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ABSTRACT
Tissue transglutaminase (tTG), a dual-function enzyme with GTP-binding and
acyltransferase activities, has been implicated in the survival and chemotherapy
resistance of aggressive cancer cells and cancer stem cells, including glioma stem cells
(GSCs). Using a model system comprising two distinct subtypes of GSCs referred to as
proneural (PN) and mesenchymal (MES), we find that the phenotypically aggressive
and radiation therapy-resistant MES GSCs exclusively express tTG relative to PN GSCs.
As such, the self-renewal, proliferation, and survival of these cells was sensitive to
treatment with tTG inhibitors, with a benefit being observed when combined with
the standard of care for high grade gliomas (i.e. radiation or temozolomide). Efforts
to understand the molecular drivers of tTG expression in MES GSCs revealed an
unexpected link between tTG and a common marker for stem cells and cancer stem
cells, Aldehyde dehydrogenase 1A3 (ALDH1A3). ALDH1A3, as well as other members
of the ALDH1 subfamily, can function in cells as a retinaldehyde dehydrogenase to
generate retinoic acid (RA) from retinal. We show that the enzymatic activity of
ALDH1A3 and its product, RA, are necessary for the observed expression of tTG in
MES GSCs. Additionally, the ectopic expression of ALDH1A3 in PN GSCs is sufficient
to induce the expression of tTG in these cells, further demonstrating a causal link
between ALDH1A3 and tTG. Together, these findings ascribe a novel function for
ALDH1A3 in an aggressive GSC phenotype via the up-regulation of tTG, and suggest
the potential for a similar role by ALDH1 family members across cancer types.

INTRODUCTION

squamous cell carcinoma stem cells [8-9]. Building on
these studies and our previous characterization of tTG in
glioblastoma cell lines, we sought to further understand
the role of tTG in high grade gliomas (HGGs), specifically
in GSCs, as well as how it may be therapeutically targeted,
and the mechanism for its up-regulated expression in
cancer stem cell (CSC) populations.
To do so, we used GSCs that we previously derived
from HGGs as a model system. These GSCs were
classified as either mesenchymal (MES) or proneural
(PN) based on their gene expression signatures, and they
exhibit distinct phenotypes [10]. MES GSCs display a

Tissue transglutaminase (tTG) is a dual-function
GTP-binding protein/crosslinking enzyme which has
been previously linked to the development of aggressive
cancers. We and others have described roles for tTG in
the survival, chemotherapy resistance, migration, and
regulation of EGF receptor signaling in a variety of cancer
cell types, including glioblastoma [1-7]. Recently, tTG has
also been implicated in the survival and proliferation of
CD44+ glioma stem cells (GSCs), as well as the survival,
migration, invasion, and self-renewal of epidermal
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highly aggressive phenotype characterized by an elevated
capacity for self-renewal, proliferation, and tumorigenicity
in an orthotopic mouse model of HGG, whereas PN
GSCs exhibit a much lower rate of proliferation and selfrenewal, and generate much less aggressive tumors in
mice. Additionally, a number of stem cell/CSC markers
were found to be differentially expressed between PN
and MES GSCs, with PN GSCs characterized by the
expression of CD133, SOX2, and Olig2, whereas CD44
and ALDH1A3 were detected in MES GSCs [10].
Interestingly, we observed that tTG is also expressed
specifically in MES GSCs, with no detectable tTG protein
levels in PN GSCs. We were thus interested in determining
how tTG expression is induced specifically in MES GSCs.
Several mechanisms have been described as
contributing to the expression of tTG in a variety of cell
types. These include the up-regulation of tTG protein
and/or mRNA levels downstream of growth factors and
cytokines, such as EGF in breast cancer cells, TGF-β
in ovarian cancer and dermal fibroblasts, and IL-6 in
hepatoblastoma cells [2, 4, 11-13]. Moreover, the gene
encoding tTG, TGM2, is a well-known transcriptional
target of retinoic acid (RA). The promoter region of
TGM2 contains an RA-response element (RARE), which
is bound by a heterodimer comprised of the retinoic acid
receptor (RAR) and the retinoid X receptor (RXR) [1415]. In the absence of RA, the RAR/RXR heterodimer
recruits co-repressors that lead to histone deacetylation
and the subsequent repression of transcription. However,
in the presence of RA, the RAR/RXR heterodimer releases
the co-repressor complexes from the TGM2 promoter,
and instead recruits co-activator complexes that promote
histone acetylation and gene transcription [16-18].
In exploring whether these mechanisms contribute
to tTG expression in MES GSCs, we hypothesized that
these highly aggressive cells may exhibit enhanced RAinduced gene transcription downstream of ALDH1A3,
a known marker of MES GSCs that has been shown to
be important for the proliferation and maintenance of the
MES GSC phenotype [10]. Members of the ALDH1 family
of proteins function as retinaldehyde dehydrogenases
that catalyze the conversion of retinal to RA; thus, these
enzymes likely play an important role in the regulation of
gene expression, and when de-regulated, may help drive
the CSC phenotype [16, 19-20]. In particular, ALDH1A1
and ALDH1A3 have been found to be markers of CSCs of
various tissue origins, including tumors of the brain, head
and neck, breast, liver, lung, ovaries, pancreas, prostate,
colon, bladder, and skin, as well as leukemia [10, 19, 2131]. However, while a growing body of evidence suggests
that ALDH1 family proteins are critical for maintaining
the stem cell-like properties of CSCs, very little is known
regarding the mechanism by which these enzymes
support self-renewal and tumor initiation. Furthermore,
ALDH1+ CSCs are not readily susceptible to therapeutic
intervention, exhibiting resistance to most standard
www.impactjournals.com/oncotarget

