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AbstrAct
Background Central nervous system (CNS) involvement 
contributes to significant morbidity and mortality in 
patients with human epidermal growth factor receptor 
2 (HER2)-positive metastatic breast cancer (mBC) and 
represents a major challenge for clinicians. Liquid 
biopsy of cerebrospinal fluid (CSF)-derived circulating 
tumour DNA (ctDNA) harbours clinically relevant genomic 
alterations in patients with CNS metastases and could be 
effective in tracking tumour evolution.
Methods In a HER2-positive mBC patient with brain 
metastases, we applied droplet digital PCR (ddPCR) and 
next-generation whole exome sequencing (WES) analysis 
to measure ctDNA dynamic changes in CSF and plasma 
collected during treatment.
Results Baseline CSF-derived ctDNA analysis revealed 
TP53 and PIK3CA mutations as well as ERBB2 and cMYC 
amplification. Post-treatment ctDNA analysis showed 
decreased markers level in plasma, consistent with 
extra-CNS disease control, while increased in the CSF, 
confirming poor treatment benefit in the CNS.
Discussion Analysis of ctDNA in the CSF of HER2-positive 
mBC is feasible and could represent a useful companion 
for clinical management of brain metastases.

IntRoDuctIon
Survival of patients with metastatic, 
human epidermal growth factor receptor 
2 (HER2)-positive breast cancer has been 
considerably extended due to the intro-
duction of HER2-directed therapies such 
as the monoclonal antibodies trastuzumab 
and pertuzumab, the antibody-drug conju-
gate trastuzumab emtansine (T-DM1) 
and the tyrosine-kinase inhibitor lapat-
inib.1 Unfortunately, HER2-positive breast 
cancer cells have tropism for the central 
nervous system (CNS), which is consid-
ered a sanctuary site where the activity 
of current anti-HER2 treatment is subop-
timal.2 3 Consequently, although the 
most common initial clinical presenta-
tion of metastatic HER2-positive breast 

cancer is with extra-CNS metastases (ie, 
lung and liver), CNS progression occurs 
in a substantial proportion of patients 
during the course of the disease.4 As a 
matter of fact, enhanced and prolonged 
extra-CNS disease control, achieved by 
HER2 targeting, results in high incidence 
of CNS progression. This occurrence, 
that here we call ‘neurosystemic dissoci-
ation’ of HER2-positive metastatic breast 
cancer (mBC), remains a major challenge 
for medical oncologists, and research is 
striving to find strategies to prevent overt 
CNS metastases or to treat them more 
effectively.5 Markers that could allow early 
diagnosis and treatment of this disease 
are mandatory. Liquid biopsy is a mini-
mally invasive procedure that allows the 
identification and analysis of circulating 
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Key questions

What is already known about this subject?
Cerebrospinal fluid (CSF)-derived circulating tumour 
DNA (ctDNA) harbours clinically relevant genomic 
alterations in breast cancer patients with central 
nervous system (CNS) metastases and could be 
effective in tracking tumour evolution in the CNS (liquid 
biopsy).

What does this study add?
In this clinical case, ctDNA dynamic changes in plasma 
and CSF were more informative than traditional 
imaging in monitoring the disease. Furthermore, ctDNA 
from the CSF provided hints on potential biomarkers of 
CNS metastatisation.

