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Deregulation of IGF-binding proteins -2 and -5 contributes to
the development of endocrine resistant breast cancer in vitro
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ABSTRACT

Tamoxifen (TAM) remains the adjuvant therapy of choice for pre-menopausal
women with ERa-positive breast cancer. Resistance and recurrence remain, however,
a major challenge with many women relapsing and subsequently dying. The insulin-
like growth factor (IGF) axis is involved in breast cancer pathogenesis and progression
to endocrine resistant disease, but there is very little data on the expression and
potential role of IGF-binding proteins (IGFBP) during acquisition of the resistant
phenotype. The aim of this study was to determine the expression and functional role
of IGFBP-2 and -5 in the development of TAM resistance (TamR) in vitro and to test
retrospectively whether they were predictive of resistance in a tissue microarray of 77
women with primary breast cancers who relapsed on/after endocrine therapy and 193
who did not with long term follow up. Reciprocal expression of IGFBP-2 and IGFBP-5
was observed at both mRNA and protein level in TamR cells. IGFBP-2 expression was
increased by 10-fold while IGFBP-5 was decreased by 100-fold, compared to TAM-
sensitive control cells. shRNA-mediated silencing of IGFBP-2 in TamR cells restored
TAM sensitivity suggesting a causal role for this gene in TamR. While silencing of
IGFBP-5 in control cells had no effect on TAM sensitivity, it significantly increased the
migratory capacity of these cells. Quantitative image analysis of immunohistochemical
data failed, however, to demonstrate an effect of IGFBP2 expression in endocrine-
relapsed patients. Likewise, IGFBP-2 and IGFBP-5 expression failed to show any
significant associations with survival either in patients relapsing or those not relapsing
on/after endocrine therapy. By contrast, in silico mining of a separate published
dataset showed that in patients who received endocrine treatment, loss of expression
of IGBP-5 was significantly associated with worse survival. Overall these data suggest
that co-ordinated and reciprocal alteration in IGFBP-2 and -5 expression may play a
role in the acquisition of endocrine resistance.

INTRODUCTION of patients, particularly in the premenopausal setting
where it remains the therapy of choice. Although there is

Development of resistance to anti-oestrogen therapies growing evidence that other signalling pathways provide

in patients with ER+ breast cancer (BC) represents a major an alternative mitogenic drive to epithelial tumour cells
therapeutic challenge. This is particularly evident in the resistant to tamoxifen [1], the precise molecular detail
eventual failure of adjuvant tamoxifen in a proportion of such mechanisms remains unclear. The insulin-like
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growth factor (IGF) axis plays an important role in
the development of normal mammary gland where, in
concert with 17 oestradiol, it regulates the proliferation,
differentiation and apoptosis of mammary epithelial cells
during pregnancy, lactation and subsequent involution of
the gland [2]. It has been suggested that deregulation of the
IGF axis may be involved in BC initiation, development
and subsequent metastasis especially with respect to
underlying tamoxifen resistance. Some studies have
reported an increased expression of IGF-1R following
acquisition of TamR [3—6] with the inference that such an
increase in cell membrane receptor density may lead to an
increased sensitivity to IGF ligands. In many instances,
however, such causal relationships have not been validated
and subsequent studies have reported no alterations or even
down regulation of IGF-1R expression in TamR cells [7-9].
These findings are consistent with the general failure
of anti-IGF-1R based strategies in clinical trials and have
led to an interest in the expression and activity of other
IGF axis components as possible targets in developing
anti-tumour strategies. Principal amongst these have
been an examination of IGFBP expression and activity in
primary BC cells and cell lines. Expression of IGFBPs
by breast tissue and cell lines is extensively documented
[10, 11] and they are believed to regulate access of stromal
derived IGF-1 and -2 to epithelial cell IGF-1R. However
IGFBPs are also reported to have an IGF enhancing effect
in breast cancer tissues and also to have direct effects
that are independent of IGFs [12—14]. These pleiotropic
actions of IGFBP in breast tissue, and the association of
the IGF axis with an alternative mitogenic stimulus in
TamR breast cancer cells, identify IGFBPs as potential
alternative targets for anti-IGF axis therapeutic strategies.
Because there is very little data on the expression
and role of IGFBPs during the acquisition of TamR we
have examined (i) the expression and activity of IGFBPs
in the ER+ MCF-7 cell line, (ii) the role of these genes in
the development of TamR and the migratory phenotype
and (iii) retrospectively tested whether IGFBPs expression
and activity was predictive of resistance in a cohort of
patients with breast cancer and with long term follow up.

RESULTS

Five of the ten genes of the IGF axis interrogated,
IGFIR, IGF2R, IGFBP-2, -4 and -5 were expressed at
moderate to high levels by both wt and TamR MCEF-7
cells. The other five genes IGF-1, IGF-2, IGFBP-1,
IGFBP-3 and IGFBP-6 were expressed at very low levels
— note the logarithmic scale in Figure 1A. Repeated
qRT-PCR analysis on different batches of cells indicated
reciprocal regulation of IGFBP-2 and -5 in TamR versus
wt cells such that IGFBP-2 expression was up regulated
approximately 10-fold whereas IGFBP-5 expression was
down regulated approximately 100-fold in TamR cells
(Figure 1B). Expression of IGFIR, IGF2R or IGFBP-4

did not significantly differ between TamR and wt cells.
Changes in IGFBP-2 and -5 mRNA concentrations were
reflected in protein concentrations in wt and TamR cell
conditioned medium (CM) as determined by ELISA
(Figure 2A), Western blot (Figure 2B, upper two panels) or
IGF ligand blot (Figure 2B, lower panel). Therefore ELISA
indicated IGFBP-2 concentrations of 1.7 + 0.69 ng/ ml and
9.8 +£0.24 ng/ml (mean = SD 7 = 3) for wt and TamR CM
respectively and IGFBP-5 concentrations of 6.8 + 0.78 and
1.4 £0.75 ng/ml (mean = SD, n = 3) both p <0.0001 wt v
TamR. These differences were confirmed by densitometric
analysis of Western blots (Figure 2C). In some instances
for ligand blot of TamR CM IGFBP-5 was below the
detection level for this technique — Figure 2 bottom panel
(lower arrow).

