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ABSTRACT
Individual and small clusters of cancer cells may detach from the edges of a
main tumor and invade vessels, which can act as the origin of metastasis; however,
the mechanism for this phenomenon is not well understood. Using cancer tissueoriginated spheroids, we studied whether disturbing the 3D architecture of cancer
spheroids can provoke the reformation process and progression of malignancy. We
developed a mechanical disruption method to achieve homogenous disruption of the
spheroids while maintaining cell–cell contact. After the disruption, 9 spheroid lines
from 9 patient samples reformed within a few hours, and 3 of the 9 lines exhibited
accelerated spheroid growth. Marker expression, spheroid forming capacity, and
tumorigenesis indicated that stemness increased after spheroid disruption. In
addition, the spheroid forming capacity increased in 6 of 11 spheroid lines. The
disruption signature determined by gene expression profiling supported the incidence
of remodeling and predicted the prognosis of patients with colorectal cancer.
Furthermore, WNT and HER3 signaling were increased in the reformed spheroids,
and suppression of these signaling pathways attenuated the increased proliferation
and stemness after the disruption. Overall, the disruption and subsequent reformation
of cancer spheroids promoted malignancy-related phenotypes through the activation
of the WNT and ERBB pathways.
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INTRODUCTION

and occasional mechanical disruption is necessary for
culture maintenance [4]. In this study, we investigated
the mechanisms underlying the proliferation and stemlike properties of CRC CTOSs after disruption and
reformation.

Metastasis can originate from single cells, which
can then invade into the circulatory systems through an
epithelial–mesenchymal transition and form metastatic
foci through a mesenchymal–epithelial transition in the
distant organs [1]. On the other hand, it is also highly
possible that cell clusters are the origin of metastasis, since
cancer cell clusters inside microvessels are diagnosed
as microvessel invasion during histopathological
examinations, and a high risk of metastasis has been
reported when circulating tumor cell clusters are
detected in the blood [2]. The cell clusters can originate
from fragments directly detached from the main tumor
that had invaded into microvessels by collective cell
migration [3]. However, consequences of disrupting the
3D structures of cancer have not been well studied due
to the lack of experimental models. Conventional 2D
cultures of established cell lines, which mostly have
poorly differentiated characteristics, do not allow for the
study of the 3D architecture of patient tumors.
We recently developed a method for the preparation
and culture of primary cancer cells from various types
of cancer [4–7]. The cancer tissue-originated spheroid
(CTOS) preparation method is based on the principle
that cell–cell contact must be maintained throughout the
preparation and culture of the cancer cell clusters. CTOSs
comprise only of cancer cells and are quite stable as
long as the cell–cell contact is maintained. Furthermore,
apico-basal polarity is preserved in CTOSs derived from
differentiated adenocarcinoma of the colon [4]. Thus,
CTOSs provide a model system for studying the 3D
characteristics of cancer in vitro.
Stepwise accumulation of somatic alterations of
genes can lead to colorectal cancer (CRC) [8]. The initial
and critical event is the inactivation of the adenomatous
polyposis coli (APC) tumor suppressor gene or activation
of the ß-catenin oncogene (CTNNB1) [9]. APC is a
negative regulator of WNT signaling, and mutational
inactivation leads to the accumulation of ß-catenin in the
nucleus and subsequent transcriptional activation of WNT
target genes [10]. Although these findings imply that the
WNT pathway plays critical roles in CRC, only a subset
of cells in patient CRC samples show the accumulation of
nuclear ß-catenin, even in CRCs with APC or CTNNB1
mutations [11]. Some reports attribute this paradox to
myofibroblast-secreted factors [12] or the activation
status of the Ras/MAPK pathway [13]. However, the
mechanisms underlying the substantial heterogeneity of
nuclear ß-catenin accumulation in CRC tissues are not
completely understood.
We reported previously that CTOS formation is a
dynamic process [4]. CTOSs from CRC are spheroidal
with smooth surfaces, and they are formed rapidly from
fragments of cancer cell clusters within several hours
[4]. Furthermore, CTOSs can be passaged in vitro,
www.oncotarget.com

RESULTS
Disruption and reformation promote C45
CTOS growth
To study the nature of cancer tissue fragments,
which models the cell clusters that detached from the
larger part of the tumor, we first optimized the CTOS
mechanical disruption protocol so that the 3D architecture
could be disrupted in a reproducible manner while cell–
cell contact was maintained. We used C45, one of the
CTOS lines, for the optimization experiments (Figure 1A).
We passed CTOSs through a 27-gauge needle to disrupt
them using shearing forces. With the optimized protocol
(6 passages through the needle), CTOSs were disrupted
into a sheet-like structure immediately after shearing
(Figure 1B), and their smooth spheroidal shapes reformed
within a few hours (Figure 1C), which was consistent
with our previous observations [4]. Rapid reformation
was commonly observed within several hours in CTOSs
prepared from different patient CRC samples (Figure
1C). CTOSs that were undisrupted for more than a week
and 24 h after disruption with similar sizes and shapes
were morphologically indistinguishable from each other
(Figure 1D, ND and D, respectively). The ATP levels,
which reflect the number of metabolically active cells,
were comparable between non-disrupted and disrupted
C45 CTOSs with similar sizes (Figure 1E).
Next, to evaluate the effect of disruption on the
cancer cells, we investigated the growth of CTOSs after
mechanical disruption. Three of 9 CTOSs that were
derived from different patient tumors, including C45
CTOSs, showed significantly increased growth rates after
disruption (Figure 2A). The three CTOSs (C45, C86,
and C111) that showed growth increases were all from
patients with stage IV cancers. Neither of the two CRC
cell lines that we tested showed changes in their growth
rates after disruption under 3D culture conditions. The
increase in growth after disruption was not related to the
KRAS status (Figure 2A) or basal growth rate (Figure 2B).
The differences in size were significant by day 2, and
disrupted CTOSs had approximately doubled in size after
7 days when compared with non-disrupted CTOSs (Figure
2C). At 24 h after disruption, nuclear PCNA and Ki67
positivity (Figure 2D, 2E) as well as BrdU incorporation
(Figure 2F) had increased significantly. CRC cells that
were completely dissociated into single cells underwent
robust apoptosis [4] (Figure 2G). This is compatible with
our previous finding that approximately 50% of the single
cells after 6 hours of dissociation from CTOSs undergo
15969
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Figure 1: Reformation of cancer tissue-originated spheroid (CTOS) after mechanical disruption. (A) Phase contrast

images of C45 CTOSs before and after mechanical disruption. Scale bar, 500 μm. Representative images from more than 3 experiments are
shown. (B) Optimization for the mechanical disruption of CTOSs. Phase contrast images show C45 CTOSs immediately after mechanical
disruption with a 27G needle. The number of strokes (i.e. the number of passages through the needle) is indicated under the panels on
the right. Scale bar, 100μm. Representative images from more than 3 experiments. (C) Phase contrast images show the time course of
reformation of various CTOS lines. The time after disruption is indicated above the photos. Scale bar, 100 μm. Representative images from
24 CTOSs for each CTOS line. (D) Phase contrast images show the representative 4 CTOSs of C45 used in the disruption/reformation
experiments. Twenty-four hours after disruption, the disrupted and non-disrupted CTOSs appeared to be identical. Scale bar, 50 μm. ND,
non-disrupted; D, disrupted. (E) Intracellular ATP levels of the C45 CTOSs after 24 hours of disruption, approximately 100 μm in diameter,
selected for non-disrupted (n = 13) and disrupted (n = 16) CTOSs. P value (unpaired t-test) is indicated.
www.oncotarget.com
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Figure 2: Disruption and reformation promote C45 CTOS growth. (A) Growth of various CTOSs derived from patient tumors

