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Myeloproliferative neoplasms are clonal hematopoietic stem cell disorders characterized by aberrant 
proliferation and an increased tendency toward leukemic transformation. The genes JAK2, MPL, and 
CALR are frequently altered in these syndromes, and their mutations are often a strong argument for 
diagnosis. We analyzed the mutational profiles of these three genes in a cohort of 164 suspected 
myeloproliferative neoplasms. JAK2 V617F mutation was detected by real-time PCR, whereas high-
resolution melting analysis followed by Sanger sequencing were used for searching for mutations in 
JAK2 exon 12, CALR, and MPL. JAK2 V617F mutation was associated with CALR (n Z 4) and MPL (n Z 4) 
mutations in 8 of 103 essential thrombocytosis patients. These cases were harboring a JAK2 V617F 
allelic burden of <4% and a significantly higher platelet count compared with JAK2 V617F (P < 0.001) 
and CALR (P Z 0.001) single-mutation patients. The findings from this study support the possibility of 
coexisting mutations of the JAK2, CALR, and MPL genes in myeloproliferative neoplasms and suggest 
that CALR and MPL should be analyzed not only in JAK2-negative patients but also in low V617F mu-
tation patients. Follow-up of these double-mutation cases will be important for determining whether 
this group of patients presents particular evolution or complications. 
Supported by AP-HM (Assistance Publique des Hôpitaux de Marseille;
F.U., N.B., and J.G.).
Disclosures: None declared.
The Philadelphia-negative myeloproliferative neoplasms
(MPNs) are clonal hematopoietic stem cell disorders char-
acterized by excessive proliferation of one or several
myeloid lineages. According to the 2008 World Health
Organization classification of hematologic tumors,1 revised
in 2016,2 these disorders include polycythemia vera (PV),
essential thrombocytosis (ET), and primary myelofibrosis
(PMF). The biological confirmations of these pathologies,
which have long been diagnoses of exclusion, largely rely
on the determination of the mutational status of three genes:
JAK2 (Janus kinase 2), MPL (myeloproliferative leukemia
virus), and CALR (calreticulin).

JAK2 V617F mutation was the first clonal anomaly
detected in Philadelphia-negative MPNs.3e6 This valine-to-
phenylalanine substitution at amino acid position 617 in
exon 14 results in constitutive activation of the JAK2
tyrosine kinase.3e7 JAK2 V617F mutation is found in >95%
of patients with PV and in 56% to 65% of those with ET and
PMF. Other JAK2 mutations located in exon 12 can be
found in the rare cases of PV lacking the V617F mutation.8,9

Several qualitative or quantitative methods of detecting
JAK2 V617F mutation have been developed, such as restric-
tion fragment length polymorphism, allele-specific amplifica-
tion combined with real-time PCR, high-resolution melting
(HRM), Sanger sequencing, and pyrosequencing.3,10,11 Allele-
specific amplification combined with real-time PCR is the
assay widely most used for detecting this mutation with high
sensitivity.12 The results are generally reported as percentage
of JAK2 V617F allele copy number over total (mutant and
wild-type) allele copy number.
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CALR mutations were recently identified as driver mu-
tations in Philadelphia-negative MPN and constitute the 
second most frequent molecular anomalies in ET and PMF 
patients, with a prevalence of approximately 20% to 35% of 
cases.13e15 With the exception of isolated reports,16 these 
mutations appear to be relatively specific to ET and 
PMF.17e19

The third frequent mutation in MPN involves the MPL 
gene, most often at codon position 515. Several sub-
stitutions have been described at this position.20e22 MPL 
mutations are present in 2% to 10% of patients with ET and 
PMF,23 and only rarely in patients with PV.22

JAK2, CALR, and MPL mutations are generally described 
as mutually exclusive, and the following diagnostic algo-
rithm is classically used for stratifying the molecular anal-
ysis to be done when such a syndrome is suspected. Briefly, 
the first mutations to search for should be JAK2 V617F 
mutations. If the results are negative, then a second line of 
analysis should search for mutations in JAK2 exon 12 if a 
PV diagnosis is suspected or in CALR exon 9 and MPL exon 
10 if the suspected disease is TE or PMF.

However, some rare cases of double mutations have been 
reported, with JAK2 V617F being associated with either a 
CALR13,24 or MPL mutation.25 Interestingly, Nussenzveig 
et al25 recently reported an increased frequency of JAK2 
exon 12 and MPL mutations in patients presenting low 
JAK2 V617F allelic burden. To investigate the possible 
association of mutations of these three genes in MPN, we 
analyzed mutational profiles in a cohort composed of 164 
suspected MPN cases harboring at least one mutation of 
these genes.

Materials and Methods

Population

A total of 169 MPN-suspected patients harboring at least 
one mutation in JAK2, CALR, or MPL, detected between 
January 2001 and December 2015 at the Biochemistry and 
Molecular Biology Unit of North Hospital (Marseilles, 
France), and for which genomic DNA was available, were 
included in this study. Concerning cases of JAK2 V617F 
mutation with an allelic burden of <4% and CALR and MPL 
mutation, all of the positive cases over this period were 
included in this study. This 4% cutoff was arbitrarily chosen 
as some widely used tests for JAK2 V617F present a lower 
limit of detection of between 2% and 4%. In JAK2 V617F 
mutation cases harboring an allelic burden of >4%, we 
included a sampling of patients whose allelic burdens 
ranged from 4% to 89.3% analyzed over the same period. 
All patients provided written informed consent.