To examine whether differences in IGFBP-2 or
-5 expression were associated with the development of
TamR in MCF-7 cells IGFBP-2 was shRNA silenced in
TamR cells to examine whether this resulted in increased
sensitivity to 4 HT. Similarly, IGFBP-5 was silenced in wt
MCF-7 cells to examine whether this induced tamoxifen
resistance. Scrambled shRNA served as an experimental
control. Typically, 8-12 clones showed successful
knock down for IGFBP-2 and IGFBP-5. Figure 3 shows
IGFBP-2 and IGFBP-5 levels in conditioned medium
for two stably transfected clones F8 (IGFBP-2) and B4
(IGFBP-5). Knockdown of over 60% as determined by
ELISA was achieved in both instances. This established
these clonal cell lines as appropriate models for
examination of a causative role for IGFBP-2 and IGFBP-5
in the development of tamoxifen resistance in MCF-7
cells. When BP2 silenced and control transfected TamR
cells were grown in the absence of 4 HT there was little
difference in the growth curves for the cells with only
the 96 hr time point showing a statistically significant
difference (p < 0.05 BP-2 silenced v control-Figure 4A,
top panel). However, when cells were incubated in the
presence of 1 uM 4 HT then growth of BP2 silenced
cells was significantly compromised compared to that of
control cells at 24, 48 and 72 hr time points (p < 0.001).
This suggests that knock down of IGFBP-2 expression to
levels approaching those seen for wt MCF-7 cells partially
restores sensitivity of cells to 4 HT. For IGFBP-5 knock
down in wt MCF-7 cells no difference in the growth
curves for silenced BPS v control cells was seen in the
absence of 4 HT (Figure 4B-top panel). However in the
presence of 1 uM 4 HT the growth of both cell lines was
inhibited (Figure 4B, bottom panel). This suggests that the
knock down of IGFBP-5 to levels seen in TamR cells does
not confer tamoxifen resistance to wt MCF-7 cells.

The development of TamR in breast cancer
epithelial cells is often associated with increased cell
migration. Using IncuCyte real time wound healing
methodology we confirmed that TamR cells showed more
rapid migration than wt MCF-7 cells (Supplementary
Figure S1). Against this background we examined whether
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sh-BP cell lines had altered migration properties with
respect to parental wt or TamR cells. For BP2 silenced
cells migration was significantly lower than that for
parental TamR cells suggesting that IGFBP-2 knock down
inhibited cell migration (Figure 5, top panel). However
there was no significant difference between sh-BP2 and
sh-control transfected cells with respect to cell migration
profile suggesting that any effects which were seen were
non-specific. However for BPS silenced cells there was
a specific increase in cell migration evident when using
Incucyte methodology (Figure 5, bottom panel) suggesting
that knock down of IGFBP-5 in wt MCF-7 cells
increased cell migration, resembling the TamR phenotype
(Supplementary Figure S1) and that IGFBP-5 therefore
may act as an inhibitor of cell migration.

Because of the association of IGFBP-2 with
tamoxifen resistance, we next asked whether IGFBP-2
expression might be a useful marker of tamoxifen resistance
using a cohort of clinical samples - the relationship between

IGFBP-2 expression and clinico-pathological parameters is
shown in Supplementary Table S1(A + B). We used image
analysis to quantify expression of both of IGFBP-2 staining
before and after application of the algorithm is shown in
Figure 6 and described in the accompanying figure legend.
Kaplan-Meier analysis indicated no significant survival
differences between IGFBP-2 positive and IGFBP-2
negative tissues in either the non-stratified cohort or those
stratified for endocrine sensitivity (cTamR and cTamsS;
Figure 7A—7F). The same analysis was applied to cases
stained for IGFBP-5; again no statistically significant
findings were apparent (data not shown).

In silico analysis of data mined from Kaplan Meier
Plotter in patients who received endocrine treatment showed
that loss of expression of IGBP-5 at the mRNA level was
associated with significantly worse overall survival (p = 0.0075;
HR = 0.3, range 0.11-0.76, Supplementary Figure S2). No such
relationship was seen with respect to IGBP-2 expression HR
1.03, range 0.44-2.42. (data not shown).
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Figure 1: (A) Expression of 10 IGF axis genes in MCF-7 cells. Expression is plotted on a logarithmic scale relative to the house
keeping gene RPLPO and is represented as 24 (see methods section for further details). Moderate to highly expressed genes are indicated
(*). (B) Expression of IGFIR, IGF2R, IGFBP-2, —4 and —5 in wt and TamR MCF-7 cells. Data is plotted as 222t and represents the fold
change in gene expression TamR v wt MCF-7 cells. This experiment was repeated four times with duplicate technical repeats. Data is

presented as mean + SD (n = 4).
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DISCUSSION

This work set out to examine the contribution of the
IGF axis, specifically IGFBP-2 and -5 to the development
of endocrine resistant breast cancer. We found 5 of the
10 IGF axis genes were expressed by MCF-7 cells at
moderate or high levels confirming previous reports
for this cell line and other ER+ BC cell lines [15, 16].

A B

Although 5 of the IGF axis genes are expressed only at
low levels this does not infer that they play an insignificant
role in BC [17]. The up regulation of IGFBP-2 following
the development of TamR in MCF-7 cells has been
reported previously [18] although siRNA experiments by
these authors suggested that IGFBP-2 was a marker for
development of TamR but was not a causative factor in
this process. This is in contrast to our current observations
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Figure 2: (A) Elisa determination of IGFBP-2 and -5 concentrations in conditioned medium (CM) from wt and TamR MCF-7
cell lines. Data represent mean + SD (n = 3). Experiments were repeated on three separate occasions. *p < 0.001, **p < 0.0001 (Student’s
unpaired #-test). (B) Western blot (upper two panels) and Ligand blot (lower panel) identifies IGFBP-2 (upper arrow Ligand blot) and

IGFBP-5 (lower panel Ligand blot) in CM from wt and TamR MCF-7 cells. (C) Densitometric analysis of Western blots for IGFBP-2
(upper graph) and IGFBP-5 (lower graph) band intensity. Triplicate lanes per blot were analysed for both wt and TamR conditioned media

using Image Lab software. Data are presented as mean +/- SD

(n = 3) of Arbitrary Unit (AU) intensity. This experiment was repeated

3 times with similar results in each instance. *p < 0.005 TamR v MCF-7 Students #-test. GraphPad Prism 5.0.

www.impactjournals.com/oncotarget

32132 Oncotarget



where stably transfected IGFBP-2 knock down cells
clearly exhibited increased sensitivity to 4 HT. These
differences may be explained by transient transfection
as opposed to stable transfection protocols used in the
current study. It is important to note that at later time
points (96 hr) sensitivity to 4 HT is overcome (Figure 4A
— lower panel). One explanation for this is that IGFBP-2
may accumulate both intra- and extracellularly with time
and reach a threshold value in culture which restores 4
HT resistance. However this possibility requires rigorous
investigation.

IGFBP-5 knock down in wt MCF-7 cells did not result
in the development of TamR in these cells. Ahn et al. reported
IGFBP-5 expression decreased in TamR MCF-7 cells
but also used an RNA screening methodology to indicate
that IGFBP-5 played a causal role in the determination of
tamoxifen sensitivity [19]. They also demonstrated that
shRNA based knockdown of IGFBP-5 expression in MCF-7
cells conferred tamoxifen resistance in these cells and
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addition of exogenous IGFBP-5 partly restored sensitivity to
tamoxifen. Although it is difficult to rationalise our findings
with those described by Ahn et al. we note that shRNA knock
down of IGFBP-5 expression led to a loss of ERa expression
in the studies described by Ahn et al. Similarly Foulstone
et al. using Western blotting techniques recently demonstrated
that silencing IGFBP-2 expression ablated ERa expression in
MCEF-7 cells. Although this was not the case in our studies
where ERa expression was not reduced in TamR BP2 KO
cells compared to sc transfected cells or untransfected cells
by qRT-PCR analysis (data not shown) this is an area of
increasing interest and is worthy of further study.