and spheroids from two cell lines. The clinical stage is indicated. The superscript ‘K’ indicates a KRAS mutant (also see Figure 3B). The
ATP value on day 7 was adjusted by the area of each CTOS on day 0. The values relative to the average values of non-disrupted CTOSs
are shown for each CTOS. A value of 1 is indicated by the green dotted line. Each bar represents an average. P values are indicated. N =
12 (CB3), 24 (C48), 12 (C166), 24 (C97), 24 (C132), 24 (C45), 24 (C75), 23 (C86), 24 (C111), 12 (HCT116), 23 (HT29). (B) The growth
of various non-disrupted CTOSs and spheroids from two cell lines used in Figure 2A. The growth rate was determined as the spheroid area
on day 7 divided by the area on day 0. (C) Time course of the growth of disrupted C45 CTOS (n = 47) versus non-disrupted CTOS (n=43).
The graph shows the CTOS area at each time point relative to the area on day 0. Each dot (non-disrupted (ND), blue; disrupted (D), red)
represents one CTOS. Each bar represents the average. ***P<0.0001. (D) Representative images of immunofluorescence staining of Ki67
or PCNA. (E) The percentage of positive cells stained with Ki67 or PCNA in disrupted (n = 13) and non-disrupted (n = 19) CTOSs. Each
bar represents the average. ***P<0.0001. Results are representative from 3 independent experiments. (F) Changes in BrdU incorporation
assessed by flow cytometry of CTOSs after disruption are shown as the averages and standard deviations of four experiments. Means ±
SEM are shown. P value (unpaired t-test) is indicated. Results are representative from 3 independent experiments. (G) Western blotting
with the indicated antibodies demonstrates that apoptosis occurred in dissociated CTOS cells after C45 CTOS disruption. The time points
are indicated above the panels. Cl-caspase 3, cleaved caspase 3. For dissociation, the CTOSs were dispersed into single cells using trypsin
treatment. Results are representative from 3 independent experiments.
www.oncotarget.com
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anoikis, a distinct type of apoptosis induced by the loss
of E-cadherin mediated cell-cell interactions [4]. Notably,
apoptosis was not observed in the disrupted CTOSs or
in the non-disrupted CTOSs (Figure 2G). These results
indicate that the disruption of cancer cell cluster stimulates
proliferation in a subset of CRC CTOSs.

(Figure 4A, Group A to E). The genes in Group A were
upregulated in patients with a poorer prognosis (Cluster
B) and downregulated in patients with a better prognosis
(Cluster A) (Figure 4A). In addition, when Cluster A
was subdivided into Cluster A1, A2 and A3 based on
the dendrogram under original Cluster A, Cluster A1
had higher expression of Group A genes than Cluster
A2 and A3 (Supplementary Figure 1A). Cluster A1
and B, both of which have high expression of Group
A genes, had no significant difference in prognosis
(Supplementary Figure 1B, P=0.267), while A3 had
significantly better survival (Supplementary Figure 1B,
P=0.014). Cluster A2 tended to have better survival
than Cluster B, although without statistical significance
(Supplementary Figure 1B, P=0.067). We called these
85 genes the “disruption signature” (Supplementary
Table 1). Gene ontology (GO) analysis of the disruption
signature genes showed an enrichment of proliferation
and development gene sets (Figure 4C). The disruption
signature contained the inflammation-related gene IL8,
the epithelial–mesenchymal transition (EMT) genes ZEB1
and VIM, and the protease genes PLAU and MMP1.
The alteration of these genes in disrupted CTOSs was
confirmed by quantitative RT-PCR for IL8, ZEB1, and
MMP1 (Figure 4D). To confirm the correlation between
this disruption signature and CRC prognosis, we next
applied the disruption signature to another CRC dataset
with information on the clinical outcome (GSE17537).
Cluster analysis in the new dataset showed that the
disruption signature divided patients into two groups
with a statistically significant difference both in disease
free survival and overall survival; patients with tumors
expressing higher levels of the disruption signature genes
had a worse prognosis (Supplementary Figures 2, 3 and
Figure 4E).

Disruption and reformation promote stemness
in CTOSs
To examine whether the disruption of CTOSs have
another effect on the malignancy of CRC cells other than
proliferation, we next evaluated the cancer stem-like
characteristics of disrupted CTOSs. The number of cells
expressing pan-CD44, CD44v9, CD133, and CD24, all
of which were reported to be markers of cancer stem-like
cells in CRC [14–16], increased after disruption of C45
CTOSs (Figure 3A). The sphere-forming capacity from
single cells is one of the hallmarks of stemness [14], which
reflects the capacity of self-renewal, proliferation and
resistance to anoikis [17–19]. The sphere-forming capacity
was increased in 6 out of 9 CTOSs, including C45, after
the disruption, whereas the sphere-forming capacity was
unchanged in two cell lines (Figure 3B). Notably, 4 out of
4 CTOSs from stage IV had increased spheroid-forming
capacity.
Tumorigenicity in immunodeficient mice is another
hallmark of stemness in cancer cells [20]. Subcutaneous
injection of disrupted C45 CTOSs into nude mice was
more efficient than non-disrupted CTOSs in generating
tumors (Figure 3C). When disrupted CTOSs were
injected into the spleens of nude mice, the number of liver
metastases increased when compared with non-disrupted
CTOSs (Figure 3D). These results suggest that disruption
and reformation of the CTOSs promote stemness.

Changes in gene expression during CTOS
disruption/reformation correlate with prognosis
of patients with CRC

Activation of WNT signaling is critical in the
disruption/reformation process
We next investigated WNT signaling since WNT
signaling regulates multiple processes of development, and
that the GO analysis revealed genes related to development
were enriched in the disruption signature (Figure 4C).
The TCF/LEF promoter reporter activity increased at 24
h in C45 CTOSs after a transient decrease immediately
after disruption (Figure 5A), which suggested that WNT
signaling was activated. We observed an increase in the
nuclear localization of β-catenin 24 h after disruption of
C45 CTOSs (Figure 5B). To evaluate the consequences of
upregulated WNT signaling, we analyzed the microarray
data of 6 and 24 hours after disruption. A list of 31 known
WNT target genes in colorectal cancer was extracted from
the report by Nusse et al. on their web site (Supplementary
Table 2, https://web.stanford.edu/group/nusselab/cgi-bin/
wnt/target_genes (last update: June 2017). Fifteen of
these target genes exhibited >1.5-fold increase at either