DNA Extraction

Genomic DNA was isolated from 200 mL of total blood with 
the EZ1 DNA Blood 200 mL kit (Qiagen, Les Ulis, France)
using the EZ1 Advanced XL instrument (Qiagen) according
to the manufacturer’s recommendations. DNA was quanti-
fied with a, NanoDrop 8000 spectrophotometer (Thermo
Scientific, Illkirch, France), and diluted to 5 ng/mL in
DNase- and RNase-free water.

JAK2 V617F Quantification

Real-time fluorescent quantitative PCR using allele-specific
primer and TaqMan-MGB probe for dual-inhibiting ampli-
fication of wild-type alleles were performed for the detection
of as low as 0.05% of mutant JAK2 V617F cells. All of the
samples were tested in duplicate using the Mx 3000P real-
time PCR system (Agilent Technologies, Les Ulis, France).
The TaqMan assay amplification was performed with 25 ng
of genomic DNA in 1� TaqMan Universal PCR Master Mix
(Life Technologies, Villebon-Sur-Yvette, France). The
primers and probe sequences and concentrations used for the
quantification of JAK2 V617F alleles were as follows: 600
nmol/L of forward primer (50-AGCTTTCTCACAAGCA-
TTTGGTT-30), 300 nmol/L of reverse primer (50-
GTTTTACTTACTCTCGTCTCCACAAAA-30), and 200
nmol/L of probe (50-6FAM-AATTATGGAGTATGTTTCTG-
MGBFNQ-30). The amplification of the albumin gene (Alb)
as internal control was performed with 300 nmol/L of each
primer (Fw: 50-ATGCTGCACAGAATCCTTGGT-30; Rv: 50-
TCATCGACTTCCAGAGCTGAAA-30) and 200 nmol/L of
probe (50-6VIC-AACAGGCGACCATGC-MGBBFNQ-30).
The thermal cycling conditions were 95�C for 10 minutes, and
45 cycles at 95�C for 30 seconds and 60�C for 1 minute. The
JAK2 V617F and Alb copy numbers were obtained from a
plasmid calibrator standard curve. The mutational burden ratio
of JAK2 was calculated using the DNA copy numbers ac-
cording to the formula JAK2 V617F/Alb.

HRM Analysis

The HRM assays were performed using the LightCycler 480
instrument (Roche Diagnostics, Meylan, France). All samples
were tested in duplicate, and one wild-type DNA control and
two positive controls were included in each experiment and for
each gene. A quantity of 25 ng ofDNAwas amplified in a final
volume of 20 mL containing 1� LightCycler 480 High Res-
olution Melting PCR Master Mix (Roche Diagnostics), 300
nmol/L of each primer, and 3 mmol/L MgCl2. Primer se-
quences were as follows: CALR-Fw, 50-CCCTGAGGTGT-
GTGCTCTG-30 and CALR-Rv, 50-GAGGCAGGCCTCTC-
TACAGC-30 for CALR exon 9; and, as previously pub-
lished,26,27 MPL-Fw, 50-GCCGAAGTCTGACCCTTTTT-30

and MPL-Rv, 50-ACAGAGCGAACCAAGAATGCCTGT-
TTACA-30 for MPL exon 10; JAKex12Fw, 50-ACCA-
ACCTCACCAACATTACAGAG-30 and JAKex12Rv, 50-
AAAAGGACAAAAAAGACAGTAATGAGTATC-30 for
JAK2 exon 12. LC480 cycling parameters were as follows:
initial denaturation at 95�C for 10 minutes; 45 cycles at 95�C
for 10 seconds, 60�C for 15 seconds and 72�C for 25 seconds.



Table 1 Demographic and Hematologic Characteristics of Included Patients

Characteristic PV ET PMF Unclassified MPN

Number (%) of patients 28 (17) 103 (64) 11 (7) 22 (13)
Numbers of men/women 7/21 44/59 4/8 12/10
Age, median (range), years

All patients 60 (24e89) 63 (25e89) 69 (41e83) 74 (24e89)
Women 65 (24e89) 61 (25e89) 64 (41e78) 65 (34e85)
Men 56 (26e80) 65 (26e89) 73 (54e83) 59 (18e82)

Hemoglobin median (range), g/L
All patients 172 (145e224) 133 (78e164) 107 (83e133) 139 (94e191)
Women 159 (145e224) 130 (78e154) 129 (90e133) 133 (94e167)
Men 177 (169e189) 137 (81e164) 106 (83e130) 164 (94e191)

White blood cell count, median (range), �109/L 9.1 (4.3e17.3) 8.36 (3.49e21.0) 6.40 (1.5e26.9) 8.5 (3.0e13.0)
Platelet count, median (range), �109/L 264 (159e866) 710 (467e2300) 187 (19e864) 325 (14e1239)
Number of mutated cases