The development of TamR is often associated with
enhanced migration of resistant cells [20]. Although
we found no specific effect of IGFBP-2 knock down
on migration of TamR cells there is a literature which
supports a role for IGFBP-2 in the regulation of MCF-7
cell migration and associated phenotypes although it is in
part conflicted. Therefore, IGFBP-2 has been shown to
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Figure 3: The knockdown of IGFBP-2 expression in TamR cells and IGFBP-5 expression in wt MCF-7 cells. Conditioned
medium from clone F8 (TamR/BP2 knockdown) and scrambled sequence control transfected TamR cells was assayed for IGFBP-2 by Elisa
(upper panel). Conditioned medium from clone B4 (wtMCF-7/BP5 knockdown) and scrambled sequence control transfected cells was
assayed for IGFBP-5 by Elisa (lower panel). Data are expressed as mean + SD n = 3. Columns with different superscripts are statistically
different *p < 0.05 Student’s unpaired #-test; GraphPad Prism 5.0.
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down-regulate PTEN expression by an integrin-mediated
mechanism in MCF-7 cells culminating in a marked
increase in cell proliferation [21]. However in MCF-7
cells over expressing integrin 33, IGFBP-2 inhibits IGF
mediated cell migration an effect associated with integrin
mediated localisation of IGFBP-2 to the cell surface
[22]. An engineered protease resistant IGFBP-2 inhibits
MCF-7 tumour cell growth as a xenograft in a female
nude Balb/c mouse model illustrating the importance of
post-translational modification on the activity of IGFBPs
[23]. Pleiotropic effects of IGFBP-2 are also evident
and in the ER -ve Hs578T cell line. IGFBP-2 promoted
de-adhesion of cells but inhibited proliferation through an
aSB1 integrin binding mechanism [24]. As this cell line
lacks a functional IGF1R such effects were postulated
to occur in an IGF-1 independent fashion and indeed
subsequent studies using microarray analysis in Hs578T
cells demonstrated that exogenous IGFBP-2 regulated
the expression of several genes associated with cell
proliferation, adhesion and apoptosis [25]. Our data were
confounded by non-specific inhibition of cell migration in
sh-con transfected cells arguing for non-specific off target
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effects in respect of this particular phenotype. Alternative
sh-BP2 targeting vectors and/or sequences may help
resolve some of the issues highlighted above.

In contrast to the results for IGFBP-2 knock down
we found clear evidence that knock down of IGFBP-5
in wt MCF-7 cells was associated with increased cell
migration and therefore resembled the phenotype of
TamR cells where IGFBP-5 expression is reduced. These
data are consistent with previous findings from our group
which report that IGFBP-5 inhibits MCF-7 cell migration
[26] and therefore any decrease in IGFBP-5 expression
may be associated with increased migratory potential.
IGFBP-5 also enhances adhesion of MCF-7 cells to
mesenchymal cell derived matrix and may play a role
in the inhibition of epithelial-mesenchymal transition
(EMT) a process closely associated with tumour cell
development and metastasis [27]. In contrast to our data,
Kricker et al. reported that IGFBP-5 enhanced IGF-1
stimulation of MCF-7 cell migration when cultures were
grown on vitronectin [28] although a distinction must be
made between IGF-dependant and independent effects
of IGFBPs. We acknowledge our in vitro data may have
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Figure 4: (A) Growth of TamR BP-2 KO clone F8 or scrambled control cells in the absence (top panel) or presence (bottom
panel) of 1 uM 4 HT. Cell growth was monitored over the period 0-96 hr. by WST-1 assay as described in Materials and Methods and was
normalised to 7= 0 (100%). This experiment was repeated five times with three technical repeats in each experiment and data is presented
as mean + SD (n = 5). In some instances SDs are smaller than the size of the symbol. Curves were analysed by repeated measures ANOVA
followed by Bonferroni’s post-hoc test *p < 0.05 **p < (0.001 GraphPad Prism 5.0. (B) Growth of WtMCF-7 clone (B4) or scrambled control
cells in the absence (top panel) or presence (bottom panel) of 1 uM 4 HT. Cell growth was monitored over the period 0-96 hr. by WST-1 assay
as described in Materials and Methods and was normalised to # = 0 (100%). This experiment was repeated five times with three technical
repeats in each experiment and data is presented as mean = SD (n = 5). In some instances SDs are smaller than the size of the symbol. Curves
were analysed by repeated measures ANOVA followed by Bonferroni’s post-hoc test *p < 0.05 **p < 0.001 GraphPad Prism 5.0.
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Figure 5: Migration of IGFBP knockdown cells plotted as relative wound density (RWD) v time. Top panel — untransfected
TamR cells (TamR), clone F8 (BP-2 KO) or scrambled shRNA (sc control) transfected cells were seeded and wound closure was measured
in real time by Incucyte as described in Methods. Bottom panel- untransfected wt MCF-7 cells (wt), clone B4 (BP-5 KO) or scrambled
shRNA (sc control). Cell migration was monitored over the period 0-96 hr. Data are presented as mean + SD; n = 12 for each time point.
This experiment was performed twice with similar results in each instance and a representative experiment is shown. Curves were analysed
by two way ANOVA followed by Bonferroni’s post-hoc test. *p < 0.0001 BP-5 KO v wt or sc control.
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Figure 6: Representative tissue cores showing cytoplasmic staining that represents expression of IGFBP-2 in breast
cancer. The slides were scanned at x20 magnification using the ScanScope™ system, and visualised for scoring using the ImageScope™
pixel intensity Aperio algorithm. Before application of the algorithm, the blue indicates the negative and the brown represents the positive.
After application of the algorithm, the blue indicates the negative and the red represents the positive. Examples of negative (-), moderately
positive (+) and strongly positive (++) cores are shown.
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Figure 7: Kaplan-Meier survival curves for both clinically tamoxifen resistant (¢cTamR) and clinically tamoxifen
sensitive (cTamS) patients stratified according to IGFBP2 status (A—C) or tamoxifen sensitivity (D—F). Whole cohort
stratified for IGFBP2 status (a), cTamR (b), cTamS (c), whole cohort stratified for tamoxifen sensitivity (d) cTamR (e), cTamS (f). Data
were analysed with Univariate Cox regression and p values and Hazard ratios are shown next to relevant panels.
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limitations as this was generated from a single cell line,
MCF-7 and its isogenic tamoxifen-resistant variant
developed in house over 21 months [29, 30]. Nevertheless
this is consistent with other work in this field where
MCF-7 is widely regarded as the most suitable cell line
to study tamoxifen resistance due to its expression of ERa
and exquisite hormone sensitivity in vitro [31], with recent
publications using single MCF-7 derivatives [32, 33].

