017.

[25] C. K. Zhao, J. Y. Zheng, L. P. Sun, R. Y. Xu, Q. Wei, and
H. X. Xu, “BRAF V600E mutation analysis in fine-needle
aspiration cytology specimens for diagnosis of thyroid nod-
ules: the influence of false-positive and false-negative results,”
Cancer medicine, vol. 8, no. 12, pp. 5577–5589, 2019.

8 International Journal of Endocrinology