How might this impact on clinical practice?
Paired plasma and CSF-based liquid biopsy could be 
useful to optimise the management of women with 
metastatic, human epidermal growth factor receptor 
2-positive breast cancer who often show differential 
treatment benefits in CNS and extra-CNS sites.
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Figure 1 (A) Timeline of the patient’s clinical events and interventions. (B) H&E of ductal non-special type (NST) (I) and 
micropapillary (V) components of the primary mixed invasive breast cancer. Immunostaining: Oestrogen and progesterone 
receptors are positive in about 10% of the nuclei of ductal NST (II and III) and in 70% (VI) and 40% (VII) of micropapillary 
subtype respectively. HER2 immunostaining is intense and complete (score 3+) in both histotypes (IV, VIII). (C) H&E staining of 
cell block section of fine needle aspiration (FNA) of supraclavicular lymph node showing micropapillary (blue) and glandular 
structures (yellow). (D) ERBB2 gene amplification by FISH in breast cancer cells. Red dots indicate the ERBB2 gene probe, 
and green signals represent the CEP17 reference probe. Magnification: 100x. (E) ddPCR analysis of matched plasma and 
CSF-derived ctDNA prior to T-DM1 treatment. BC, breast cancer; BSC, best supportive care; CSF, cerebrospinal fluid; 
ctDNA, circulating tumour DNA; EC-P, Epi-doxorubicin 90 mg/m2 and cyclophosphamide 600 mg/m2 q21 days for four cycles 
followed by paclitaxel 175 mg/m2 q21days for four cycles; FFPE, formalin fixed, paraffin embedded; FISH, fluorescence in situ 
hybridisation; HERLAP, HERceptin or LAPatinib trial; OFS, ovarian function suppression; PD, progressive disease; RT, radiation 
therapy; T-DM1, trastuzumab emtansine; CNV, copy number variation. 

tumour-derived DNA (ctDNA) that is shed from 
tumour cells in body fluids.6 7 Here we describe a 
clinical case of HER2-positive mBC patient with a 

‘neurosystemic dissociation’ documented by paired 
ctDNA analysis in the cerebrospinal fluid (CSF) and 
in the plasma, and we discuss the potentialities of 
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Figure 2 (A) WES of CSF-derived ctDNA collected prior to T-DM1 treatment. Only point mutations reported in COSMIC 
database are shown (left panel) together with complete copy number profile (right panel). (B) MYC gene amplification by 
fluorescence in situ hybridisation (FISH). Multiple red signals relative to MYC gene are present in breast cancer nuclei. 
Magnification: 100x. CSF, cerebrospinal fluid; ctDNA, circulating tumour DNA; FISH, fluorescence in situ hybridisation; PBMC, 
peripheral blood mononuclear cells; T-DM1, trastuzumab emtansine; WES, whole exome sequencing.

this approach in the management of patients with 
HER2-positive breast cancer.

MetHoDs
study oversight
The patient provided informed consent for an institu-
tional review board-approved protocol for longitudinal 
collection of plasma and CSF and genomic profiling on 
tumour DNA.

Plasma and cerebrospinal fluid collection
At least 10 mL of whole blood and 4 mL of CSF were collected 
by blood draw (using EDTA as anticoagulant) and lumbar 
puncture, respectively. Plasma was separated and CSF was 
cleaned within 4 hours through two different centrifugation 
steps (the first at room temperature for 10 min at 1600×g and 
the second at 3000×g for the same time and temperature). 
Plasma and CSF were stored at −80°C until ctDNA extraction.

circulating DnA (ctDnA) isolation
ctDNA was extracted from plasma and CSF using the 
QIAamp Circulating Nucleic Acid Kit (Qiagen) according to 
the manufacturer’s instructions.

Additional and detailed materials and methods are 
provided in online supplementary file 1.

Results
Report of the case
A 32-year-old woman presented in October 2004 with a 
left-sided breast invasive ductal carcinoma (figure 1A). 
Modified radical mastectomy was performed and the 
pathology report documented a stage IIB (pT1c, pN1a), 
poorly differentiated (G3), invasive mixed carcinoma 
(not-special type-40% and micropapillary-60%, figure 1B, 
C) estrogen receptor (ER), progesterone receptor 
(PR) and HER2 positive (figure 1D). Adjuvant therapy 
consisted of anthracycline-taxane-based chemotherapy, 
followed by tamoxifen plus ovarian function suppres-
sion for 5 years. Seven years later, a fine-needle aspiration 
of an enlarged supraclavicular lymph-node confirmed 
breast cancer recurrence, with a cytological (figure 1C) 
and immunophenotypical pattern consistent with that 
of the primary tumour (ER 11%, PR 12%, HER2 3+). 
Restaging by CT scan detected both lung and bone metas-
tases. The patient was treated with a chemo-free approach 
within a phase 2 trial conducted at our institution with 
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Figure 3 Analysis of CSF and plasma-derived ctDNA and primary breast tumours. Heatmap of the non-silent genetic 
alterations (top panel) from each of the specimens collected is shown. Violet-scale colour key for MAFs is shown. 
CSF, cerebrospinal fluid; ctDNA, circulating tumour DNA; MAFs, mutant allelic frequencies; PBMC, peripheral blood 
mononuclear cells.