Our TMA analysis indicated that within both cTamS
and cTamR cohorts of patients there was no significant
association between IGFBP-2 (or IGFBP-5) expression
and overall survival in the relatively modest numbers
of samples available. Our in silico data mining analysis
of a smaller, independent data set also failed to show
a relationship between IGFBP-2 expression and OS.
Evidence elsewhere for an association between IGFBP-2
expression and BC progression remains contradictory
[34] with reports of association and non-association with
overall survival or tumour progression [35-37]. Other
studies have suggested that IGFBP-2 (and IGFBP-5)
expression may provide prognostic or predictive value for
BC [38], especially with respect to success of endocrine
therapies [19, 39, 40]. An IHC study on resected BC
tissues showed a gradual elevation in IGFBP-2 expression
from atypical hyperplasia through to carcinoma in situ
and invasive carcinoma [35] and a TMA analysis of more
than 4,000 primary invasive breast tumours indicated that
an adverse survival outcome is correlated with IGFBP-2
expression in ERo negative tumours [41]. IGFBP-2
expression combined with cell adhesion protein, 3-catenin,
is linked with lymph node metastasis in BCs [42] and high
levels of IGFBP-2 expression together with loss of PTEN
expression are also associated with triple negative (TN)
BC and poor survival rates [43]. IGFBP-2 is up-regulated
in an in vitro model of Her-2+ BC [44] and recently
multiple antigenic peptides (MAPs) comprising IGFBP-2
epitopes have been used to block tumour progression in a
transgenic mouse model [37, 45].

Although no clear relationship between high
IGFBP-5 expression and overall survival was seen in our
TMAs from cTamR and cTamS patients (with endocrine
resistant and endocrine sensitive disease, respectively)
we did observe a relationship when transcriptomic data
were assessed using KMPlotter [23]. The reason for this
apparent discordance is unclear, but there are important
differences between the analyses. First, the IGFBP-5
analysis, defined as positive or negative, was conducted
in patients defined as tamoxifen “sensitive” or “resistant”,
whereas the in silico was analysis of all patients matching
the selection criteria with IGFPB-5 expression defined
as above or below the median. Secondly, there may be
differences and/or inconsistences in the completeness
or accuracy of the clinical data between the data sets.
Finally, whereas in the TMA analysis IGFBP-5 data were
available for a large proportion of the original population,
the in silico analysis included only 65 of 3557 patients in
the KMPlotter database.

Elsewhere, IGFBP-5 mRNA has been reported to
be up-regulated in breast tumour tissue relative to normal
mammary gland although there was no association
between IGFBP-5 expression and tumour grade [46].
Reports suggest that IGFBP-5 is either elevated [47, 48]
or decreased in lymph node metastases [46] and a high
IGFBP-5/IGFBP-4mRNA expression ratio is related to
decreased survival with poor prognosis [48, 49]. However,
high IGFBP-5 expression has also been associated with
increased OS [19] and reduced IGFBP-5 protein levels
have been reported in the stroma surrounding aggressive
metastatic BC [50]. In this respect it is interesting that
a recent report demonstrated that co-culture of MCF-7
with carcinoma associated fibroblasts (CAFs) resulted
in decreased IGFBP-5 mRNA expression in this BC cell
line together with development of resistance to the SERD
fulvestrant [51]. Further experiments with siRNA knock
down of IGFBP-5 suggested a causal role for IGFBP-5
in the development of fulvestrant resistance. Whether
deregulation of IGFBP expression is a causal factor in
the development of other types of resistance (endocrine,
chemotherapeutic) is a subject of ongoing investigation in
our laboratories.

In conclusion, we have found that IGFBP-2 and
-5 expression are reciprocally regulated following the
acquisition of TamR in MCF-7 cells in vitro. The co-ordinate
effects of these IGFBPs on tamoxifen resistance and cell
migration respectively may provide a mechanism for
the development of endocrine resistance and subsequent
metastasis of BC epithelial cells.

MATERIALS AND METHODS

Tissue culture

A TamR derivative of MCF-7 was developed in
house as previously described [52, 53]. Briefly, cells were
cultured in phenol-red free RPMI 1640 supplemented
with 5% dextran charcoal-stripped FCS (Invitrogen)-PR-
DCS, 100 U/ml penicillin and 100 U/ml streptomycin
and 100 nM 4-hydroxytamoxifen (4-HT; Sigma, Poole,
UK) for 21-months during which 4-HT resistant variants
developed. Isogenic controls were cultured in the
same media, but with ethanol vehicle only. At 70-80%
confluence cells were passaged (1:4) using 0.25% trypsin-
EDTA (Invitrogen). Cell viability was determined by
Trypan blue exclusion and cells were seeded at appropriate
densities as described in the relevant figure legends. Cell
line provenance was verified by annual STR profiling and
bi-monthly mycoplasma testing (both in house).

qRT-PCR

RNeasy® Mini Kit (Qiagen, UK) was used to extract
and purify mRNA exactly according to the manufacturer’s
protocol. High Capacity RNA to cDNA kit (Applied
Biosystems, UK) was used according to the manufacturer’s
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protocol to synthesise single stranded c¢DNA from
1 pg mRNA. qRT-PCR reactions were conducted in a
final volume of 20 pl using TagMan probes (Applied
Biosystems). Expression of each gene was analysed in
triplicate in 96 well plates. Non-template and reverse
transcriptase negative controls were included. Tagman®
reactions were amplified using the Roche 480 LightCycler®.
The amplification protocol included; 2 min at 50°C, 10 min
at 95°C, and then 40 cycles of 2 step cycling; 15 sec at
95°C and 1 minute at 60°C. Quantification of PCR data was
estimated based on the threshold cycle (C). RPLPO was
used as the housekeeping gene (HKGs) after validation.
The data were analysed by using the comparative AC|
method (ACt (target) — ACt HKG) For calculating relative
changes in gene expression (wt MCF7 v TamR) the AACt
method was used where the fold change in gene expression
is defined as 222 and is plotted as ordinate.

Western and ligand blot

Conditioned media (CM: 1 ml) were freeze dried
and stored at —20°C prior to analysis. Anti-hIGFBP-2
(MAB6741) and -5 (MAB8751) were from R & D Systems.
MAB 6741 has < 1% cross reactivity with IGFBP-5; MAB
8751 has no cross reactivity with IGFBP-2. Anti-B-actin
was from Santa Cruz Biotechnology. HRP conjugated
rabbit anti-mouse was from Abcam (ab97046). Western
blot protocols have been reported previously [54]. Ligand
blotting with monobiotinylated IGF-2 (AMUO010- GroPep)
and streptavidin-HRP conjugate was as originally described
[55]. Western and ligand blots were developed with Super-
Signal® West Femto Maximum Sensitivity Substrate
(PN34095; Fisher Scientific) and images processed using
Gel-Doc imager (Bio-Rad).

