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ABSTRACT
The overall survival of lung cancer patients remains dismal despite the availability
of targeted therapies. Oncofetal protein SALL4 is a novel cancer target. We herein
report that SALL4 was aberrantly expressed in a subset of lung cancer patients with
poor survival. SALL4 silencing by RNA interference or SALL4 peptide inhibitor treatment
led to impaired lung cancer cell growth. Expression profiling of SALL4-knockdown
cells demonstrated that both the EGFR and IGF1R signaling pathways were affected.
Connectivity Map analysis revealed the HDAC inhibitor entinostat as a potential drug in
treating SALL4-expressing cancers, and this was confirmed in 17 lung cancer cell lines.
In summary, we report for the first time that entinostat can target SALL4-positive lung
cancer. This lays the foundation for future clinical studies evaluating the therapeutic
efficacy of entinostat in SALL4-positive lung cancer patients.

SALL4 is well established to be one of the critical
stem cell factors for the maintenance of pluripotency and
self-renewal of embryonic stem cells (ESCs)[12, 13].
Aberrant SALL4 expression has been reported in acute
myeloid leukemia (AML) and a panel of solid tumors,
including hepatocellular carcinoma (HCC), gastric cancer,
and endometrial cancer [14–19]. Targeting SALL4 as a
potential therapeutic strategy has been demonstrated in
AML and HCC by interrupting the interaction between
SALL4 and the histone deacetylase (HDAC) complex [15,
16]. Aberrant SALL4 expression in lung cancer patients
has been reported, and the detection of SALL4 mRNA
expression has been proposed as a diagnostic marker for
lung cancer patients [20, 21]. However, the functional
role(s) of SALL4 in NSCLC and its related mechanism, as
well as its therapeutic potential in lung cancer still remain
unknown. To answer these questions, we first examined
the oncogenic role of aberrant SALL4 protein expression
in human NSCLC. The follow-up mechanistic studies
demonstrated that SALL4 affected both the EGFR and

INTRODUCTION
Lung cancer is the leading cause of cancer deaths in
both men and women in the United States and worldwide.
It can be divided into small cell lung cancer (~20%) and
non-small cell lung cancer (NSCLC, ~80%)[1]. Major
treatment options for NSCLC, depending on the stages of
disease, include surgery, radiation, and platinum doublet
chemotherapy. In the past decade, the discovery of EGFR
mutations and EML4-ALK fusions has led to advances in
the treatment of NSCLC through the use of targeted therapies
[2–4]. While other driver mutations, including HER2, MET,
NRAS, BRAF, FGFR1, PIK3CA, AKT1, RET, and ROS1 may
represent viable therapeutic targets, overall they occur only at
low frequency in NSCLC, with more than 50% of cases still
lacking defined driver mutation [5–9]. Therefore, therapeutic
options are still limited for many advanced NSCLC patients.
In addition, acquired resistance to the existing targeted agents
and disease recurrence present further challenges and highlight
the urgent need for alternative treatment strategies [10, 11].
www.impactjournals.com/oncotarget

75425

Oncotarget

IGF1R signaling pathways by suppressing the expression
of one of the E3 ubiquitin-protein ligases, CBL-B,
probably through its reported interaction with the HDAC
complex. Notably, our preclinical data indicates that the
SALL4-expressing lung cancer cells were more sensitive
to the histone deacetylase inhibitor (HDACi) entinostat
(MS-275) treatment, suggesting that lung cancer patients
with SALL4 overexpression may benefit from treatment
with entinostat.

Within the NSCLC cases, SALL4 was found to be positive
in 12% of adenocarcinomas (ADC) (n=100), 19% of
adenocarcinoma in situ (n=21) and 23% of squamous
cell carcinoma (SCC) (n=52). In addition, we evaluated
RNA expression of SALL4 in paired tumor and normal
tissues from 12 lung cancer patients. Seven of these 12
lung cancer patients had increased SALL4 expression,
and overall, there was a statistically significant increase
in SALL4 expression in lung cancer tissues as compared
to adjacent normal lung tissues (P=0.04) (Supplementary
Figure S1).
To validate the observation from our cohort of
primary patient samples, we utilized the published
expression profiling data on lung cancers (Accession
GSE31210) from the Gene Expression Omnibus (GEO)
database [22]. SALL4 transcript level was analyzed in
226 adenocarcinomas and 20 adjacent normal lung tissue
samples. The expression of SALL4 was significantly
increased in cancer tissues compared to normal controls
(p<0.0001) (Figure 1b), confirming our observation
from the immunohistochemistry staining. Using the
same dataset, we further evaluated lung cancer patients
with known mutations in EGFR, KRAS, and ALK. Lung
cancer patients with EGFR and/or KRAS mutations
were found to have higher SALL4 expression, while
patients with ALK mutations did not have significantly
higher SALL4 expression (Supplementary Figure S2).

RESULTS
Aberrant SALL4 expression is detected in
a subset of lung cancer and high SALL4
expression is correlated with poor survival
To determine whether SALL4 is aberrantly expressed
in lung cancer, we performed immunohistochemistry
(IHC) to analyze the protein expression level of SALL4
in a cohort of lung cancer patients from the archives of
the National University Hospital, Singapore, with normal
lung tissues serving as control. Table 1 illustrates the
demographic and clinicopathological characteristics of
these patients. We observed elevated SALL4 expression in
a subset of lung cancer patients compared to normal lung
tissues (Figure 1a). Among non-small cell lung cancers
(NSCLCs), 16.2% were positive for SALL4 expression.

Table 1: Demographic and clinicopathological characteristics of lung cancer patients from the National University
Hospital, Singapore
Demographic and clinicopathological characteristics

Frequency (%)

Age (n=138)
< median (64.33)

68 (49.3)

> median

70 (50.7)

Gender (n=139)
Female

41 (29.5)

Male

98 (70.5)

Stage (n=127)
1

75 (59.1)

2

25 (19.7)

3

21 (16.5)

4

6 (4.7)

Differentiation (n=123)
Well & moderately differentiated

79 (64.2)

Poorly differentiated

44 (35.8)

Tumor size (n=128)
< median (3.5cm)

56 (43.8)

≥ median

72 (56.2)
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Furthermore, using the same dataset, we evaluated
the prognostic value of SALL4 expression in lung
cancer patients. Using median expression level as the
cutoff value, we found that high SALL4 expression in
lung cancer was significantly correlated with reduced
relapse-free survival and overall survival (Figure 1c),
suggesting that patients with high SALL4 expression
have poorer survival advantage. Similar observation
was also seen in another cohort of samples from
the GEO database – elevated SALL4 expression is
observed in lung cancer patients (Accession GSE19188,
Supplementary Figure S3a) [23]. Further analysis
showed that there is no significant difference, in terms
of SALL4 expression level, between different subtypes
of NSCLCs (Supplementary Figure S3b). To investigate
whether gene sets that have prognostic values are
enriched in SALL4-expressing lung carcinomas, we
carried out Gene Set Enrichment Analysis (GSEA)

by using the GSE19188 dataset. Indeed, we observed
enrichment of gene sets upregulated in lung cancers with
poor survival (P < 0.001) in SALL4-expressing group.
On the other hand, gene sets that are enriched in lung
cancers with good survival (P < 0.001) are enriched
in the SALL4-negative group (Supplementary Figure
S3c). These observations were confirmed by a third
published primary lung adenocarcinoma dataset from
the TCGA database. SALL4 expression was significantly
upregulated in adenocarcinoma tissues compared to the
matched normal lung tissues (P < 0.001) (Supplementary
Figure S3d). Comparing 61 samples with the highest
and lowest SALL4 expression from the same dataset, we
observed significant survival advantage for the patients
with low SALL4 expression (P = 0.017) (Supplementary
Figure S3d). These data collectively demonstrated that
aberrant SALL4 expression is observed in NSCLCs and
SALL4 has prognostic value in lung cancer.