Trastuzumab (T) single agent, for a total of 51 3-weekly 
doses of T, achieving a partial response as best response.8 
Then, for lung disease progression, she started a first-line 
chemotherapy with docetaxel (75 mg/m2)+T for eight 
cycles and then T maintenance therapy. After 2 years she 
presented with headache, reduced flexion of lower limbs 
and gait disturbance. CT scan showed multiple cerebral 
and cerebellar cortico-subcortical contrast-enhancing 
lesions, compatible with CNS metastases and regrowth of 
bone and lung metastases. She then received whole brain 
radiotherapy (30 Gy/10 fractions) and oral corticoster-
oids. On completion of radiation therapy, she started a 
third-line systemic treatment with capecitabine (2000 mg/
m2, from day 1 to day 14)-lapatinib (1250 mg, every day) 
achieving partial response within 4 months. Nine months 
later, epileptic seizures occurred and a CT scan and MRI 
documented a CNS progression with leptomeningeal 
carcinomatosis. She therefore started a fourth line of treat-
ment with the antibody-drug conjugate T-DM1, which was 
stopped after three cycles for worsening of neurological 
symptoms. At the time of neurological deterioration, MRI 

showed stable disease in the CNS and CT scan showed 
a sustained partial remission in extra-CNS disease sites 
(neurosystemic dissociation). Unfortunately, the patient 
died 20 months after the initial diagnosis of CNS metas-
tases. Since the evidence of CNS progression we collected 
multiple plasma samples and two paired CSF samples 
by lumbar puncture, one before and the other after the 
three cycles with T-DM1.

Molecular-based liquid biopsy analyses
We first analysed CSF ctDNA collected before T-DM1 treat-
ment. Whole exome sequencing (WES) revealed a TP53 
p.R248Q mutation (FA 56.16%), a PIK3CA p.R93W muta-
tion (FA 44.18%), cMYC amplification (3.6X). Positivity 
for HER2 overexpression was confirmed by the detec-
tion of high copy number of the ERBB2 exons (15.2X) 
(figure 2A). MYC amplification was later confirmed by 
FISH analysis (figure 2B).

We next analysed the corresponding primary tumour 
tissue. In both the not-special type and micropapillary 
components, WES analysis confirmed the presence of 
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the TP53 p.R248Q mutation and amplification of ERBB2 
and cMYC (figure 3 and see online supplementary figure 
1). Notably, the PIK3CA p.R93W variant found in the 
CSF was detected only in the micropapillary component 
of the tumour and not in the non-special tumour tissue 
(figure 3 and see online supplementary figure 2).

To describe clonal dynamics in plasma ctDNA collected 
during treatment, we designed ddPCR assays for each 
of the molecular alterations found in CSF and tumour 
tissue. cMYC amplification was not detected in plasma 
ctDNA samples. Conversely, ERBB2 amplification, TP53 
and PIK3CA mutations were detectable at the time of 
concomitant CNS and lung progression (figure 3). Plasma 
ctDNA collected before and after treatment with T-DM1 
showed continuously decreasing ERBB2 levels and TP53 
and PIK3CA frequency of mutations, which was consis-
tent with imaging showing extra-CNS disease control. In 
parallel, CSF genomic profiling recapitulated the clinical 
course of the disease in the CNS, with no benefit from 
T-DM1 treatment. Indeed, CSF-derived ctDNA analysis 
revealed high copy number for MYC and ERRB2 and 
high frequency of mutations for TP53 and PIK3CA at 
both timepoints, confirming a molecular non-response to 
T-DM1 treatment (figure 3).

DIscussIon
This case report underscores the potentialities of CSF-de-
rived ctDNA analysis in the management of patients with 
HER2-positive mBC. The emergence of CNS metastases 
in the context of extracerebral disease control represents 
one of the major challenges for medical oncologists dealing 
with this disease (neurosystemic dissociation). Newer tools 
to personalise and monitor the efficacy of treatments are 
therefore needed in this particular population.