Enzyme-linked immunosorbent assay (ELISA)

IGFBP-2 and IGFBP-5 concentrations in conditioned
media were determined by ELISA using IGFBP-2 and
IGFBP-5 DuoSet ELISA kits (Cat No DY674 and DY578
- R & D Systems) exactly according to the manufacturer’s
protocol. Assay range was 62.5-4000 pg/ml (IGFBP-2)
and 125-8000 pg/ml (IGFBP-5). CM samples were diluted
appropriately to fall within this range.

IGFBP knockdown

A shRNA based strategy was used to knock down
IGFBP-2 and IGFBP-5 expression in TamR and wt MCF-7
cells respectively. IGFBP-5 shRNA plasmid (sc-39591-sh),
IGFBP-5 shRNA plasmid control (sc-108060), IGFBP-2
shRNA plasmid (sc-37195-sh), IGFBP-2 shRNA plasmid
control (sc-108060) puromycin (CAY13884-25), shRNA
plasmid transfection medium (sc-108062) and transfection
reagent (sc-108061) (all Santa Cruz Biotechnology Inc.,
UK). Cells were transfected essentially according to the
manufacturer’s protocol. Briefly, cells (5 x 105) were

incubated in 6 well plates in PR-DCS at 37°C until 50-70%
confluent. Cells were washed with 1 ml transfection media
and incubated with 1 pg IGFBP or control shRNA plasmids
and 0.5-3% (v/v) transfection reagent in a final volume of
1ml for 6 hr. After a further 6 hr, 1 ml of PR-10% DCS was
added to each well and incubation continued overnight.
Stable transfectants were selected in PR-DCS containing
6 pg/ul puromycin with media changes every 3-5 days.
Puromycin resistant cells grew through at 3-4 weeks.
Heterogeneous cell populations were expanded and after
assay for IGFBP-2 and IGFBP-5 by ELISA cells were cloned
by limiting dilution. After 2 weeks individual colonies were
identifiable in a significant proportion of microtitre wells.
Typically 6 such clones were allowed to grow to confluence
and medium collected for IGFBP-2 or IGFBP-5 assay by
ELISA. IGFBP concentrations in CM were compared to
those obtained in contemporaneously grown wtMCF-7 and
TamR cells and scrambled control shRNA clones. Clones
which showed the highest level of knock down were
subsequently expanded and stored as frozen stocks.

Cell proliferation

Wt MCF-7, TamR, IGFBP-2 and IGFBP-5
knockdown or scrambled control shRNA clones were seeded
in PR-DCS in 96 well plates at 5 x 10° cells per well (100 pl
suspension). After attachment overnight cells were washed
with PBS and growth was monitored over the period 0-96 hr
in PR-DCS + | uM 4-hydroxy tamoxifen (4 HT).

Incucyte cell migration assay

Cells were seeded in 96-well Essen Image Lock plates
at 5 x 10° per well in PR-DCS. Plates were incubated for 18 h
to allow cell attachment following which sterilised 96-well
Wound-Maker pins were used to simultaneously generate
precise and reproducible cell-free zones 700-800 pm wide in
cell monolayers. Plates were placed in the IncuCyte incubator
at 37°C and equilibrated for a minimum of 15 minutes before
the first scan. IncuCyte software acquires images in real time
at 1 hr intervals for the duration of the experiment (96 h) and
integrated software quantifies cell migration using the metric
relative wound density (RWD). Migration of six different cell
lines was analysed using this technique — parental wt and
TamR MCF-7 cells; IGFBP-2 KO (clone F8) and scrambled
shRNA control; IGFBP-5 KO (clone B4) and scrambled
shRNA control. Data are presented along as plots of RWD
v time. For each cell line 12 replicates were performed and
data are generated as mean + SD.

Immunohistochemistry

Tissue microarray (TMA) construction and
immunohistochemistry

Ethical approval was obtained from the Leeds
(East) Local Research Ethics Committee at St James’s
University Hospital, Leeds, UK (06/Q1206/180). TMAs
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were constructed previously from an initial series of
351 cases of primary operable invasive breast carcinoma
from patients presenting from 1987-2005 all of whom
had received TAM and comprised, initially, 108 and
243 cases who did or did not experience a relapse,
respectively [56]. As this series has been used extensively
in other publications [57—60] some of the TMA cores
were exhausted, meaning that in this study 77 relapsed
and were designated clinically TamR (cTamR) while
193 did not relapse and were designated clinically TamS
(cTamS) were available for study. Mean follow up time
for the former was 87 months (range 11-199) and the
latter 101 months (range 7-214). Survival in the cTamR
cohort was updated in June 2015 and the cTamS cohort in
July 2013. The TamS cohort were updated 2 years earlier
than the resistant patients and some may have relapsed
in the subsequent 2 years however as indicated above the
median follow up was actually longer for the TamS cohort
than the TamR cohort (101 and 87 months, respectively).
Patients were censored at the last day they were known
to be alive. Histopathological details are presented in
Supplementary Table S1A and S1B. The cTAMs patients
had lower grade, smaller tumours and a higher proportion
of IGFBP-2 positive tumours (Supplementary Table S1A).
The IGFBP-2 positive tumours were smaller than the
IGFBP-2 negative tumours (Supplementary Table S1B).
Using the Human Protein Atlas (http://www.
proteinatlas.org/), suitable IGFBP-2 and IGFBP-5
antibodies were identified (Abcam-ab109284; and Santa
Cruz SC-6006) respectively. These antibodies do not
cross react with the other IGFBPs. Negative controls
(primary antibody omitted) were also included. Antigen
retrieval was achieved after de-waxing using Mena Path
Revelation buffer solution (cat no MP-607-X500) in the
Mena Path pressure cooker containing 500 ml distilled
water for 40 minutes. Immediately following this slides
were immersed in PBST (1x TBS containing 0.2% Tween
20) buffer then distilled water. Then, slides were washed
in PBST and blocked with 100 pl Novacastra peroxidase
(cat no RE7101) for 10 minutes, washed with PBST, then
100 pl of protein blocking solution (cat no RE7102) was
added and incubated for 2 minutes (both incubations
at room temperature). Rabbit monoclonal antibodies
against hIGFBP-2 (1:50 v/v) and goat polyclonal
antibody against IGFBP-5 (1:50 v/v) were added and
incubated at room temperature for 1 hour. Slides were
washed 3 times for 5 minutes with PBST and 100 pl of
secondary antibody (Novolink polymer cat no RE7112)
was added and incubated for 30 minutes. After washing
3 times in PBST for 5 minutes 100 pl of the diluted DAB
chromogen (1:20 v/v ;) cat no RE7105) was added to each
slide and incubated at room temperature RT (5 minutes).
Rehydration was achieved through graded alcohols, 100%,
75%, 50%, and 25% f (3 minutes in each), and washed
in running tap water. Endogenous peroxidase activity

was blocked (0.75% H,0,, 20 minutes) and then rinsed
in running tap water. Slides were counter stained by
immersing in Mayer’s haematoxylin for 1 minute, washed
in running tap water, then immersed in Scott’s tap water
for 2 minutes followed by a further wash in running tap
water. The slides were then dehydrated in a series of
ethanols (25% for 15 seconds, 50% for 2 minutes, 70%
for 5 minutes, and 100% for 5 minutes) then immersed
in xylene 3 times for 3 minutes. [65] Finally, slides were
mounted in DPX and cover-slips applied. Subsequently,
slides were scanned (Aperio ScanScope®) and scored using
a pixel intensity algorithm (Aperio) A Receiver Operating
Characteristic Curve (ROC) was used to determine the
optimal cut-off point using an online program (http://
molpath.charite.de/cutoff/; [61].

