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ABSTRACT
The potential utility of circulating tumor cells (CTCs) to guide clinical care in
oncology patients has gained momentum with emerging micro- and nanotechnologies.
Establishing the role of CTCs in tumor progression and metastasis depends both on
enumeration and on obtaining sufficient numbers of CTCs for downstream assays.
The numbers of CTCs are few in early stages of cancer, limiting detailed molecular
characterization. Recent attempts in the literature to culture CTCs isolated from
metastatic patients using monoculture have had limited success rates of less than
20%. Herein, we have developed a novel in-situ capture and culture methodology for
ex-vivo expansion of CTCs using a three dimensional co-culture model, simulating
a tumor microenvironment to support tumor development. We have successfully
expanded CTCs isolated from 14 of 19 early stage lung cancer patients. Expanded lung
CTCs carried mutations of the TP53 gene identical to those observed in the matched
primary tumors. Next-generation sequencing further revealed additional matched
mutations between primary tumor and CTCs of cancer-related genes. This strategy
sets the stage to further characterize the biology of CTCs derived from patients with
early lung cancers, thereby leading to a better understanding of these putative drivers
of metastasis.

deaths [1]. Preventing or reducing metastases and
therefore improving survival is arguably the most
important goal for solid tumors, including lung cancer.
Surgically resectable Stage I-III non-small cell lung
cancer (NSCLC) constitutes 25% of all lung cancers,
accounting for 40,000 new cases a year in the US

INTRODUCTION
Circulating tumor cells (CTCs) are cells shed by
underlying tumors that circulate in blood and lymphatic
vessels. CTCs are the likely drivers of metastasis
which accounts for nearly 90% of cancer-related
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alone [2]. Despite the performance of seemingly
“curative” surgery for locally confirmed disease in
these patients, more than 50% will recur in 5-years and
succumb to the disease [3].
Studies indicate that circulating tumor cells
(CTCs) are useful prognostic and predictive markers of
recurrence and survival in patients with solid cancers,
including lung cancer [4–11]. CTCs may serve as
reliable biomarkers for detecting cancer recurrence
earlier than other commonly used approaches, such
as radiographic imaging. By the time metastasis is
clinically or radiographically apparent, the tumor
burden is too high for available therapies to cure the
cancer. Studies in advanced lung cancer and other
malignancies show that elevated numbers of CTCs are
associated with reduced progression free and overall
survival [12]. However, these studies also emphasize
that not all CTCs lead to metastasis. It is crucial
to identify the CTCs that are capable of metastasis
from the ones that are mere “passengers” in order to
specifically target the former. Importantly, identifying
specific genetic signatures in CTCs, the earliest cells
with metastasis-initiating capability, will provide new
therapeutic targets. However, to achieve this, one needs
to characterize CTCs from early cancers at a molecular
and genomic level.
Technologies to recover rare CTCs include
immunoaffinity based methods, size based filtration,
dielectrophoresis, negative depletion and inertial based
methods [13–24]. Among them, microfluidics offer
advantages of isolating viable CTCs with relatively high
yield for further analysis [25]. In the present study, we
utilize an immunoaffinity-based microfluidic device and
apply it to early stage lung cancer. To overcome rarity of
CTCs that limit characterization for clinical utility, we
isolate and further culture these CTCs on chip. To date,
culturing of CTCs has only been demonstrated by a few
groups, albeit in CTCs recovered from animal models
or in a few patients with advanced cancers, where the
likelihood of finding higher numbers of CTCs is greater
[26–28]. Different from these previous approaches,
and as opposed to culturing CTCs off devices, we
culture captured CTCs directly on microfluidic chips.
It is only after CTCs are expanded on-chip for a long
period of time that they are released for subculture or
downstream analysis. To facilitate CTC expansion,
tumor associated fibroblasts along with extracellular
matrix (ECM) proteins are introduced to construct a
tumor microenvironment conducive for CTC growth
(Figure 1). We herein demonstrate that rare CTCs from
early stage cancers can be expanded for functional
studies such as invasion and tumor spheroid forming
assays, as well as sequencing of cancer related genes
without pre-amplification enabling comparison between
CTCs and primary tumor cells.
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Characterization of CTC capture
efficiency using cancer cell lines
The microfluidic CTC-capture device design
is similar to the silicon based CTC-chip [21], but
microfabricated with polydimethylsiloxane (PDMS)
and functionalized with antibodies against epithelial
cell adhesion molecule (EpCAM) as the capture agent.
Although a number of variations of this technology
are now available including the herringbone-chip
(HB-chip) [23], we elected to work with the CTC-Chip
as this platform has been well established and previously
validated using lung cancer samples [9, 21]. However,
the presented approach can be applied to any microfluidic
chip based technologies that demonstrate high sensitivity
[23, 29–31].
Cell capture efficiency of this device was
characterized by spiking H1650 lung cancer cells at
various concentrations (10,100 or 1,000 cells) into whole
blood and processing the sample through the capture
device. The efficiency was 87% at a 10 cells/mL
concentration and almost 100% at concentrations of 100
and 1,000 cells/mL (Figure 2A). A similar experiment
was performed with A549 lung cancer cells with a 60%
capture rate (Figure S3). To distinguish cancer cells from
blood cells for CTC enumeration, the captured H1650
lung cancer cells were immunofluorescence (IF) stained
for Cytokeratin 7/8 (green), white blood cells were
stained for CD45 (red) and nuclei were counterstained
with DAPI (Figure 2B). The inset image demonstrates
confocal images of H1650 cells captured near the posts.
The image to the left is a planar image while the one to the
right is a 3D z-stack image of a white blood cell adjacent
to a cancer cell. These results demonstrate that our CTCcapture device can reliably isolate CTCs from whole blood
with high sensitivity and efficiency even for low numbers
of cells.