JAK2 V617F 25 56 8 20
JAK2 exon 12 3 0 0 1
CALR exon 9 0 48 2 0
MPL exon 10 0 7 1 1

JAK2 V617F allele burden, mean (range), % 11.82 (0.08e56.67) 13.83 (0.06e89.29) 18.14 (0.11e52.56) 0.53 (0.05e34.08)

ET, essential thrombocythemia; MPN, myeloproliferative neoplasms; PMF, primary myelofibrosis; PV, polycythemia vera.
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Figure 1 Mutational profiles of myeloproliferative neoplasmediagnosed 
patients. ET, essential thrombocythemia; PMF, primary myelofibrosis; PV, 
polycythemia vera.
The final melting program was denaturation at 95�C for 1
minute, renaturation at 40�C for 1 minute, and melting from
65�C to 95�C, with a ramp of 0.02�C/second and 25 fluores-
cence acquisitions per degree centigrade. Results were
analyzed by Gene Scanning software version 1.5 (Roche Di-
agnostics). The lower limit of detection of this in-house
method was 5%.

Sequencing

Sanger sequencing was performed on the same amplicons as
used for HRM analysis. A quantity of 1 mL of PCR product
was purified with ExoSap-IT (Affymetrix USB; Fisher
Scientific, Illkirch, France). Unidirectional sequencing re-
action was set up with the BigDye Terminator version 3.1
Cycle Sequencing Kit (Life Technologies). The BigDye
XTerminator Purification Kit (Life Technologies) was used
for purifying the reaction products. Sequencing analyses
were performed on the ABI Prism 3130 Genetic Analyzer
(Life Technologies).

Statistical Analysis

For nonparametric continuous variables, the Mann-Whitney
U-test was used. Significance was set at a P value of 0.05.
Sex ratio distribution was analyzed using a Pearson c2 test.
All statistical analyses were performed using SPSS software
version 20.0 (SPSS, Bologna, Italy).

Cloning

The amplicon used for HRM analysis was cloned using the
TOPO-TA kit as described by the manufacturer (Life
Technologies). Recombinant plasmids were isolated, and
bidirectional sequencing was performed to validate the se-
quences on an ABI Prism 3130 Genetic Analyzer (Life
Technologies) as described in Sequencing.

Results

To search for coexisting mutations in the JAK2, CALR, and
MPL genes, we constituted a cohort of 164 patients with
suspected MPN analyzed between January 1, 2013, and
December 31, 2015, who had a mutation in at least one of
these genes. For the purposes of this study, we completed
the mutation profiles of these patients by analyzing exons
12, 9, and 10 of the JAK2, CALR, and MPL genes,
respectively, if not done previously, as those mutations are
usually researched only in wild-type JAK2 cases. Among
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Figure 2 JAK2 V617F allelic burden distribution. Each circle represents
one JAK2 V617F mutation case. Diamonds represent patients in whom JAK2
V617F mutation is associated with CALR or MPL mutation.
those patients, 142 were diagnosed as having MPN ac-
cording to the World Health Organization criteria (except
for ET cases in which the bone marrow biopsy was classi-
fied as restrictedeuncertain diagnosis only). The 22
remaining cases did not display enough criteria for a specific
MPN subtype and were classified as MPNeunclassifiable.
Most of these cases were referred to our laboratory for
thrombosis events exploration. ET, PV, and PMF were
diagnosed in 103 (72.5%), 28 (19.7%), and 11 (7.7%) pa-
tients, respectively. Clinical and hematologic data are
described in Table 1.

V617F mutation was tested using an in-house quantitative
PCR assay with a lower limit of detection of 0.05%. A total
of 109 patients harbored a V617F allelic burden comprising
between 0.05% and 89.3% (Figures 1 and 2). The mean
values of these ratios were 13.8%, 11.8%, and 18.1% in ET,
PV, and PMF, respectively. Those differences were not
significant when comparing PV with ET (P Z 0.096), PV
with PMF (P Z 0.176), or ET with PMF (P Z 0.49).

HRM was used for analyzing exons 12, 9, and 10 of the
JAK2, CALR (Figure 3A), and MPL (Figure 3B) genes,
respectively. Characterization of mutations was achieved by
Sanger sequencing in cases showing HRM curve variation.
JAK2 exon 12 mutations were already described and found
in three cases of PV (c.1611-1616del6, c.1627-1632del, and
c.1615_1616AA>TT) and in one post-PV myelofibrosis
(c.1613_1616 ACAA>T). CALR exon 9 mutation was
detected in 51 cases. Type 1 and type 2 represented,
respectively, 37.3% (n Z 20) and 41.2% (n Z 22) of CALR
mutations. The remaining eight CALR mutations were indel
events previously described in the literature.14 Among those
CALR mutation patients, ET and PMF were diagnosed in 49
and 2 cases, respectively. Finally, 11 patients harbored an
MPL sequence variation. Two of these variations corre-
sponded to one previously described intronic substitution
(c.1565þ5 C>T) reported as a germline probably benign
mutation.28 Among the nine other sequence variations,
seven were classic tryptophan 515 substitutions and two
were a less-characterized V501A substitutions. All of these
MPL mutation patients, except one harboring V501A sub-
stitution, were diagnosed as having ET.