Since both proliferation and cancer stem-like cell
properties are responsible for malignant feature of CRCs,
we investigated whether the characteristics of disrupted
CTOSs were linked to poorer prognosis of CRCs using
a bioinformatics approach. Transcriptome profiling was
performed on non-disrupted and disrupted C45 CTOSs
at 6 and 24 h after disruption. A total of 655 genes were
upregulated and 516 were downregulated at both 6 and
24 h after disruption. We defined the 655 upregulated
genes as the “disruption/reformation-related gene set.”
Next, we applied this gene set to a cluster analysis on
a human CRC array dataset (GSE17536). Clustering
showed two distinctive classes of patients with CRC
(Figure 4A, Cluster A and B) with significantly different
prognoses (Figure 4B). Meanwhile, the disruption/
reformation-related genes were clustered into 5 groups
www.oncotarget.com
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Figure 3: Disruption and reformation promote stemness in CTOSs. (A) FACS analysis using antibodies for the indicated

markers. Green line, isotype control; blue line, non-disrupted C45 CTOSs; red line, disrupted C45 CTOSs. The percentage of cells in
the indicated gates is shown. Results are representative from 4 independent experiments. (B) The spheroid-forming capacity of single
cells from various CTOSs derived from patient tumors and spheroids from two cell lines. The values shown are relative to non-disrupted
CTOSs. A value of 1 is indicated by the green dotted line. Means ± SEM are shown. P values are indicated. N = CB3, 20; C48, 6; C166, 3;
C97, 4; C132, 6; C45, 24; C75, 3; C86, 3; C111, 6; HCT116, 24; HT29, 24. (C) Kaplan-Meier analysis of tumor formation after the C45
CTOSs were injected subcutaneously. The number of CTOSs injected (50 or 10) is indicated above the graphs. ND, non-disrupted, n = 10;
D, disrupted, n = 10; P values of log-rank test are indicated. Tumor formation was judged by palpation. Results are from 2 independent
experiments. (D) The number of liver metastases 28 days after the C45 CTOSs were injected into the mouse spleens. Means ± SEM are
shown. N = 9, P value (unpaired t-test) is indicated.
www.oncotarget.com
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Figure 4: Changes in gene expression during the disruption/reformation process in C45 CTOSs. (A) Clustering analysis of

microarray data using the disruption/reformation-related gene set, which comprised of genes that were upregulated 6 and 24 h after CTOS
disruption. The data set is from GSE17536, and a heat map of the cluster analysis is shown. The spots classified into cluster B are bordered
by a red line, while those classified into group A are bordered by a green line. (B) Kaplan-Meier analysis of the patient’s overall survival
(GSE17536) according to cluster (Figure 4A). P = 0.0053 (log-rank test). (C) The top twenty gene ontology (GO) terms associated with the
disruption signature (85 genes); the lowest P values are shown, and the GO terms are ranked by P value. The categories of the terms are
indicated by color. The line is the log10 of the P value. The bars show the number of genes that were common to both the GO term’s gene
set and the disruption signature. Abbreviations are Reg., regulation; Proc., process; Neg., negative; Dev., development; Resp., response.
(D) Time course of gene expression in C45 CTOS before (Pre) and after disruption at the indicated time points as determined using real
time PCR analysis. Error bars indicate SEM. P <0.0001 (one-way ANOVA) in all of the gene expression. (E) Kaplan-Meier analysis of the
patient’s overall survival (GSE17537) according to signature group. P = 0.0010 (log-rank test).
www.oncotarget.com
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time-point, while only 3 were suppressed at both timepoint (Supplementary Figure 4, Supplementary Table 2).
The expressions of WNT target genes, MMP7 and LGR5,
were upregulated 48 h after disruption of C45 CTOSs; the
upregulation was suppressed by treatment with XAV939, a
tankyrase inhibitor that inhibits the WNT pathway (Figure
5C). LGR5 expression transiently decreased immediately
after disruption and increased at 48 h. MMP7 expression

increased 48 h after disruption in 5 out of 8 additional
CTOSs (Figure 5D). Thus 6 out of 9 (67%) cases including
C45 showed increased MMP7 expression after disruption,
and 4 of those 6 CTOSs had increased spheroid-forming
capacity.
Next we assessed the functional role of WNT
signaling in the disruption/reformation process using
WNT pathway inhibitors. XAV939, a tankyrase inhibitor,

Figure 5: Activation of WNT signaling in the disruption/reformation process. (A) Time course analysis of TCF/LEF promoter

activity in C45 CTOSs expressing the TOPFlash vector. Error bars indicate SEM. P < 0.0001 (one-way ANOVA). *Significance according
to Tukey’s multiple comparison test. Results are representative from 5 independent experiments. (B) Immunohistochemistry of β-catenin
in C45 CTOS. ND, non-disrupted, D, disrupted. Scale bar, 10 μm. Images are representative from more than 10 CTOSs of 3 independent
experiments. (C) Real-time PCR analysis of MMP7 gene expression. C45 CTOSs were treated with DMSO or with 1 μM XAV939. Error
bars indicate SEM. P<0.0001 for DMSO group, and P = 0.00005 for XAV group (one-way ANOVA). P values of unpaired t-test for DMSO
and XAV treated CTOSs are shown. (D) Real-time PCR analysis of MMP7 gene expression 48 h after disruption in CTOSs derived from
patient-derived tumors and in spheroids from two cell lines. Error bars indicate SEM. P values for pre- and 4 h after disruption in each
CTOS and cell line are indicated. (E) The relative growth of C45 CTOSs 7 days after disruption. Disrupted CTOSs were untreated (n =
23) or treated (n = 24) with 1 μM XAV939. Non-disrupted CTOSs. P = 0.0002 (one-way ANOVA). *Significance according to Tukey’s
multiple comparison test. Results are from 3 independent experiments. (F) The relative number of spheroids formed from single C45 CTOS
cells. Disrupted CTOSs were untreated or treated with 1 μM XAV939. Means ± SEM are shown. N = 3. P = 0.0003 (one-way ANOVA).
*
Significance according to Tukey’s multiple comparison test. Results are representative from 3 independent experiments.
www.oncotarget.com
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suppressed the increases in growth and the capacity to
form spheroids after disruption of C45 and C111 CTOSs
(Figure 5E, 5F, Supplementary Figure 5). Pyrvinium,
a casein kinase activator, also suppressed the spheroid
formation and the growth of C45 CTOS (Supplementary
Figure 6). Taken together, these findings indicated that
the activation of the WNT pathway after mechanical
disruption of CTOSs plays functional roles in both the
growth and stemness in CTOSs.

the surrounding non-epithelial cells [24–26], cancer cells
are much less dependent on neighboring non-epithelial
cells due to cancer cell autocrine/paracrine secretion or
cell-autonomous activation of signal pathways. Several
recent studies have shown that stemness can be induced
in cancer cells [27, 28], and it has even been suggested
that differentiated normal epithelial cells become stem
cells after injury [29]. The recruitment of stem cells or
progenitors is a critical step in wound repair of epithelial
cells, and the induction of stemness during the disruption/
reformation of CTOS is also related to the repair of normal
epithelium.
In addition to fragmentation from the main tumor
in the lesions of microvessels, disruption/reformation
might also occur to various extents in patient tumors. We
demonstrated here that the signature of gene expression
after disruption was linked to CRC with poor prognosis,
indicating that the in vitro findings in this study were
not simply an artificial hallmark of the culture system.
CRC often shows the infiltration of inflammatory cells,
and chronic inflammation has been linked with the
development of cancer [30, 31]. This might be due in part
to the enhanced production of reactive oxygen species via
the infiltrating immune cells [32, 33]. Exposure to such a
destructive microenvironment results in a cycle of tissue
damage and regeneration, and this could be similar to the
disruption/reformation observed in CTOSs. Inflammatory
cytokines, which promote malignancy [31, 34], were
upregulated after mechanical disruption of CTOSs. On
the other hand, when the cancer cells were not eradicated
by therapeutic treatments such as chemo- or radiotherapy,
loss of cell–cell contact due to death of neighboring cells
may have effects similar to the effects of CTOS disruption.
Tumor hypoxia due to anti-angiogenesis therapy can
also disrupt 3D structures. Accordingly, the disruption/
reformation process might be one cause of the therapyinduced malignant conversion of the tumor [35, 36]. The
processes of disruption and subsequent reformation may
be a cause, but not a mere consequence, of malignant
progression.
Changes in oxygen levels after disruption of CTOSs
might be a mechanism of subsequent events. Indeed, as
we reported previously, a core region greater than 200 μm
in diameter in the CTOSs can be hypoxic [4], resulting
in decreases in growth [37]. To eliminate the possible
effects of changes in oxygen levels inside the CTOSs,
we selected smaller CTOSs (< 200 μm in diameter). The
microarray data revealed that there were only minimal
changes in the expression of hypoxia-inducible genes such
as CA9 and GLUT1. In addition, the proliferation of cells
on the surfaces of CTOSs, which are supposed to be well
oxygenated, was lower in non-disrupted than in disrupted
CTOSs. Thus, changes in oxygen levels are unlikely to
be the sole cause of the events that occur after disruption.
WNT signaling was activated after CTOS
disruption, and inhibition of WNT signaling decreased
CTOS growth and spheroid formation after disruption. The