In silico analysis

An online survival analysis tool was used to
study the relationship between IGFBP-5 and IGFBP-2
expression and overall survival (Kaplan Meir Plotter;
http://kmplot.com/analysis/ (accessed 9 Nov 2015). This
data set comprises 3557 patients with overall survival
data on 1117 patients As the focus had been on tamoxifen
sensitivity and resistance, we selected a cohort of 65
patients with IGFBP-5 and IGFBP-2 expression data
(classified as either above or below the median) who had
received tamoxifen therapy, irrespective of ER status and
whether they received chemotherapy.

Statistics

Data were analysed for significant differences
using Student’s unpaired #test (ELISA) or repeated
measures ANOVA followed by Bonferroni’s post-hoc
test. Fisher’s exact test was performed to demonstrate
relationships between immunohistochemical findings
and clinicopathological variables. Survival durations
in months were calculated using Statistical Package for
Social Sciences (SPSS) version 22 software and Log-rank
test (Mantel-Cox test) test was used to plot Kaplan-Meier
survival curves.

ACKNOWLEDGMENTS AND FUNDING

YH would like to thank King Faisal Specialist
Hospital & Research Centre (Gen. Org) (KFSH & RC-Jed)
and the Royal Embassy of Saudi Arabia-Cultural Bureau
in the UK for their financial support during this PhD
programme. Thanks to Sree Sundara Rajan for updating
the cTamS dataset. MPH is supported by Yorkshire Cancer
Research (grant L316 to VS).

CONFLICTS OF INTEREST

None.

www.impactjournals.com/oncotarget

32140

Oncotarget



REFERENCES

10.

11.

12.

Browne BC, Hochgrafe F, Wu J, Millar EK, Barraclough J,
Stone A, McCloy RA, Lee CS, Roberts C, Ali NA,
Boulghourjian A, Schmich F, Linding R, et al. Global
characterization of signalling networks associated with
tamoxifen resistance in breast cancer. FEBS J. 2013;
280:5237-5257.

Kleinberg DL, Ruan W. IGF-1, GH, and sex steroid effects
in normal mammary gland development. ] Mammary Gland
Biol Neoplasia. 2008; 13:353-360.

. Knowlden JM, Hutcheson IR, Barrow D, Gee JIM,

Nicholson RIL
signaling in tamoxifen-resistant breast cancer: a supporting

Insulin-like growth factor-I receptor

role to the epidermal growth factor receptor. Endocrinology.
2005; 146:4609—4618.

Massarweh S, Osborne CK, Creighton CJ, Qin L,
Tsimelzon A, Huang S, Weiss H, Rimawi M, Schiff R.
Tamoxifen resistance in breast tumors is driven by growth
factor receptor signaling with repression of classic estrogen
receptor genomic function. Cancer Res. 2008; 68:826—833.
Parisot JP, Hu XF, DeLuise M, Zalcberg JR. Altered
expression of the IGF-1 receptor in a tamoxifen-resistant
human breast cancer cell line. Br J Cancer. 1999;
79:693-700.

Wiseman LR, Johnson MD, Wakeling AE, Lykkesfeldt AE,
May FE, Westley BR. Type I IGF receptor and acquired
tamoxifen resistance in oestrogen-responsive human breast
cancer cells. Eur J Cancer. 1993; 29A:2256-2264.

Boylan M, van den Berg HW, Lynch M. The anti-
proliferative effect of suramin towards tamoxifen-sensitive
and resistant human breast cancer cell lines in relation to
expression of receptors for epidermal growth factor and
insulin-like growth factor-I: growth stimulation in the
presence of tamoxifen. Ann Oncol. 1998; 9:205-211.

Gualberto A, Pollak M. Emerging role of insulin-like
growth factor receptor inhibitors in oncology: early
clinical trial results and future directions. Oncogene. 2009;
28:3009-3021.

van den Berg HW, Claffie D, Boylan M, McKillen J,
Lynch M, McKibben B. Expression of receptors for
epidermal growth factor and insulin-like growth factor I
by ZR-75-1 human breast cancer cell variants is inversely
related: the effect of steroid hormones on insulin-like
growth factor I receptor expression. Br J Cancer. 1996;
73:477-481.

Yee D, Favoni RE, Lippman ME, Powell DR. Identification
of insulin-like growth factor binding proteins in breast
cancer cells. Breast Cancer Res Treat. 1991; 18:3-10.

Yee D, Jackson JG, Kozelsky TW, Figueroa JA. Insulin-like
growth factor binding protein 1 expression inhibits insulin-
like growth factor I action in MCF-7 breast cancer cells.
Cell Growth Differ. 1994; 5:73-77.

Chen JC, Shao ZM, Sheikh MS, Hussain A, LeRoith D,
Roberts CT Jr, Fontana JA. Insulin-like growth factor-

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

binding protein enhancement of insulin-like growth factor-I
(IGF-I)-mediated DNA synthesis and IGF-I binding in a
human breast carcinoma cell line. J Cell Physiol. 1994;
158:69-78.

McCaig C, Perks CM, Holly JM. Intrinsic actions of
IGFBP-3 and IGFBP-5 on Hs578T breast cancer epithelial
cells: inhibition or accentuation of attachment and survival
is dependent upon the presence of fibronectin. J Cell Sci.
2002; 115:4293-4303.

Mclntosh J, Dennison G, Holly JM, Jarrett C, Frankow A,
Foulstone EJ, Winters ZE, Perks CM. IGFBP-3 can either
inhibit or enhance EGF-mediated growth of breast epithelial
cells dependent upon the presence of fibronectin. J Biol
Chem. 2010; 285:38788-38800.

De Leon DD, Wilson DM, Bakker B, Lamsom G, Hintz RL,
Rosenfeld RG. Characterization of insulin-like growth
factor binding proteins from human breast cancer cells. Mol
Endocrinol. 1989; 3:567-574.

Kim [, Manni A, Lynch J, Hammond JM. Identification and
regulation of insulin-like growth factor binding proteins
produced by hormone-dependent and -independent human
breast cancer cell lines. Mol Cell Endocrinol. 1991; 78:71-78.
Perks CM, Bowen S, Gill ZP, Newcomb PV, Holly JM.
Differential IGF-independent effects of
growth factor binding proteins (1-6) on apoptosis of breast
epithelial cells. J Cell Biochem. 1999; 75:652—664.
Juncker-Jensen A, Lykkesfeldt AE, Worm J, Ralfkiaer U,
Espelund U, Jepsen JS. Insulin-like growth factor binding
protein 2 is a marker for antiestrogen resistant human breast
cancer cell lines but is not a major growth regulator. Growth
Horm IGF Res. 2006; 16:224-239.