therapies, including chemotherapy and radiation [32-34].
Given the potentially significant role of ALDH1 family
enzymes in tumor initiation, resistance, and recurrence,
a deeper understanding of these enzymes in CSCs is
warranted. As such, we chose to investigate whether tTG
expression may be driven by ALDH1A3-induced RA
signaling in MES GSCs.
Here, we show that the up-regulated expression
of tTG in MES GSCs offers a unique strategy for the
therapeutic targeting of these highly aggressive tumorinitiating cells. We go on to demonstrate that combining a
tTG inhibitor with either radiation or temozolomide (TMZ)
not only impairs self-renewal and proliferation in MES
GSCs, but also potently induces cell death. Interestingly,
we found that tTG is indeed induced downstream of RA
and ALDH1A3 in MES GSCs, and its expression can be
up-regulated in PN GSCs by the introduction of RA or
ALDH1A3. This mechanism for tTG expression appears
to be conserved in other cancer cell types, as demonstrated
by the comparison of ALDH1high and ALDH1low cancer cell
populations. Taken together, our results suggest that tTG
may represent a novel therapeutic target for aggressive
GSCs and other ALDH1+ cancer cells, as well as provide
insight into the contributions of ALDH1A3 to the CSC
phenotype.

RESULTS
tTG is differentially expressed between MES and
PN GSCs and provides a therapeutic target for
the elimination of MES GSCs
Earlier work identified two mutually exclusive
subtypes of GSCs present in HGGs, classified as
proneural (PN) or mesenchymal (MES) based on their
gene expression signatures. One marker that distinguishes
PN versus MES GSCs is the CSC protein CD44, which
is present in the MES subtype but not in the PN subtype
[10]. It has been reported that the expression of tissue
transglutaminase (tTG) is associated with the expression
of CD44 in ovarian cancer as well as in glioma-initiating
cells, and that the genetic silencing or pharmaceutical
inhibition of tTG in the latter is sufficient to impair
cell proliferation and induce apoptosis in these cells [8,
35]. Thus, it was of interest to determine whether the
expression of tTG could distinguish the PN and MES
subtypes of GSCs, and thereby potentially serve as a
pharmaceutical target of MES GSCs.
As a first step, we screened a panel of 4 PN and
4 MES GSC lines for the presence of tTG by Western
blotting. Figure 1A shows that each of the 4 MES
GSC lines robustly expresses tTG protein, while it was
undetectable in each of the 4 PN GSC lines. We then went
on to confirm that the tTG-expressing MES GSC lines
22326
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Combining tTG inhibitors with chemotherapeutic
agents and radiation induces cell death

were susceptible to treatment with two commonly used
tTG inhibitors, MDC and Z-Don, with respect to their selfrenewal, proliferation and survival. MDC functions as a
competitive inhibitor of tTG by acting as an alternative
amine donor for the transamidase activity of tTG, whereas
Z-Don binds irreversibly to the transamidation active
site cysteine, inhibiting enzymatic (acyltransferase)
activity (for example, see Figure 1B) [36-37]. We found
that disabling the acyltransferase activity of tTG with
each of these inhibitors blocked the ability of the MES
GSC cell lines 13 and 326 to form neurospheres, thereby
preventing the cells from undergoing self-renewal (Figure
2A). Similarly, the proliferation of the MES GSCs was
significantly reduced when treated with MDC and Z-Don
(Figure 2B). Moreover, blocking tTG activity impacted
the ability of these cells to survive when stressed. This
was assessed by starving the MES GSC lines 13 and
326 of essential nutrients (i.e. through the removal of
heparin and B-27), in the presence or absence of MDC
and Z-Don. Specifically, we found that while nutrient
starvation slightly induced cell death, a significant
enhancement in apoptosis was observed for cells exposed
to the tTG inhibitors (Figure 2C). Taken together, these
findings support the idea that tTG inhibitors have the
potential for providing therapeutic benefit in HGGs that
are characterized by the presence of MES GSCs.

GSCs exhibit tumor-initiating properties as well
as enhanced resistance to chemotherapeutic drugs and
radiotherapy compared to non-GSCs, and as such, they
are thought to be the primary drivers of tumor recurrence
[32, 34, 38-40]. Therefore, therapies designed to target
these cells may provide additional benefit over traditional
methods, especially for the treatment of HGG where tumor
recurrence is the typical outcome. We thus examined the
benefits of combining tTG inhibitors with the current
standard of care for HGG, namely radiation and TMZ
[34]. To perform these experiments, we wanted to use
sub-optimal levels of each therapy in order to visualize
any additive or synergistic affects that might occur when
they were then used in combination. We first determined
the IC50 values for Z-Don in the MES GSC 13 and 326 cell
lines using dose curve proliferation assays, and compared
them to the glioblastoma cell line T98G (a cell line which
expresses very little tTG, and is insensitive to treatment
with Z-Don) (Supplemental Figure 1A-D). IC50 values
were similarly determined for radiation and TMZ in the
MES GSC 13 and 326 cell lines (Supplemental Figure 1E,
F).

Figure 1: MES GSCs exclusively express tTG relative to PN GSCs and are sensitive to the effects of tTG inhibitors. A.

Whole cell lysates from PN and MES GSCs were immunoblotted with tTG, and Vinculin antibodies. B. Whole cell lysates collected from
MES GSC cell lines 13 and 326 were immunoblotted with tTG and Vinculin antibodies (left panel), or incubated with or without MDC
(middle panel) and Z-Don (right panel). tTG transamidation activity was read-out by the incorporation of a biotinylated-pentylamine onto
cell lysates, and detected with a Streptavidin antibody.
www.impactjournals.com/oncotarget
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We then radiated MES GSC cell lines 13 and
326, and treated them with or without Z-Don, at their
IC50 doses for both radiation and Z-Don. A decrease in
neurosphere formation and proliferation, as well as an
increase in cell death, was observed with the combination
treatment compared to either radiation or Z-Don treatment
alone (Figures 3A-3C). Likewise, when we treated MES

GSCs with a combination of TMZ and Z-Don at their IC50
doses, we again observed an inhibition of self-renewal
and proliferation (Figures 4A and 4B). Strikingly, cell
viability assays showed that while sub-lethal doses of
TMZ and Z-Don individually had little impact on MES
GSC survival, the combination therapy caused a synthetic
lethality (Figure 4C).