Figure 1: Aberrant SALL4 expression in lung cancer. a. Representative SALL4 IHC images. Upper panel was taken with 100X

magnification; lower panel was taken with 400X magnification. The left most images were from a case of adenocarcinoma with no SALL4
expression. Second left images were from a case of adenocarcinoma with +3 SALL4 expression. Second right images were the matched
normal sample of the right most squamous cell carcinoma case, which has +4 SALL4 expression. The enlarged regions in the lower panel
were indicated by the black rectangular boxes in the upper panel images. b. Gene expression profiling data analysis on 226 adenocarcinomas
and 20 adjacent normal lung tissue samples (dataset GSE31210 from the GEO database) shows that SALL4 expression is significantly
higher in lung cancer samples compared to normal lung tissues (***P < 0.0001). c. Survival analysis demonstrates that SALL4 expression
is significantly correlated with reduced relapse-free survival and overall survival of lung cancer patients. This analysis was done on dataset
GSE31210 from the GEO database.
www.impactjournals.com/oncotarget
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SALL4 expression is essential for tumorigenicity
of lung cancer cells

(Supplementary Figure S5). Taken together, these data
suggest that SALL4 has a functional role and is a feasible
drug target in lung cancer.

To investigate if SALL4 has a functional role in
tumorigenicity of lung cancer cells, we first screened
16 NSCLC cell lines for SALL4 expression by using
qRT-PCR in order to select for appropriate models for
downstream functional studies (Supplementary Figure
S4a). ADC cell line H522 and large cell carcinoma
(LCC) cell line H661 showed the highest SALL4 RNA
expression level among the 16 cell lines (Supplementary
Figure S4a), which was confirmed by immunoblotting
at protein expression level (Supplementary Figure S4b).
Moderate endogenous SALL4 expression was detected in
both H292 and PC-9 cell lines, and low or undetectable
SALL4 expression was seen in HCC827 and H1299 cells
(Supplementary Figure S4a). Notably, H292 lung cancer
cells have EGFR amplification while PC-9 lung cancer
cells harbor the EGFR exon 19 deletion mutation.
Next, to investigate the functional role of SALL4
in lung cancer, SALL4 expression was downregulated
by lentiviral-mediated delivery of SALL4-specific short
hairpin RNA (shRNA) to the high SALL4-expressing
lung cancer cell lines (H661, H522, H292 and PC-9). The
specificity of this SALL4 shRNA has been validated in our
previous studies [15, 19]. The SALL4 shRNA transductions
resulted in 50-90% inhibition of SALL4 expression at
protein and mRNA levels in H661, H522, H292 and PC-9
cell lines (Figure 2a). We evaluated the effects of SALL4
knockdown on cell viability of these cells (Figure 2b).
SALL4 shRNA treatment markedly reduced the number of
viable cells compared to scramble shRNA control treatment
(Figure 2b). Furthermore, the oncogenic role of SALL4 was
investigated in an in vitro foci formation assay and an in
vivo lung cancer xenograft mouse model using H661 and
PC-9 cells with downregulated SALL4 expression (Figure
2c–2e). SALL4 downregulation significantly impaired the
tumorigenic potential of H661 cells in vitro (Figures 2c and
2d). In the in vivo xenograft assay, shRNA-treated PC-9
cells were injected subcutaneously into NOD/SCID mice
and monitored for tumor development. SALL4 knockdown
dramatically inhibited tumor growth compared to scramble
shRNA control group (Figure 2e). These data suggest that
SALL4 expression is critical for lung tumor cell growth in
vitro and in vivo.
We have recently described a SALL4 peptide as a
competitive inhibitor to antagonize the oncogenic function
of SALL4 in AML [15] and HCC [15, 17]. In our present
study, we further evaluated the anti-proliferative effects
of this 12-amino acid peptide in SALL4-expressing lung
cancer cell lines. Treatment with 10 μM of TAT peptidetagged SALL4 peptide (TAT-SALL4) led to a 30-50%
reduction of cell viability in all three SALL4-positive
lung cancer cell lines (H661, H522, and PC-9), while no
effect was observed on non-SALL4-expressing H1299
cells, compared to control peptides (TAT, or TAT-Con)
www.impactjournals.com/oncotarget

Downregulation of SALL4 blocks both IGF1R
and EGFR signaling pathways
To elucidate the potential mechanism(s) of SALL4
in lung cancer, we performed microarray gene expression
profiling on H661 cells treated with scramble shRNA
control and a SALL4-specific shRNA. Combination of oneway ANOVA analysis and pathway analysis using Pathway
Interaction Database (PID) showed that both EGFR (P =
1.03E-03) and IGF1R (P = 1.37E-05) signaling pathways
were significantly affected by SALL4 downregulation.
However, further analysis showed that SALL4 knockdown
had little effects on the RNA expression levels of IGF1R
and EGFR in H661 cells (Figure 3a). Nonetheless, SALL4
depletion led to decreased protein expression of total IGF1R
and phospho-IGF1R in H661 and H522 cell lines (Figure
3b, left panel), as well as reduced protein expression of total
EGFR and phospho-EGFR in H292 and PC-9 cells (Figure
3b, right panel), despite the unchanged RNA expression
levels. Furthermore, SALL4 knockdown also inactivated
the IGF1R/EGFR downstream intermediate target AKT,
as seen from downregulation of phospho-AKT, but not
MAPK in the four lung cancer cell lines examined (Figure
3b). These data suggest that depletion of SALL4 expression
in lung cancer cells blocks both the EGFR and IGF1R
signaling pathways, albeit not through direct regulation of
EGFR and IGF1R mRNA expression.