Testing and optimization of in-situ CTC
capture and culture with cancer cell lines
To determine the appropriate strategy for in-situ
expansion of CTCs after isolation, small numbers of
cancer cells (100 cells) were spiked into 1mL of blood.
Subsequently, the captured cancer cells were maintained
under different culture conditions and cultured up to
7 days on the chip. Four different culture environments
were tested to determine optimal growing conditions for
captured CTCs: (i) 3D co: cells cultured with a mix of
collagen and matrigel and cancer associated fibroblasts
derived from a primary pancreatic tumor; (ii) 3D mono:
cells cultured only with gel; (iii) 2D co: cells cultured only
with cancer associated fibroblasts and (iv) 2D mono: cells
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Figure 1: Overall strategy. The first step is to capture CTCs by flowing patient blood sample through a CTC-capture chip. The second

step is to introduce fibroblasts and extracellular matrix (ECM) to the same chip to establish a co-culture environment for ex-vivo expansion
of CTCs. The third step is to release and recover CTCs from device and the fourth step is downstream characterization.

cultured without any gel nor fibroblasts. The numbers
of cancer cells in the device on day 0 and day 7 were
enumerated for comparison (Figure 2C). We observed
that cells grown in the 3D co-culture environment
exhibited the highest level of expansion, with an 8-fold
(783 ± 248) increase by day 7 in culture. The 2D
co-culture condition also facilitated a 3 fold (281 ± 52)
cell expansion (p = 0.049), using t-test compared to 3D
co-culture condition. This condition was less efficient
than the 3D co-culture. We did not observe significant
expansion using a 3D or 2D mono culture environment
(3D mono: 159 ± 133, p = 0.035; 2D mono: 91 ± 48,
p = 0.018). Hence, a 3D co-culture environment was
selected to be the optimal condition for in-situ on-chip
CTC expansion in our system. The growth curves of
A549-GFP cells in 3D co-culture condition over the 7 day
period are shown in Figure 2D. During the initial 1–4 days,
the cells grew slowly, perhaps adapting to the environment;
however, by day 4, the cells exhibited significant growth.
Figure 2E shows a scanning electron microscope (SEM)
image of fibroblasts cultured in a mix of collagen and
matrigel beginning to spread in the microfluidic channel.
Figure 2F demonstrates more than 90% of H1650-GFP
cells are proliferating after being cultured for 7 days.
CTCs were released from the device after 7 days
of on-chip culture and further cultured in well plates for
7 days. Immunofluorescence staining was performed to
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validate the phenotype of the expanded cells. Figure 2G
shows staining of expanded H1975 lung cancer cells with
CK (red) and thyroid transcription factor 1 (TTF-1) (cyan)
surrounded by GFP-labeled fibroblasts. The expression of
TTF-1, a lung specific marker, was preserved in H1975
cells, known to express this marker [32], in the on-chip
cultured environment.

Isolation, expansion and characterization of
CTCs from patients with early stage lung cancer
This CTC-capture and co-culture platform
confirmed with cancer cell line experiments was then
utilized to test actual patient samples. Peripheral blood
samples were drawn from early lung cancer patients at
University of Michigan Hospital under an IRB-approved
protocol. All patients involved in this study had surgically
resectable early stage cancers. The blood sample from
each patient was divided equally into 1–1.5 mL aliquots
and run through 3–4 devices. Upon CTC isolation, one of
the devices was IF stained with antibodies for enumerating
CTCs on day 0. The remaining devices with cells were
cultured for 7 days. Later, expanded CTCs were released
and cultured up to 14 days. Nineteen patient samples
were tested for capture and expansion efficiency (sample
C1-C19 in Table 1). CTCs were identified in 68% of
patients (total = 19, positive = 13), whereas none of the
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Figure 2: Cancer cell capture and expansion on chip. (A) H1650 cell capture efficiency is determined (n = 3 for each condition).

(B) Captured H1650 cells stained for cytokeratin 7/8 (green), CD45 (red) and DAPI (blue). (C) 100 H1650-GFP cells are captured and
cultured in different environments (n = 3 for each condition). (D) 20–40 A549-GFP cells are captured and cultured in triplicate (indicated
as Exp 1, 2 and 3). The curves characterize the growth of the cancer cells. (E) Scanning electron microscope (SEM) image of fibroblasts
in gel cultured on chip. (F) EdU proliferation assay performed on cancer cells co-cultured with fibroblasts on chip. Green: cancer cells;
Red: nucleus of proliferating cells; (G) Released H1975 lung cancer cells in a well-plate after on-chip culture. TTF-1(cyan), DAPI (blue),
Cytokeratin 7/8 (red), Fibroblasts-GFP (green).
www.impactjournals.com/oncotarget
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Table 1: Patient demographic information for samples used for quantifying expansion of CTCs.
Patient

Cancer
Type

Gender

Age

Tumor
histology

Stage

TNM
subtypes

CTC count CTC count
DAY0/1ml on DAY14

C1

lung

M

71

SCC

IA

T1bN0M0

6

87

C2

lung

M

72

SCC

IIA

T2aN1M0

2

16

C3

lung

F

50

ADC

IIB

T2bN1M0

3

64

C4

lung

M

72

ADC

IIIA

T3N1M0

4

118

C5

lung

F

74

ADC

IIA

T2bN0M0

1

386

C6

lung

M

62

ADC

IB

T2aN0M0

1

12

C7

lung

M

74

ADC

IIB

T3N0M0

1

34

C8

lung

F

79

ADC

IA

T1bN0M0

3

135

C9

lung

M

69

ADC

IIA

T2aN1M0

9

125

C10

lung

F

71

ADC

IA

T1bN0M0

3

65

C11

lung

M

86

ADC

IA

T1aN0M0

4

42

C12

lung

F

70

SCC

IIA

T2bN0M0

11

70

C13

lung

M

77

SCC

IIIA

T2aN2M0

1

92

C14

lung

M

63

SCC

IB

T2aN0M0

1

83

C15

lung

M

77

ADC

IA

T1bN0M0

4

0

C16

lung

F

74

ADC

IIA

T2bN0M0

3

0

C17

lung

F

53

SCC

IIA

T2aN1M0

4

0

C18

lung

M

93

SCC

IA

T1bN0M0

6

0

C19

lung

F

71

ADC

IA

T1bN0M0

9

0

in the expanded CTCs as well (Figure S6B). Expanded
CTCs formed spheroids in three dimension culture whereas
fibroblasts did not form spheroids (Figure 3D). One CTC
sample was positive for epidermal growth factor receptor
(EGFR) and pan-cytokeratin (Figure 3E).
Figure 4 summarizes the normalized gene expression
level of four cancer-related genes (CK8, CK18, TTF-1
and EGFR). CK8 was overexpressed in both the tumor
and CTCs of sample C23 compared to healthy control
(Figure 4A, Table S2). CK18 was highly expressed in
sample C22 and C23 both in tumor and CTCs (Figure 4B).
TTF-1 was expressed in both tumor and CTCs of
sample C23 (Figure 4C). Importantly, TTF-1 expression was
not observed in cells from healthy control. We found higher
EGFR expression in both tumor and CTCs from sample
C22 and C23 compared with healthy control (Figure 4D).
Expression of EGFR in NSCLC is associated with frequent
lymph node metastasis and chemo-resistance [33]. In
addition to these genes, we also characterized β-Catenin and
CD45 expression in tumor and CTCs (Figure S4) and found
higher expression of β-Catenin in patient samples. β-catenin
is involved in WNT signaling pathway and is important for