Figure 2: Pharmaceutical inhibitors of tTG impact the self-renewal, proliferation and survival of MES GSC. A., B.

MES GSC cell lines 13 and 326 were dissociated into single cells and seeded at 5 x 103 cells/well in 12-well plates. A. Neurospheres were
counted after 72 hours. Each experiment was performed in triplicate, and the results were averaged and graphed. p values are represented
as follows: ****, p < 0.0001. B. The cells were counted at the indicated time points to determine cell proliferation. Each experiment was
performed in triplicate, and the results were averaged and graphed. p values are represented as follows: ****, p< 0.0001. C., tTG inhibitors
induce cell death following nutrient deprivation. MES GSC cell lines 13 and 326 were dissociated into single cells, and seeded at 2 x 104
cells/well in 12-well plates in either GSC medium or DMEM/F12 with the indicated compounds. The cells were collected after 48 hours,
stained with Trypan Blue Solution, and the viable and dead cells were counted. Each experiment was performed in triplicate, and the results
were averaged and graphed. p values are represented as follows: **, p < 0.01; ***, p < 0.001; ****, p < 0.0001.
www.impactjournals.com/oncotarget
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Determining the glioma stem cell drivers of tTG
expression

of tTG in the highly aggressive MES GSCs, in contrast
to the lack of expression of tTG in the less aggressive PN
GSCs. Such knowledge could provide valuable insights
into the types of cancers that would be most susceptible to
the use of tTG inhibitors. To this end, we examined what
other proteins are differentially expressed between MES
and PN GSCs, and thereby might impact tTG expression.
We have reported previously that in certain types of cancer

Together, these data further reinforce various
findings that suggest tTG may offer a potentially new
therapeutic target against aggressive cancers, including
HGGs. However, from a mechanistic perspective, we
wanted to understand what drives the specific expression

Figure 3: Combination therapy including the tTG inhibitor Z-Don and radiation inhibits MES GSC self-renewal and
proliferation, and induces cell death. A-C. MES GSC cell lines 13 and 326 were dissociated into single cells, seeded at 5 x 103 cells/
well in 12-well plates with or without Z-Don, and radiated after 2-4 hours. A. Neurosphere formation was counted after 72 hours. Each
experiment was performed in triplicate, and the results were averaged and graphed. p values are represented as follows: ****, p < 0.0001.
B. The cells were counted at the indicated time points to determine cell proliferation. Each experiment was performed in triplicate, and the
results were averaged and graphed. p values are represented as follows: ****, p < 0.0001. C. The cells were collected after six days and
stained with Trypan Blue Solution, and the viable and dead cells were counted. Each experiment was performed in triplicate, and the results
were averaged and graphed. p values are represented as follows: ****, p < 0.0001.
www.impactjournals.com/oncotarget
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cells, tTG expression can be up-regulated through EGFRdependent signaling, and so we investigated whether there
was an apparent difference in EGFR expression status
between MES and PN GSCs [2, 4]. In fact, we observed
the strong expression of a lower molecular weight form of

the EGFR in MES GSCs, whose mobility was consistent
with that of the truncated EGFR oncogenic mutant,
EGFRvIII (Figure 5A, compare the EGFR present in the
MES GSC cell lines to the endogenous EGFR expressed
in human glioblastoma U87 cells, or with the ectopic

Figure 4: Combination therapy including the tTG inhibitor Z-Don and temozolomide inhibits MES GSC self-renewal
and proliferation, and induces cell death. A.-C. MES GSC cell lines 13 and 326 were dissociated into single cells, and seeded at
5 x 103 cells/well in 12-well plates with or without the indicated compounds. A. Neurosphere formation was counted after 72 hours. Each
experiment was performed in triplicate, and the results were averaged and graphed. p values are represented as follows: *, p < 0.05; **,
p < 0.01; ****, p < 0.0001. B. The cells were counted at the indicated time points to determine cell proliferation. Each experiment was
performed in triplicate, and the results were averaged and graphed. p values are represented as follows: ****, p < 0.0001. C. The cells were
collected after six days and stained with Trypan Blue Solution, and the viable and dead cells were counted. Each experiment was performed
in triplicate, and the results were averaged and graphed. p values are represented as follows: ****, p < 0.0001.
www.impactjournals.com/oncotarget
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The generation of retinoic acid by ALDH1A3
induces the expression of tTG

expression of EGFRvIII in U87 cells). This was in sharp
contrast to the PN GSC lines where we detected little or
no expression of the wild-type EGFR or the EGFRvIII.
We then tested whether an EGFR inhibitor, Gefitinib,
affected the expression of tTG in MES GSCs. Specifically,
we challenged the MES GSC cell lines 13 and 326 with
Gefitinib, and then assessed tTG levels after 3 or 6 days
of treatment (Figure 5B). Although the phosphorylation
of the EGFRvIII was reduced under these conditions, as
was cell proliferation (data not shown), tTG levels were
largely unaffected.