Activation of ERBB signaling is critical in the
disruption/reformation process in C45 CTOS
ERBB family signaling, especially through EGFR
[21], HER2 [22], and HER3 [23], plays important roles
in CRC. In addition, we previously reported that AKT
activation downstream of HER3 plays important roles
in the growth of CTOSs in lung and urothelial cancers
[5, 6]. While disruption of CTOS did not affect AKT
phosphorylation in the absence of any growth factors
in the medium, supplementation with heregulin (HRG),
a HER3 ligand, after disruption immediately increased
phosphorylation of AKT (Figure 6A, 6B, 6C). Other
ligands, including EGF, bFGF, IGF-1, and HGF, did not
increase AKT phosphorylation in disrupted CTOS (Figure
6C). When stimulated with HRG, the growth of both nondisrupted and disrupted CTOS increased, while EGF had
no significant effect (Figure 6D). As for the spheroidforming capacity, HRG significantly increased the number
of spheroids in disrupted CTOS but not in non-disrupted
CTOS, while EGF had no significant effect (Figure 6E).
K122, a neutralizing antibody of HER3, suppressed
the increase of HER3 and AKT phosphorylations after
CTOS disruption (Figure 6F). When treated with K122,
increased CTOS growth after disruption was suppressed
(Figure 6G). Cetuximab, an EGFR antibody, had no effect.
Trastuzumab, a HER2 antibody, as well as lapatinib,
a dual inhibitor of EGFR and HER2 kinase, attenuated
the increase in growth, although this was not statistically
significant (Figure 6G). K122, as well as cetuximab and
lapatinib, suppressed the increase in the spheroid-forming
capacity, while trastsuzumab had no effect (Figure 6H).
Cetuximab increased the spheroid-forming capacity in
non-disrupted CTOSs, but the underlying mechanism
was not clear. Thus, ERBB signaling, especially HER3
signaling, is involved in C45 CTOS reformation and
subsequent stimulation of growth and stemness after
disruption.

DISCUSSION
Most CRCs are differentiated adenocarcinomas in
which tubular differentiation and glandular structures are
maintained to some extent. Accordingly, it is not surprising
that CRC cells retain the repair system found in normal
intestinal epithelium. Although the repair of normal
intestinal epithelium requires factors that are secreted by
www.oncotarget.com
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Figure 6: Activation of ERBB signaling is critical to the disruption/reformation process of C45 CTOSs. (A) Western

blotting of HER3/AKT signaling using the indicated antibodies at the indicated times. CTOSs were starved for 48 h and then disrupted either
in the presence or absence of growth factors. Samples were collected before (pre) and after disruption. ND, non-disrupted; D, disrupted;
HRG, 10 ng/ml heregulin β1; none, no growth factor added. Results are representative from 3 independent experiments. (B) Representative
images of samples analyzed in (A) stained with the pAKT antibody from 2 independent experiments. (C) Western blotting showing the
effect of various growth factors on AKT activation 15 min after CTOS disruption. CTOSs were starved for 48 h and then growth factors
were added 24 h before disruption. Dose and antibodies are indicated. HRG, heregulin β1; EGF, epidermal growth factor; FGF, basic
fibroblast growth factor; IGF, long-insulin growth factor-1; HGF, hepatocyte growth factor. Results are representative from 2 independent
experiments. (D) Relative growth of C45 CTOSs. Disrupted CTOSs were treated with the indicated growth factors, 10 ng/ml. P < 0.001
(one-way ANOVA). *Significance according to Tukey’s multiple comparison test. ND: n = none, 22; HRG, 24; EGF, 24. D: n = none, 23;
HRG, 24; EGF, 23. Results are from 3 independent experiments. (E) The number of spheroids derived from single cells is shown as the
value relative to non-disrupted CTOSs. Disrupted CTOSs were treated with the indicated growth factors, 10 ng/ml. P = 0.0019 (one-way
ANOVA). N = 3. *Significance according to Tukey’s multiple comparison test. Results are representative from 3 independent experiments.
(F) Western blotting showing the effect of K122, a HER3 antibody, on intracellular signaling of C45 CTOSs cultured in StemPro medium.
The antibodies and times relative to disruption are indicated. Results are representative from 3 independent experiments. (G) Relative
growth of C45 CTOSs treated with the indicated antibodies or with lapatinib, 500 nM. Cmab, cetuximab; Tmab, trastuzumab, 10 μg/ml.
N = 3. P < 0.0001 (one-way ANOVA). *Significance according to Tukey’s multiple comparison test. ND: n = none, 24; Cmab, 12; Tmab,
12; K122, 12; Lapatinib, 12. D: n=none, 24; Cmab, 22; Tmab, 24; K122, 24; Lapatinib, 22. Results are from 5 independent experiments.
(H) The relative number of spheroids derived from single C45 cells treated with the indicated antibodies, 10 ng/ml or with lapatinib. 500
nM. N = 3. P < 0.0001 (one-way ANOVA). *Significance according to Tukey’s multiple comparison test. Results are representative from
5 independent experiments.
www.oncotarget.com
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mechanism that leads to the activation of WNT signaling
in the disruption/reformation CTOS model is not yet
clear. WNT2B, a canonical activator of WNT signaling,
was markedly upregulated according to the microarray
data, although WNT inhibitors such as SFRP1 and DKK1
were also upregulated. This reflects the complexity of the
WNT signaling pathway response to CTOS disruption
and reformation. Loss of cell–cell contact after disrupting
CTOSs can also trigger β-catenin translocation to the
nucleus [38].
Here, we showed that the HRG-HER3-AKT axis
is involved in the disruption/reformation process of a
CRC CTOS line. Specifically, HRG treatment increased
growth and stemness, and HER3 inhibition suppressed
both growth and stemness in C45 CTOSs (Figure 7).
The breakdown of ligand–receptor segregation is one
possible mechanism for HER3 activation after mechanical
injury to the epithelium [39]. The importance of HER3
in CRC progression was demonstrated previously by
clinicopathological analyses [40, 41] as well as by
experiments using conventional 2D culture of CRC cell
lines [40]. This study posits that HER3 plays another role
in CRC malignancy in the context of 3D conformation, at
least in some of the cases.