SALL4 regulates EGFR and IGF1R signaling
pathways through CBL-B ubiquitin ligase
It is known that receptor tyrosine kinases (RTKs),
including EGFR and IGF1R, can be negatively regulated
by CBL RING ubiquitin ligases [24, 25]. Interestingly,
our microarray data showed that loss of SALL4 led to
an upregulation of CBLB, a member of the CBL RING
ubiquitin ligases, which was further confirmed by qRTPCR (Figure 4a). In addition, SALL4 knockdown induced
CBL-B protein expression in four lung cancer cell lines
examined (H661, H522, PC-9, and H292) (Figure 4b).
The effects of SALL4 on CBL-B expression were further
evaluated by western blotting after overexpression of
SALL4 in a normal lung epithelial cell line (Beas2B).
Ectopic expression of both SALL4 isoforms A and
B suppressed CBL-B expression (Figure 4c). These
results suggest that SALL4 augments EGFR and IGF1R
expression in lung cancer through the downregulation of
CBL-B ubiquitin ligase.
We next performed SALL4 chromatin
immunoprecipitation (ChIP)-qPCR to investigate
if SALL4 binds directly on the promoter region of
CBLB, thereby repressing its expression. Significant
75428
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enrichment of SALL4 binding on CBLB promoter
was observed, as compared to the isotype control
(Figure 4d), suggesting that SALL4 might regulate
the expression of CBL-B directly by transcription
repression. Figure 4e shows the enrichment of SALL4
protein in our ChIP sample.

limited by their sub-optimal in vivo delivery efficiency.
To search for potential existing drug(s) to treat SALL4expressing cancers, we conducted Connectivity Map
(cMap) analysis [26, 27]. The SALL4 gene signature
obtained from either our knockdown experiments or
from data mining on primary lung cancer patients was
compared to the drug signatures through the cMap
site (http://www.broadinstitute.org/cmap/) with over
thousands of expression profiling results upon drug
treatments. The outcome of comparison was given a
score from +1 (maximum positive correlation) to -1
(maximum negative correlation) based on the extent
of correlation between the two gene signatures. In our
case, the drugs that received a score close to -1 are

Integrated analysis using connectivity Map
reveals that HDAC inhibitors can reverse
SALL4 gene expression signature in lung cancer
While we have identified a peptide to specifically
inhibit the growth of SALL4-expressing lung cancer
cells, the clinical utility of peptides, in general, is

Figure 2: SALL4 knockdown impaired lung cancer cell viability and tumorigenicity in vitro and in vivo. a. Western blots

show SALL4 downregulation in lung cancer cell lines H661, H522, H292 and PC-9 upon lentiviral-mediated delivery of SALL4-specific
shRNA. b. MTT assays show reduced cell viability upon SALL4 knockdown. (Continued )
www.impactjournals.com/oncotarget
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Figure 2: (Continued ) SALL4 knockdown impaired lung cancer cell viability and tumorigenicity in vitro and in vivo.
c. Foci formation assay shows decreased foci formation when SALL4 is downregulated. d. Bar chart shows the quantitation of foci formed
in both the Scr-sh and SALL4-sh groups. **** P < 0.0001, Student’s t test. e. SALL4 depletion inhibited tumorigenecity of lung cancer
cells (PC-9) in vivo. Tumor volume (mm3) was measured at various time points after transplantation (n = 5). Error bars indicate standard
error from five mice. * P < 0.05, Student’s t test. Tumor volume (mm3) was calculated by the following formula: (length × width× height)/2

most likely to have therapeutic values for the SALL4expressing lung cancer cells since the drug signatures
are in a reverse correlation with the SALL4 gene
signature.
We first performed cMap analysis using one set of
SALL4 gene signature generated from the comparison
between normal human control versus primary lung cancer
samples (Supplementary Tables S1 and S2). A separate
SALL4 gene signature generated from differentially
expressed genes following SALL4 knockdown in the
lung cancer cell line H661 (Supplementary Table S3)
was also used by cMap. Comparative analysis identified
overlapping of three candidate drugs in all three analyses
using the various gene signatures (Supplementary Table
S4). Intriguingly, entinostat (MS-275), a HDACi, was
www.impactjournals.com/oncotarget

among the three common drugs. This, however, was not
unexpected, as we have reported in our previous studies
that one of the main functions of SALL4 is to act as a
transcription repressor by interacting with the nucleosome
remodeling and deacetylase (NuRD) complex that
comprises of HDAC1 and HDAC2 [28]. As an HDACi,
entinostat preferentially inhibits HDAC1 as compared to
HDAC3 [29], and has been used in clinical trials to treat
lung cancer patients [30].

SALL4-expressing lung cancers are sensitive to
HDAC inhibitor entinostat treatment
To validate the cMap result, we conducted further
studies using the HDACi entinostat. A panel of 17
75430
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using the mean SALL4 expression level as threshold.
The entinostat sensitivity was then compared between
these two groups (Figure 5b). A negative correlation
between the IC50 of entinostat and SALL4 expression
level was observed, suggesting that lung cancer cells
with high SALL4 expression were more sensitive to
entinostat treatment (P = 0.03) (Figure 5b). To further
evaluate the correlation between SALL4 expression and
entinostat treatment sensitivity, SALL4 isoforms A and
B were overexpressed in SALL4 negative lung cancer
cell line H1299 (Figure 5c). Ectopic expression of

lung cancer cell lines with different expression levels
of SALL4 was evaluated for their drug sensitivity to
entinostat. We first noticed that lung cancer cells with
high SALL4 expression levels such as H661 and PC-9
cells were more sensitive to entinostat treatment than
those with low SALL4 expression level, such as H1299
cells. The IC50 values of entinostat at day 3 were 1.17
μM for H661, 0.88 μM for PC-9, and 7.7 μM for H1299,
respectively (Figure 5a). Furthermore, based on SALL4
mRNA expression level, 17 lung cancer cell lines were
stratified into “SALL4 high” and “SALL4 low” groups

Figure 3: SALL4 affects EGFR and IGF1R signaling pathways indirectly. a. qRT-PCR data shows that SALL4 knockdown

in H661 cell line had no effect on the expression of EGFR and IGF1R at RNA levels, validated our microarray data. b. Immunoblotting
shows that SALL4 knockdown inactivated IGF1R/EGFR signaling and their downstream mediator phospho-AKT, but not MAPK, in
IGF1R activated H661 and H522 cell lines (left panels), and EGFR activated PC-9 and H292 cell lines (right panels), ß-actin was used as
a loading control.
www.impactjournals.com/oncotarget
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Figure 4: SALL4 represses CBL-B, an E3 ubiquitin ligase implicated in the degradation of EGFR and IGF1R. a. qRTPCR data shows that SALL4 knockdown in H661 cell line induced CBLB expression at RNA levels, confirming our microarray data.
b. SALL4 knockdown resulted in upregulation of CBL-B in four lung cancer cell lines at protein levels. c. Ectopic overexpression of
SALL4 significantly decreased CBL-B expression in a normal lung cell line (Beas2B). d. ChIP-qPCR experiments indicate that SALL4
binds to the CBLB promoter in H661 cells. * P < 0.05, Student’s t test. e. ChIP-WB shows enrichment of SALL4 protein in SALL4 ChIP
sample.