As signaling through the EGFRvIII did not appear
to contribute to tTG expression in MES GSCs, we
examined the potential role of another known driver of
tTG expression, retinoic acid (RA). Both PN and MES
GSC lines are cultured in the presence of media containing
Vitamin A, the precursor of RA. Interestingly, MES GSCs
are known to highly express ALDH1A3, a member of
the ALDH1 family of retinaldehyde dehydrogenases

Figure 5: Determining potential upstream regulators of tTG expression in MES GSCs. A. A lower molecular weight form

of EGFR is expressed exclusively in MES GSCs. Whole cell lysates from PN and MES GSCs were immunoblotted with EGFR, tTG, and
Actin antibodies. B. EGFR inhibition has no effect on tTG expression. MES 13 and 326 cells were treated with 5 µM Gefitinib for either 3
or 6 days, and the effects on tTG expression were determined by Western blotting using antibodies against tTG, phospho-EGFR and actin.
www.impactjournals.com/oncotarget
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that converts retinal to RA. Not only is ALDH1A3
highly expressed, but it is also the only retinaldehyde
dehydrogenase expressed in MES GSCs, underscoring
the importance of ALDH1A3 for RA-dependent gene
regulation in these cells [10]. We confirmed, by Western

blotting and qRT-PCR, that ALDH1A3 is expressed at high
levels in MES GSCs, whereas it is nearly undetectable in
PN GSCs (Figures 6A and 6B), as was previously reported
[10]. Furthermore, the expression of tTG appears to be
correlated with ALDH1A3 expression in both the MES

Figure 6: ALDH1A3 and tTG are expressed exclusively in MES GSCs. A. Whole cell lysates from PN and MES GSCs were
immunoblotted with ALDH1A3, tTG, and Vinculin antibodies. B., C. RNA was isolated from PN and MES GSCs, and cDNA was generated
as described in “Materials and Methods.” qPCR was then performed with primer sets that amplify ALDH1A3 and tTG transcripts, and
the results of three independent experiments were averaged and plotted with the PN GSC 19 cell line normalized to one. p values are
represented as follows: ****, p < 0.0001. D. ALDH1A3 and tTG mRNA levels are correlated in GSC, GBM, and astrocyte cell lines.
www.impactjournals.com/oncotarget
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GSC cell lines 13 and 326 (compare Figure 6C to Figure
6B), as well as a panel of patient-derived GSC cell lines,
glioblastoma cell lines, and astrocytes (Figure 6D).
We examined whether tTG expression in MES
GSCs is dependent on the ability of ALDH1A3 to
generate RA and found that upon treating the MES GSC
cell line 326 for seven days with DEAB, an inhibitor of
the enzymatic activity of ALDH1 family proteins, there
was a marked reduction in tTG mRNA levels that could
be rescued upon treatment with RA (Figure 7A). Knocking

down ALDH1A3 expression in MES GSC cell lines 13
and 326 also gave rise to a significant reduction in tTG
mRNA levels, which was again rescued by the addition
of RA (Figure 7B). ALDH1A3 expression was downregulated in response to RA in the MES GSC 326 cell line,
in agreement with previous reports describing the negative
regulation of ALDH1A3 transcription by RA (Figure 7C)
[19]. Taken together, these data show that the production
of RA by ALDH1A3 induces the expression of tTG in
MES GSCs.

Figure 7: ALDH1A3 is necessary for tTG expression in MES GSCs. A. MES GSC cell line 326 was treated with the indicated

compounds for seven days, followed by RNA isolation and qRT-PCR analysis of tTG transcript levels. The results of independent
experiments (n ≥ 3) were averaged and plotted. p values are represented as follows: *, p < 0.05; ***, p < 0.001. B., C. MES GSC cell lines
13 and 326 were infected with a control lentivirus or lentiviruses containing two distinct ALDH1A3 shRNAs. The cells were split after 24
hours, and treated with either DMSO or RA and selected with puromycin for six days. The cells were then collected for RNA isolation and
qRT-PCR analysis of tTG (B) and ALDH1A3 (C) expression. The results of three independent experiments were averaged and plotted. p
values are represented as follows: *, p < 0.05; **, p < 0.01; ***, p < 0.001. D. A population of the MES GSC 13 and 326 cells collected in
B and C above were used to make whole cell lysates, which were immunoblotted with ALDH1A3 and Vinculin antibodies.
www.impactjournals.com/oncotarget
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We then set out to determine whether ALDH1A3
was sufficient to induce tTG expression in GSCs that do
not normally express these proteins, specifically, by taking
advantage of the ALDH1A3‑/tTG- PN GSC cell lines 19
and 84. We first treated these cells with RA for three
days, and then determined the levels of tTG expression
by qRT-PCR and Western blotting. Figure 8A shows that
tTG transcript (left panel) and protein levels (right panel)
were in fact induced upon treatment of PN GSCs with RA,
although the PN GSC 84 cell line exhibited a more robust
expression of tTG compared to the PN GSC 19 cell line.
To determine whether this RA-induced tTG expression
was dependent on RAR/RXR-activated transcription, we
treated the PN GSC 19 cells with RAR and RXR agonists
and antagonists, alone and in combination, and analyzed
tTG expression via Western blot. We again observed that
RA is able to induce tTG expression, but an RXR agonist,
bexarotene, does not result in any appreciable tTG protein
levels. Furthermore, co-treating these cells with RA and
an RAR antagonist (AGN193109) or an RXR antagonist
(HX531) abolishes the effects of RA on tTG expression
(Figure 8B). These results are consistent with previous
studies of the transcriptional regulation of RAREs, which
demonstrate that the RAR and RXR are functionally active
as heterodimers, and that RA is required for their activation
[16-18]. To more directly examine the role of ALDH1A3
in regulating tTG expression levels, we generated a V5tagged wild-type ALDH1A3 expression construct, as
well as a V5-tagged catalytically inactive mutant of the
enzyme (ALDH1A3(C314A)). This mutation targets a
strictly conserved cysteine within the enzyme active site
of aldehyde dehydrogenase family members, and has been
shown to render the enzyme incapable of producing RA
[41-43]. These constructs, or an empty vector as a control,
were introduced into the PN GSC cell lines 19 (Figure
8C) and 84 (Figure 8D) using a lentiviral system, and cells
stably expressing each construct were generated. Seven
days post-infection, we observed a significant increase
in the expression of each ALDH1A3 construct (Figures
8C and 8D, left and right panels). Additionally, we found
that the ectopic expression of wild-type ALDH1A3
induced tTG expression, whereas the catalytically inactive
ALDH1A3 was ineffective, as read out by qRT-PCR
(Figures 8C and 8D, middle panels) and Western blotting
(Figures 8C and 8D, right panels). Thus, ALDH1A3 is
sufficient to induce tTG expression in PN GSCs, and this
induction is dependent on the production of RA through
ALDH1A3 catalysis.
Based on these results, we next asked whether
ALDH1 isozymes induce tTG expression in other cancer
cell types aside from MES GSCs. We treated several
cancer cell lines with or without the ALDH1 inhibitor
DEAB, and then performed flow cytometry analysis
to identify ALDH1high and ALDH1low populations. The
untreated cells were then sorted and collected, followed
by qRT-PCR analysis for tTG expression (Figures 9A
www.impactjournals.com/oncotarget

