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Abstract
Molecular diagnostics of sarcoma subtypes commonly involve the identification of characteristic oncogenic fusions.
EWSR1-PATZ1 is a rare fusion partnering in sarcoma, with few cases reported in the literature. In the current study, a series
of 11 cases of EWSR1-PATZ1 fusion positive malignancies are described. EWSR1-PATZ1-related sarcomas occur across
a wide age range and have a strong predilection for chest wall primary site. Secondary driver mutations in cell-cycle genes,
and in particular CDKN2A (71%), are common in EWSR1-PATZ1 sarcomas in this series. In a subset of cases, an extended
clinical and histopathological review was performed, as was confirmation and characterization of the fusion breakpoint
revealing a novel intronic pseudoexon sequence insertion. Unified by a shared gene fusion, EWSR1-PATZ1 sarcomas
otherwise appear to exhibit divergent morphology, a polyphenotypic immunoprofile, and variable clinical behavior posing
challenges for precise classification.

Introduction

Molecular diagnostics of sarcoma subtypes commonly
involves the identification of characteristic oncogenic
fusions. For small round blue cell tumors, a classic ancillary

criterion is the identification of EWSR1 rearrangements
including EWSR1-ETS in Ewing sarcoma and EWSR1-WT1
in desmoplastic small round cell tumor. Recently, owing to
advances in molecular technology, an increasing variety of
EWSR1 fusion partners have been described [1]. The pre-
sence of a well-described oncogenic fusion is an important
clinical tool, as underlying disease biology and clinical
behavior are significantly impacted by the fusion driver. As
an example, “fusion negative” Ewing sarcomas and Ewing
sarcoma-like tumors that lack EWSR1-ETS fusion have a
molecular profile that is distinct from EWSR1-ETS fusion
positive cases [2]. Cataloging and describing the clin-
icopathological features of less common fusion subtypes is
therefore critical for optimal patient management.

EWSR1-PATZ1 is a rare fusion partnering that has pre-
viously been described in isolated cases of spindled or small
round cell sarcomas [3–5]. An intrachromosomal rearran-
gement between EWSR1 and PATZ1 leading to an in-frame
fusion that contains the activating N-terminal domain of
EWSR1 and the zinc finger domain of PATZ1 was demon-
strated in the initial description [3]. Although presenting
and pathologic features have been described in prior reports,
outcomes or treatment response data are limited or lacking.
In addition to the sparse cases reported in sarcoma, EWSR1-
PATZ1 fusion has also been described in four cases of
clinicohistopathologically diverse pediatric central nervous
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system tumors [6–9] and PATZ1 expression has been pro-
posed as a diagnostic and prognostic biomarker for glio-
blastoma [10].

Herein, 11 cases of neoplasms with EWSR1-PATZ1
fusion discovered by a next-generation sequencing assay,
predominantly in a sarcoma population are reported. The
demographics and genomic features of these cases are
summarized. An extended clinicopathological review was
performed on three of these cases that were identified at two
sarcoma referral centers.

Materials and methods

Next-generation sequencing detection of EWSR1-
PATZ1

EWSR1-PATZ1 fusions were detected in tumor samples of
three patients from two institutions of the authors by a
commercial next-generation sequencing platform [11] fol-
lowed by reverse transcription-polymerase chain reaction
and Sanger sequencing confirmation. Retrospective chart
review was performed for clinicopathological details of
these three patients under Institutional Review Board
approved protocols. Eight additional EWSR1-PATZ1 cases
were identified across all tumors sequenced on the same
commercial platform (Table 1). Comprehensive genomic
profiling to include DNA and RNA sequencing was per-
formed and analyzed as previously described [11].

Reverse transcription-polymerase chain reaction
and Sanger sequencing

Total RNA was extracted from representative formalin fixed
paraffin-embedded tumor tissue of Cases 1–3 using the
RNeasy formalin fixed paraffin-embedded tissue kit (Qia-
gen, Germantown, MD). The genomic coordinates for
designing reverse transcription-polymerase chain reaction
oligonucleotide primers were determined using IGV (Inte-
grative Genomics Viewer) software [12]. Specifically, for
two-step reverse transcription-polymerase chain reaction
analysis, 300 ng of total RNA was reverse transcribed in
the presence of random hexamers using the PrimeScript
reverse transcription-polymerase chain reaction kit (Takara-
Clontech, Mountain View, CA) followed by amplification
using 5U of Takara Ex Taq HS polymerase (Takara-Clon-
tech) and the combination of the primers listed in Table 2.
Polymerase chain reaction was conducted as follows: 94 °C
for 30 s, followed by 35 cycles at 94 °C for 30 s, 62 °C for
30 s, and 72 °C for 60 s. At the end of the 35 cycles, a final
extension at 72 °C for 3 min was performed. The poly-
merase chain reaction products were analyzed on 1.8%
agarose gels and visualized by ethidium bromide staining. Ta
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The integrity of the mRNA was assessed by independent
reverse transcription-polymerase chain reactions using pri-
mers to the ubiquitously expressed hypoxanthine phos-
phoribosyltransferase gene. The negative controls were
devoid of template or Taq polymerase.