In this clinical case, at the time of the second CSF 
progression, we opted for T-DM1 having the patient 
exhausted other treatment options and because of 
preclinical and clinical data suggesting T-DM1 potential 
activity in CNS metastases.9 10

Although we collected paired blood and CSF ctDNA 
samples over a narrow window in this patient’s medical 
history, we show that CSF ctDNA levels follow tumour 
burden variation, being, in this specific case, even more 
informative and sensitive than traditional imaging. 
Indeed, persistence of high levels of ctDNA in the CSF 
predicted neurological deterioration during T-DM1 
treatment. Conversely, extra-CNS sustained response was 
paralleled by a significant drop of molecular alterations 
detectable in plasma samples, as an effect of the antitu-
mour activity of T-DM1.

An interesting finding of our analyses was that WES of 
CSF detected the repertoire of genetic alterations of this 
patient’s mixed histology tumour, including one mutation 
(PI3KCA p.R93W) which was exclusively present in the 
micropapillary component. We speculate that the micro-
papillary component of her tumour, known for being more 
aggressive than the ductal type,11 may have metastasised 

systemically and in CNS sites. This outlines the potentialities 
of ctDNA analysis of CSF in designing strategies to identify 
subjects at increased risk of CNS involvement. While exome 
sequencing in paired plasma ctDNA failed to identify this 
PIK3CA mutation, the latter could be detected in the base-
line plasma sample by targeted ddPCR.

conclusIon
We report that paired analysis of plasma and CSF ctDNA 
might be useful in the management of women with 
HER2-positive mBC. CSF ctDNA levels follow tumour 
burden variations, being potentially more informative and 
sensitive than traditional imaging. Analysis of CSF ctDNA 
could represent, therefore, a minimally invasive approach 
for monitoring progression and response to treatment of 
CNS lesions, in particular within the ‘neurosystemic disso-
ciation’ phenomenon, which frequently occurs during 
HER2 targeted treatments. Furthermore, next genera-
tion sequencing of CSF ctDNA may be highly sensitive 
in identifying the mutational repertoire of a metastatic 
tumour. This may be valuable in designing tailored treat-
ments for CNS disease, in generating hypotheses on the 
clonal evolution of metastatic disease and in identifying 
molecular markers of CNS-tropism.

Acknowledgements Supported by European Community’s Seventh Framework 
Programme under grant agreement no. 602901 MErCuRIC (A. Bardelli); H2020 
grant agreement no. 635342-2 MoTriColor (A. Bardelli); IMI contract n. 115749 
CANCER-ID (AB); AIRC 2010 Special Program Molecular Clinical Oncology 5 per 
mille, Project n. 9970 Extension program (AB); AIRC IG n. 16788 (A. Bardelli); 
Fondazione Piemontese per la Ricerca sul Cancro-ONLUS 5 per mille 2011 and 
2014 Ministero della Salute (A. Bardelli); Fondazione Piemontese per la Ricerca sul 
Cancro-ONLUS 5 per mille 2012 (FM). GS is funded by AIRC 3 years fellowship. MS 
was funded by the NCI grant R03CA187094-01, the NCI Cancer Center Support 
Grant P30 CA008748 and the Breast Cancer Research Foundation.

contributors GS, A Bardelli, EG and FM designed the study and wrote the 
manuscript. GS, BM, A Bartolini, GC, LC and IS performed the experiments and 
acquired the data. A Bardelli, AS and FM supervised the study. All authors revised 
and approved the manuscript.

competing interests FM has received speakers Honoraria from Novartis, Astra 
Zeneca and Roche and travel grants from Astra Zeneca and Roche. All other authors 
declare no conflicts of interests.

Patient consent Obtained.

ethics approval Ethical Committee of Candiolo Cancer Institute.