and 9B). As expected, we observed that in the MES GSC
326 cell line, tTG transcript levels are significantly lower
in the ALDH1low cells compared with the ALDH1high
population, exhibiting a 50% decrease in tTG expression.
Interestingly, we found that this relationship between
ALDH1 activity and tTG expression is conserved in the
more differentiated glioblastoma cell line U87, as well as
in HeLa cervical carcinoma cells, A549 lung carcinoma
cells, and MIA PaCa-2 pancreatic carcinoma cells. These
data demonstrate that the induction of tTG expression by
ALDH1A3 in MES GSCs is maintained in other cell types
expressing ALDH1 isozymes, thus raising the intriguing
possibility that tTG may provide a sensitive marker and
therapeutic target for MES GSCs and HGG, as well as
in other cancer cells expressing ALDH1 family enzymes.

DISCUSSION
In previous work, we demonstrated that GSCs could
be subtyped based on their gene expression profiles into
two classes, proneural (PN) and mesenchymal (MES),
with the CD44+ MES GSCs showing a markedly more
aggressive phenotype and radio-resistance relative to PN
GSCs [10]. By understanding the unique molecular drivers
responsible for the MES phenotype, therapeutic strategies
that effectively target these GSCs can be developed. Thus,
we set out to determine whether tTG might serve as a
marker protein that could distinguish these two distinct
GSC subtypes, based on reports that tTG correlates with
the expression of CD44 in GSCs and is necessary for their
proliferation [8]. We found that the MES GSCs, but not the
PN GSCs, robustly express tTG, and that their abilities to
self-renew, proliferate, and survive were each susceptible
to tTG pharmacological inhibitors. Additionally, we went
on to attribute the specificity of tTG expression in MES
GSCs to the stem cell and CSC marker, ALDH1A3 (see
below and Figure 10).
Our laboratory and others have previously
demonstrated key roles for tTG in various aspects of the
cancer cell phenotype. These functions include the upregulation of EGFR levels in glioblastoma through the
binding of tTG to c-Cbl, the migration of HeLa cervical
carcinoma cells and MDA-MB231 breast cancer cells
through an interaction with Hsp70, and the docking of
cancer cell-derived microvesicles onto recipient cells
through the tTG-mediated cross-linking of fibronectin
[5-7]. Not only has tTG been found to play a number of
different roles in cellular transformation, but its expression
is often significantly elevated, especially in aggressive
forms of cancer, and in CSCs derived from these tumors.
tTG expression has been shown to contribute to the
stemness and survival of CD44+ GSCs, epidermal CSCs,
CD44+/CD117+ ovarian CSCs, and CD44+/CD24- breast
CSCs [8, 9, 11, 44]. Thus, we anticipated a similar role for
tTG in the highly aggressive phenotype of MES GSCs,
and expected these cells to be sensitive to tTG inhibitors.
22334
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Figure 8: Retinoic acid and ALDH1A3 are sufficient to induce the expression of tTG in PN GSCs. A. PN GSC cell lines

19 and 84 were treated with 0.5 µM RA for 72 hours, then collected for RNA isolation and qRT-PCR analysis of tTG expression (left
panel). The results of three independent experiments were averaged and plotted. p values are represented as follows: **, p < 0.01; ****,
p < 0.0001. Whole cell lysates were collected in parallel, and immunoblotted with tTG and Vinculin antibodies (right panel). B. PN GSC
19 cells were treated for 3 days with 0.5 µM RA, 10 µM bexarotene, 1 µM AGN193109, 2 µM HX531, or the indicated combinations of
these reagents. Whole cell lysates were collected in parallel, and immunoblotted with tTG and Vinculin antibodies. C., D. PN GSC cell
lines 19 (C) and 84 (D) were infected with a control lentivirus or lentiviruses containing either a wild-type or catalytically-inactive form of
ALDH1A3. The cells were split 24 hours later and selected with puromycin for six days, followed by RNA isolation and qRT-PCR analysis
of ALDH1A3 and tTG expression (left and middle panels). The results of independent experiments (n ≥ 3) were averaged and graphed. p
values are represented as follows: *, p < 0.05; **, p < 0.01; ***, p < 0.001, ****, p < 0.0001. Whole cell lysates were collected in parallel,
and immunoblotted with V5, tTG, and Vinculin antibodies (right panels).
www.impactjournals.com/oncotarget
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Figure 9: tTG expression is correlated with ALDH1 activity. A. 5 different cancer cell lines were collected and stained using the