The polymerase chain reaction products of Cases 2 and 3
were purified by agarose gel electrophoresis and the DNA
extracted utilizing the NucleoSpin Gel and Polymerase
Chain Reaction Clean-Up kit (Macherey-Nagel Bethlehem,
PA). Subsequent direct sequencing using the 3500 Genetic
Analyzer (Applied Biosystems) was performed. BLAST
(http://blast.ncbi.nlm.nih.gov/) and MacVector (MacVector,
Inc. Apex, NC) programs were employed for analysis of the
sequence data. The RNA and cDNA yield from Case 1 was
insufficient for further analysis.

Molecular cytogenetic analysis (fluorescence in situ
hybridization)

Dual color fluorescence in situ hybridization studies for
assessment of MDM2 amplification and deletion of the
9p21.3 (CDKN2A) locus were performed on 4-µm-thick
unstained tissue sections of representative formalin-fixed,
paraffin-embedded tumor tissue from Cases 1–3 using the
following pairs of commercially available probes: MDM2
locus-specific and chromosome 12 centromere-specific
probes, and CDKN2A locus-specific and chromosome 9
centromere-specific probes (LSI MDM2 [12q15] Spectrum
Orange/CEP12 Spectrum Green Probes and LSI p16INK4a
[9p21] Spectrum Orange/CEP 9 Spectrum Green probes,
respectively; Abbott Molecular, Des Plaines, IL) using
conventional methodology as previously described [13].

Hybridization signals were assessed in 100 nonoverlap-
ping interphase nuclei with strong, well-delineated signals.
Images were acquired using the Cytovision Image Analysis
System (Applied Imaging, Santa Clara, CA). The cutoff
level for MDM2 amplification was defined as a ratio of
MDM2/CEP12 ≥ 3.0 and MDM2 average copy number as
≥5 and for deletion of the CDKN2A locus as ≥30% based
on in-house validation studies.

Results

Case histories

Case 1

A 36-year-old female was diagnosed with a pulmonary
embolism after presenting with shortness of breath. Initial
imaging was notable for subcentimeter pulmonary nodules
and in retrospect, a soft tissue mass in the musculature near
the right scapula was discovered. Ultimately a positron
emission tomography (PET) scan performed almost 1 year
after the initial pulmonary embolism diagnosis demon-
strated widespread metastatic disease including a large
hypermetabolic >10 cm intramuscular lesion near the right
scapula, multiple pulmonary nodules and myocardial mas-
ses, bilateral adnexal masses, and additional soft tissue
thoracoabdominal wall metastases. Pathology review of a
biopsy taken from the presumed chest wall primary site
demonstrated a small round blue cell tumor. Molecular
cytogenetic testing was negative for rearrangement of the
EWSR1, FUS, CIC, FOXO1, and SS18 loci. However,
polysomy (3–7 copies) for each probe set with the exception
of SS18 was detected. Commercial genomic profiling was
pursued to potentially aid in further classification and
identification of targets for future clinical trial therapy.

The patient began systemic therapy with mesna, adria-
mycin, and ifosfamide. Restaging scans after two cycles
demonstrated a mixed response, but overall progressing
disease. At this time, results from genomic testing detected
an EWSR1-PATZ1 fusion. The systemic regimen was
altered to a more “Ewing-like” or “desmoplastic small
round cell tumor-like” VAC/IE (vincristine, adriamycin,
and cyclophosphamide alternating with ifosfamide and
etoposide), given in a dose-dense fashion when able to from
a count recovery perspective. She completed ~5 months of
therapy with VAC/IE with an initial minor disease response
followed by stabilization. Due to cumulative toxicity con-
cerns as well as plateau of response, her systemic therapy
was altered to gemcitabine/docetaxel. She completed five

Table 2 Oligonucleotides used
in the reverse transcription-
polymerase chain reaction
analysis