In our cohort, JAK2 V617F mutation was associated with
MPL exon 10 in four cases and to CALR exon 9 mutations
in four cases. Clinical and hematologic characteristics of
these double-mutation cases are depicted in Table 2. All
coexisting mutations were detected in ET cases, with a
median platelet count of 1120 � 109 platelets/L. JAK2 exon
12 mutations were not associated with other mutations, and
CALR and MPL mutations were not associated with each
other. The four MPL mutations were three W515L and one
W515R substitution in patients with JAK2 V617F allelic
burdens of 0.08%, 0.10%, 3.69%, and 0.32%, respectively.
CALR mutations were c.1154_1155insTTGTC (type 2) in
two cases, c.1095_1140del (type 3) in one case, and c.
1125_1147del in one case, and these four mutations were
associated with V617F allelic burdens of 0.06%, 0.19%,
1.96, and 0.46%, respectively. Hence, all of the coexisting
mutations were detected in patients with a V617F allelic
burden of <4% (Figure 2). Conversely, in all except one
case of double mutation, mutations inMPL and CALR genes
were unambiguously detected by HRM analysis and Sanger
sequencing, suggesting an allelic burden of �10%. In one of
these double-mutation patients, MPL W515L substitution
was detected by HRM analysis, but sequencing confirma-
tion required TA Cloning (Thermo Fisher Scientific)
(Figure 3, CeE).
Figure 3 High-resolution melting (HRM) and
sequencing results. A: CALR HRM analysis. c1 and c2
curves correspond to type 1 and type 2 CALR
mutation controls, respectively; wt curve, wild-type
control. B:MPL HRM analysis. c curve corresponds to
W515L mutation control; wt curve, wild-type con-
trol. C: W515L mutation case detected by HRM
analysis but in which sequencing needed TA Cloning
(Thermo Fisher Scientific), as presented in D (before
cloning) and E (after cloning). The asterisks indi-
cate the locations of the point mutations.



Table 2 Characteristics of JAK2 V617FeAssociated Mutations

Characteristic

CALR mutations in JAK2 mutation cases
MPL mutations in JAK2
mutation cases

c.1154_1155insTTGTC c.1154_1155insTTGTC c.1095_1140del c.1125_1147del W515L W515L W515L W515R

Age, years 70 27 89 73 53 75 54 69
Sex M F F F F F F F
Hemoglobin level, g/L 117 134 111 149 110 98 98 135
WBC count, �109/L - 6.61 9.75 7.98 13.88 11.57 11.41 12.59
Platelet count, �109/L 947 912 1162 1241 1078 2300 1863 1050
JAK2 V617F allele
burden

0.06% 0.19% 1.96% 0.46% 0.08 0.10 3.69 0.32

WBC, white blood cell.
Biological and clinical characteristics of single- and
double-mutation patients were compared (Table 3). As
double-mutation patients were all diagnosed with ET, only
ET cases were taken into account for this statistical analysis.
The three cases of MPL single-mutation patients were not
considered for statistical comparison. As expected, CALR
single-mutation patients displayed a significantly higher
platelet count compared with that in JAK2 V617F mutation
patients (P Z 0.009). On the other hand, hemoglobin levels
were significantly higher in JAK2 mutation patients, but this
difference was restricted to females only (P Z 0.006).
Platelet count was significantly higher in double-mutation
patients compared with that in single-mutation JAK2
V617F (P < 0.001) or CALR (P Z 0.001) cases, reaching
2300 � 109 platelets/L in one JAK2 V617F/MPL mutation
case. No statistical difference was seen when comparing age
or white blood cell counts between these different groups.
Table 3 Clinical and Laboratory Characteristics of 103 ET Patients, S
These Groups of Patients

Single- or double-mutation ET patients

Group 1 Group 2 Grou

JAK2 V617F
(n Z 48) CALR (n Z 45) MPL

Age median (range),
years

63 (25e89) 62 (26e89) 57 (

Sex ratio F/M 1 1.4 2
White blood cell count,
median (range),
�109/L

8.86 (3.39e21.00) 7.84 (4.30 23.00) 6.69

Hemoglobin, median
(range), g/L

All patients 139 (81e162) 130 (78e161) 136
Women 140.5 (97e154)

(n Z 24)
127 (78e152)
(n Z 26)

130
(n

Men 128 (81e162)
(n Z 24)

142 (110e161)
(n Z 18)

164

Platelet count, median
(range), �109/L

631 (467e1981) 783 (471e1638) 712

ET, essential thrombocythemia; N/A, not applicable.
Discussion

JAK2 V617F mutation is the most frequent mutation in
MPN, occurring in >95% patients with PV and in approx-
imately 50% of patients with ET or PMF. Due to this high
mutation frequency in MPN, the JAK2 V617F assay is the
first step in the molecular diagnosis of these syndromes, and
it is widely agreed that when V6147F mutation is detected,
no further molecular analysis is required for characterizing
the disease. V617F allelic burden level is highly varia-
ble,29e32 with ET usually harboring the lowest values
compared with PV and PMF.33,34 Several tests are available
for analyzing JAK2 V617F mutation with very variable
sensitivity, with some techniques allowing for the detection
of as low as 0.005% of JAK2 V617F allelic burden.35