ALDEFLUOR kit as described in “Materials and Methods.” The untreated cells (“- DEAB”) with the top 15% and bottom 15% ALDH1
activity (shown in gray) were gated as indicated and collected. B. RNA was isolated from the cells collected in A for qRT-PCR analysis
of tTG expression. The results of independent experiments (n ≥ 3) were averaged and graphed. p values are represented as follows: *, p <
0.05; **, p < 0.01; ***, p < 0.001.
www.impactjournals.com/oncotarget
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What we did not anticipate, however, was the striking
efficacy of these inhibitors when used in combination
with the standard of care treatments. In particular, the use
of TMZ and Z-Don in combination potently induced cell
death at concentrations which had little effect on the cells
when used alone. These results underscore the potential
for tTG inhibitors in the clinic, and highlight the need for
the development of clinically relevant small molecules
that target tTG.
While it is well documented that tTG is highly
expressed in many cancer types and CSCs, there is still
a good deal to learn about the mechanisms by which
this important survival factor is being up-regulated. The
correlation that exists between CD44 and tTG expression
across a number of CSC types (as noted above) is
intriguing, yet it is not obvious how the CD44 cell-surface
glycoprotein which is involved in cell-cell interactions,
adhesion, and migration, might causally influence tTG
expression. We have shown in different breast cancer cell
lines (such as SKBR3, MDA-MB468, and BT20) that EGF
is sufficient to call up tTG expression and activation [2, 4].
Given the robust expression of a lower molecular weight
form of EGFR present in MES GSCs but not PN GSCs,
we initially examined the potential role of EGFR signaling
in the regulation of tTG expression in MES GSCS. When
it was clear that there did not appear to be a functional
connection between EGFR and tTG expression in these
cells, we next considered RA as a possible regulator of
tTG expression in MES GSCs, as RA has been shown to
induce tTG expression in different cell types [1, 2, 45].
ALDH1A3, a stem cell and CSC marker which functions
as a retinaldehyde dehydrogenase in cells to produce RA,
is exclusively expressed in MES GSCs, but not in PN
GSCs.
Although numerous studies have classified both
ALDH1A1 and ALDH1A3 as markers of CSCs derived
from several distinct tumor types, the functional roles of
these enzymes in CSCs have not been well-defined [19].
Limited studies by us and others have suggested that
ALDH1A3 supports stemness in GSCs by promoting

glycolysis/gluconeogenesis, and is associated with
higher Stat3 signaling in ALDH1+ CSCs derived from
non-small cell lung cancer [10, 24]. A report examining
melanoma CSCs described a number of genes that
appear to be regulated by ALDH1A1 and/or ALDH1A3,
including CDC42, a gene containing RAREs [30]. Here,
we have investigated the role of ALDH1A3 in cancer
progression using ALDH1A3+ and ALDH1A3- GSCs
as a model system. We show that ALDH1A3 regulates
the expression of the RARE-containing gene, TGM2,
in MES GSCs, through its enzymatic conversion of
retinaldehyde to RA. Using ALDH1A3 knockdowns and
an inhibitor of ALDH1 enzymatic activity, we have found
that ALDH1A3 mediates the transcriptional regulation
of TGM2 in MES GSCs. Moreover, the over-expression
of ALDH1A3 in PN GSCs is sufficient to induce tTG
expression, whereas a catalytically inactive form of this
enzyme (ALDH1A3(C314A)) is ineffective. We think it
is likely that the RA generated by ALDH1A3 binds to
RARs bound to RAREs in the promoter region of TGM2,
although we cannot, in this study, discount the possibility
that RA is regulating the transcription of TGM2 by an
indirect mechanism. Finally, given that ALDH1 family
isozymes function as retinaldehyde dehydrogenases, this
mechanism for the induction of tTG expression, as well as
that of several other RA-regulated genes, may potentially
be broadly expanded to include several other types of
ALDH1+ CSCs and cancer cells [16, 19, 20].
Interestingly, the cellular concentration of RA
appears to have a strong impact on the outcome of RAinduced gene expression. RA signaling plays a critical role
during development, especially in the differentiation of
stem cells into neural progenitors and neurons [46, 47]. In
vitro experiments aimed at inducing the differentiation of
embryonic stem cells into neural progenitor cells typically
involve RA concentrations ranging from 5 µM to 5 mM
[48]. However, in the case of MES GSCs, the endogenous
RA concentration is likely much lower so as to promote
the stemness of these cells, rather than inducing their
differentiation. Indeed, our unpublished observations

Figure 10: ALDH1A3 promotes stem cell-like properties by enhancing the expression of tTG. ALDH1A3 converts

retinaldehyde to retinoic acid, which induces the expression of tTG. tTG contributes to the aggressive phenotype of MES GSCs by
promoting their self-renewal, proliferation, and survival.
www.impactjournals.com/oncotarget
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have suggested that a relatively low concentration of RA
(0.5 µM) induces MES GSCs to become adherent rather
than grow as neurospheres in suspension, suggesting that
they are transitioning toward a more differentiated state.
In treating PN GSCs with 0.5 µM RA, or when overexpressing the wild-type ALDH1A3, we have noted that
some of these cells also begin to attach to tissue culture
flasks, as well as exhibit slower growth kinetics relative
to their untreated counterparts (data not shown). These
results suggest that ALDH1A3 and RA alone cannot
induce the highly aggressive phenotype of MES GSCs,
and likely work together with other tumor promoters or
oncogenes (e.g. the EGFRvIII) in MES GSCs to promote
their rapid proliferation and tumorigenicity.
The observed sensitivity of PN and MES GSCs
to low levels of RA suggests that the concentration of
this compound must be carefully regulated in order to
maintain the CSC phenotype. In part, this regulation
is accomplished through a negative feedback loop that
down-regulates the expression of ALDH1 isozymes. Thus,
rather than being induced by RA, as are genes containing
RAREs, the transcription of ALDH1 genes is instead
inhibited by RA, leading to an eventual reduction in the
RA concentration [19]. This feedback loop can be observed
in Figure 7C, particularly in the MES GSC 326 cell line, in
which ALDH1A3 transcript levels are decreased following
treatment with RA. Therefore, it appears that nanomolar
levels of RA are capable of promoting the CSC phenotype
in MES GSCs, whereas higher concentrations of RA
seem to induce the differentiation of these cells. Indeed,
RA therapy is commonly used for the treatment of acute
promyelocytic leukemia, leading to the differentiation of
leukemic cells and often resulting in a complete remission
[49-51]. These results indicate that proteins in the RA
signaling pathway, including ALDH1 isozymes and
RAR/RXR heterodimers, have the potential to be further
exploited in the treatment of various types of cancer.
In exploring the regulation of gene expression by
ALDH1A3 in GSCs, we also sought to understand a
potential role for tTG in these cells. tTG has been reported
to play an important part in the differentiation of normal
stem and progenitor cells during development, such as
the differentiation of neural progenitors into neurons
and osteoblasts into osteocytes [14, 45, 52]. Notably,
ALDH1 proteins are also expressed in many normal
stem and progenitor cells, including neural stem cells
and hematopoietic stem cells [53]. Thus, the mechanism
of tTG induction by ALDH1A3 that we have observed
in MES GSCs may be a reflection of a normal stem
cell process. However, critical differences in the gene
expression profiles of MES GSCs versus normal stem
cells likely determine the extent to which tTG promotes
differentiation versus tumor progression. In the context of
MES GSCs, the high degree of growth factor signaling
(e.g. through the EGFRvIII), in combination with other
stem cell factors, may overwhelm any differentiationpromoting effects of tTG.
www.impactjournals.com/oncotarget