CTOSs were filtered, CTOSs >100 μm in diameter were
collected, and the CTOS suspension was then divided
into two groups. In the disrupted group, the CTOS were
disrupted by needle shearing. In the non-disrupted group,
CTOSs were cultured without disruption.

Cell line experiments
HCT116 and HT29 cells were obtained from
American Type Culture Collection (ATCC). Spheroids
were generated from the cell lines by suspending the
cells in StemPro-FCeM (Nissan Chemical Industries,
Tokyo, Japan) to avoid spheroid fusion, and then culturing
them in suspension for about 10 days. The cultures were
filtered through a 100 μm filter, and spheroids >100 μm
in diameter were collected. The spheroids were disrupted
by 20 strokes through a 27-gauge needle for HT29 or 4
strokes for HCT116 and then cultured for one more day.

CTOS growth assay
After disruption, CTOSs were cultured for one
additional day, and the CTOSs that were similar in size
and shape were selected and plated in 96-well plates at
a density of one CTOS per well (n = 24) for each group,
and photographed under a microscope to measure the
area projected onto a X-Y plane (day 0). Seven days after
disruption, photographs were taken and intracellular ATP
levels were measured by Cell Titer Glo (Promega), and the
value was adjusted by the area from day 0 for each CTOS.

MATERIALS AND METHODS
CTOS preparation and cell culture
The collection, handling, and use of human
tumor tissue samples were conducted in accordance
with protocols approved by the institutional ethics
committees at the Osaka Medical Center for Cancer and
Cardiovascular Diseases. The detailed methods for CTOS
preparation and expansion were described previously [4].
CTOSs were cultured in suspension in StemPro hESC
SFM (Life Technologies, Carlsbad, CA). Every 2–3 days,
the medium was partially replaced and the CTOSs were
cultured in suspension until used in experiments. To assess
the effects of growth factors, CTOSs were cultured in
basal medium containing the following growth factors:
HRG (heregulin), β1/neuregulin 1 (PeproTech, Rocky
Hill, NJ, 100-03), long-IGF1 (GroPep, Thebarton SA,
Australia, BU020), bFGF (Life Technologies, 13256029),
EGF (Life Technologies, PHG0311L), and HGF (R&D
Systems, Minneapolis, MN, 294-HGN-005). Basal
medium consisted of DMEM/F12, 1x GlutaMAX, 0.1 mM
2-mercaptoethanol, and 2% BSA.

Spheroid forming assay
After disruption, CTOSs were cultured for one
additional day, and both disrupted and non-disrupted
control CTOSs were dissociated into single cells by 0.25%
trypsin/EDTA treatment. The single cells were suspended
and cultured in StemPro-FCeM (StemPro hESC 50x
supplemented with FCeM-D/F) to avoid fusion of the
spheroids. The cell suspensions (1 × 103 per ml in 3 ml)
were cultured in poly-HEMA- (Sigma-Aldrich, Tokyo,
Japan) coated 6-well plates for 14 days. Six wells were
analyzed for each experimental condition. On day 14, the
number of spheroids with a size greater than 100 μm in
diameter was counted.

Preparation of rat monoclonal antibodies against
HER3
Female F344 rats were administered subcutaneously
and intraperitoneally with RH7777 rat hepatoma cells
(generously provided by Tanabe Mitsubishi Pharm.)
expressing human HER3 linked to GFP (RH7777-HER3GFP cells) in the first immunization, followed by four
booster intraperitoneal and intravenous injections of
RH7777-HER3-GFP cells at a 10-day interval. Three days

Mechanical disruption of CTOSs
We used a 27-gauge needle to shear CTOSs, raising
and lowering the plunger several times. We prepared fresh
CTOSs from mouse xenografts and cultured them for 7
days in vitro to avoid the possible effects of disruption
during the preparation of CTOS from the xenografts. The
www.oncotarget.com

15978

Oncotarget

after the final immunization, spleen cells of the immunized
rats were isolated and fused with P3X63Ag8.653
mouse myeloma cells in 50% polyethylene glycol
1540 (Roche Diagnostics, Tokyo, Japan). After the
cell fusion, hybridoma cells were selected in 7% FBScontaining RPMI1640 medium (Sigma) supplemented
with hypoxanthine, aminopterin, and thymidine (HAT
supplement; Life Technologies, Tokyo, Japan). Antibodies
secreted from hybridoma clones were selected for
reactivity against HEK293-HER3-GFP cells in a GFP
expression-dependent manner [42–44]. Anti-HER3 (K122/
IgG2a, κ) mAb were also confirmed for no reactivity with
RH7777 or HEK293 cells expressing HER1, HER2, or
HER4 proteins.

to condense the CTOSs, and fixed for 1 additional h.
Next, gel droplets containing CTOSs were stained with
Sirius red to facilitate further manipulation, and the gel
droplets were embedded in paraffin. The paraffin blocks
were cut into 4 μm and then used for immunostaining.
Immunohistochemical analyses were performed as
described previously [4]. Fluorescence images were
obtained by confocal microscopy (TCS SPE, Leica
Microsystems, Wetzlar, Germany).

RNA extraction, microarray, and real-time
quantitative RT-PCR
Total RNA was extracted from CTOSs with
TRIzol reagent (Life Technologies) according to the
manufacturer’s instructions. One microgram of total RNA
was reverse-transcribed to obtain cDNA using Superscript
III (Life Technologies). Microarray hybridizations were
performed at Hokkaido System Science (Sapporo, Japan)
using SurePrint G3 Human GE 8x60K Ver.1 (Agilent
Technologies, Santa Clara, CA). The microarray slides
were scanned and the gene expression profiles were
analyzed at Hokkaido System Science according to the
manufacturer’s protocol. Microarray data can be viewed
using the NCBI Gene Expression Omnibus (GEO)
accession number GSE75867.
The analysis of microarray data was initially
performed in R (http://www.r-project.org/, ver.
3.1.3) with the Bioconductor packages (http://www.
bioconductor.org/, ver. 3.0). The raw intensity values
were subjected to a preprocessing step using the robust
multi-array average (RMA) algorithm that summarizes
and normalizes data into gene expression levels [48].
Each dataset was standardized using the z-score
transformation method and combined for the following
analysis. TIBCO Spotfire (TIBCO Software, ver. 6.5.0)
was then used for hierarchical clustering by Ward’s
method. To refine the regulated genes in CTOS cells,
we took public datasets from the GEO database, which
consisted of the “Metastasis Gene Expression Profile
Predicts Recurrence and Death in Colon Cancer Patients
(Moffitt Samples)” and “Metastasis Gene Expression
Profile Predicts Recurrence and Death in Colon Cancer
Patients (VMC Samples)” (GEO Series accession
numbers GSE17536 and GSE17537, respectively [49]).
Hierarchical clustering of the GSE17536 and GSE17537
datasets was performed by limiting the genes contained
in the “disruption/reformation-related gene set” and
the “disruption signature” data set, respectively. The
datasets included in the two clusters that were classified
by gene expression patterns were subjected to a survival
analysis. Survival analysis was performed in R, using the
“survival” packages from Bioconductor. Overall survival
was measured from “overall event (death from any cause)”
and “overall survival follow-up time.” The prognosis
information of each sample was obtained from the “Series

Reagents
For inhibition analysis, we used XAV939 (Selleck
Chemicals), pyrvinium pomate (Sigma-Aldrich) and
lapatinib (LC Laboratories). Cetuximab and trastutuzumab
were provided by the institutional pharmacy. For
immunohistochemistry, we used Ki67 (Leica
Microsystems, Wetzler, Germany, NCL-Ki67p), phosphoAKT (p-AKT) (Ser473, 4060), and PCNA (2586), from
Cell Signaling Technologies (CST, Danvers, MA). For
western blotting, we used antibodies against β-actin
(Sigma, AC-74), PARP (BD, 51-6639GR), and HER3
(NanoTools, 5A12). Caspase 3 (9662), cleaved caspase
3 (D175), p-HER3 (Y1289, 21D3), p-EGFR (Y1068,
D7A5), and p-AKT (Ser473, D9E) were from CST. For
flow cytometry, the BrdU (555627) and CD24 (555427)
were from BD; CD133 (293C3) was from Miltenyi Biotec.
The antibodies against pan-CD44 (IM7) and CD44v9 were
generated by T.M. [45].