Name Sequence Location

1 E8-970 forward 5′-TGGGCAACCGAGCAGCTATGGAC-3′ 970–993

2 E8-1005 forward 5′-ATGGTCAACAAAGCAGATATGGG-3 1005–1027

3 P1-1340 reverse 5′-CTCTTTCGGGGGCCGTCG-3′ 1323–1340

4 E8-1167 forward 5′-AGGAGTCTGGAGGATTTTCC-3′ 1167–1186

5 E8-1169 forward 5′- GAGTCTGGAGGATTTTCCG-3′ 1169–1188

6 P1-1665 reverse 5′-CCATTCTCACCCAGCCTC-3′ 1648–1665

7 P1-1689 reverse 5′-TCGGGGTCTTCAGAGATG-3’ 1672–1689

8 P1-1684 reverse 5′-TCTTCAGAGATGGGTAGC-3’ 1667–1884
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cycles of this therapy with again minor disease response
followed by stabilization. Due to quality of life concerns on
prolonged aggressive chemotherapy, her systemic treatment
was altered to pazopanib in an attempt to maintain disease
stabilization while pursuing clinical trial evaluations.
Unfortunately she had progression on this therapy and
clinical decline. She was placed on hospice management
~30 months after her initial presentation and expired soon
thereafter.

Case 2

A 53-year-old man presented with a large left upper arm/
axillary mass that had been slowly growing for several
years. Imaging revealed an 8.5 cm mass centered in the
upper arm as well as widespread metastatic disease
including bulky adenopathy in the bilateral axillae and
hilum and numerous pulmonary nodules. Biopsy of the
large primary site revealed a malignant small round cell
malignancy that was positive for EWSR1 rearrangement by
fluorescence in situ hybridization. Pathological findings
were felt to be most consistent with myoepithelial carci-
noma. An EWSR1-PATZ1 fusion was detected by com-
mercial genomic testing.

Given the initial working diagnosis of myoepithelial
carcinoma, the patient began a systemic regimen of carbo-
platin plus paclitaxel taking into account reported activity in
this disease [14]. He experienced an initial clinical response
with a near partial response radiographically after four
cycles of therapy (~20% decrease in target lesion size).
However, while remaining on this same therapy, he devel-
oped substantial disease progression over the next
2 months. He began on palliative radiation therapy for a
hilar mass causing obstructive symptoms, but expired
shortly thereafter due to progressive disease.

Case 3

An 81-year-old female with a past medical history notable
for hypertension, diabetes mellitus, chronic kidney disease,
and hypothyroidism, presented to the neurosurgery clinic to
discuss treatment options for a soft tissue mass that she
noticed a few months before. The mass was located in the
posterior neck and was causing severe pain. Magnetic
resonance imaging revealed a heterogeneous well-
encapsulated 3.5 × 3.4 × 2.5 cm enhancing soft tissue mass
in the posterior neck between the C2 and C3 spinous pro-
cesses. Radiologically there was remodeling of bone and
absence of bone marrow edema suggestive of a slow-
growing neoplasm. A marginal resection of the mass was
subsequently performed and sent to pathology for evalua-
tion. Commercial molecular testing identified the presence
of an EWSR1-PATZ1 fusion. The overall findings raised the

possibility of a myoepithelial tumor although ultimately
due to its unusual features, it was felt that the neoplasm
was an unclassifiable low-grade sarcoma. The surgical
resection margins were negative for tumor. The patient did
not receive any adjuvant therapy and repeat magnetic
resonance imaging after 6 months showed no evidence of
recurrent tumor. Currently there is no evidence of disease
19 months after the resection.

Cases 4–11

Eight additional cases were identified with EWSR1-PATZ1
fusion from sequencing studies performed using the same
platform (Table 1). Three of the eleven cases are central
nervous system tumors, including one previously reported
[7], and seven are sarcomas. Case 8 was listed as a soft
tissue sarcoma from a disease site in the brain and it was
therefore unclear whether this was a central nervous system
primary or a sarcoma primary with central nervous system
metastasis. Of the seven sarcoma cases, there was an
essentially even gender distribution and relatively wide age
demographic (range 11–81 years). The working diagnosis at
the time of molecular testing was undifferentiated sarcoma
(one low grade) in five cases and one each of myoepithelial
carcinoma and alveolar rhabdomyosarcoma. Similar to
previous reports, the EWSR1-PATZ1-related central nervous
system tumors were all identified in the adolescent/young
adult population [6–9].

Histopathological characterization of EWSR1-PATZ1
sarcomas

Biopsy or excision samples from three cases detailed
underwent histopathological review. For Case 1, the biopsy
revealed a high-grade malignant round cell neoplasm with
fibrocollagenous bands (Fig. 1a–d). The neoplastic cells
demonstrated mild pleomorphism with high nuclear-to-
cytoplasmic ratios. Mitoses up to 4–5 per 10 high-power
fields were noted. No significant necrosis was identified.
The biopsy of Case 2 was composed of cells with an
admixed round and spindle cell morphology and dense
intratumoral fibrocollagenous stroma (Fig. 1e–h). Scattered
cells had slightly atypical vesicular nuclei with small
nucleoli, but lacked significant pleomorphism. Increased
mitotic figures were not readily identified, though Ki-67
was positive in 20% of tumor nuclei. Significant tumor
necrosis was present. For Case 3, the excision specimen
showed a well-circumscribed mesenchymal proliferation
composed of vast expanses of rounded cells focally inter-
rupted by cystic spaces and a myxohyaline stroma
(Fig. 1i–l). The cytological features varied in the degree of
nuclear atypia; in the most cellular areas, the tumor cells
were rather large with prominent nucleoli, whereas in less

1596 J. A. Bridge et al.



cellular areas they were smaller. Mitotic figures were scarce
and no necrosis was evident. The proliferation index by Ki-
67 was ~5%.