healthy volunteers (n = 7) showed CK positive cells
greater than 2/mL (Figure 3A). These CK positive cells
from healthy volunteers did not expand, demonstrate
any cancer associated marker by IF or cancer associated
mutation such as mutant TP53.
CTC numbers in these early stage patients ranged
from 1–11/ml (mean = 4, median = 3, SD = 3). Patient CTCs
captured on the microfluidic device on day 0 were identified
as those that stained positive for CK7/8 (red) and negative for
CD45 (green) (Figure 3A). Figure 3B lists 19 patient samples
and 7 healthy controls with the number of CTCs captured on
day 0 and on day 14 after expansion. Fourteen of 19 patient
samples (73%) had successful expansion of isolated CTCs,
whereas none of the CK positive cells from healthy controls
demonstrated capability of expansion in culture. An average
of a 54-fold increase of CTCs was observed (range 7–385
fold) in patient samples. Figure 3C depicts fluorescence
images of expanded patient CTCs in well-plates stained
for CK 7/8 (red) along with GFP labeled fibroblasts. In one
patient (C23), the expanded CTCs were stained for TTF-1
(red) and found to be positive (Figure 3D). RT-PCR analysis
further confirmed that both the primary tumor and CTCs
demonstrated TTF-1 expression (Figure 4C). Additional
staining for the proliferation marker Ki67 was demonstrated
www.impactjournals.com/oncotarget

cell survival [34]. CD45 was negative in all CTCs samples.
In addition to GAPDH, the expression level of all of these
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Figure 3: CTC capture and expansion data from patient samples. (A) Number of CTCs captured from 1 mL of blood prior
to expansion. (left) healthy controls (n = 7), mean = 0.6; (right) patients (n = 19), mean = 4. Dotted line indicates the threshold value
2 CTCs/mL. CTC positive samples are determined as >2 CTCs/mL (n = 13). Images to the right are patient CTCs captured in the devices.
CK7/8 (red), CD45 (green). (B) Growth chart comparing the number of CTCs captured on day 0 (blue columns) and the number of CTCs
on day 14 (red columns) after expansion. CTCs are expanded successfully from 14 out of 19 patients. (C) After expansion, CTCs are
characterized in well-plates with CK7/8 (red) surrounded by GFP-fibroblasts. (D) (left) CTCs from one patient sample (C23) are stained
for TTF-1 (red). (right) CTC spheroids are formed in a 3D gel assay. (E) CTCs sorted out from fibroblasts stained positive for EGFR (cyan)
and pan-CK (red) and are negative for FITC suggesting elimination of GFP-fibroblasts.
www.impactjournals.com/oncotarget
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genes was normalized to β-Actin and similar patterns were
observed (Figure S5). It is important to note that patient
CTCs can be functionally characterized after a combined
on-chip and off-chip culture strategy.
One of the key features of tumor cells that are able
to leave the primary tumor environment and enter the
bloodstream is a capacity to invade [35]. We therefore

assessed the invasion abilities of expanded CTCs using
a migration assay. All three patient CTC samples,
similar to H1650 lung cancer cells, demonstrated higher
invasion capacity than GFP-fibroblasts (Figure 4E). Fold
increase of invaded CTCs compared to fibroblasts ranged
from 1.5 to 13-fold. H1650 lung cancer cells exhibited a
2.5-fold increase compared to control fibroblasts.

Figure 4: mRNA expression level in primary tumor and CTCs. (A to D). Cytokerain8 (CK8), cytokeratin18 (CK18), TTF-1

and EGFR gene expression level normalized to GAPDH. Tumor and CTCs mRNA from each patient sample are examined and compared.
For example, “C20_T” represents patient C20 tumor (blue column) and “C20_CTC” represents patient C20 expanded CTCs (red column).
The positive control is expanded H1650-GFP cells after initially spiking in blood with 100 cells, labeled as “H1650 (co)” (green column).
The negative control is one healthy control as “HC” (purple column). (E). Invasion assay performed on three CTC samples, fibroblasts-GFP
and H1650 cells for 24 hours. Representative images of the transwell membrane are shown on the right.
www.impactjournals.com/oncotarget
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Sequencing of TP53 gene in expanded CTCs and
primary tumors of early lung patient samples

as precursors to systemic metastases. Their biological
and clinical significance is limited by inability to collect
sufficient number of cells. Most studies to date examining
biological relevance of CTCs have been carried out in
animal models or patients with metastatic disease. Other
efforts have been made to release CTCs using a DNA
network or hydrogel but suffering cell loss and limited
throughput [41, 42]. We present an in-situ microfluidic
co-culturing model to expand captured CTCs on chip.
This is achieved through creating a more physiological
tumor microenvironment using a combination of collagen,
matrigel along with cancer associated fibroblasts on a
miniaturized device consisted of channels of only 100 µm
height. This enabled better temporal and spatial control,
reduction in material input, and enrichment of signaling
molecules such as growth factors and cytokines [43]. This
environment likely plays a key role in promoting CTC
survival and expansion.
Ex-vivo expansion of CTCs allowed us to
characterize their phenotypes in multiple aspects. CTCs,
but not fibroblasts alone, were able to form spheroids in 3D
gel assays (Figure 3D). Additionally, only CTCs stained
positive for CK and Ki67, demonstrating that CTCs can
be functionally and phenotypically distinguished from
fibroblasts (Figure S7). The expanded H1975 lung cancer
cells as well as patient CTCs from sample C23 expressed
TTF-1 while the cultured fibroblasts lacked expression
suggesting tumor specific markers are preserved in
our model (Figure 2G and 3D). This observation was
confirmed at the gene expression level using RT-PCR to
test several cancer-related genes in primary tumors and
CTCs (Figure 4). mRNA expression was heterogeneous
among different patients. In some patient samples, primary
tumors and CTCs demonstrated higher CK8, CK18 and
EGFR mRNA expression compared to healthy control.
Invasion assay demonstrated that CTCs possess invasion
capabilities and functional studies are feasible with
expanded CTCs.
More importantly, our studies enable direct
comparison of CTCs likely originating from only primary
tumor (as only patients with early stage cancer with no
known metastasis were chosen for this study) in early stage
patients. Matched TP53 mutations were detected in patient
tumors and CTCs but absent in fibroblasts and healthy
controls. This is a strong indication that mutations in TP53
are preserved in CTCs, which may actively contribute to
their ability to enable distant metastasis. We noted that
5/15 samples had matched TP53 mutation between CTCs
and primary tumor, whereas 4 samples had unmatched
mutations. We believe this may reflect the inherent tumor
heterogeneity observed in lung cancer as in most solid
tumors [44]. For patient C26, we sequenced 4 areas of
the primary tumor and noted concordance for mutations
for TP53 from 3 parts of the tumor and corresponding
CTCs, suggesting that tumor heterogeneity likely plays a
role in CTC shedding (Figure S8). One patient C31, with