TOPflash assay
To create the TOPflash vector, pPB/Super8
TOPflash-PGKneo, the KpnI-BamHI fragment of M50
Super8 TOPFlash [46] (Addgene plasmid #12456),
was subcloned into the pPBdN-Luc2-PGKneo vector.
To prepare them for electroporation, C45 CTOSs were
pre-treated with 5 mM EDTA/PBS for 30 min at room
temperature and then mixed with pPB/Luc and the
transposase expression vector pCMV-hyPBase [47].
Electroporation was performed in 2-mm gap cuvettes at
150 V for 5 ms using a TypeII NEPA21 electroporator
(Nepa Gene, Chiba, Japan). TOPFlash-expressing CTOSs
were established by neomycin selection. The promoter
activity assay was performed using the Luciferase Assay
System: E1500 (Promega) according to the manufacturer’s
instructions with cell lysate prepared at each time point.

Immunohistochemistry
CTOSs were fixed for 5 min with 10% formalin,
embedded in CellMatrix I-A (Nitta Gelatin, Osaka, Japan)
www.oncotarget.com
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Matrix File” in the GEO entries. Survival curves were
calculated by the Kaplan-Meier method. The log-rank test
was used to assess differences in survival. P-values < 0.05
were considered statistically significant.
Gene set enrichment analysis (GSEA) and gene
ontology (GO) analyses were performed using the default
settings [50].
The quantitative PCR reactions were performed with
the StepOne Real Time PCR System (Life Technologies,
Carlsbad, CA) using Fast SYBR Green Master MIX. The
Comparative CT Method (ΔΔCT Method) was applied
according to the manufacturer’s instruction. Real Time
PCR data were reported as fold-differences relative to the
control sample.
The sequences of the primers that were
used are as follows: human MMP7 forward:
5’cggatggtagcagtctaggg3’, reverse: 5’tgcctttaatatcatc
ctgggaa3’; human IL8 forward: 5’tagcaaaattgaggccaagg3’,
reverse: 5’aaaccaaggcacagtggaac3’; human ZEB1 forward:
5’tgcactgagtgtggaaaagc3’, R: 5’tggtgatgctgaaagagacg3’;
human MMP1 forward: 5’tgctcatgcttttcaaccag3’, reverse:
5’ggtacatcaaagccccgata3’.

of CTOSs were injected subcutaneously in 4–6-week-old
BALB/cAJcl-nu/nu mice (CLEA Japan). CTOSs were
suspended in 100 μl StemPro and mixed with 100 μl of
Matrigel (BD Biosciences), then injected subcutaneously
using a 23G needle. CTOSs were injected into the spleen
for the liver metastasis experiments and into the cecum
wall for orthotopic transplantation experiments. The
animals were sacrificed at the indicated time points or
when they lost more than 15% of their original body
weight.

Statistical analysis
Statistical analyses were conducted using GraphPad
Prism 6 (GraphPad Software, San Diego, CA, USA).
Statistical significance was tested using an unpaired t-test
for single comparisons and a one-way ANOVA followed
by Tukey’s test for multiple comparisons. Kaplan-Meier
analysis was performed using the log-rank test and
contingency 2×2 tables with Fisher’s exact test. A value
of P < 0.05 was considered to be statistically significant.

Abbreviations

Western blotting

CRC, colorectal cancer; CTOS, cancer tissueoriginated spheroid; SE, standard error; SD, standard
deviation; 3D, three dimensional; MAPK, mitogenactivated protein kinase; BrdU, bromodeoxyuridine;
EMT, epithelial–mesenchymal transition; RT-PCR, reverse
transcription-polymerase chain reaction; GSEA, gene set
enrichment analysis; bFGF, basic fibroblast growth factor.

Western blotting was performed as described
previously [5]. The primary antibodies are described
above.

Flow cytometry
CTOSs were dissociated into single cells by
treatment with 0.25% trypsin/EDTA (Life Technologies).
CTOSs were dissociated into single cells 72 h after
disruption for the disrupted group. The dispersed cells
were stained with primary antibodies described above
according to the manufacturer’s instructions. To minimize
the effect of anoikis, single cells were kept on ice after
dissociation until analysis, including incubation period
with antibodies. Subsequently, flow cytometry was
conducted using an Attune Acoustic Focusing Cytometer
(Applied Biosystems, Foster City, CA, USA), and the
results were analyzed using the FlowJo software (Tree
Star®, Ashland, OR, USA).

Author contributions
J.M.P., J.K., and M.I. conceived and designed the
project and wrote the manuscript. J.K. performed pilot
experiments. J.M.P. performed the experiments in the
study. H.E. performed the radiation sensitivity assay.
H.On. and H.B. conducted the gene expression profiling.
Y.N. and Y.T. performed the pathological analysis.
M.O. provided patient tumor samples. J.M.P. and H.Ok.
conducted experiments in the mouse model. K.O., H.Oy.
and T.M. generated monoclonal antibodies.

ACKNOWLEDGMENTS

Animal studies

The authors thank N. Kanto, A. Mizukoshi, and T.
Yasuda for technical assistance, M. Izutsu for secretarial
assistance and Editage (www.editage.jp) for English
language editing.

Animal studies were approved by the Osaka
Medical Center for Cancer and Cardiovascular Diseases
Institutional Animal Care and Use Committee. The mice
were housed in pathogen-free conditions and supplied
water ad libitum under controlled conditions of humidity
(50% ± 10%), light (12-/12-h light/dark cycle), and
temperature (25 °C). Anesthesia was induced by i.p.
injection of medetomidine at 0.3 mg/kg, midazolam at 4
mg/kg, and butorphanol at 5 mg/kg. A selected number
www.oncotarget.com

CONFLICTS OF INTEREST
All authors disclose no conflicts of interest.

15980

Oncotarget

FUNDING

9. Morin PJ, Sparks AB, Korinek V, Barker N, Clevers H,
Vogelstein B, Kinzler KW. Activation of beta-catenin-Tcf
signaling in colon cancer by mutations in beta-catenin or
APC. Science. 1997; 275:1787-1790.