The immunohistochemistry findings are summarized in
Table 3 (select stains illustrated in Fig. 1). Notably, neo-
plastic cells exhibited immunoreactivity for S100, muscle
markers (e.g., desmin, myogenin, and MyoD1), GFAP and
synaptophysin, and a lack of immunoreactivity for epithelial
markers (e.g., keratin, AE1/AE3, and EMA) in at least two
cases of the current study; findings analogous to prior
reports of EWSR1-PATZ1 fusion positive sarcomas [3–5].

Identification of EWSR1-PATZ1 fusion cases

Paired-end sequencing data indicated a somatic intrachro-
mosomal rearrangement of chromosome 22 in all cases
(Fig. 2a). The genomic locations of the breakpoints at a base
pair resolution were predicted by direct visualization of the
mapped-sequencing data (Fig. 2b). An inversion of chro-
mosome 22 material permits transcription of EWSR1 and
PATZ1 in the same direction (Fig. 2c).

Material was available for RNA extraction from Cases
1–3. Reverse transcription-polymerase chain reaction and
direct sequencing using customized primers targeting the
predicted breakpoints was performed. Polymerase chain
reaction products of expected sizes were detected in all
three cases as shown by gel electrophoresis (Fig. 3a–c). One
sample, Case 1, failed the direct sequencing of the poly-
merase chain reaction amplicon.

Direct sequencing of the reverse transcription-
polymerase chain reaction products of Case 2 (Fig. 3d)
revealed a 28-nucleotide insertion between EWSR1 exon 8
and PATZ1 exon 1 at the nucleotide position 1631 (Fig. 3d,
e). A basic BLAST analysis (National Center for Bio-
technology Information, http://www.ncbi.nlm.nih.gov) of
the inserted sequence showed 100% identity with a genomic
DNA sequence located within EWSR1 intron 8 near the 3′
end (GenBank accession number NG_023240). Analysis of
this sequence at the genomic DNA level by the Human
Splicing Finder software version 3.1 (http://www.umd.be/
HSF/) and SROOGLE (http://sroogle.tau.ac.il/) was per-
formed to identify splicing signals. A consensus acceptor

Fig. 1 Case 1 (a–d H&E and immunohistochemistry). Needle biopsy
demonstrating sheets of hyperchromatic round cells with mildly
pleomorphic nuclei and high nuclear-to-cytoplasmic ratios and fibro-
collagenous bands. No significant necrosis was identified. By immu-
nohistochemistry the tumor was negative for S100 protein (c) and
GFAP (d). Case 2 (e–h H&E and immunohistochemistry). Repre-
sentative sections show the tumor to be composed of an admixture of
round and spindled cells with dense intratumoral fibrocollagenous
stroma. Individual nuclei exhibited fine chromatin with occasional

small nucleoli. The neoplastic cells were immunoreactive for S100
protein (g) and GFAP (h). Case 3 (i–l H&E and immunohistochem-
istry). Representative sections show a mesenchymal proliferation
composed of rounded cells interrupted by cystic spaces and a myx-
ohyaline background. Cytologically the tumor cells varied slightly in
size. Mitotic figures were scarce and no necrosis was identified. By
immunohistochemistry the tumor was positive for S100 protein (k)
and GFAP (l)
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splice site (aacttccatattag), a polypyrimidine tract and a
potential lariat branch point (aatgaac) were identified.
Finally, GeneMark (http://exon.gatech.edu/GeneMark/)
software recognized the 28-nucleotide sequence of EWSR1
intron 8 as exonic encoding a ten-amino acid sequence
(GKYSSLLKDS) inserted between amino acid 325 of
EWSR1 and amino acid 324 of PATZ1.

Sanger sequencing of the reverse transcription-
polymerase chain reaction products of Case 3 confirmed
an in-frame fusion between exon 8 of EWSR1 and
sequences of PATZ1 exon 1 at nucleotide position of 1606,

A total of 944 nucleotides downstream of the translation
initiation site (Fig. 3f, g). The sequence analyses also dis-
closed an in-frame deletion within the exon 1 of PATZ1
from 1611 to 1629 nucleotide position (Fig. 3f).