Ahn BY, Elwi AN, Lee B, Trinh DL, Klimowicz AC, Yau A,
Chan JA, Magliocco A, Kim SW. Genetic screen identifies
insulin-like growth factor binding protein 5 as a modulator
of tamoxifen resistance in breast cancer. Cancer Res. 2010;
70:3013-3019.

Hiscox S, Morgan L, Barrow D, Dutkowskil C, Wakeling A,
Nicholson RI. Tamoxifen resistance in breast cancer cells

insulin-like

is accompanied by an enhanced motile and invasive
phenotype: inhibition by gefitinib (‘Iressa’, ZD1839). Clin
Exp Metastasis. 2004; 21:201-212.

Perks CM, Vernon EG, Rosendahl AH, Tonge D, Holly JM.
IGF-1I, IGFBP-2 differentially regulate PTEN in human
breast cancer cells. Oncogene. 2007; 26:5966—5972.
Pereira JJ, Meyer T, Docherty SE, Reid HH, Marshall J,
Thompson EW, Rossjohn J, Price JT. Bimolecular
interaction of insulin-like growth factor (IGF) binding
protein-2 with alphavbeta3 negatively modulates IGF-I-
mediated migration and tumor growth. Cancer Res. 2004;
64:977-984.

Soh CL, McNeil K, Owczareck CM, Hardy MP,
Fabri LJ, Pearse M, Delaine CA, Forbes BE. Exogenous
administration of protease-resistant, non-matrix-binding
IGFBP-2 inhibits tumour growth in a murine model
of breast cancer. British Journal of Cancer. 2014; 110:
2855-2864.

WWW

.impactjournals.com/oncotarget

32141

Oncotarget



24.

25.

26.

27.

28.

29.

30.

31.

32.

33.

34.

35.

Schutt BS, Langkamp M, Rauschnabel U, Ranke MB,
Elmlinger MW. Integrin-mediated action of insulin-like
growth factor binding protein-2 in tumor cells. J Mol
Endocrinol. 2004; 32:859-868.

Frommer KW, Reichenmiller K, Schutt BS, Hoeflich A,
Ranke MB, Dodt G, Elmlinger MW. IGF-independent
effects of IGFBP-2 on the human breast cancer cell line
Hs578T. J Mol Endocrinol. 2006; 37:13-23.

Sureshbabu A, Okajima H, Yamanaka D, Tonner E,
Shastri S, Maycock J, Szymanowska M, Shand J,
Takahashi S, Beattie J, Allan G, Flint D. IGFBP5 induces
cell adhesion, increases cell survival and inhibits cell
migration in MCF-7 human breast cancer cells. J Cell Sci.
2012; 125:1693-1705.

Vijayan A, Guha D, Ameer F, Kaziri I, Mooney CC,
Bennett L, Sureshbabu A, Tonner E, Beattie J, Allan GJ,
Edwards J, Flint DJ. IGFBP-5 enhances epithelial cell
adhesion and protects epithelial cells from TGFbetal-
induced mesenchymal invasion. Int J Biochem Cell Biol.
2013; 45:2774-2785.

Kricker JA, Towne CL, Firth SM, Herington AC, Upton Z.
Structural and functional evidence for the interaction of
insulin-like growth factors (IGFs) and IGF binding proteins
with vitronectin. Endocrinology. 2003; 144:2807-2815.

Limer JL, Parkes AT, Speirs V. Differential response to
phytoestrogens in endocrine sensitive and resistant breast
cancer cells in vitro. Int J Cancer . 2006; 119:515-521.
Scott DJ, Parkes AT, Ponchel F, Cummings M, Poola I,
Speirs V. Changes in expression of steroid receptors, their
downstream target genes and their associated co-regulators
during the sequential acquisition of tamoxifen resistance
in vitro. Int J Oncol. 2007; 31:557-565.

Wong C, Chen S. The development, application and
limitations of breast cancer cell lines to study tamoxifen
and aromatase inhibitor resistance. J Steroid Biochem Mol
Biol. 2012; 131:83-92.

Alam MW, Persson CU, Reinbothe S, Kazi JU,
Ronnstrand L, Wigerup C, Ditzel HJ, Lykkesfeldt AE,
Pahlman S, Jogi A. HIF2alpha contributes to antiestrogen
resistance via positive bilateral crosstalk with EGFR in
breast cancer cells. Oncotarget. 2016; 7:11238-11250.
doi: 10.18632/oncotarget.7167.

Phuong NT, Kim SK, Im JH, Yang JW, Choi MC, Lim SC,
Lee KY, Kim YM, Yoon JH, Kang KW. Induction of
methionine adenosyltransferase 2A in tamoxifen-resistant
breast cancer cells. Oncotarget. 2015; 7:13902—13916.
doi: 10.18632/oncotarget.5298.

Perks CM, Holly JM. IGFBPs and breast cancer. Breast Dis.
2003; 17:91-104.

Busund LT, Richardsen E, Busund R, Ukkonen T,
Bjornsen T, Busch C, Stalsberg H. Significant expression
of IGFBP2 in breast cancer compared with benign lesions.
J Clin Pathol. 2005; 58:361-366.

36.

37.

38.

39.

40.

41.

42.

43.

44.

45.

46.

Elatiq F, Garrouste F, Remaclebonnet M, Sastre B,
Pommier G. Alterations in Serum Levels of Insulin-Like
Growth-Factors and Insulin-Like Growth-Factor-Binding
Proteins in Patients with Colorectal-Cancer. International
Journal of Cancer. 1994; 57:491-497.

Disis ML, Gad E, Herendeen DR, Lai VP, Park KH,
Cecil DL, O’Meara MM, Treuting PM, Lubet RA. A
multiantigen vaccine targeting neu, IGFBP-2, and IGF-IR
prevents tumor progression in mice with preinvasive breast
disease. Cancer Prev Res. 2013; 6:1273—-1282.

Taylor KJ, Sims AH, Liang L, Faratian D, Muir M,
Walker G, Kuske B, Dixon JM, Cameron DA, Harrison DJ,
Langdon SP. Dynamic changes in gene expression in vivo
predict prognosis of tamoxifen-treated patients with breast
cancer. Breast Cancer Res. BCR. 2010; 12:R39.

Huynh H, Yang XF, Pollak M. A role for insulin-like growth
factor binding protein 5 in the antiproliferative action of
the antiestrogen ICI 182780. Cell Growth Differ. 1996;
7:1501-1506.

Yamashita H, Takahashi S, Ito Y, Yamashita T, Ando Y,
Toyama T, Sugiura H, Yoshimoto N, Kobayashi S, Fujii Y,
Iwase H. Predictors of response to exemestane as primary
endocrine therapy in estrogen receptor-positive breast
cancer. Cancer Sci. 2009; 100:2028-2033.