This work was supported in part by a JSPS Grantin-Aid for Scientific Research (B) 24300333 (M.I. H.Ok.,
H.E.); a Grant-in-Aid from the Japan Advanced Molecular
Imaging Program (J-AMP) of the Ministry of Education,
Culture, Sports, Science, and Technology of Japan (M.I.,
J.M.P., H.Ok., H.E.); a Grants-in-Aid from P-DIRECT,
and P-CREATE, Japan Agency for Medical Research
and Development (M.I., H.O., and H.E.); a Grant-inAid from Takeda Science Foundation (M.I.); a Research
Grant of the Princess Takamatsu Cancer Research Fund
(M.I.); a Grant-in-Aid from the Osaka Foundation for the
Prevention of Cancer and Cardiovascular Diseases (M.I.)
; a Grant-in-Aid from the National Bioscience Database
Center (NBDC) of the Japan Science and the Technology
Agency (JST) (H.On., H.B.); and a Grant-in-Aid from
MEXT-Supported Program for the Strategic Research
Foundation at Private Universities, 2014-2018 (M.T.,
K.O., H.Oy.).

10. Clevers H. Wnt/beta-catenin signaling in development and
disease. Cell. 2006; 127:469-480.
11. Horst D, Reu S, Kriegl L, Engel J, Kirchner T, Jung A.
The intratumoral distribution of nuclear beta-catenin
is a prognostic marker in colon cancer. Cancer. 2009;
115:2063-2070.
12. Vermeulen L, De Sousa E Melo F, van der Heijden M,
Cameron K, de Jong JH, Borovski T, Tuynman JB, Todaro
M, Merz C, Rodermond H, Sprick MR, Kemper K, Richel
DJ, et al. Wnt activity defines colon cancer stem cells and
is regulated by the microenvironment. Nat Cell Biol. 2010;
12:468-476.
13. Horst D, Chen J, Morikawa T, Ogino S, Kirchner T,
Shivdasani RA. Differential WNT activity in colorectal
cancer confers limited tumorigenic potential and is regulated
by MAPK signaling. Cancer Res. 2012; 72:1547-1556.
14. Du L, Wang H, He L, Zhang J, Ni B, Wang X, Jin H,
Cahuzac N, Mehrpour M, Lu Y, Chen Q. CD44 is of
functional importance for colorectal cancer stem cells. Clin
Cancer Res. 2008; 14:6751-6760.

REFERENCES
1. Ye X, Weinberg RA. Epithelial-Mesenchymal Plasticity: A
Central Regulator of Cancer Progression. Trends Cell Biol.
2015; 25:675-686.

15. Kimura Y, Goi T, Nakazawa T, Hirono Y, Katayama K,
Urano T, Yamaguchi A. CD44variant exon 9 plays an
important role in colon cancer initiating cells. Oncotarget.
2013; 4:785–91. https://doi.org/10.18632/oncotarget.1048.

2. Aceto N, Bardia A, Miyamoto DT, Donaldson MC, Wittner
BS, Spencer JA, Yu M, Pely A, Engstrom A, Zhu H,
Brannigan BW, Kapur R, Stott SL, et al. Circulating tumor
cell clusters are oligoclonal precursors of breast cancer
metastasis. Cell. 2014; 158:1110-1122.

16. Medema JP. Cancer stem cells: the challenges ahead. Nat
Cell Biol. 2013; 15:338-344.
17. Demers MJ, Thibodeau S, Noel D, Fujita N, Tsuruo T,
Gauthier R, Arguin M, Vachon PH. Intestinal epithelial
cancer cell anoikis resistance: EGFR-mediated sustained
activation of Src overrides Fak-dependent signaling to
MEK/Erk and/or PI3-K/Akt-1. J Cell Biochem. 2009;
107:639-654.

3. Friedl P, Gilmour D. Collective cell migration in
morphogenesis, regeneration and cancer. Nat Rev Mol Cell
Biol. 2009; 10:445-457.
4. Kondo J, Endo H, Okuyama H, Ishikawa O, Iishi H, Tsujii
M, Ohue M, Inoue M. Retaining cell-cell contact enables
preparation and culture of spheroids composed of pure
primary cancer cells from colorectal cancer. Proc Natl Acad
Sci U S A. 2011; 108:6235-6240.

18. Ricci A, De Vitis C, Noto A, Fattore L, Mariotta S,
Cherubini E, Roscilli G, Liguori G, Scognamiglio G,
Rocco G, Botti G, Giarnieri E, Giovagnoli MR, et al. TrkB
is responsible for EMT transition in malignant pleural
effusions derived cultures from adenocarcinoma of the lung.
Cell Cycle. 2013; 12:1696-1703.

5. Endo H, Okami J, Okuyama H, Kumagai T, Uchida
J, Kondo J, Takehara T, Nishizawa Y, Imamura F,
Higashiyama M, Inoue M. Spheroid culture of primary lung
cancer cells with neuregulin 1/HER3 pathway activation. J
Thorac Oncol. 2013; 8:131-139.

19. Weiswald LB, Bellet D, Dangles-Marie V. Spherical cancer
models in tumor biology. Neoplasia. 2015; 17:1-15.

6. Okuyama H, Yoshida T, Endo H, Nakayama M, Nonomura
N, Nishimura K, Inoue M. Involvement of heregulin/HER3
in the primary culture of human urothelial cancer. J Urol.
2013; 190:302-310.

20. Vermeulen L, de Sousa e Melo F, Richel DJ, Medema JP.
The developing cancer stem-cell model: clinical challenges
and opportunities. Lancet Oncol. 2012; 13:e83-e89.
21. Van Cutsem E, Köhne CH, Hitre E, Zaluski J, Chang Chien
CR, Makhson A, D’Haens G, Pintér T, Lim R, Bodoky
G, Roh JK, Folprecht G, Ruff P, et al. Cetuximab and
chemotherapy as initial treatment for metastatic colorectal
cancer. N Engl J Med. 2009; 360:1408-1417.

7. Nakajima A, Endo H, Okuyama H, Kiyohara Y, Kimura
T, Kamiura S, Hiraoka M, Inoue M. Radiation sensitivity
assay with a panel of patient-derived spheroids of small cell
carcinoma of the cervix. Int J Cancer. 2015; 136:2949-60.
8. Fearon ER, Vogelstein B. A genetic model for colorectal
tumorigenesis. Cell. 1990; 61:759-767.

www.oncotarget.com

22. Kavuri SM, Jain N, Galimi F, Cottino F, Leto SM, Migliardi
G, Searleman AC, Shen W, Monsey J, Trusolino L, Jacobs
15981

Oncotarget

SA, Bertotti A, Bose R. HER2 Activating Mutations Are
Targets for Colorectal Cancer Treatment. Cancer Discov.
2015; 5:832-841.

35. Zhang N, Wang L, Chai ZT, Zhu ZM, Zhu XD, Ma DN,
Zhang QB, Zhao YM, Wang M, Ao JY, Ren ZG, Gao DM,
Sun HC, Tang ZY. Incomplete radiofrequency ablation
enhances invasiveness and metastasis of residual cancer of
hepatocellular carcinoma cell HCCLM3 via activating betacatenin signaling. PLoS One. 2014; 9:e115949.

23. Kawakami H, Okamoto I, Yonesaka K, Okamoto K, Shibata
K, Shinkai Y, Sakamoto H, Kitano M, Tamura T, Nishio
K, Nakagawa K. The anti-HER3 antibody patritumab
abrogates cetuximab resistance mediated by heregulin in
colorectal cancer cells. Oncotarget. 2014; 5:11847–56.
https://doi.org/10.18632/oncotarget.2663.