Genetic alterations in addition to the EWSR1-PATZ1
fusion

In addition to the EWSR1-PATZ1 fusion, comprehensive
molecular profiling revealed a number of secondary genetic
changes expected to contribute to oncogenesis (Table 1).

Table 3 Immunoprofile
summary of Cases 1–3 to
include comparisons of
expression with previously
published EWSR1-PATZ1
sarcomas

Case no. Positive immunohistochemistry Negative immunohistochemistry

1 Synaptophysina, CD56, myogeninb S100, GFAP, keratind

2 Synaptophysina, S100b,c, GFAPb,
desmina,b, MyoD1b, CD99b,c, CD34b

SOX10, AE1/AE3d, EMAd

3 S100b,c, GFAPb, desmina,b, CD99b,c,e Synaptophysin, CD34, SOX10, AE1/AE3d, EMAd

aNeoplastic immunoreactivity for this antibody also described in the EWSR1-PATZ1 soft tissue tumor
reported by Mastrangelo et al. [3]
bNeoplastic immunoreactivity for these antibodies also reported in EWSR1-PATZ1 soft tissue tumors
reported by Chougule et al. [5]
cNeoplastic immunoreactivity for these antibodies also described in EWSR1-PATZ1 soft tissue tumors
reported by Watson et al. [4]
dA lack of neoplastic immunoreactivity for epithelial markers (AE1/AE3, Cam5.2, EMA, keratin) also
reported as common to these tumors [4, 5]
ePatchy membranous and cytoplasmic

Fig. 2 a Integrative genomics viewer visualization of alignments of
paired-end sequencing reads from the whole exome sequence analysis
of Case 3—split-screen showing representative mate pairs mapping to
different regions of chr22q12.2. Dark red and blue sequences corre-
spond to read pairs mapped in the reverse orientation compared to
the reference genome. Green bars relate to sequences that align to
the reference genome. The reading indicates that the 5′ part of EWSR1
on chromosome 22q12.2 was fused to the 3′ part of PATZ1

on chromosome 22q12.2 resulting in an EWSR1-PATZ1 fusion.
b Genomic locations of paired-end sequencing read at base pair
resolution obtained by next-generation sequencing for Cases 1–3.
c Schematic diagram of chromosome 22q is illustrating the chromo-
somal location and transcription orientation of EWSR1 and PATZ1
before and after the intrachromosomal rearrangement. EWSR1 and
PATZ1 have opposite directions of transcription and the distance
between the two genes is ~2.0 Mbp

1598 J. A. Bridge et al.
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Most notably, CDKN2A/CDKN2B loss was frequent,
occurring in five of the seven sarcoma cases (71%) and one
of the central nervous system tumors. Additional significant
alterations were not recurrent in this series, but included

single examples of oncogenic alterations in CTNNB1,
DAXX, MDM2, NF2, RAF1, TLL2, and ZMYM3. All tumors
were found to have a low mutational burden (<6 mutations/
Mb) and to be microsatellite stable.

Fig. 3 a Reverse transcription-polymerase chain reaction analysis of
Case 1; lane M: 100 bp ladder (Thermo Fisher, Cat. no.15628019),
lane 1: empty, lane 2: no template with primers E8-970/P1-1340, lane
3: no template with primers E8-1005/P1-1340, lanes 4 and 5: as lanes
2 and 3 with 2.0 µl of cDNA, b Case 2; lane M: 100 bp ladder (Thermo
Fisher, Cat. no.15628019), lane 1: E8-1167 forward primer from
EWSR1 exon 8 and reverse primer P-1665 from PATZ1 exon 1, lane 2:
E8-1167 with P1-1689, c Case 3; lane M: 100 bp ladder (BioRad, Cat.
no.1708202), lane 1: E8-1167 from EWSR1 exon 8 and P-1665 from
PATZ1 exon 1, lane 2: E8-1167 with P1-1689, lane 3; E8-1167 with
P1-1689, d Nucleotide sequence and deduced the amino acid sequence
of the EWSR1-PATZ1 fusion transcript around the fusion point in Case
2, e The horizontal green bar indicates the EWSR1 intronic sequence
included in the fusion between EWSR1 exon 8 (red bar) and PATZ1
exon 1 (blue bar). The exon numbers are based on the indicated

RefSeq accession numbers. The dashed line shows the border between
exon 9* composed of 28-nucleotide sequence and PATZ1 exon 1. The
red and blue squares represent the exons of EWSR1 (NM_005243) and
PATZ1 (NM_014323) genes, respectively. Solid bars indicate the exon
borders, f Nucleotide sequence and inferred amino acid sequence of
the EWSR1-PATZ1 fusion transcript in Case 3, g Schematic repre-
sentation of the EWSR1 and PATZ1 genomic organization and fusion
transcript. An 8* illustrates the novel exon created by the fusion of
exon 8 of EWSR1 and sequences of PATZ1 exon 1 distal from
nucleotide position 1606. The dashed line represents the border of
exon 8*. The black triangle indicates the position of the in-frame
deletion. The EWSR1-PATZ1 fusion created by an inversion of 22q12
removes the putative transcriptional repressor domain and the AT-
hook domain at the N-terminus of PATZ1 and converts a transcrip-
tional repressor into a transcriptional activator
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Molecular cytogenetic analysis (fluorescence in situ
hybridization)