In conclusion, this work further identifies tTG
as a potent therapeutic target in HGGs, with the novel
identification of tTG as a component of the ALDH1A3induced expression profile. By taking advantage of our
model system involving two distinct (both phenotypically
and genotypically) GSC subtypes, we were able to
demonstrate that ALDH1A3 is not only necessary for
the expression of tTG in MES GSCs, but that it is also
sufficient (as well as RA) to induce tTG in PN GSCs
when ectopically expressed. These findings provide a
mechanism to explain the transcriptional regulation of tTG
in MES GSCs, and also provide insight as to the functional
significance of common stem cell/CSC markers involving
the ALDH1 family.

MATERIALS AND METHODS
Cell culture
GSCs were cultured as described previously
[10]. Briefly, the cells were maintained in DMEM/
F12 supplemented with B-27 (2%), heparin (5 µg/mL),
glutamine (4.5 mM), penicillin-streptomycin (100 U/
mL), basic FGF (bFGF) (20 ng/mL), and EGF (20 ng/
mL). Growth factors (bFGF and EGF) were added every
3-4 days. MES GSCs were dissociated into single cells
via gentle pipetting, and PN GSCs were dissociated with
TrypLE Express Enzyme and gentle pipetting. Where
indicated, MES and PN GSCs were cultured in 0.5 µM
RA, PN GSCs were cultured in 10 µM bexarotene, 2 µM
HX531, and 1 µM AGN193109, and MES GSCs were
cultured in 100 µM diethylaminobenzaldehyde (DEAB).
Unless otherwise noted, the MES GSC 13 cell line was
treated with 50 µM monodansylcadaverine (MDC) and
40 µM Z-DON-Val-Pro-Leu-OMe (Z-Don), and the
MES GSC 326 cell line was treated with 60 µM MDC
and 30 µM Z-Don. T98G, HEK293T, and A549 cells
were maintained in DMEM containing 10% FBS; U87
and HeLa cells were cultured in RPMI containing 10%
FBS; and MIA PaCa-2 cells were maintained in DMEM
supplemented with 10% FBS and 2.5% HS. All cells were
incubated in a humidified atmosphere with 5% CO2 at
37°C.

Reagents and antibodies
DMEM/F12, DMEM, RPMI, TrypLE Express,
trypsin, FBS, HS, Trypan Blue Solution, and puromycin
were purchased from Gibco; B-27, penicillinstreptomycin, EGF, and Lipofectamine were from
Invitrogen; heparin, glutamine, DEAB, RA, MDC,
dimethyl sulfoxide (DMSO), TMZ, bexarotene, and
polybrene (hexadimethrine bromide) were from Sigma;
bFGF was from Peprotech; polyethylenimine (PEI)
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was from Polysciences, Inc.; biotinylated pentylamine
(BPA) was from Pierce; and Z-Don was from Zedira.
HX531 was from Tocris Bioscience. Gefitinib was
from Selleck Chemicals. AGN193109 was from Santa
Cruz Biotechnology. The ALDEFLUOR kit was from
STEMCELL Technologies; QIAshredder and RNeasy
Mini Kit were from Qiagen; Superscript III First-Strand
Synthesis System was from Invitrogen; and iTaq Universal
SYBR Green Supermix was from Bio-Rad. Primary
antibodies used in this study were anti-ALDH1A3 rabbit
pAb (abcam, ab129815), anti-Transglutaminase II Ab-3
mouse mAb (Cocktail) (Neomarkers, MS-300-P), antiVinculin mouse mAb (Sigma, V9131), anti-Actin pan
Ab-5 mouse mAb (Thermo Fisher Scientific, MS-1295),
anti-EGF Receptor rabbit mAb (Cell Signaling, 4267),
anti-Phospho-EGF Receptor (Tyr1068) mouse mAb
(Cell Signaling, 2236), anti-V5 mouse mAb (Invitrogen,
R960-25), and horseradish peroxidase (HRP)-conjugated
Streptavidin (Pierce, 21130). Anti-mouse and anti-rabbit
secondary antibodies conjugated to HRP were from Cell
Signaling.

a PVDF membrane, and blocked overnight in BBST (100
mM boric acid, 20 mM sodium borate, 0.01% SDS, 0.15%
Tween-20, 80 mM NaCl) containing 10% BSA. The
membranes were then incubated in BBST containing 5%
BSA and 1:5000 HRP-conjugated streptavidin for 1 hour
at 4°C, washed thoroughly in BBST, and those proteins
that incorporated BPA were visualized on x-ray film using
Western Lightning Plus-ECL.

Neurosphere forming assay
MES GSCs were dissociated into single cells, and
seeded at 5 x 103 cells/well in 12-well plates. Spheres
were counted after 3 days on an inverted microscope.
MES GSC aggregates containing > 4 cells were defined
as neurospheres.

Proliferation assay
MES GSCs were dissociated into single cells,
and 12-well plates were seeded with 5 x 103 cells/well.
After 3 days, each well was supplemented with 2 mL
GSC medium containing growth factors and inhibitors.
Viable cells were quantified after 2, 4, and 6 days by
staining with Trypan Blue Solution and counting cells on
a hemocytometer. Those cells that excluded the dye were
considered viable cells.