However, the clinical significance of low V617F allelic
burden is not clear.36
tratified by Mutation Profile, and Statistical Comparison between

Pp3 Group 4

(n Z 3)
Double-mutation
cases (n Z 8) 1 vs. 2 1 vs. 4 2 vs. 4

46e64) 70 (27e89)

7
(6.54e12.06) 11.41 (6.61e13.88)

(124e164) 114 (98e149)
(124e136)
Z 2)

111 (98e149)
(n Z 7)

0.006

(n Z 1) 117 (n Z 1) N/A N/A

(519e1033) 1120 (912e2300) 0.009 <0.001 0.001



In this study, we included 169 patients harboring at least
one mutation in the JAK2, CALR, or MPL gene, and
completed the mutational profiles of these patients by
analyzing these three genes in each case. Among those
cases, 22 were identified as MPNeunclassifiable due to
insufficient classic MPN criteria. In most of these cases,
JAK2 V617F allelic burden was highly variable, ranging
from 0.05% to 89.3%. A total of 142 patients were diag-
nosed as having MPN (28 PV, 103 ET, and 11 PMF). PV is
usually reported to present the highest V617F allelic burden,
whereas PMF exhibits lower values of this ratio.35,37,38

However, the reported values of this allelic burden are
highly variable among the different publications. We did not
find any significant difference in JAK2 V617F allelic burden
between PV, ET, and PMF cases in our cohort. This finding
could have been due to a selection bias, as we included all of
the cases of low V617F allelic burden detected over the
3-year observation period but only a sampling of higher
mutation rates, ranging from 4% to 89.3%. This observation
will have to be verified in larger-scale cohorts.

The overall frequency of the coexisting mutations in this
cohort was estimated to be 4.9% (8/164). JAK2 exon 12
mutations were not associated with other mutations of the
genes analyzed in this study, including 28 PV cases, which
may be insufficient for detecting those rare events. CALR
(n Z 4) or MPL (n Z 4) mutation was associated with
JAK2 V617F mutation in eight ET cases. Those cases were
restricted to ET-diagnosed patients harboring a low JAK2
V617F allelic burden, <4%. MPN diagnosis may be un-
certain in cases in which low JAK2 V617F allelic burden is
associated with atypical clinical features. The findings from
this study indicate that the analysis of CALR and MPL
mutational statuses might be useful in these situations.

These double-mutation cases seem to display particular
characteristics differentiating them from single-mutation
MPNs. Platelet counts were significantly higher in patients
in whom coexistingmutations were detected, which may lead
to several complications, such as thrombotic or hemorrhagic
events. Our study cohort was too small to investigate this
question, which will be of particular interest. Among the
eight double-mutation cases, seven were women. Added to
the low JAK2 V617F allelic burden, these characteristics
could point out a particular group of patients, and this concept
will need to be evaluated in larger cohorts.

In the double-mutation cases, CALR or MPL mutations
were detected at a significantly higher rate than were V617F
mutations. This finding might be explained by any of at least
three hypotheses:

i) The 5% lower limit of detection of the HRM method
may have made it impossible to detect low CALR or
MPL allelic burden. Nonetheless, in double-mutation
cases, Sanger sequencing profiles suggested CALR and
MPL mutation burdens of >10%.

ii) The two different mutations may be present in two
different pathologic clones.
iii) CALR or MPL mutation may be a secondary event
conferring a selective advantage to those pathologic
clones. A way to answer this question might be to apply
higher-sensitivity methods, such as single-cell analysis or
culture isolation. However, in one JAK2 V617F/MPL
mutation patient, the signal corresponding to the mutant
MPL gene analyzed by Sanger sequencing was at the
lower limit of detection of this technique, meaning that
cells bearing this mutation were less abundant than in the
other double-mutation cases. Thus, at least MPL muta-
tion can be present at low allelic burden as well as JAK2
V617F. The clinical significance of these low abundant
clones is not well understood36 and has to be clarified for
physicians to know how to manage these patients. If the
detection of these low-mutation patients proves to be
interesting, techniques with higher sensitivity such as
quantitative PCR or next-generation sequencing will
have to be used for searching for such rare events.

In conclusion, the findings from this study support the
possibility of coexisting mutations of the JAK2, CALR, and/or
MPL genes in MPN and suggest that CALR and MPL should
be analyzed not only in JAK2-negative patients but also in low
V617F mutation patients, at least in those in whom clinical
diagnosis is difficult. Further investigation in larger-scale
cohorts will be needed for confirming that these coexisting
mutations are restricted to low JAK2 V617F mutation cases
and for analyzing the prognostic value of these events.

Acknowledgments

We are grateful to Gerard Sebahoun, Régis Costello, Laure
Farnault-De Lassus, Vadim Ivanov, and Cédric Mercier for
support during this project and for the encouragement to
promote scientific activity.