Fluorescence in situ hybridization analyses of Cases 1–3
confirmed the presence of MDM2 amplification and
CDKN2A deletion seen by next-generation sequencing in
Case 1 (Fig. 4a1, 4a2 respectively) with no evidence of
either anomaly in Cases 2 and 3 (Fig. 4b, c). Specifically,
Case 1 demonstrated an amplified MDM2/CEP12 ratio of
5.4 and homozygous deletion for the CDKN2A locus in
92% of the 100 interphase cells evaluated. Of note, the next
generation sequencing profiling of Case 2 revealed a dele-
tion involving CDKN2A exon 1; a finding below the reso-
lution of fluorescence in situ hybridization with the
commercial probe utilized [15].

Discussion

The identification of specific fusion transcripts has played
a vital role in the classification of sarcomas. EWSR1-PATZ1

is a rare fusion partnering that currently resides in the
World Health Organization (WHO) undifferentiated sar-
coma category [16]. Descriptions of clinicopathologic fea-
tures to include outcomes or treatment response data are
limited or lacking, as is information regarding genetic
alterations accompanying EWSR1-PATZ1. In the present
study, the clinical, pathological, and genomic findings of a
series of EWSR1-PATZ1 fusion related sarcomas are
described. This report adds to a growing list of recurrent
fusion pairings found in EWSR1-ETS negative sarcomas.
Clinicopathological and molecular studies increasingly
suggest that these non-EWSR1-ETS fusions define new
disease entities distinct from Ewing sarcoma, at least for
some of the more recurrent fusions like CIC-DUX4 and
BCOR-CCNB3 [17–19]. Given the nonoverlapping clin-
icopathological and molecular findings in the present series
as compared to classic Ewing sarcoma, as well as demon-
stration of a discrete expression profile by Watson et al. [4],
suggests that EWSR1-PATZ1 sarcomas are distinct from
Ewing sarcoma. In view of the wide range of clinical and
pathological features observed in our series and prior

Fig. 4 a1 MDM2 amplification (orange signals; copy number control
probe for CEP12 in green) is identified in Case 1, a2 Homozygous loss
of the CDKN2A signals in the neoplastic cells (orange; copy number
control probe for CEP9 in green) of Case 1. b, c For Cases 2 and 3,

fluorescence in situ hybridization studies were negative for MDM2
amplification (Case 3 illustrated) and CDK2NA deletion (Case 2
illustrated)
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reports, it is unclear whether EWSR1-PATZ1 is a “disease-
defining” fusion or rather a promiscuous fusion partnering
that might affect several distinct cancer types. At a mini-
mum, this fusion driver can affect both primary sarcomas
and primary central nervous system tumors.

Clinically, all patients in our series as well as eight
previously reported [3–5], presented with soft tissue dis-
ease. Interestingly, slightly more than half of the cases (at
least four of the seven current and four of the eight former)
presented with a chest wall location (conceivably, two
additional tumors labeled as coming from “head and neck”
and “lung” could represent chest wall primary location
as well). The age range of those diagnosed with EWSR1-
PATZ1 sarcoma in the current and past reports is broad
(1–81 years) with a mean of 42 years of age; gender dis-
tribution is near equivalent. Evidence of metastatic disease
at the time of diagnosis characterized the clinical pre-
sentation of two patients (Cases 1 and 2 herein), a finding
not previously described. However, development of meta-
static disease 5–24 months subsequent to initial diagnosis
was observed in two EWSR1-PATZ1 fusion sarcoma
patients from earlier studies that included follow-up data
[3, 5]. Moreover, all together at least three patients suc-
cumbed to their disease within 5–32 months from the
time of diagnosis underlining the aggressive behavior
impacting a subset of this entity. For Cases 1 and 2 with
available systemic treatment outcomes, patients experienced
modest responses to conventional systemic chemotherapies,
not a typical “Ewing-like” chemosensitivity.