TP53 is the most commonly mutated gene and is
present in nearly 90% of squamous lung carcinomas and
in nearly 50% of lung adenocarcinomas [36, 37]. Since
mutations of TP53 are an early event in lung tumorigenesis
and believed to be preserved to maintain the malignant
phenotype during tumor progression and metastatic
spread [38], we hypothesized that CTCs recovered and
expanded from early stage lung cancer patients should
preserve TP53 mutations present in the primary patient
tumor. RNA was extracted from matching primary tumors
and ex-vivo expanded CTCs and the tumor suppressor
TP53 gene was sequenced. Among 15 patient samples
examined for the TP53 gene, 9 (60%) had mutations
in TP53 gene. Five of the patient samples had matched
mutations in primary tumors and CTCs (Figure 5,
Figure S6). Figure 5 shows two matched TP53 mutations
between primary lung tumors and cultured CTCs. C25 had
a G to A mutation in a non-coding region whereas C26 had
G to A mutation in a coding region. However, in 3 patients,
TP53 gene mutations were noted only in the primary tumor
and not the matching CTCs, whereas in one patient, the
mutation was seen only in the CTCs but not in the primary
tumor. The remaining patient samples analyzed exhibited
wild type TP53. TP53 mutations were absent from cancer
associated GFP-fibroblasts as well as healthy controls,
whose blood was run through the devices, co-cultured,
released and processed for RNA extraction. These results
demonstrate that tumor heterogeneity may exist in cells
present in the primary tumor and in the circulation.

Next-generation sequencing of expanded
CTCs and primary tumors of early lung
patient samples
To further explore the genomic markers CTCs might
carry from tumors, next-generation sequencing after
targeted exon enrichment was performed with 8 paired
primary tumor and CTC samples (sample C32-C39
in Table 2). Totally 124 cancer-related genes were
sequenced. Figure 6A shows nonsynonymous (red) and
synonymous (green) mutations with mutations in tumor
in diamond shape and mutations in CTCs in square shape.
Matched mutations between CTCs and primary tumor

are highlighted with rectangles. Matched mutations were
observed in 3 out of 8 paired CTC-tumor samples in
CASP8, APC, TP53 and ERBB4 genes. The locations of
the mutations on the four genes and amino acid change
are shown in Figure 6B. These results demonstrate that
some of the key genes involved in cancer progression are
manifested in CTCs and might relate to cancer metastasis.

DISCUSSION
For over two decades, studies have shown that
tumor cells shed from primary solid tumors, “CTCs” can
be detected in the circulation [39, 40]. CTCs may serve
www.impactjournals.com/oncotarget
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Figure 5: Sequencing data from patient samples. One TP53 point mutation (G to A) is found matched between primary lung tumor

and cultured CTCs in patient C25. Another matched point mutation (G to A) is observed between primary tumor and CTCs in patient C26.
Healthy controls showed no mutations. The table lists TP53 mutations found in CTCs and corresponding primary tumors in all 15 lung
cancer patients tested.

matched mutations in TP53 recurred within 3 months in
the brain and died. Another patient C5 with a 385-fold
increase in CTC after expansion recurred in 3 months in
the adrenal gland and died. Follow-up period in the other
patients has not been long enough for recurrence data.
Although a larger cohort is needed to investigate further
the correlation between proliferation, mutational status
www.impactjournals.com/oncotarget

of CTCs and survival, the presented data demonstrates
feasibility of the approach.
Next-generation sequencing of 124 selected cancerrelated genes further revealed that concordant mutations
(APC, ERBB4, CASP8) exist in tumor and CTCs in
addition to TP53. These genes are related to key signaling
pathways for cell growth or apoptosis which collectively,
12391
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Table 2: Patient demographic information for samples used for molecular and functional
characterizations.
Patient