References

1. Swerdlow SH, Campo E, Harris NL, Jaffe ES, Pileri SA, Ste H,
Thiele J, Vardiman JW: WHO Classification of Tumours of Haema-
topoetic and Lymphoid Tissue. ed 4. Lyon, France, International
Agency for Research on Cancer (IARC), 2008

2. Barbui T, Thiele J, Gisslinger H, Finazzi G, Vannucchi AM, Tefferi A:
The 2016 revision of WHO classification of myeloproliferative neo-
plasms: clinical and molecular advances. Blood Rev 2016, 30:453e459

3. Baxter EJ, Scott LM, Campbell PJ, East C, Fourouclas N, Swanton S,
Vassiliou GS, Bench AJ, Boyd EM, Curtin N, Scott MA, Erber WN,
Green AR; Cancer Genome Project: Acquired mutation of the tyrosine
kinase JAK2 in human myeloproliferative disorders. Lancet 2005, 365:
1054e1061

4. James C, Ugo V, Le Couedic JP, Staerk J, Delhommeau F, Lacout C,
Garcon L, Raslova H, Berger R, Bennaceur-Griscelli A, Villeval JL,
Constantinescu SN, Casadevall N, Vainchenker W: A unique clonal
JAK2 mutation leading to constitutive signalling causes polycythaemia
vera. Nature 2005, 434:1144e1148

5. Kralovics R, Passamonti F, Buser AS, Teo SS, Tiedt R, Passweg JR,
TichelliA,CazzolaM,SkodaRC:Again-of-functionmutationof JAK2 in
myeloproliferative disorders. N Engl J Med 2005, 352:1779e1790

6. Levine RL, Wadleigh M, Cools J, Ebert BL, Wernig G, Huntly BJ,
Boggon TJ, Wlodarska I, Clark JJ, Moore S, Adelsperger J, Koo S,

http://refhub.elsevier.com/S1525-1578(16)30189-1/sref1
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref1
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref1
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref1
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref2
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref2
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref2
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref2
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref3
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref3
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref3
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref3
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref3
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref3
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref4
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref4
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref4
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref4
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref4
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref4
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref5
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref5
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref5
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref5
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref6
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref6


Lee JC, Gabriel S, Mercher T, D’Andrea A, Frohling S, Dohner K,
Marynen P, Vandenberghe P, Mesa RA, Tefferi A, Griffin JD, Eck MJ,
Sellers WR, Meyerson M, Golub TR, Lee SJ, Gilliland DG: Activating
mutation in the tyrosine kinase JAK2 in polycythemia vera, essential
thrombocythemia, and myeloid metaplasia with myelofibrosis. Cancer
Cell 2005, 7:387e397

7. Kaushansky K: On the molecular origins of the chronic myeloprolif-
erative disorders: it all makes sense. Blood 2005, 105:4187e4190

8. Pardanani A, Lasho TL, Finke C, Hanson CA, Tefferi A: Prevalence and
clinicopathologic correlates of JAK2 exon 12 mutations in JAK2V617F-
negative polycythemia vera. Leukemia 2007, 21:1960e1963

9. Scott LM, Tong W, Levine RL, Scott MA, Beer PA, Stratton MR,
Futreal PA, Erber WN, McMullin MF, Harrison CN, Warren AJ,
Gilliland DG, Lodish HF, Green AR: JAK2 exon 12 mutations in
polycythemia vera and idiopathic erythrocytosis. N Engl J Med 2007,
356:459e468

10. Er TK, Lin SF, Chang JG, Hsieh LL, Lin SK, Wang LH, Lin CW,
Chang CS, Liu TC: Detection of the JAK2 V617F missense mutation
by high resolution melting analysis and its validation. Clin Chim Acta
2009, 408:39e44

11. Zapparoli GV, Jorissen RN, Hewitt CA, McBean M, Westerman DA,
Dobrovic A: Quantitative threefold allele-specific PCR (QuanTAS-
PCR) for highly sensitive JAK2 V617F mutant allele detection. BMC
Cancer 2013, 13:206

12. Cankovic M, Whiteley L, Hawley RC, Zarbo RJ, Chitale D: Clinical
performance of JAK2 V617F mutation detection assays in a molecular
diagnostics laboratory: evaluation of screening and quantitation
methods. Am J Clin Pathol 2009, 132:713e721

13. Lundberg P, Karow A, Nienhold R, Looser R, Hao-Shen H, Nissen I,
Girsberger S, Lehmann T, Passweg J, Stern M, Beisel C, Kralovics R,
Skoda RC: Clonal evolution and clinical correlates of somatic muta-
tions in myeloproliferative neoplasms. Blood 2014, 123:2220e2228

14. Nangalia J, Massie CE, Baxter EJ, Nice FL, Gundem G, Wedge DC,
et al: Somatic CALR mutations in myeloproliferative neoplasms with
nonmutated JAK2. N Engl J Med 2013, 132:2391e2405