The histopathologic and immunophenotypic features
described for EWSR1-PATZ1 sarcomas are fairly diverse
[3–5]. Morphologically, the predominant cell shape has
been described as small round, spindled, or a combination
of round and spindled, often accompanied by fibrous
stroma. Histologically, at least two of the three presently
reviewed cases, Cases 2 and 3, exhibited relatively
similar characteristics namely variably cellular areas com-
posed of round to ovoid cells, with no significant pleo-
morphism or mitotic figures. Both cases shared S100
protein, GFAP, and desmin immunoexpression whereas
keratins were negative. This immunohistochemical profile,
albeit not definitive for, raised the possibility of myoe-
pithelial carcinoma. Of note, expression of S100 protein,
GFAP, muscle markers (e.g., desmin, myogenin, MyoD1),
and CD34 and absence of immunoreactivity for epithelial
markers were common to all cases for which these assays
were performed (with the exception of Case 1 for S100
and GFAP) [3–5]. Although the diagnostic consideration
of myoepithelial carcinoma is plausible, the histologic
characteristics admittedly were not typical of this entity,
despite its well-known broad architectural and cytological
spectrum. Moreover, although a highly variable immuno-
phenotype can be appreciated in individual myoepithelial

tumor cases, S100 protein and an epithelial marker are
consistently coexpressed and desmin and CD34 are con-
sistently negative in myoepithelial tumors. Cases 1 and 2
behaved very aggressively whereas Case 3 in an indolent
fashion. Cytologic features of moderate to severe atypia
(e.g., prominent nucleoli, vesicular or coarse chromatin, and
nuclear pleomorphism) relied upon for a diagnosis of
malignancy in myoepithelial tumors were not striking in
Cases 1–3. Foci of classical appearing-benign areas may be
present within a malignant myoepithelial carcinoma; thus, it
is conceivable that sampling could potentially contribute to
an underestimate of malignant potential [20]. A comparison
of transcriptional profiles of at least the S100+/GFAP+
EWSR1-PATZ1 fused cases to broadly accepted EWSR1-
rearranged myoepithelial tumors would be of great interest.
Although rearrangement of EWSR1 is observed in ~50% of
myoepithelial tumors, a partnership with PATZ1 has not
been reported [21–25].

PATZ1 is a transcription factor that is believed to be an
important regulator of pluripotency and stemness [26]. In
various cancers, PATZ1 expressional dysregulation has
been implicated in oncogenesis, in some contexts as an
oncogene and others as a tumor suppressor [10, 26–30]. In
several malignancies, PATZ1 expression has been shown to
oppose mesenchymal differentiation [10, 26]. In tumors
harboring an EWSR1-PATZ1 fusion, the fusion event would
be expected to lead to removal of the N-terminal repressor
domain of PATZ1 and therefore result in aberrant over-
expression of this transcriptional factor [3].

Notably, PATZ1 resides in close proximity, ~2Mb away,
from EWSR1 on chromosome 22. The EWSR1-PATZ1
fusion event is most likely the result of a submicroscopic
intrachromosomal paracentric inversion, although genesis
of this fusion via more complex structural alterations at
least for some cases cannot be fully excluded [3, 5]. Various
publications have addressed the limitations of engaging
an ALK break-apart probe system for the detection of the
non-small cell lung cancer associated inv(2)(p21p23)
EML4-ALK fusion; this intrachromosomal paracentric
inversion also considered to involve an extraordinarily short
genomic distance at ~12Mb [31–36]. Specifically, visuali-
zation of the subtle dissociation or “breaking apart” of the
signals poses interpretative challenges and increased ran-
dom colocalization of dissociated signals due to the short
distance between the inversion involved genes makes
differentiation between positive and negative patterns an
additional interpretative complication that contribute to a
comparatively low diagnostic sensitivity (as low as
40–70%) [31]. Therefore, it is probable that sensitivity
of EWSR1 break-apart fluorescence in situ hybridization
for the detection of the EWSR1-PATZ1 fusion is similarly
compromised. The EWSR1 rearrangement was not detected
by fluorescence in situ hybridization in Case 1, however,
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polysomy for this locus (3–6 copies of juxtaposed
5′EWSR1/3′EWSR1 signals) was observed. This is a novel
finding for EWSR1-PATZ1 fusion sarcoma as previous
cases with available data have reportedly shown diploid
copy number (polysomy 22q12 also a highly unusual
fluorescence in situ hybridization pattern for Ewing sar-
coma [37]). The presence of polysomy may have further
complicated recognition/detection of an EWSR1 rearrange-
ment in Case 1. Analogous to other novel fusions, it would
be expected that the true incidence of this recurrent event
will be uncovered in time with the more widespread
adoption of next-generation sequencing assays for diag-
nostic purposes.