www.impactjournals.com/oncotarget
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Figure 5: SALL4-expressing cells are more sensitive to HDACi entinostat treatment. a. MTT assay shows the inhibition of

cell growth in lung cancer lines (H661, PC-9 and H1299) after 72 h treatment with HDACi entinostat at various dosage (0.78, 1.56, 3.12,
6.25, 12.5, and 25 μM). Data were normalized to the DMSO control, and represent the mean values (± s.d.) of quadruplicate cultures from
two independent experiments. b. IC50 values of entinostat treatment was plotted against two groups of lung cancer cell lines (n = 17) with
high or low SALL4 expression. Entinostat sensitivity is correlated positively with SALL4 expression. c. Western blot shows overexpression
of SALL4 isoforms A and B in the SALL4 negative lung cancer cell line H1299 d. MTT assay shows increased sensitivity of H1299 cells
to entinostat treatment upon SALL4 overexpression when compare to FUW empty vector control (* P < 0.05). e. qRT-PCR shows CBLB
expression in H661, PC-9, and H1299 cells after treatment with entinostat for 48 h. (Continued )
www.impactjournals.com/oncotarget
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Figure 5: (Continued ) SALL4-expressing cells are more sensitive to HDACi entinostat treatment. f. Western blot shows

reduced SALL4 expression and increased CBL-B expression in H661 cells after entinostat treatment for 72 h. g. ChIP-qPCR shows
decreased SALL4 binding to the CBLB promoter upon treatment with 10μM entinostat for 24h. n.s.: not significant

DISCUSSION

SALL4 in these cells led to increased sensitivity of the
cells to entinostat treatment, as indicated by a reduced
IC50 value (Figure 5d).
Since SALL4 can repress its downstream target
gene expression through its interaction with the HDACcontaining complex NuRD, we reason that entinostat, an
HDACi, can potentially affect the repressive function of
SALL4. We have shown in this study that SALL4 can
repress CBL-B expression in lung cancer cells. We next
examined whether the expression of CBL-B in these cells
was affected upon entinostat treatment. The expression
levels of CBL-B were increased significantly only in
SALL4-expressing H661 and PC-9 cell lines and not
in SALL4-non-expressing H1299 cells after entinostat
treatment (Figure 5e). Additionally, entinostat treatment
led to a decrease in SALL4 expression levels (Figure 5f),
and abolished the enrichment of SALL4 binding on CBLB
promoter as observed from SALL4 ChIP-qPCR in H661
cells (Figure 5g).
To our knowledge, these data demonstrate for the
first time that high SALL4 expression is associated with a
more sensitive response to entinostat treatment in human
lung cancer cells. Therefore, SALL4 might be a good
predictive marker for entinostat, and possibly other HDAC
inhibitors in lung cancer.
www.impactjournals.com/oncotarget

SALL4 is an important stem cell factor [12, 13],
and it has recently emerged as an oncofetal protein [15].
Aberrant SALL4 expression has been reported in a myriad
of solid tumors including HCC [15, 16, 31], endometrial
cancer [19], ovarian cancer [32], breast cancer [33],
gastric cancer [18, 34], lung cancer [20, 21], and germ
cell tumors [35–37], as well as in leukemias [14, 38, 39].
Its druggability has been proposed in liver cancer and
AML [15]. Lung cancer is the leading cause of cancer
deaths in the United States (US) and worldwide. Recently,
molecular targeted therapies including EGFR and ALK
inhibitors have resulted in some improvement in the
treatment response in selected groups of NSCLC patients.
However, EGFR and ALK aberrations collectively account
for only approximately 15% of all NSCLCs in the US, and
the overall survival rate for lung cancer patients remains
extremely poor (5-year survival rate of ~15%). Therefore,
more effective therapeutics are needed for lung cancer
patients, particularly for the ones that are negative for
EGFR mutations.
In our present study, we first examined SALL4
expression in a cohort of primary lung cancer samples
using immunohistochemical staining. 16% of 173
75434
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primary lung cancer patients demonstrated positive
SALL4 expression, whereas no expression of SALL4
was observed in normal lung tissues (except for the basal
layer of bronchiolar epithelium), consistent with published
results by other groups [37, 40, 41]. The observation that
SALL4 is overexpressed in a subgroup of lung cancers
was further validated by analysis of published gene
expression profiles of lung cancers in public databases.
Importantly, we have also observed positive SALL4
expression in EGFR mutation negative lung cancer
patients. The correlation between SALL4 expression and
poorer patient survival in lung cancer is consistent with
our observations from HCC, endometrial cancer and
myelodysplastic syndrome. The unique expression pattern
of SALL4 in lung cancer suggests that it can potentially
be a good drug target for personalized medicine, targeting
the lung cancer subtypes that cannot be treated by current
targeted therapies like EGFR and ALK inhibitors.
To date, targeted therapies have reshaped the
management of various types of cancers including
NSCLC. EGFR is frequently strongly activated and
overexpressed in NSCLC. Oncogenic EGFR mutation is
a compelling therapeutic target in NSCLCs and numerous
agents have been developed to target this moiety [42–44].
However, cancer cells may circumvent the drug effects
of EGFR inhibitors by activating alternative pathways,
thus limiting the efficacy of such therapeutic approaches
[45, 46]. One of these alternative pathways is the IGF1R
pathway, which is an important cell survival pathway. In
the setting of NSCLC, increased expression of IGF1R
appears to be detected in up to 70% of patients [47].
Also IGF1R overexpression was found to correlate
with decreased efficacy of EGFR targeting, suggesting
the importance of IGF1R signaling in EGFR inhibitors
drug resistance [48, 49]. All these studies suggest that
co-targeting of both IGF1R and EGFR represent a more
viable therapeutic option for NSCLC.
In this study, we show that depletion of SALL4
by shRNA resulted in a decreased in cell viability and
tumorigenicity of SALL4-positive lung cancer cells,
which were associated with dysregulation of both EGFR
and IGF1R signaling pathways. The regulatory effects
of SALL4 on these two pathways seem to be indirect
as SALL4 had no direct effect on the mRNA expression
of EGFR/IGF1R. Instead, SALL4 silencing induced the
expression of CBL-B, an E3 ubiquitin ligase, both at the
protein and mRNA levels. Members of the CBL protein
family (CBL, CBL-B and CBL-C) have emerged as
dominant “activated RTK-selective” ubiquitin ligases,
which serve a unique role as activation-induced feedback
negative regulators of RTKs, including EGFR, PDGFR,
MET, KIT, and IGF1R. Various studies have demonstrated
that CBL protein-dependent ubiquitination targets
activated RTKs for degradation either by promoting their
proteasomal degradation or by facilitating their endocytic
sorting into lysosomes. Data from lung cancer cell
www.impactjournals.com/oncotarget