Provenance and peer review Not commissioned; internally peer reviewed.

open Access This is an Open Access article distributed in accordance with the 
Creative Commons Attribution Non Commercial (CC BY-NC 4.0) license, which 
permits others to distribute, remix, adapt, build upon this work non-commercially, 
and license their derivative works on different terms, provided the original work is 
properly cited and the use is non-commercial. See: http:// creativecommons. org/ 
licenses/ by- nc/ 4. 0/

© European Society for Medical Oncology (unless otherwise stated in the text of the 
article) 2017. All rights reserved. No commercial use is permitted unless otherwise 
expressly granted.

RefeRences
 1. Loibl S, Gianni L. HER2-positive breast cancer. Lancet 

2017;389:2415–29.
 2. Martin AM, Cagney DN, Catalano PJ, et al. Brain metastases in newly 

diagnosed breast cancer: a population-based study. JAMA Oncol 
2017;3:1069–77.

https://dx.doi.org/10.1136/esmoopen-2017-000253
https://dx.doi.org/10.1136/esmoopen-2017-000253
https://dx.doi.org/10.1136/esmoopen-2017-000253
http://creativecommons.org/licenses/by-nc/4.0/
http://creativecommons.org/licenses/by-nc/4.0/
http://dx.doi.org/10.1016/S0140-6736(16)32417-5
http://dx.doi.org/10.1001/jamaoncol.2017.0001


Open Access

6 Siravegna G, et al. ESMO Open 2017;2:e000253. doi:10.1136/esmoopen-2017-000253

 3. Priedigkeit N, Hartmaier RJ, Chen Y, et al. Intrinsic subtype switching 
and acquired ERBB2/HER2 amplifications and mutations in breast 
cancer brain metastases. JAMA Oncol 2017;3:666.

 4. Bendell JC, Domchek SM, Burstein HJ, et al. Central nervous system 
metastases in women who receive trastuzumab-based therapy for 
metastatic breast carcinoma. Cancer 2003;97:2972–7.

 5. Costa R, Carneiro BA, Wainwright DA, et al. Developmental 
therapeutics for patients with breast cancer and central nervous 
system metastasis: current landscape and future perspectives. Ann 
Oncol 2017;28:44–56.

 6. Pentsova EI, Shah RH, Tang J, et al. Evaluating cancer of the 
central nervous system through next-generation sequencing of 
cerebrospinal fluid. J Clin Oncol 2016;34:2404–15.

 7. Diaz LA, Bardelli A. Liquid biopsies: genotyping circulating tumor 
DNA. J Clin Oncol 2014;32:579–86.

 8. Montemurro F, Prat A, Rossi V, et al. Potential biomarkers of long-
term benefit from single-agent trastuzumab or lapatinib in HER2-
positive metastatic breast cancer. Mol Oncol 2014;8:20–6.

 9. Askoxylakis V, Ferraro GB, Kodack DP, et al. Preclinical efficacy of 
ado-trastuzumab emtansine in the brain microenvironment. J Natl 
Cancer Inst 2016;108.

 10. Montemurro F, Ellis P, Delaloge S, et al. Safety and efficacy of 
trastuzumab emtansine (T-DM1) in 399 patients with central nervous 
system metastases: exploratory subgroup analysis from the 
KAMILLA study. Cancer Res 2017;77:P1-12-10-P11-12-10.

 11. Zekioglu O, Erhan Y, Ciris M, et al. Invasive micropapillary 
carcinoma of the breast: high incidence of lymph node metastasis 
with extranodal extension and its immunohistochemical profile 
compared with invasive ductal carcinoma. Histopathology 
2004;44:18–23.

http://dx.doi.org/10.1001/jamaoncol.2016.5630
http://dx.doi.org/10.1002/cncr.11436
http://dx.doi.org/10.1093/annonc/mdw532
http://dx.doi.org/10.1093/annonc/mdw532
http://dx.doi.org/10.1200/JCO.2016.66.6487
http://dx.doi.org/10.1200/JCO.2012.45.2011
http://dx.doi.org/10.1016/j.molonc.2013.08.013
http://dx.doi.org/10.1093/jnci/djv313
http://dx.doi.org/10.1093/jnci/djv313
http://dx.doi.org/10.1158/1538-7445.SABCS16-P1-12-10
http://dx.doi.org/10.1111/j.1365-2559.2004.01757.x