Descriptions of insertions of intronic pseudoexons within
fusion genes are uncommon. For example, insertions of
intronic sequences in BCR-ABL and EWSR1-FLI1 fusions
have been described in a few isolated cases [38–40]. Their
identification however, has resulted in expansion of the
spectrum of molecular transcript variant diversity. Interest-
ingly in the present study, a novel intronic pseudoexon
sequence inserted within the EWSR1-PATZ1 fusion of Case
2 was characterized by sequencing at the mRNA level.
Specifically, a 28-nucleotide-long pseudoexon of EWSR1
inserted in a position of PATZ1 exon 1 that maintained the
reading frame and did not produce a premature stop codon
was identified. The novel EWSR1-PATZ1 chimeric tran-
script generated encodes a functional oncoprotein with an
in-frame insertion of ten additional amino acids. The bio-
logical and clinical significance of this rearrangement,
however, such as a potential difference in transactivation
potential or correlation with a distinct clinical course are
not known.

A unique and prominent finding of the genomically
profiled EWSR1-PATZ1 neoplasms of the current series was
loss or partial deletion of CDKN2A/CDKN2B in 71% (5/7)
of the sarcomas and in one of the central nervous system
tumors. Identification of recurrent secondary genetic events
in fusion gene driven cancers has contributed to the
understanding of the biology and behavior of many differ-
ent tumor types. For example, inactivation of the 9p21 locus
encoding tumor suppressors CDKN2A and CDKN2B is a
frequent acquired event during BCR-ABL1 positive acute
lymphoblastic leukemia progression and a poor prognostic
marker of long-term outcomes [41, 42]. The incidence of
homozygous loss of 9p21 (CDKN2A/CDKN2B) in Ewing
sarcoma at around 12% represents a minor subgroup that
has experienced conflicting conclusions regarding its utility
as a reliable prognostic biomarker. In some studies, loss of
CDKN2A in Ewing sarcoma has been shown to correlate
with highly aggressive behavior and poor chemoresponse
whereas in other studies, CDKN2A/CDKN2B loss was not
significantly associated with event-free or overall survival
[43–47]. In soft tissue myoepithelial tumor, the only

recurrent aberration of known importance in a whole gen-
ome DNA copy number imbalance study of five cases
lacking EWSR1 rearrangement or EWSR1-PBX1, FUS-
PBX1, and TAF15-PBX1 fusions (as assessed by fluores-
cence in situ hybridization or reverse transcription-
polymerase chain reaction), was homo- and heterozygous
deletions of the 9p21 (CDKN2A/CDKN2B) locus [48].
Further profiling studies are needed to determine the pre-
valence and role of these tumor suppressor genes in soft
tissue myoepithelial tumor.

Of potential prognostic significance, the tumors of Cases
1 and 2 exhibiting aggressive behavior with metastatic
disease upon presentation and only weak to modest ther-
apeutic responses both harbored CDKN2A/CDKN2B
alterations in contrast to Case 3 that lacked this secondary
genetic change and was clinically indolent. Specifically,
Case 1 demonstrated homozygous deletion of the 9p21.3
locus and MDM2 amplification whereas a heterozygous
CDKN2A exon 1 deletion accompanied the EWSR1-PATZ1
fusion in Case 2. The p53 pathway is negatively regulated
by MDM2, which itself is sequestered and inhibited by
p14ARF (encoded by the gene locus CDKN2A) [49, 50].
The tumor suppressor protein p16INK4A, also encoded by
CDKN2A, exerts its biological effects through the pRb
pathway [50, 51]. Consequently, deletion of CDKN2A
usually results in loss of the growth inhibition provided by
both the p53 and pRb pathways. Overexpression of MDM2
(often the result of MDM2 amplification) has been reported
in a variety of tumors and may relate to an increased like-
lihood of distant metastases, decreased response to ther-
apeutic intervention and poor clinical prognosis [52].
Retrospective genomic profiling for assessment of the pre-
valence of MDM2 amplification and coalterations of a series
of 523 advanced cancer patients to include sarcomas and
carcinomas revealed a low incidence (4%) of MDM2
amplification [53]. Of the 23 patients with MDM2 amplifi-
cation, five (22%) were noted to have co-occurrence of
CDKN2A/CDKN2B loss.

In summary, the current series of EWSR1-PATZ1 fusion-
related sarcomas adds to the growing number of recurrent
driver fusions found in EWSR1-ETS negative sarcomas.
Clinicopathologically although EWSR1-PATZ1 fusion sar-
comas appear to exhibit a roughly equal gender distribution
and tendency to arise in the chest wall, the age range
affected is quite broad and there is a spectrum of round to
spindle cell morphology, polyphenotypic differentiation,
and clinical behavior diversity posing challenges with
precise classification. Herein, comprehensive molecular
testing revealed a number of secondary aberrations expected
to contribute to oncogenesis. Most notably, CDKN2A/
CDKN2B loss was frequent, occurring in 5/7 (71%) sarco-
mas and 1/4 (25%) CNS tumors. CDKN2A/CDKN2B
loss is considered a common mechanism for cell cycle
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dysregulation and may have prognostic significance in
EWSR1-PATZ1 neoplasia.
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