lines suggest that SALL4 downregulation may result in
degradation of EGFR and IGF1R proteins, possibly in part
through CBL-B. This model needs to be verified further by
rescue experiments in the future.
We have previously identified a peptide that can
block the oncogenic function of SALL4 by interrupting
the interaction between SALL4 and the NuRD complex
[15]. While the development of SALL4-specific
inhibitor(s) that mimic this SALL4 peptide is ongoing,
we set out to search for existing drugs that can potentially
treat SALL4-expressing cancers. Using cMap predication,
we identified that the drug signature from HDAC inhibitor
entinostat significantly correlates with SALL4 gene
signature. Using a panel of 17 lung cancer cell lines with
varying SALL4 expression levels as a preclinical model,
we further confirmed that high SALL4 expression lung
cancer cells were more sensitive to entinostat treatment.
Entinostat can induce the expression of CBLB, a gene that
is repressed by SALL4 in lung cancer cells, representing
a potential mechanism for the sensitivity of SALL4expressing lung cancer cells to this drug. entinostat is an
HDACi targeting class I enzymes HDAC1 to HDAC3.
Recent clinical trials conducted on patients with lung
cancer reveal that combination of entinostat with existing
lung cancer treatments, such as erlotinib or azacitidine,
appears promising, particularly for the carefully selected
subgroups of patients [30]. Currently, there is no predictive
biomarker for entinostat for lung cancer treatment. Our
preclinical studies using a panel of 17 lung cancer cell
lines suggest that SALL4 could be a useful predictive
marker for entinostat. Future clinical studies are needed
to investigate whether SALL4 can be used as a biomarker
in selecting lung cancer patients who may benefit from
combination therapy with entinostat.
In summary, this is the first comprehensive study
on the role of SALL4 in lung cancer. We have evaluated
SALL4 expression in lung cancer in large cohorts
of patients, and observed that SALL4 expression is
upregulated in a subset (about 16%) of these patients
including EGFR mutation negative cases. As reported in
other types of cancers, SALL4 plays a critical role in lung
cancer cell survival. This is supported by genetic (SALL4
knockdown) and pharmacological (peptide) studies.
SALL4-expressing lung cancer cells are more sensitive
to entinostat treatment. Overall, our studies suggest that
targeting SALL4 by entinostat is a novel approach for lung
cancer treatment.

MATERIALS AND METHODS
Patient samples
173 cases of primary lung cancer tissues (52 SCC,
100 ADC, and 21 BAC) and 166 cases of matched normal
lung tissues from the archives of the National University
Hospital, Singapore were included in this study. Ethics
75435
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approval was obtained from the National University of
Singapore Institutional Review Board (NUS IRB 09-261).

in F10 containing 10% FBS, penicillin/streptomycin,
L-glutamine, amphotericin, Mitotracker+, and bovine
pituitary extract. Transduction was carried out as
described previously48.

Antibodies and reagents
All phospho-antibodies (pIGF1R #3024, pEGFR
#2234, pAKT #9271, pMAPK #9101) and polyclonal
antibodies to AKT (#9272) and IGF1R (#3027) were from
Cell Signaling Technology (Beverly, MA). Monoclonal
mouse antibodies to SALL4 (#sc-101147) and CBL-B
(#sc-1705), and polyclonal antibody to EGFR (#sc-03)
were from Santa Cruz Biotechnology (Santa Cruz, CA).
Polyclonal antibody to MAPK (#61-7400) was from
Invitrogen Life Technologies (Carlsbad, CA). HDAC
inhibitors (trichostatin A and entinostat) were provided by
Dr. James Bradner’s lab at DFCI.

Cell viability analysis
Lung cancer cells were plated at 5,000 cells/well
in a 96-well flat-bottomed plate (Falcon, Lincoln NJ) and
cultured in RPMI1640 for 24 hours before transduction
with lentiviral empty vector, SALL4 shRNA, or treatment
with HDAC inhibitors (entinostat or TSA), or TAT-SALL4
peptide (YGRKKRRQRRRMSRRKQAKPQHI)/TAT-con
peptide(YGRKKRRQRRR). Cell viability was assessed
1-5 days after transduction or inhibitor treatment using
the MTT assay as described14, 22, 48. Data were normalized
to the empty vector group or DMSO. All assays were
performed in quadruplicate wells, and were averaged from
two independent experiments for each cell line.

Cell lines
Lung tumor cell lines (PC-9, H460, A549, H1299,
H520, A427, H292, H441, H322, H1650, H1395,
HCC827, H3122, H1975, H3255, and H23) and a normal
lung epithelial cell line (Beas2B) were kindly provided by
Drs. Daniel G. Tenen and Susumu Kobayashi. H522 and
H661 cell lines were purchased from the American Type
Culture Collection (ATCC).

Foci formation assay
Lung cancer cells (H661) were treated with
scrambled shRNA (Scr-sh) or SALL4 shRNA (SALL4sh). Three days after lentiviral transduction, cells were
plated at 500 cells per well in a 6-well plate (Corning,
NY) and cultured in RPMI1640 medium for 2 weeks.
Colony formation was observed by staining with crystal
violet solution (0.1% crystal violet/ 25% methanol) and
the number of colonies was manually counted. All assays
were performed in triplicate wells and averaged from two
independent experiments.

SALL4 immunohistochemistry
IHC staining was performed according to the
standard techniques as described previously [15].

Lentiviral SALL4 overexpression and SALL4
shRNA constructs and lentivirus packaging

Xenotransplant murine models
All experimental procedures involving animals were
conducted in accordance with the institutional guidelines
set forth by the Children’s Hospital Boston (CHB animal
protocol number 11-09-2022). Eight to 10 week-old NOD/
SCID mice were housed in a specific pathogen-free facility.
Athymic nude mice were injected subcutaneously with
PC-9 cells expressing SALL4-targeting shRNA on one flank
(n=3 each) and scramble shRNA control on the other flank
(n=3). 2 × 106 infected cells on puromycin selection were
resuspended in BD Matrigel and implanted subcutaneously
at each injection site. After injection, mice were examined
and tumor volumes were measured at various time points.
Tumor volume was calculated by using the formula, tumor
volume = (length × width× height)/2. Mice were killed by
CO2 inhalation and necropsied 4 weeks after injection, and
then tumor volume was evaluated.

Human SALL4A or SALL4B fragments were
subcloned into a modified lentiviral vector (FUW-LucmCh-puro) with mCherry and puromycin selection markers.
Lentivirus preparations were produced by cotransfecting
empty vector pLKO.1puro with SALL4 shRNA or FUW
with SALL4 ORF, and helper virus packaging plasmids
pCMVΔR8.91 and pMD.G (at a 10:10:1 ratio) into 293T
cells. Transfections were carried out using lipofectamine
and PLUS reagent. Lentiviruses were harvested at 24,
36, 48, and 60 hrs post-transfection, and frozen at -80oC
in aliquots at appropriate amounts for infection. Validated
shRNAs were used for SALL4 knockdowns. The sequences
for SALL4 shRNA and scrambled shRNA are as follows:
SALL4 shRNA: 5’-GCCTTGAAACAAGCCAAGCTA-3’;
and Scr-shRNA: 5’-CCTAAGGTTAAGTCGCCCTCG-3’.