Cancer Type

Gender

Age

Tumor
histology

Stage

TNM
subtypes

Characterizations performed

C20

lung

F

71

ADC

IA

T1bN0M0

mRNA expression

C21

lung

F

71

ADC

IA

T1bN0M0

mRNA expression

C22

lung

M

79

SCC

IB

T2aN0M0

mRNA expression

C23

lung

F

85

ADC

IIB

T3N0M0

mRNA expression

C24

lung

M

77

SCC

IIIA

T2aN2M0

mRNA expression

C25

lung

M

68

SCC

IA

T1aN0M0

TP53 sequencing

C26

lung

M

80

SCC

IIIA

T1aN2M0

TP53 sequencing, Invasion assay

C27

lung

F

37

ADC

IB

T2aN0M0

Invasion assay

C28

lung

M

69

ADC

IIIB

T4N2M0

Invasion assay

C29

lung

F

72

LCC

IIA

T1aN1M0

TP53 sequencing

C30

lung

M

80

ADC

IA

T1bNxM0

TP53 sequencing

C31

lung

M

43

ADC

IB

T2aN0 M0

TP53 sequencing

C32

lung

M

69

SCC

IA

T1aN0M0

Next-generation sequencing

C33

lung

M

73

ADC

IA

T1bNxM0

Next-generation sequencing

C34

lung

M

69

ADC

IIA

T2aN1M0

Next-generation sequencing

C35

lung

F

79

ADC

IA

T1bN0M0

Next-generation sequencing

C36

lung

F

72

LCC

IIA

T1aN1M0

Next-generation sequencing

C37

lung

F

74

ADC

IIA

T2bN0M0

Next-generation sequencing

C38

lung

M

42

ADC

IB

T2aN0M0

Next-generation sequencing

C39

lung

M

75

ADC

IA

T1aN0M0

Next-generation sequencing

might lead to tumor progression and metastasis. There
are mutations unique to tumor but not in CTCs, likely
due to intra-tumor heterogeneity or variable abundance of
specific mutations. On the other hand, there are mutations
not seen in tumor but unique to CTCs such as NOTCH1
and BRCA2. Clinical significance of these mutations
related to metastasis will need to be determined using
larger cohorts for further investigation.
In summary, we have shown ex-vivo expansion of
CTCs isolated from blood samples of early stage lung
cancer patients, including patients with Stage I disease. We
have found concordance for key genes involved in lung
cancer progression using an unbiased approach (NGS).
Albeit, in some cases, we found mutations in genes in
the primary tumor that were not noted in the CTCs and
vice-versa which raises the possibility of tumor and CTC
heterogeneity. Functionally, expanded CTCs were capable
of invasion compared to fibroblasts. Additionally, patients
whose CTCs exhibited the greatest capacity to expand exvivo or matched TP53 mutations had earlier recurrence
and died. Undoubtedly, this was an observation only in
www.impactjournals.com/oncotarget

2 patients and further studies are warranted. Finally,
this microfluidic co-culture technique may open a new
spectrum of opportunities for enriching early stage CTCs
and aid in understanding the role of CTCs in metastasis.

MATERIALS AND METHODS
Device fabrication and functionalization
The CTC isolation device was designed based on
the micropost architecture originally published by Nagrath
et al. in 2007 (Figure S1). The device is 4.9 cm in length and
1.9 cm in width. All posts have a diameter of 100 µm. The
device was made of polydimethylsiloxane (PDMS) and a
1 inch by 3 inch glass slide using standard soft lithography
techniques. A SU-8 mold is made by spin coating the
photoresist onto a silicon wafer and hot baking followed with
exposure by UV light and developing in SU-8 developer.
The PDMS device was functionalized with 4% (v/v)
3-mercaptopropyltrimethoxysilane in ethanol (Gelest), 1 µM
GMBS in ethanol (Pierce), 100 µg/ml NeutrAvidin in PBS
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Figure 6: Next-generation sequencing after targeted exon enrichment. (A) 8 paired tumor and CTC samples (C32-C39) plus

one healthy control and one pure fibroblasts-GFP cell line are sequenced for 124 genes listed in the Qiagen Generead comprehensive cancer
panel. Variants in each sample are identified by examining them in genome browser and confirmed by their absence in controls. (B) Four
matched mutations are listed with their locations on exons, base change and amino acid change.
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CTC expansion with early lung patient samples

(Invitrogen) and 20 µg/ml biotinylated EpCAM in 1% BSA
(R&D systems). The detailed graphic representation of this
process can be found in Figure S2.

Peripheral blood samples were drawn from early
lung cancer patients at University of Michigan Hospital
under an IRB-approved protocol. Blood specimens from
healthy donors were collected according to a separate IRB.
One mL of blood was flowed through each CTC capturing
device. Then a mixture of cancer associated fibroblastsGFP, collagen I and Matrigel was added into the device.
The device was then incubated in a 37 degree, 7.5% CO2
incubator for 30 minutes to facilitate gel formation. After
that, media was added to the device for culturing up to
7 days. Media was RPMI complete medium (10% FBS
and 1% Penicillin/Streptomycin).

Characterization of CTC capture
efficiency with cancer cell lines
Non-small cell lung cancer cell line (H1650) cells
were fluorescently-labeled with green cell tracker dye
(Invitrogen). 10,100 or 1,000 labeled cells were spiked into
whole blood drawn from healthy donors and flowed through
the CTC capture device using a syringe pump. The number
of cells captured was enumerated and capture efficiency was
calculated by dividing this number by the initial cell number
prior spiking. Cells in the device were counterstained
with 4’,6-diamidino-2-phenylindole (DAPI) nucleus dye
(Invitrogen). All experiments were conducted in triplicate.

CTC release and recovery
After 7 days of on-chip culture, cells were released
from the device by first incubating with collagenase for
4 hrs and then 0.25% trypsin/EDTA at 37 degree in a 7.5%
CO2 incubator for 30 minutes. Then cells were flushed
outside the device with media at 10 mL/hr flow rate for
3 mL totally. Around 90% of the cells were released from
the device. The recovered population was reseeded in a
well plate and cultured for an additional 7–14 days.

Optimization of CTC expansion
with cancer cell lines
GFP-tagged A549 (Cell Biolab) and H1650 cells
were spiked into whole blood and flowed through
device. One hundred H1650-GFP cells were captured
and cultured in the device. Different cell culture
environments were tested and compared: 3D coculturing: 105 cancer associated fibroblasts were mixed
with 0.97 mg/ml collagen I (BD Bioscience) and 50%
Matrigel (BD Bioscience) [45]. The final concentration
of collagen I was 0.77 mg/ml. 3D mono-culturing: only
the collagen I and Matrigel mixture was added. 2D
co-culturing: only fibroblasts were added. 2D monoculturing: neither fibroblasts nor gel was added. These
experiments were conducted in triplicate for each culturing
condition. Collagen, Matrigel and fibroblasts were flowed
into the device at a flow rate of 1 mL/hr for a total volume
of 200 µl. A proliferation EdU assay (Invitrogen) was
carried out to evaluate the proliferation potential of the
cultured cancer cells on day 7 in device.

Immunofluorescence cell staining
Cells in well plates were fixed with 4% PFA and
permeabilized with 0.1% Triton in PBS. The cells were
then blocked with 5% normal goat serum and 1% BSA
in PBT solution. Cells were later immunostained with
CK7/8 or TTF-1 (Santa Cruz Biotechnology) or Ki67
(Invitrogen) as well as the corresponding secondary
antibodies. The number of CK7/8 positive cells was
enumerated. After FACS sorting, CTCs were stained with
EGFR (Cell Signaling) and pan-CK (Biolegend).

3D spheroid assay
CTCs together with fibroblasts cultured in wellplates were trypsinized, counted and re-suspended in a mix
of collagen and Matrigel at a concentration of 106 cells/
mL. Two hundred µL of gel plus cell suspension was added
to one well of a 48-well plate following with incubation at
37 degree and 5% CO2 for at least 30 min. Then 300 µL of
culture medium was added to each well, which was then
allowed to culture. After culturing, the plate was stained
with crystal violet in methanol for imaging.