15. Tefferi A, Thiele J, VannucchiAM, Barbui T:An overview onCALRand
CSF3R mutations and a proposal for revision of WHO diagnostic criteria
for myeloproliferative neoplasms. Leukemia 2014, 28:1407e1413

16. Broseus J, Park JH, Carillo S, Hermouet S, Girodon F: Presence of
calreticulin mutations in JAK2-negative polycythemia vera. Blood
2014, 124:3964e3966

17. Ha JS, Kim YK: Calreticulin exon 9 mutations in myeloproliferative
neoplasms. Ann Lab Med 2015, 35:22e27

18. Kim SY, Im K, Park SN, Kwon J, Kim JA, Lee DS: CALR, JAK2, and
MPL mutation profiles in patients with four different subtypes of
myeloproliferative neoplasms: primary myelofibrosis, essential
thrombocythemia, polycythemia vera, and myeloproliferative
neoplasm, unclassifiable. Am J Clin Pathol 2015, 143:635e644

19. Wang J, Hao J, He N, Ji C, Ma D: The mutation profile of calreticulin
in patients with myeloproliferative neoplasms and acute leukemia.
Turk J Haematol 2016, 33:180e186

20. Chaligne R, James C, Tonetti C, Besancenot R, Le Couedic JP, Fava F,
Mazurier F, Godin I, Maloum K, Larbret F, Lecluse Y, Vainchenker W,
Giraudier S: Evidence for MPL W515L/K mutations in hematopoietic
stem cells in primitive myelofibrosis. Blood 2007, 110:3735e3743

21. Pardanani AD, Levine RL, Lasho T, Pikman Y, Mesa RA,
Wadleigh M, Steensma DP, Elliott MA, Wolanskyj AP, Hogan WJ,
McClure RF, Litzow MR, Gilliland DG, Tefferi A: MPL515 mutations
in myeloproliferative and other myeloid disorders: a study of 1182
patients. Blood 2006, 108:3472e3476

22. Pardanani A, Lasho TL, Finke CM, Tefferi A: Infrequent occurrence of
MPL exon 10 mutations in polycythemia vera and post-polycythemia
vera myelofibrosis. Am J Hematol 2011, 86:701e702

23. Beer PA, Campbell PJ, Scott LM, Bench AJ, Erber WN, Bareford D,
Wilkins BS, Reilly JT, Hasselbalch HC, Bowman R, Wheatley K,
Buck G, Harrison CN, Green AR: MPL mutations in myeloprolifera-
tive disorders: analysis of the PT-1 cohort. Blood 2008, 112:141e149
24. Lim KH, Chang YC, Gon-Shen Chen C, Lin HC, Wang WT,
Chiang YH, Cheng HI, Su NW, Lin J, Chang YF, Chang MC,
Hsieh RK, Kuo YY, Chou WC: Frequent CALR exon 9 alterations in
JAK2 V617F-mutated essential thrombocythemia detected by high-
resolution melting analysis. Blood Cancer J 2015, 5:e295

25. Nussenzveig RH, Pham HT, Perkins SL, Prchal JT, Agarwal AM,
Salama ME: Increased frequency of co-existing JAK2 exon-12 or MPL
exon-10 mutations in patients with low JAK2 allelic burden. Leuk
Lymphoma 2016, 57:1429e1435

26. Pietra D, Brisci A, Rumi E, Boggi S, Elena C, Pietrelli A, Bordoni R,
Ferrari M, Passamonti F, De Bellis G, Cremonesi L, Cazzola M: Deep
sequencing reveals double mutations in cis of MPL exon 10 in
myeloproliferative neoplasms. Haematologica 2011, 96:607e611

27. Ugo V, Tondeur S, Menot ML, Bonnin N, Le Gac G, Tonetti C,
Mansat-De Mas V, Lecucq L, Kiladjian JJ, Chomienne C, Dosquet C,
Parquet N, Darnige L, Porneuf M, Escoffre-Barbe M, Giraudier S,
Delabesse E, Cassinat B; French Intergroup of Myeloproliferative d:
Interlaboratory development and validation of a HRM method applied
to the detection of JAK2 exon 12 mutations in polycythemia vera
patients. PLoS One 2010, 5:e8893

28. Bodian DL, McCutcheon JN, Kothiyal P, Huddleston KC, Iyer RK,
Vockley JG, Niederhuber JE: Germline variation in cancer-suscepti-
bility genes in a healthy, ancestrally diverse cohort: implications for
individual genome sequencing. PLoS One 2014, 9(4):e94554

29. Hussein K, Bock O, Theophile K, von Neuhoff N, Buhr T, Schlue J,
Busche G, Kreipe H: JAK2(V617F) allele burden discriminates
essential thrombocythemia from a subset of prefibrotic-stage primary
myelofibrosis. Exp Hematol 2009, 37:1186e1193e7

30. Kittur J, Knudson RA, Lasho TL, Finke CM, Gangat N,
Wolanskyj AP, Li CY, Wu W, Ketterling RP, Pardanani A, Tefferi A:
Clinical correlates of JAK2V617F allele burden in essential throm-
bocythemia. Cancer 2007, 109:2279e2284