Cell culture and virus infection

Chromatin Immunoprecipitation (ChIP)-qPCR

H661, H522, PC-9, H292 and H1299 cell
lines were maintained in RPMI1640 medium plus
15% fetal bovine serum (FBS) containing penicillin/
streptomycin and L-glutamine. Beas2B was maintained
www.impactjournals.com/oncotarget

H661 cells were cross-linked with 1% formaldehyde
and snap-frozen until processed. 10 million cells were
used per experiment. Cells were lysed in 1ml of cell lysis
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buffer (20mM Tris, pH8/ 85mM KCl/ 0.5% NP-40 and
1X cOmplete protease inhibitor cocktail), and the nuclei
was resuspended in nuclear lysis buffer (10mM TrisHCl, pH7.5/ 1% NP-40/ 0.5% NaDOC/ 0.1% SDS/ 1X
cOmplete protease inhibitor cocktail). The nuclei were
then sonicated using the Biorupter (30s on/off pulses for
10 cycles). The salt concentration of the sheared chromatin
was adjusted to 500mM NaCl. Immunoprecipitations
were then carried out with 1.9μg of SALL4 antibody in
ChIP dilution buffer (16.7mM Tris-HCl, pH8.1/ 500mM
NaCl/ 0.01% SDS/ 1.1% Triton X-100/ 1.2mM EDTA)
overnight. Bead complexes were washed twice with RIPA
buffer high salt (500mM), then twice with LiCl buffer
(10mM Tris-HCl, pH8.1/ 1mM EDTA/ 1% NaDOC/ 1%
NP-40/ 250mM LiCl), and finally twice in TE buffer.
Protein-DNA complexes were then eluted with 100μl
of ChIP elution buffer (10mM Tris-HCl, pH8/ 5mM
EDTA/ 300mM NaCl/ 0.1% SDS) and 16μl of reversecrosslinking buffer (250mM Tris-HCl, pH6.4/ 1.25M
NaCl/ 62.5mM EDTA/ 5mg/ml Proteinase k/ 62.5mg/ml
RNAse A) by incubated at 65°C overnight. DNA samples
were then PCR purified with QIAquick PCR Purification
Kit (Qiagen, Germany) and analysed by qPCR. ChIPqPCR primers used were: CBLB promoter forward: 5’CAGCATCAATAATACCCAAAATTCGACC-3’, reverse:
5’- CGATGGAGGAAGATGCAGTGGTAC-3’.

Technologies, Santa Clara, CA). A RIN value of 8.0
and above was considered to indicate a satisfactory
sample quality. Gene expression array was carried out
as described previously48. The microarray data was
deposited in the GEO database with the Accession
number GSE68959.

GSEA analysis
Gene expression data of lung cancers was extracted
from the GEO database (accession number: GSE31210
and GSE19188). Before GSEA, all lung cancer samples
were divided into two groups according to their SALL4
expression levels: SALL4 high and SALL4 low. GSEA
was then performed based on normalized data using
GSEA v2.0 tool (http://www.broad.mit.edu/gsea/) for
identification of enriched gene sets between the SALL4
high and SALL4 low groups.

Statistical analysis
Results are expressed as mean ± s.d. from at least
three independent experiments, unless otherwise stated.
Statistical significance between the two groups was
determined by Student’s t-test or Pearson’s Chi-squared
(χ2) test (GraphPad Prism 5.0 software (La Jolla, CA,
USA). Log-rank test was used for survival analysis. The
value of P < 0.05 was considered statistically significant
and is indicated by an asterisk.

Primers
The qRT-PCR assays for SALL4, EGFR, IGF1R and
CBLB were performed using the following primers: SALL4
sense: 5’-CCGTCCATGCGGAAGATC-3’ and anti-sense:
5’-GAAGACCTCCTCCTCGCACT-3’; EGFR sense:
5’-CCCCCAGCGTATCTATATGGAA-3’ and anti-sense:
5’-GCTGTCCCTCTCCACTGCAA-3’; 5 IGF1R sense:
5’-GAGAGCTGGTAGTTAGTAGCATGTTGA-3’ and antisense: 5’- AATTCCAATAATGAACCCAATAGATTAGTTA
-3’17. CBLB sense: 5’-GAGAGCTGGTAGTTAGTAGC
ATGTTGA-3’ and anti-sense: 5’- AATTCCAATAATGA
ACCCAATAGATTAGTTA -3’. As controls, GAPDH was
amplified using the following primers: GAPDH sense:
5’-GAAGGTGAAGGTCGGAGTCAAC-3’ and anti-sense:
5’-TGGAAGATGGTGATGGGATTTC-3’. All primers
were obtained from Invitrogen. The comparative Ct (cycle
threshold) method was used to determine RNA expression
fold differences in lung cancer cell lines. The data points (run
in triplicate assays) were normalized to GAPDH.
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manufacturer’s instructions. RNA quantity was assessed
using Nanodrop (Thermo Fisher Scientific, Wilmington,
DE) and RNA integrity was analyzed using Nano chip
for Eukaryotes on the Agilent 2100 Bioanalyzer (Agilent
www.impactjournals.com/oncotarget

75437

Oncotarget

Author contributions

9. Heist RS, Sequist LV and Engelman JA. Genetic changes
in squamous cell lung cancer: a review. J Thorac Oncol.
2012; 7:924-933.

LC, DGT and AL designed the study. AL, WBO,
KJY, WZ, FW, HT, and LQ performed the experiments
and acquired data. AL, WBO, KJY, WZ, FW, HT, and
LQ analyzed and interpreted acquired data. BY analyzed
and interpreted histopatological data. HY performed
bioinformatics analyses. KJY, AL, WBO, WZ, BY, JAF,
RS, DGT and LC participated in scientific discussion and
drafting of the manuscript.

10. Chong CR and Janne PA. The quest to overcome resistance
to EGFR-targeted therapies in cancer. Nat Med. 2013;
19:1389-1400.
11. Choi YL, Soda M, Yamashita Y, Ueno T, Takashima J,
Nakajima T, Yatabe Y, Takeuchi K, Hamada T, Haruta H,
Ishikawa Y, Kimura H, Mitsudomi T, Tanio Y, Mano H and
Group ALKLCS. EML4-ALK mutations in lung cancer
that confer resistance to ALK inhibitors. The New England
journal of medicine. 2010; 363:1734-1739.

REFERENCES

12. Elling U, Klasen C, Eisenberger T, Anlag K and Treier
M. Murine inner cell mass-derived lineages depend on
Sall4 function. Proceedings of the National Academy
of Sciences of the United States of America. 2006;
103:16319-16324.

1. Siegel R, Naishadham D and Jemal A. Cancer statistics,
2013. CA Cancer J Clin. 2013; 63:11-30.
2. Pao W, Miller V, Zakowski M, Doherty J, Politi K, Sarkaria
I, Singh B, Heelan R, Rusch V, Fulton L, Mardis E, Kupfer
D, Wilson R, Kris M and Varmus H. EGF receptor gene
mutations are common in lung cancers from “never
smokers” and are associated with sensitivity of tumors
to gefitinib and erlotinib. Proceedings of the National
Academy of Sciences of the United States of America.
2004; 101:13306-13311.