Characterization of CTC capture efficiency
with early lung cancer patient samples
Five mL of blood drawn from early lung cancer
patients was collected in lavender EDTA tubes. Blood
was flowed through the CTC-capture device at a flow
rate of 1 mL/hr for 1 mL total for each device. After
capture, cells were fixed with 4% paraformaldehyde
and immunofluorescently stained for cytokeratin 7/8
(CK7/8) (mouse anti-human IgG2a BD bioscience) and
CD45 (mouse anti-human IgG1 BD Bioscience) with
Alexa Fluor 546 goat anti-mouse IgG2a and Alexa Fluor
488 goat anti-mouse IgG1 respectively. Cells were then
counterstained with DAPI nucleus dye. The devices were
scanned using a programmed Nikon inverted fluorescence
microscope. CK7/8 and DAPI positive and CD45 negative
cells were designated as CTCs and enumerated.
www.impactjournals.com/oncotarget

Invasion assay
Invasion assay was performed with a 24-well transwell
plate (Corning). Three CTC samples, pure fibroblasts, one
H1650 lung cancer cell line were seeded at 1 × 105 cells in
100 µl medium in the upper units of 8-µm-pore transwells
coated with thin Matrigel. Fibroblast conditioned medium
was added to the bottom well. After 24 hr incubation at
12394
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370C, cells in the upper chamber were removed and invaded
cells on the lower surface of the porous membrane were
fixed with methanol and stained with crystal violet.

by Bioinformatics core facility at University of Michigan.
Called variants were filtered based on Fisher strand, allele
frequency, mean read depth and mapping quality. All filterd
variants were classified based on their position relative to
transcript. Following classification, any variant detected
in a gene not targeted by the gene panel and present in
1K Genomes data set at a frequency greater than 1% was
removed. Variants appeared in healthy controls and pure
fibroblasts were removed. All filtered variants were finally
validated by viewing in Genome Browser for accuracy.

RNA extraction
CTCs cultured in well plates and primary tumor tissue
samples as well as controls underwent RNA extraction
using the RNeasy Mini Kit (Qiagen). Subsequently, cDNA
was made from the extracted RNA using the High Capacity
cDNA Reverse Transcription Kit (Invitrogen).
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RNA samples isolated from primary tumor, CTCs,
positive and negative controls were first converted to
cDNA and then preamplified for marker genes of interest
using Cells to Ct Kit (Ambion, Life Technologies) with
some modification. Finally, preamplified cDNA samples
were analyzed for mRNA expression of CK8, CK18,
TTF1, EGFR, β-Catenin, CD45 (marker of WBCs) and
GAPDH and β-Actin (housekeeping gene) using TaqMan
probes and Gene expression kit (Applied Biosystems)
on ABI 7900HT instrument (Applied Biosystems). Data
were normalized to expression level of GAPDH or β-Actin
and reported as fold change in expression level among
different tested samples.

REFERENCES
1. Bednarz-Knoll N, Alix-Panabieres C, Pantel K. Plasticity of
disseminating cancer cells in patients with epithelial malignancies. Cancer Metastasis Rev. 2012.
2. Siegel R, Naishadham D, Jemal A. Cancer statistics, 2013.
CA Cancer J Clin. 2013; 63:11–30.

TP53 sequencing

3. Ries LAG YJ, Keel GE, Eisner MP, Lin YD, Horner M-J
(editor). SEER Survival Monograph: Cancer Survival
Among Adults: U.S. SEER Program, 1988–2001, Patient
and Tumor Characteristics. National Cancer Institute, SEER
Program, NIH Pub No 07-6215, Bethesda, MD, 2007.

cDNA from both primary tumors and corresponding
CTC samples was PCR amplified with TP53 primers
using Expand High Fidelity PCR System (Roche).
The primer sets used in this study that flanked
mutated TP53 fragments were as followings: TP53f1
5′ > 3′ GCTCCGGGGACACTTTGCGTTCG and TP53r1
5′ > 3′ GCAGCGCCTCACAACCTCCGTCAT, flanking bp
105 to 730 of TP53 gene (of NCBI ID NM_000546), and
TP53hsF 5′ > 3′ CCCCCTCCTGGCCCCTGTCATCTTC and
TP53hsR 5′ > 3′ TGTTGTTGGGCAGTGCTCGCTTAGTG,
which flank the mutation hot-spot region of TP53 at bp 465
to 1136. The PCR products were characterized with gel
electrophoresis and then purified using PCR Purification Kit
(Qiagen). The concentration of the purified PCR products
was measured and diluted for sequencing. Sequencing was
performed at the University of Michigan sequencing core
facility.

4. Tanaka F, Yoneda K, Kondo N, Hashimoto M, Takuwa T,
Matsumoto S, Okumura Y, Rahman S, Tsubota N,
Tsujimura T, Kuribayashi K, Fukuoka K, Nakano T,

Hasegawa S. Circulating Tumor Cell as a Diagnostic
Marker in Primary Lung Cancer. Clinical Cancer Research.
2009; 15:6980–6986.
5. Krebs MG, Sloane R, Priest L, Lancashire L, Hou JM,
Greystoke A, Ward TH, Ferraldeschi R, Hughes A,
Clack G, Ranson M, Dive C, Blackhall FH. Evaluation
and Prognostic Significance of Circulating Tumor Cells
in Patients With Non-Small-Cell Lung Cancer. Journal of
Clinical Oncology. 2011; 29:1556–1563.
6. Hou JM, Krebs MG, Lancashire L, Sloane R, Backen A,
Swain RK, Priest LJC, Greystoke A, Zhou C, Morris K,
Ward T, Blackhall FH, Dive C. Clinical Significance and
Molecular Characteristics of Circulating Tumor Cells and
Circulating Tumor Microemboli in Patients With SmallCell Lung Cancer. Journal of Clinical Oncology. 2012;
30:525–532.