So Al Levitt RJ, Eigl B, Fazli L, Muramaki M, Leung S,
Cheang MC, Nielsen TO, Gleave M, Pollak M. Insulin-
like growth factor binding protein-2 is a novel therapeutic
target associated with breast cancer. Clin Cancer Res. 2008;
14:6944-6954.

Sehgal P, Kumar N, Praveen Kumar VR, Patil S,
Bhattacharya A, Vijaya Kumar M, Mukherjee G,
Kondaiah P. Regulation of protumorigenic pathways
by insulin like growth factor binding protein2 and its
association along with beta-catenin in breast cancer lymph
node metastasis. Mol Cancer. 2013; 12:63.

Dean SJ, Perks CM, Holly JM, Bhoo-Pathy N, Looi LM,
Mohammed NA, Mun KS, Teo SH, Koobotse MO, Yip CH,
Rhodes A. Loss of PTEN expression is associated with
IGFBP2 expression, younger age, and late stage in triple-
negative breast cancer. Am J Clin Pathol 2014; 141:323-333.
Dokmanovic M, Shen Y, Bonacci TM, Hirsch DS, Wu W1.
Trastuzumab regulates IGFBP-2 and IGFBP-3 to mediate
growth inhibition: implications for the development of
predictive biomarkers for trastuzumab resistance. Mol
Cancer Ther. 2011; 10:917-928.

Park KH, Gad E, Goodell V, Dang Y, Wild T, Higgins D,
Fintak P, Childs J, Dela Rosa C, Disis ML. Insulin-
like growth factor-binding protein-2 is a target for the
immunomodulation of breast cancer. Cancer Res. 2008;
68:8400-8409.

Li X, Cao X, Li X, Zhang W, Feng Y. Expression level
of insulin-like growth factor binding protein 5 mRNA is

a prognostic factor for breast cancer. Cancer Sci. 2007;
98:1592-159%6.

WWW

.impactjournals.com/oncotarget

32142

Oncotarget



47.

48.

49.

50.

51.

52.

53.

54.

Hao X, Sun B, Hu L, Lahdesmaki H, Dunmire V,
Feng Y, Zhang SW, Wang H, Wu C, Wang H, Fuller GN,
Symmans WF, Shmulevich I, Zhang W. Differential gene
and protein expression in primary breast malignancies
and their lymph node metastases as revealed by combined
c¢DNA microarray and tissue microarray analysis. Cancer.
2004; 100:1110-1122.

Wang H, Arun BK, Wang H, Fuller GN, Zhang W,
Middleton LP, Sahin AA. IGFBP2 and IGFBP5
overexpression correlates with the lymph node metastasis
in T1 breast carcinomas. Breast J. 2008; 14:261-267.

Punglia RS, Morrow M, Winer EP, Harris JR. Local therapy
and survival in breast cancer. New England J Med. 2007;
356:2399-2405.

Plant HC, Kashyap AS, Manton KJ, Hollier BG, Hurst CP,
Stein SR, Francis GD, Beadle GF, Upton Z, LeavesleyDI.
Differential subcellular and extracellular localisations
of proteins required for insulin-like growth factor- and
extracellular matrix-induced signalling events in breast
cancer progression. BMC Cancer. 2014; 14:627.

Leyh B, Dittmer A, Lange T, Martens JW, Dittmer J.
Stromal cells promote anti-estrogen resistance of breast
cancer cells through an insulin-like growth factor
binding protein 5 (IGFBP5)/B-cell leukemia/lymphoma
3 (Bcl-3) axis. Oncotarget. 2015; 6:39307-39328. doi:
10.18632/oncotarget.5624.

Limer JL, Parkes AT, Speirs V. Differential response to
phytoestrogens in endocrine sensitive and resistant breast
cancer cells in vitro. International Journal of Cancer. 2006;
119:515-521.

Scott DJ, Parkes AT, Ponchel F, Cummings M, Poola I,
Speirs V. Changes in expression of steroid receptors, their
downstream target genes and their associated co-regulators
during the sequential acquisition of tamoxifen resistance
in vitro. Int J Oncology. 2007; 31:557-565.

Bramani S, Song H, Beattie J, Tonner E, Flint DJ, Allan GJ.
Amino acids within the extracellular matrix (ECM) binding
region (201-218) of rat insulin-like growth factor binding
protein (IGFBP)-5 are important determinants in binding
IGF-I. J Mol Endocrinol. 1999; 23:117-123.

55.

56.

57.

58.

59.

60.

61.

62.

Fowlkes JL, Serra D. A rapid, non-radioactive method
for the detection of insulin-like growth factor binding
proteins by Western ligand blotting. Endocrinology. 1996;
137:5751-5754.

Maraga L, Cummings M, Peter MB, Shaaban AM,
Horgan K, Hanby AM, Speirs V. Carcinoembryonic antigen
cell adhesion molecule 6 predicts breast cancer recurrence
following adjuvant tamoxifen. Clin Cancer Res. 2008;
14:405-411.

Hamilton-Burke W, Coleman L, Cummings M, Green CA,
Holliday DL, Horgan K, Maraqa L, Peter MB, Pollock S,
Shaaban AM, Smith L, Speirs V. Phosphorylation of estrogen
receptor beta at serine 105 is associated with good prognosis
in breast cancer. Am J Pathol. 2010; 177:1079—-1086.

Peter MB, Shaaban AM, Rajan SS, Maraqa L, Horgan K,
Speirs V. Investigating and critically appraising the
expression and potential role of androgen receptor in breast
carcinoma. Horm Mol Biol Clin Invest 2011; 7:273-278.
Shaaban AM, Green AR, Karthik S, Alizadeh Y, Hughes TA,
Harkins L, Ellis 10, Robertson JF, Paish EC, Saunders PT,
Groome NP, Speirs V. Nuclear and cytoplasmic expression
of ERbetal, ERbeta2, and ERbeta5 identifies distinct
prognostic outcome for breast cancer patients. Clini Cancer
Res. 2008; 14:5228-5235.

Wong PP, Yeoh CC, Ahmad AS, Chelala C, Gillett C,
Speirs V, Jones JL, Hurst HC. Identification of MAGEA
antigens as causal players in the development of tamoxifen-
resistant breast cancer. Oncogene. 2014; 33:4579-4588.
Budczies J, Klauschen F, Sinn BV, Gyorffy B,
Schmitt WD, Darb-Esfahani S, Denkert C. Cutoff Finder:
A Comprehensive and Straightforward Web Application
Enabling Rapid Biomarker Cutoff Optimization. Plos One.
2012; 7.

Gyorfty B, Lanczky A, Eklund AC, Denkert C, Budczies J,
Li Q, Szallasi Z. An online survival analysis tool to rapidly
assess the effect of 22,277 genes on breast cancer prognosis
using microarray data of 1,809 patients. Breast Cancer Res
Treat. 2010; 123:725-731.

www.impactjournals.com/oncotarget

32143

Oncotarget