36. Paez-Ribes M, Allen E, Hudock J, Takeda T, Okuyama H,
Vinals F, Inoue M, Bergers G, Hanahan D, Casanovas O.
Antiangiogenic therapy elicits malignant progression of
tumors to increased local invasion and distant metastasis.
Cancer Cell. 2009; 15:220-231.

24. Seno H, Miyoshi H, Brown SL, Geske MJ, Colonna M,
Stappenbeck TS. Efficient colonic mucosal wound repair
requires Trem2 signaling. Proc Natl Acad Sci U S A. 2009;
106:256-261.

37. Endo H, Okuyama H, Ohue M, Inoue M. Dormancy of
Cancer Cells with Suppression of AKT Activity Contributes
to Survival in Chronic Hypoxia. PLoS One. 2014; 9:e98858.

25. Miyoshi H, Ajima R, Luo CT, Yamaguchi TP, Stappenbeck
TS. Wnt5a potentiates TGF-beta signaling to promote
colonic crypt regeneration after tissue injury. Science. 2012;
338:108-113.

38. Kuphal F, Behrens J. E-cadherin modulates Wnt-dependent
transcription in colorectal cancer cells but does not alter
Wnt-independent gene expression in fibroblasts. Exp Cell
Res. 2006; 312:457-467.

26. Tian A, Shi Q, Jiang A, Li S, Wang B, Jiang J. Injurystimulated Hedgehog signaling promotes regenerative
proliferation of Drosophila intestinal stem cells. J Cell Biol.
2015; 208:807-819.

39. Vermeer PD, Einwalter LA, Moninger TO, Rokhlina T,
Kern JA, Zabner J, Welsh MJ. Segregation of receptor
and ligand regulates activation of epithelial growth factor
receptor. Nature. 2003; 422:322-326.

27. Iliopoulos D, Hirsch HA, Wang G, Struhl K. Inducible
formation of breast cancer stem cells and their dynamic
equilibrium with non-stem cancer cells via IL6 secretion.
Proc Natl Acad Sci U S A. 2011; 108:1397-1402.

40. Beji A, Horst D, Engel J, Kirchner T, Ullrich A. Toward the
prognostic significance and therapeutic potential of HER3
receptor tyrosine kinase in human colon cancer. Clin Cancer
Res. 2012; 18:956-968.

28. Yang G, Quan Y, Wang W, Fu Q, Wu J, Mei T, Li J, Tang
Y, Luo C, Ouyang Q, Chen S, Wu L, Hei TK, Wang Y.
Dynamic equilibrium between cancer stem cells and nonstem cancer cells in human SW620 and MCF-7 cancer cell
populations. Br J Cancer. 2012; 106:1512-1519.

41. Ledel F, Hallstrom M, Ragnhammar P, Ohrling K, Edler D.
HER3 expression in patients with primary colorectal cancer
and corresponding lymph node metastases related to clinical
outcome. Eur J Cancer. 2014; 50:656-662.

29. Tata PR, Mou H, Pardo-Saganta A, Zhao R, Prabhu M, Law
BM, Vinarsky V, Cho JL, Breton S, Sahay A, Medoff BD,
Rajagopal J. Dedifferentiation of committed epithelial cells
into stem cells in vivo. Nature. 2013; 503:218-223.

42. Masuko T, Ohno Y, Masuko K, Yagi H, Uejima S, Takechi
M, Hashimoto Y. Towards therapeutic antibodies to
membrane oncoproteins by a robust strategy using rats
immunized with transfectants expressing target molecules
fused to green fluorescent protein. Cancer Sci. 2011;
102:25-35.

30. Hagemann T, Balkwill F, Lawrence T. Inflammation
and cancer: a double-edged sword. Cancer Cell. 2007;
12:300-301.

43. Ohno Y, Suda K, Masuko K, Yagi H, Hashimoto Y, Masuko
T. Production and characterization of highly tumor-specific
rat monoclonal antibodies recognizing the extracellular
domain of human L-type amino-acid transporter 1. Cancer
Sci. 2008; 99:1000-1007.

31. Terzic J, Grivennikov S, Karin E, Karin M. Inflammation and
colon cancer. Gastroenterology. 2010; 138:2101-2114.e5.
32. Atreya I, Neurath MF. Immune cells in colorectal cancer:
prognostic relevance and therapeutic strategies. Expert Rev
Anticancer Ther. 2008; 8:561-572.

44. Yuan Q, Furukawa T, Tashiro T, Okita K, Jin ZH, Aung
W, Sugyo A, Nagatsu K, Endo H, Tsuji AB, Zhang MR,
Masuko T, Inoue M, et al. Immuno-PET Imaging of HER3
in a Model in which HER3 Signaling Plays a Critical Role.
PLoS One. 2015; 10:e0143076.

33. Rao HL, Chen JW, Li M, Xiao YB, Fu J, Zeng YX, Cai
MY, Xie D. Increased intratumoral neutrophil in colorectal
carcinomas correlates closely with malignant phenotype
and predicts patients' adverse prognosis. PLoS One. 2012;
7:e30806.

45. Masuko K, Okazaki S, Satoh M, Tanaka G, Ikeda T, Torii
R, Ueda E, Nakano T, Danbayashi M, Tsuruoka T, Ohno
Y, Yagi H, Yabe N, et al. Anti-tumor effect against human
cancer xenografts by a fully human monoclonal antibody to
a variant 8-epitope of CD44R1 expressed on cancer stem
cells. PLoS One. 2012; 7:e29728.

34. Ning Y, Manegold PC, Hong YK, Zhang W, Pohl A, Lurje
G, Winder T, Yang D, LaBonte MJ, Wilson PM, Ladner
RD, Lenz HJ. Interleukin-8 is associated with proliferation,
migration, angiogenesis and chemosensitivity in vitro and
in vivo in colon cancer cell line models. Int J Cancer. 2011;
128:2038-2049.

www.oncotarget.com

46. Veeman MT, Slusarski DC, Kaykas A, Louie SH, Moon
RT. Zebrafish prickle, a modulator of noncanonical Wnt/

15982

Oncotarget

Fz signaling, regulates gastrulation movements. Curr Biol.
2003; 13:680–85.

49. Smith JJ, Deane NG, Wu F, Merchant NB, Zhang B, Jiang
A, Lu P, Johnson JC, Schmidt C, Bailey CE, Eschrich S, Kis
C, Levy S, et al. Experimentally derived metastasis gene
expression profile predicts recurrence and death in patients
with colon cancer. Gastroenterology. 2010; 138:958-968.

47. Yusa K, Zhou L, Li MA, Bradley A, Craig NL. A hyperactive
piggyBac transposase for mammalian applications. Proc
Natl Acad Sci U S A. 2011; 108:1531-1536.

50. Subramanian A, Tamayo P, Mootha VK, Mukherjee S,
Ebert BL, Gillette MA, Paulovich A, Pomeroy SL, Golub
TR, Lander ES, Mesirov JP. Gene set enrichment analysis:
a knowledge-based approach for interpreting genomewide expression profiles. Proc Natl Acad Sci U S A. 2005;
102:15545-15550.

48. Irizarry RA, Hobbs B, Collin F, Beazer-Barclay YD,
Antonellis KJ, Scherf U, Speed TP. Exploration,
normalization, and summaries of high density
oligonucleotide array probe level data. Biostatistics. 2003;
4:249-264.

www.oncotarget.com

15983

Oncotarget