Next-generation sequencing
RNA was extracted from CTCs and primary tumor and
made into cDNA. Genes of interest were PCR amplified and
sequenced using mixed primers from Qiagen comprehensive
cancer panel for 124 cancer-related genes. Sequencing was
performed with Illumina by core facility in University of
Michigan. Sequencing raw data was generated initially
by Qiagen online informatics platform and then analyzed
www.impactjournals.com/oncotarget

7. Hofman V, Ilie MI, Long E, Selva E, Bonnetaud C,
Molina T, Vénissac N, Mouroux J, Vielh P, Hofman P.
Detection of circulating tumor cells as a prognostic factor in
12395

Oncotarget

patients undergoing radical surgery for non-small-cell lung
carcinoma: comparison of the efficacy of the CellSearch
Assay™ and the isolation by size of epithelial tumor cell
method. International Journal of Cancer. 2011; 129:
1651–1660.

in self-assembled magnetic arrays. Proc Natl Acad Sci
U S A. 2010; 107:14524–14529.
17. Ozkumur E, Shah AM, Ciciliano JC, Emmink BL,
Miyamoto DT, Brachtel E, Yu M, Chen PI, M
 organ B,
Trautwein J, Kimura A, Sengupta S, Stott SL,

Karabacak NM, Barber TA, Walsh JR, et al. Inertial

focusing for tumor antigen-dependent and -independent
sorting of rare circulating tumor cells. Sci Transl Med.
2013; 5:179ra147.

8. Hofman V, Bonnetaud C, Ilie MI, Vielh P, Vignaud JM,
Flejou JF, Lantuejoul S, Piaton E, Mourad N, Butori C,
Selva E, Poudenx M, Sibon S, Kelhef S, Venissac N,
Jais JP, et al. Preoperative Circulating Tumor Cell D
 etection
Using the Isolation by Size of Epithelial Tumor Cell

Method for Patients with Lung Cancer Is a New Prognostic
Biomarker. Clinical Cancer Research. 2010; 17:827–835.

18. Talasaz AH, Powell AA, Huber DE, Berbee JG, Roh KH,
Yu W, Xiao W, Davis MM, Pease RF, Mindrinos MN,
Jeffrey SS, Davis RW. Isolating highly enriched

populations of circulating epithelial cells and other rare cells
from blood using a magnetic sweeper device. Proceedings
of the National Academy of Sciences. 2009; 106:
3970–3975.

9. Maheswaran S, Sequist LV, Nagrath S, Ulkus L,
Brannigan B, Collura CV, Inserra E, Diederichs S,

Iafrate AJ, Bell DW, Digumarthy S, Muzikansky A,
Irimia D, Settleman J, Tompkins RG, Lynch TJ, et al.
Detection of mutations in EGFR in circulating lung-cancer
cells. N Engl J Med. 2008; 359:366–377.

19. Moon H-S, Kwon K, Kim S-I, Han H, Sohn J, Lee S,
Jung H-I. Continuous separation of breast cancer cells
from blood samples using multi-orifice flow fractionation
(MOFF) and dielectrophoresis (DEP). Lab Chip. 2011;
11:1118.

10. Punnoose EA, Atwal S, Liu W, Raja R, Fine BM,
Hughes BGM, Hicks RJ, Hampton GM, Amler LC,
Pirzkall A, Lackner MR. Evaluation of Circulating Tumor
Cells and Circulating Tumor DNA in Non-Small Cell Lung
Cancer: Association with Clinical Endpoints in a Phase II
Clinical Trial of Pertuzumab and Erlotinib. Clinical Cancer
Research. 2012; 18:2391–2401.

20. Chen CL, Chen KC, Pan YC, Lee TP, Hsiung LC, Lin CM,
Chen CY, Lin CH, Chiang BL, Wo AM. Separation and
detection of rare cells in a microfluidic disk via negative
selection. Lab Chip. 2011; 11:474–483.

11. Alix-Panabieres C, Riethdorf S, Pantel K. Circulating
Tumor Cells and Bone Marrow Micrometastasis. Clinical
Cancer Research. 2008; 14:5013–5021.

21. Nagrath S, Sequist LV, Maheswaran S, Bell DW,
Irimia D, Ulkus L, Smith MR, Kwak EL, Digumarthy S,
Muzikansky A, Ryan P, Balis UJ, Tompkins RG,

Haber DA, Toner M. Isolation of rare circulating tumour
cells in cancer patients by microchip technology. Nature.
2007; 450:1235–1239.

12. Tanaka F, Yoneda K, Kondo N, Hashimoto M, Takuwa T,
Matsumoto S, Okumura Y, Rahman S, Tsubota N,
Tsujimura T, Kuribayashi K, Fukuoka K, Nakano T,

Hasegawa S. Circulating tumor cell as a diagnostic marker
in primary lung cancer. Clin Cancer Res. 2009; 15:
6980–6986.

22. Stott SL, Hsu CH, Tsukrov DI, Yu M, Miyamoto DT,
Waltman BA, Rothenberg SM, Shah AM, Smas ME,

Korir GK, Floyd FP Jr., Gilman AJ, Lord JB, Winokur D,
Springer S, Irimia D, et al. Isolation of circulating tumor
cells using a microvortex-generating herringbone-chip. Proc
Natl Acad Sci U S A. 2010; 107:18392–18397.

13. Riethdorf S, Fritsche H, Muller V, Rau T, Schindlbeck C,
Rack B, Janni W, Coith C, Beck K, Janicke F, Jackson S,
Gornet T, Cristofanilli M, Pantel K. Detection of circulating
tumor cells in peripheral blood of patients with metastatic
breast cancer: a validation study of the CellSearch system.
Clin Cancer Res. 2007; 13:920–928.

23. Stott SL, Lee RJ, Nagrath S, Yu M, Miyamoto DT, Ulkus L,
Inserra EJ, Ulman M, Springer S, Nakamura Z, Moore AL,
Tsukrov DI, Kempner ME, Dahl DM, Wu CL, Iafrate AJ,
et al. Isolation and characterization of circulating tumor
cells from patients with localized and metastatic prostate
cancer. Sci Transl Med. 2010; 2:25ra23.

14. De Giorgi V, Pinzani P, Salvianti F, Panelos J, P
 aglierani M,
Janowska A, Grazzini M, Wechsler J, Orlando C,
Santucci M, Lotti T, Pazzagli M, Massi D. Application of a
filtration- and isolation-by-size technique for the detection
of circulating tumor cells in cutaneous melanoma. J Invest
Dermatol. 2010; 130:2440–2447.

24. Hou HW, Warkiani ME, Khoo BL, Li ZR, Soo RA,
Tan DS-W, Lim W-T, Han J, Bhagat AAS, Lim CT.
Isolation and retrieval of circulating tumor cells using
centrifugal forces. Scientific Reports. 2013; 3.