13. Yang J, Chai L, Fowles TC, Alipio Z, Xu D, Fink LM, Ward
DC and Ma Y. Genome-wide analysis reveals Sall4 to be a
major regulator of pluripotency in murine-embryonic stem
cells. Proceedings of the National Academy of Sciences of
the United States of America. 2008; 105:19756-19761.
14. Ma Y, Cui W, Yang J, Qu J, Di C, Amin HM, Lai R, Ritz
J, Krause DS and Chai L. SALL4, a novel oncogene, is
constitutively expressed in human acute myeloid leukemia
(AML) and induces AML in transgenic mice. Blood. 2006;
108:2726-2735.

3. Sequist LV, Martins RG, Spigel D, Grunberg SM, Spira A,
Janne PA, Joshi VA, McCollum D, Evans TL, Muzikansky
A, Kuhlmann GL, Han M, Goldberg JS, Settleman J, Iafrate
AJ, Engelman JA, et al. First-line gefitinib in patients with
advanced non-small-cell lung cancer harboring somatic
EGFR mutations. J Clin Oncol. 2008; 26:2442-2449.

15. Yong KJ, Gao C, Lim JS, Yan B, Yang H, Dimitrov T,
Kawasaki A, Ong CW, Wong KF, Lee S, Ravikumar
S, Srivastava S, Tian X, Poon RT, Fan ST, Luk JM, et
al. Oncofetal gene SALL4 in aggressive hepatocellular
carcinoma. The New England journal of medicine. 2013;
368:2266-2276.

4. Camidge DR, Bang YJ, Kwak EL, Iafrate AJ, VarellaGarcia M, Fox SB, Riely GJ, Solomon B, Ou SH, Kim DW,
Salgia R, Fidias P, Engelman JA, Gandhi L, Janne PA, Costa
DB, et al. Activity and safety of crizotinib in patients with
ALK-positive non-small-cell lung cancer: updated results
from a phase 1 study. Lancet Oncol. 2012; 13:1011-1019.

16. Oikawa T, Kamiya A, Zeniya M, Chikada H, Hyuck AD,
Yamazaki Y, Wauthier E, Tajiri H, Miller LD, Wang XW,
Reid LM and Nakauchi H. Sal-like protein 4 (SALL4), a
stem cell biomarker in liver cancers. Hepatology. 2013;
57:1469-1483.

5. Sequist LV, Heist RS, Shaw AT, Fidias P, Rosovsky R,
Temel JS, Lennes IT, Digumarthy S, Waltman BA, Bast E,
Tammireddy S, Morrissey L, Muzikansky A, Goldberg SB,
Gainor J, Channick CL, et al. Implementing multiplexed
genotyping of non-small-cell lung cancers into routine
clinical practice. Ann Oncol. 2011; 22:2616-2624.

17. Yong KJ, Chai L and Tenen DG. Oncofetal gene SALL4
in aggressive hepatocellular carcinoma. The New England
journal of medicine. 2013; 369:1171-1172.

6. Rekhtman N, Paik PK, Arcila ME, Tafe LJ, Oxnard GR,
Moreira AL, Travis WD, Zakowski MF, Kris MG and
Ladanyi M. Clarifying the spectrum of driver oncogene
mutations in biomarker-verified squamous carcinoma of
lung: lack of EGFR/KRAS and presence of PIK3CA/AKT1
mutations. Clin Cancer Res. 2012; 18:1167-1176.

18. Zhang L, Xu Z, Xu X, Zhang B, Wu H, Wang M,
Zhang X, Yang T, Cai J, Yan Y, Mao F, Zhu W, Shao Q,
Qian H and Xu W. SALL4, a novel marker for human
gastric carcinogenesis and metastasis. Oncogene. 2014;
33:5491-5500.
19. Li A, Jiao Y, Yong KJ, Wang F, Gao C, Yan B, Srivastava
S, Lim GS, Tang P, Yang H, Tenen DG and Chai L. SALL4
is a new target in endometrial cancer. Oncogene. 2015;
34:63-72.

7. Califano R, Abidin A, Tariq NU, Economopoulou P, Metro
G and Mountzios G. Beyond EGFR and ALK inhibition:
Unravelling and exploiting novel genetic alterations in
advanced non small-cell lung cancer. Cancer Treat Rev.
2015.

20. Kobayashi D, Kuribayashi K, Tanaka M and Watanabe
N. Overexpression of SALL4 in lung cancer and its
importance in cell proliferation. Oncology reports. 2011;
26:965-970.

8. Sakashita S, Sakashita M and Sound Tsao M. Genes and
pathology of non-small cell lung carcinoma. Semin Oncol.
2014; 41:28-39.
www.impactjournals.com/oncotarget

75438

Oncotarget

21. Fujimoto M, Sumiyoshi S, Yoshizawa A, Sonobe M,
Kobayashi M, Moriyoshi K, Kido A, Tanaka C, Koyanagi
I, Date H and Haga H. SALL4 immunohistochemistry in
non-small-cell lung carcinomas. Histopathology. 2014;
64:309-311.

the embryonal subtype of hepatoblastoma. Histopathology.
2013; 63:425-428.
32. Park JT, Chen X, Trope CG, Davidson B, Shih Ie M
and Wang TL. Notch3 overexpression is related to the
recurrence of ovarian cancer and confers resistance to
carboplatin. The American journal of pathology. 2010;
177:1087-1094.

22. Okayama H, Kohno T, Ishii Y, Shimada Y, Shiraishi K,
Iwakawa R, Furuta K, Tsuta K, Shibata T, Yamamoto S,
Watanabe S, Sakamoto H, Kumamoto K, Takenoshita
S, Gotoh N, Mizuno H, et al. Identification of genes
upregulated in ALK-positive and EGFR/KRAS/ALKnegative lung adenocarcinomas. Cancer Res. 2012;
72:100-111.

33. Jeong HW, Cui W, Yang Y, Lu J, He J, Li A, Song D, Guo Y,
Liu BH and Chai L. SALL4, a stem cell factor, affects the
side population by regulation of the ATP-binding cassette
drug transport genes. PloS one. 2011; 6:e18372.
34. Liu J, Wang L, Yang A, Jiang P and Wang M. Up-regulation
of SALL4 associated with poor prognosis in gastric cancer.
Hepatogastroenterology. 2014; 61:1459-1464.

23. Hou J, Aerts J, den Hamer B, van Ijcken W, den Bakker
M, Riegman P, van der Leest C, van der Spek P, Foekens
JA, Hoogsteden HC, Grosveld F and Philipsen S. Gene
expression-based classification of non-small cell lung
carcinomas and survival prediction. PloS one. 2010;
5:e10312.

35. Camparo P and Comperat EM. SALL4 is a useful
marker in the diagnostic work-up of germ cell tumors
in extra-testicular locations. Virchows Archiv. 2013;
462:337-341.

24. Sehat B, Andersson S, Girnita L and Larsson O.
Identification of c-Cbl as a new ligase for insulin-like
growth factor-I receptor with distinct roles from Mdm2 in
receptor ubiquitination and endocytosis. Cancer Res. 2008;
68:5669-5677.