31. Tefferi A, Strand JJ, Lasho TL, Knudson RA, Finke CM, Gangat N,
Pardanani A, Hanson CA, Ketterling RP: Bone marrow JAK2V617F
allele burden and clinical correlates in polycythemia vera. Leukemia
2007, 21:2074e2075

32. Vannucchi AM, Antonioli E, Guglielmelli P, Pardanani A, Tefferi A:
Clinical correlates of JAK2V617F presence or allele burden in
myeloproliferative neoplasms: a critical reappraisal. Leukemia 2008,
22:1299e1307

33. Antonioli E, Guglielmelli P, Poli G, Bogani C, Pancrazzi A, Longo G,
Ponziani V, Tozzi L, Pieri L, Santini V, Bosi A, Vannucchi AM;
Myeloproliferative Disorders Research C: Influence of JAK2V617F
allele burden on phenotype in essential thrombocythemia. Haemato-
logica 2008, 93:41e48

34. Park SH, Chi HS, Cho YU, Jang S, Park CJ: The allele burden of JAK2
V617F can aid in differential diagnosis of Philadelphia Chromosome-
Negative Myeloproliferative Neoplasm. Blood Res 2013, 48:128e132

35. Fontanelli G, Barate C, Ciabatti E, Guerrini F, Grassi S, Del Re M,
Morganti R, Petrini I, Arici R, Barsotti S, Metelli MR, Danesi R,
Galimberti S: Real-time PCR and droplet digital PCR: two techniques for
detection of the JAK2(V617F) mutation in Philadelphia-negative chronic
myeloproliferative neoplasms. Int J Lab Hematol 2015, 37:766e773

36. Wu X, Lee JW, Peker D, Spitzer SG, Laser J, Reddy VV, Harada S: Is
low positive JAK2 V617F mutation test result clinically significant?:
multi-institutional study. Appl Immunohistochem Mol Morphol 2016,
24:589e594

37. Borowczyk M, Wojtaszewska M, Lewandowski K, Gil L,
Lewandowska M, Lehmann-Kopydlowska A, Kroll-Balcerzak R,
Balcerzak A, Iwola M, Michalak M, Komarnicki M: The JAK2 V617F
mutational status and allele burden may be related with the risk of
venous thromboembolic events in patients with Philadelphia-negative
myeloproliferative neoplasms. Thromb Res 2015, 135:272e280

38. Liu Y, Liu C, He N, Wang M, Zhang X, Tang D, Ji C, Ma D: JAK2
V617F mutation burden and its clinical implications in 415 patients
with myeloproliferative neoplasm. Zhonghua Xue Ye Xue Za Zhi
2015, 36:191e195

http://refhub.elsevier.com/S1525-1578(16)30189-1/sref6
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref6
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref6
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref6
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref6
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref6
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref6
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref7
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref7
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref7
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref8
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref8
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref8
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref8
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref9
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref9
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref9
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref9
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref9
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref9
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref10
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref10
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref10
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref10
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref10
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref11
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref11
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref11
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref11
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref12
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref12
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref12
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref12
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref12
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref13
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref13
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref13
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref13
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref13
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref14
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref14
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref14
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref14
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref15
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref15
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref15
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref15
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref16
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref16
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref16
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref16
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref17
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref17
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref17
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref18
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref18
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref18
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref18
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref18
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref18
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref19
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref19
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref19
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref19
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref20
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref20
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref20
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref20
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref20
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref21
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref21
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref21
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref21
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref21
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref21
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref22
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref22
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref22
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref22
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref23
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref23
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref23
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref23
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref23
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref24
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref24
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref24
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref24
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref24
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref25
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref25
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref25
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref25
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref25
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref26
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref26
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref26
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref26
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref26
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref27
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref27
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref27
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref27
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref27
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref27
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref27
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref38
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref38
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref38
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref38
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref28
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref28
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref28
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref28
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref28
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref29
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref29
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref29
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref29
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref29
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref30
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref30
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref30
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref30
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref30
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref31
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref31
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref31
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref31
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref31
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref32
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref32
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref32
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref32
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref32
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref32
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref33
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref33
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref33
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref33
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref34
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref34
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref34
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref34
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref34
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref34
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref35
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref35
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref35
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref35
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref35
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref36
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref36
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref36
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref36
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref36
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref36
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref36
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref37
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref37
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref37
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref37
http://refhub.elsevier.com/S1525-1578(16)30189-1/sref37

	Detection of CALR and MPL Mutations in Low Allelic Burden JAK2 V617F Essential Thrombocythemia
	Materials and Methods
	Population
	DNA Extraction
	JAK2 V617F Quantification
	HRM Analysis
	Sequencing
	Statistical Analysis
	Cloning

	Results
	Discussion
	Acknowledgments
	References