15. Zheng S, Lin H, Liu JQ, Balic M, Datar R, Cote RJ,
Tai YC. Membrane microfilter device for selective capture,
electrolysis and genomic analysis of human circulating
tumor cells. J Chromatogr A. 2007; 1162:154–161.

25. Yu M, Stott S, Toner M, Maheswaran S, Haber DA.
Circulating tumor cells: approaches to isolation and

characterization. J Cell Biol. 2011; 192:373–382.

16. Saliba AE, Saias L, Psychari E, Minc N, Simon D,
Bidard FC, Mathiot C, Pierga JY, Fraisier V, S
 alamero J,
Saada V, Farace F, Vielh P, Malaquin L, Viovy JL.
Microfluidic sorting and multimodal typing of cancer cells

www.impactjournals.com/oncotarget

26. Kang JH, Krause S, Tobin H, Mammoto A,
Kanapathipillai M, Ingber DE. A combined micromagneticmicrofluidic device for rapid capture and culture of rare
circulating tumor cells. Lab Chip. 2012; 12:2175–2181.

12396

Oncotarget

27. Zhang L, Ridgway LD, Wetzel MD, Ngo J, Yin W,
Kumar D, Goodman JC, Groves MD, Marchetti D. The
identification and characterization of breast cancer CTCs
competent for brain metastasis. Sci Transl Med. 2013;
5:180ra148.

35. Fidler IJ. The pathogenesis of cancer metastasis: the ‘seed
and soil’ hypothesis revisited. Nat Rev Cancer. 2003;
3:453–458.

28. Yu M, Bardia A, Aceto N, Bersani F, Madden MW,
Donaldson MC, Desai R, Zhu H, Comaills V, Zheng Z,
Wittner BS, Stojanov P, Brachtel E, Sgroi D, Kapur R,
Shioda T, et al. Cancer therapy. Ex vivo culture of

circulating breast tumor cells for individualized testing of
drug susceptibility. Science. 2014; 345:216–220.

37. Comprehensive molecular profiling of lung adenocarcinoma.
Nature. 2014; 511:543–550.

36. Comprehensive genomic characterization of squamous cell
lung cancers. Nature. 2012; 489:519–525.

38. Mogi A, Kuwano H. TP53 mutations in nonsmall cell lung
cancer. J Biomed Biotechnol. 2011; 2011:583929.
39. Pantel K, Brakenhoff RH, Brt B. Detection, clinical
relevance and specific biological properties of disseminating
tumour cells. Nat Rev Cancer. 2008; 8:329–340.

29. Dharmasiri U, Njoroge SK, Witek MA, Adebiyi MG,
Kamande JW, Hupert ML, Barany F, Soper SA.

High-throughput selection, enumeration, electrokinetic
manipulation, and molecular profiling of low-abundance
circulating tumor cells using a microfluidic system. Anal
Chem. 2011; 83:2301–2309.

40. Sieuwerts AM, Kraan J, Bolt J, van der Spoel P, Elstrodt F,
Schutte M, Martens JW, Gratama JW, S
leijfer S,
Foekens JA. Anti-epithelial cell adhesion molecule

antibodies and the detection of circulating normal-like
breast tumor cells. Journal of the National Cancer Institute.
2009; 101:61–66.

30. Gleghorn JP, Pratt ED, Denning D, Liu H, Bander NH,
Tagawa ST, Nanus DM, Giannakakou PA, Kirby BJ.
Capture of circulating tumor cells from whole blood of
prostate cancer patients using geometrically enhanced
differential immunocapture (GEDI) and a prostate-specific
antibody. Lab Chip. 2010; 10:27–29.

41. Zhao W, Cui CH, Bose S, Guo D, Shen C, Wong WP,
Halvorsen K, Farokhzad OC, Teo GSL, Phillips JA,
Dorfman DM, Karnik R, Karp JM. Bioinspired multivalent
DNA network for capture and release of cells. Proceedings of
the National Academy of Sciences. 2012; 109:19626–19631.

31. Yoon HJ, Kim TH, Zhang Z, Azizi E, Pham TM, Paoletti C,
Lin J, Ramnath N, Wicha MS, Hayes DF, Simeone DM,
Nagrath S. Sensitive capture of circulating tumour
cells by functionalized graphene oxide nanosheets. Nat
Nanotechnol. 2013; 8:735–741.

42. Shah AM, Yu M, Nakamura Z, Ciciliano J, Ulman M,
Kotz K, Stott SL, Maheswaran S, Haber DA, Toner M.
Biopolymer System for Cell Recovery from Microfluidic
Cell Capture Devices. Anal Chem. 2012; 84:3682–3688.
43. El-Ali J, Sorger PK, Jensen KF. Cells on chips. Nature.
2006; 442:403–411.

32. Yamaguchi T, Yanagisawa K, Sugiyama R, Hosono Y,
Shimada Y, Arima C, Kato S, Tomida S, Suzuki M,

Osada H, Takahashi T. NKX2-1/TITF1/TTF-1-Induced
ROR1 is required to sustain EGFR survival signaling in
lung adenocarcinoma. Cancer Cell. 2012; 21:348–361.

44. Gerlinger M, Rowan AJ, Horswell S, Larkin J,
Endesfelder D, Gronroos E, Martinez P, Matthews N,
Stewart A, Tarpey P, Varela I, Phillimore B, Begum S,
McDonald NQ, Butler A, Jones D, et al. Intratumor
heterogeneity and branched evolution revealed by

multiregion sequencing. N Engl J Med. 2012; 366:883–892.

33. Bethune G, Bethune D, Ridgway N, Xu Z. Epidermal
growth factor receptor (EGFR) in lung cancer: an overview
and update. J Thorac Dis. 2010; 2:48–51.

45. Sung KE, Yang N, Pehlke C, Keely PJ, Eliceiri KW,
Friedl A, Beebe DJ. Transition to invasion in breast
cancer: a microfluidic in vitro model enables examination
of spatial and temporal effects. Integr Biol (Camb). 2011;
3:439–450.

34. You L, He B, Xu Z, Uematsu K, Mazieres J, Mikami I,
Reguart N, Moody TW, Kitajewski J, McCormick F,
Jablons DM. Inhibition of Wnt-2-mediated signaling
induces programmed cell death in non-small-cell lung

cancer cells. Oncogene. 2004; 23:6170–6174.

www.impactjournals.com/oncotarget

12397

Oncotarget