36. Cao D, Humphrey PA and Allan RW. SALL4 is a novel
sensitive and specific marker for metastatic germ cell
tumors, with particular utility in detection of metastatic yolk
sac tumors. Cancer. 2009; 115:2640-2651.
37. Miettinen M, Wang Z, McCue PA, Sarlomo-Rikala M,
Rys J, Biernat W, Lasota J and Lee YS. SALL4 expression
in germ cell and non-germ cell tumors: a systematic
immunohistochemical study of 3215 cases. The American
journal of surgical pathology. 2014; 38:410-420.

25. Mohapatra B, Ahmad G, Nadeau S, Zutshi N, An W, Scheffe
S, Dong L, Feng D, Goetz B, Arya P, Bailey TA, Palermo
N, Borgstahl GE, Natarajan A, Raja SM, Naramura M, et al.
Protein tyrosine kinase regulation by ubiquitination: critical
roles of Cbl-family ubiquitin ligases. Biochim Biophys
Acta. 2013; 1833:122-139.

38. Ueno S, Lu J, He J, Li A, Zhang X, Ritz J, Silberstein
LE and Chai L. Aberrant expression of SALL4 in acute
B cell lymphoblastic leukemia: mechanism, function,
and implication for a potential novel therapeutic target.
Experimental hematology. 2014; 42:307-316 e308.

26. Lamb J, Crawford ED, Peck D, Modell JW, Blat IC, Wrobel
MJ, Lerner J, Brunet JP, Subramanian A, Ross KN, Reich
M, Hieronymus H, Wei G, Armstrong SA, Haggarty SJ,
Clemons PA, et al. The Connectivity Map: using geneexpression signatures to connect small molecules, genes,
and disease. Science. 2006; 313:1929-1935.

39. Hopkins LJ, Rowe IA and Houlihan DD. Oncofetal gene
SALL4 in aggressive hepatocellular carcinoma. The New
England journal of medicine. 2013; 369:1170.

27. Sirota M, Dudley JT, Kim J, Chiang AP, Morgan AA,
Sweet-Cordero A, Sage J and Butte AJ. Discovery and
preclinical validation of drug indications using compendia
of public gene expression data. Sci Transl Med. 2011;
3:96ra77.

40. Morita S, Yoshida A, Goto A, Ota S, Tsuta K, Yokozawa
K, Asamura H, Nakajima J, Takai D, Mori M, Oka T,
Tamaru J, Itoyama S, Furuta K, Fukayama M and Tsuda
H. High-grade lung adenocarcinoma with fetal lung-like
morphology: clinicopathologic, immunohistochemical, and
molecular analyses of 17 cases. The American journal of
surgical pathology. 2013; 37:924-932.

28. Lu J, Jeong HW, Kong N, Yang Y, Carroll J, Luo HR,
Silberstein LE, Yupoma and Chai L. Stem cell factor SALL4
represses the transcriptions of PTEN and SALL1 through an
epigenetic repressor complex. PloS one. 2009; 4:e5577.

41. Rodriguez E, Chen L, Ao MH, Geddes S, Gabrielson E,
Askin F, Zhang H and Li QK. Expression of transcript
factors SALL4 and OCT4 in a subset of non-small cell lung
carcinomas (NSCLC). Transl Respir Med. 2014; 2:10.

29. Rasheed WK, Johnstone RW and Prince HM. Histone
deacetylase inhibitors in cancer therapy. Expert Opin
Investig Drugs. 2007; 16:659-678.

42. Socinski MA, Saleh MN, Trent DF, Dobbs TW,
Zehngebot LM, Levine MA, Bordoni R and Stella PJ.
A randomized, phase II trial of two dose schedules of
carboplatin/paclitaxel/cetuximab in stage IIIB/IV nonsmall-cell lung cancer (NSCLC). Ann Oncol. 2009;
20:1068-1073.

30. Juergens RA, Wrangle J, Vendetti FP, Murphy SC, Zhao
M, Coleman B, Sebree R, Rodgers K, Hooker CM, Franco
N, Lee B, Tsai S, Delgado IE, Rudek MA, Belinsky SA,
Herman JG, et al. Combination epigenetic therapy has
efficacy in patients with refractory advanced non-small cell
lung cancer. Cancer Discov. 2011; 1:598-607.

43. Perez-Soler R, Chachoua A, Hammond LA, Rowinsky EK,
Huberman M, Karp D, Rigas J, Clark GM, Santabarbara P
and Bonomi P. Determinants of tumor response and survival

31. Gnemmi V, Leteurtre E, Sudour-Bonnange H, Devisme L,
Guettier C, Buob D and Leroy X. SALL4 is a marker of
www.impactjournals.com/oncotarget

75439

Oncotarget

with erlotinib in patients with non--small-cell lung cancer. J
Clin Oncol. 2004; 22:3238-3247.

- molecular and clinical predictors of outcome. The New
England journal of medicine. 2005; 353:133-144.

44. Kris MG, Natale RB, Herbst RS, Lynch TJ, Jr., Prager D,
Belani CP, Schiller JH, Kelly K, Spiridonidis H, Sandler A,
Albain KS, Cella D, Wolf MK, Averbuch SD, Ochs JJ and
Kay AC. Efficacy of gefitinib, an inhibitor of the epidermal
growth factor receptor tyrosine kinase, in symptomatic
patients with non-small cell lung cancer: a randomized trial.
JAMA. 2003; 290:2149-2158.

47. Fidler MJ, Basu S, Buckingham L, Walters K, McCormack
S, Batus M, Coon Jt and Bonomi P. Utility of insulin-like
growth factor receptor-1 expression in gefitinib-treated
patients with non-small cell lung cancer. Anticancer Res.
2012; 32:1705-1710.
48. Chakravarti A, Loeffler JS and Dyson NJ. Insulin-like growth
factor receptor I mediates resistance to anti-epidermal growth
factor receptor therapy in primary human glioblastoma cells
through continued activation of phosphoinositide 3-kinase
signaling. Cancer Res. 2002; 62:200-207.

45. Engelman JA and Janne PA. Mechanisms of acquired
resistance to epidermal growth factor receptor tyrosine
kinase inhibitors in non-small cell lung cancer. Clin Cancer
Res. 2008; 14:2895-2899.

49. Jones HE, Goddard L, Gee JM, Hiscox S, Rubini M, Barrow
D, Knowlden JM, Williams S, Wakeling AE and Nicholson RI.
Insulin-like growth factor-I receptor signalling and acquired
resistance to gefitinib (ZD1839; Iressa) in human breast and
prostate cancer cells. Endocr Relat Cancer. 2004; 11:793-814.

46. Tsao MS, Sakurada A, Cutz JC, Zhu CQ, Kamel-Reid
S, Squire J, Lorimer I, Zhang T, Liu N, Daneshmand M,
Marrano P, da Cunha Santos G, Lagarde A, Richardson F,
Seymour L, Whitehead M, et al. Erlotinib in lung cancer

www.impactjournals.com/oncotarget

75440

Oncotarget