Western blot analysis
Cells were washed 2 times in cold phosphatebuffered saline (PBS), then lysed in cell lysis buffer
(50 mM HEPES, 200 mM NaCl, 25 mM NaF, 50 mM
β-Glycerophosphate, 1 mM MgCl2, 1% Triton X-100, 1
mM DTT, 1 mM Na3VO4, 1 µg/mL aprotinin, and 1 µg/
mL leupeptin). The lysates were centrifuged at 13,000 rpm
for 15 minutes at 4°C, and equal amounts of protein were
diluted with Laemmli sample buffer, boiled, and subjected
to SDS-PAGE. The proteins were transferred onto PVDF
membranes, and the membranes were blocked with 5%
nonfat dry milk in TBST (20 mM Tris, 137 mM NaCl,
pH 7.4, 0.05% Tween-20). The membranes were incubated
with the primary antibodies either overnight at 4°C or for
1 hour at room temperature, then washed 3 times with
TBST. Anti-mouse and anti-rabbit secondary antibodies
were diluted in TBST and incubated with the membranes
for 1 hour at room temperature. Membranes were washed
3 times in TBST, and visualized on x-ray film using
Western Lightning Plus-ECL (PerkinElmer).

Cell viability assay
For assays carried out in supplement-free medium,
MES GSCs were seeded at 2 x 104 cells/well in 12-well
plates in either GSC medium or DMEM/F12, with or
without inhibitors. 48 hours later, the cells were collected
and stained with Trypan Blue Solution. Viable and dead
cells were counted on a hemocytometer, and at least 200
cells were counted for each sample. For assays carried out
in complete GSC medium with a combination of Z-Don
and either TMZ or radiation, the cells were seeded at 5
x 103 cells/well in 12-well plates, and treated with IC50
doses for each treatment (MES GSC 13 cell line: 30 µM
Z-Don, 1 µg/mL TMZ, 3 Gy; MES GSC 326 cell line:
20 µM Z-Don, 1 µg/mL TMZ, and 3 Gy). Radiation was
carried out 2-4 hours after seeding the cells. Fresh medium
containing growth factors and inhibitors was added to each
well after 3 days. After 6 days, the viable and dead cells
were counted as described above.

Transamidation activity assay
15 µg of cell lysates were incubated in a buffer
containing 10 mM DTT, 10 mM CaCl2, and 62.5 µM BPA
for 15 minutes at room temperature. For analysis of the
inhibition of cross-linking activity, cell lysates were either
incubated with Z-Don for 30 minutes prior to the addition
of the transamidation buffer, or incubated with 200 µM
MDC. The reactions were quenched by the addition of
Laemmli sample buffer, and boiled for 5 minutes. The
proteins were separated by SDS-PAGE, transferred onto
www.impactjournals.com/oncotarget

RNA isolation and quantitative real-time PCR
Cells were washed 2 times in cold PBS, and RNA
was isolated using Qiagen QIAshredder columns and the
Qiagen RNeasy Mini Kit according to the manufacturer’s
instructions. The Superscript III First-Strand Synthesis
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System was used to synthesize cDNA from equal amounts
of RNA according to the manufacturer’s instructions.
For quantitative Real-Time PCR (qRT-PCR), each
master mix containing cDNA, primers (0.3125 µM
each), water, and iTaq Universal SYBR Green Supermix
was divided into triplicate reactions. qRT-PCR was
carried out using the 7500 Fast Real-Time PCR System
(Applied Biosystems) with the following amplification
program: 50°C for 2 minutes, 95°C for 10 minutes, and
40 cycles of 95°C for 15 seconds followed by 60°C
for 1 minute. Dissociation curves were carried out to
analyze amplicon quality, and GAPDH was used as an
internal control. Primer sequences used in this study are:
ALDH1A3 forward: TGGATCAACTGCTACAACGC;
ALDH1A3 reverse: CACTTCTGTGTATTCGGCCA; tTG
forward: CTTTGTCTTTGCGGAGGTC; tTG reverse:
CAGTTTGTTCAGGTGGTTCG; GAPDH forward:
GAAGGTGAAGGTCGGAGTCA; GAPDH reverse:
TTGAGGTCAATGAAGGGGTC.

combined, centrifuged at 1800 rpm for 5 minutes,
aliquoted, and stored at -80°C. Viral transduction was
carried out by dissociating GSCs into single cells, and
incubating them with viral particles and polybrene (10 µg/
mL). 24 hours later, the cells were washed and incubated
in fresh GSC medium, and selected with puromycin (MES
GSCS: 4 µg/mL; PN GSCS: 0.5 µg/mL).

FACS analysis
For cell sorting based on ALDH1 activity, cells were
collected, dissociated into single cells, and counted on a
hemocytometer. They were then incubated with or without
the ALDH1 inhibitor DEAB (150 µM), and stained using
the ALDEFLUOR Kit according to the manufacturer’s
protocol. The cells were then sorted on a BD FACSAria
(BD Biosciences), and those cells in the top 15 percent and
bottom 15 percent of ALDH1 activity were collected for
RNA isolation and qRT-PCR, as described above.

Cloning and DNA constructs

Statistical analysis

The EGFRvIII overexpression construct was
previously described in [54]. The following shRNA
constructs were purchased from Sigma: ALDH1A3
clone 1: TRCN0000027144; ALDH1A3 clone 2:
TRCN0000027160.
ALDH1A3
was
amplified
from cDNA isolated from MES GSC 1123 cells
using the following primers: ALDH1A3 forward:
CACCATGGCCACCGCTAACGG;
ALDH1A3
reverse: GGGGTTCTTGTCGCCAAG. The PCR
product was purified and ligated into the pcDNA3.1D/
V5-His-TOPO vector (Invitrogen) according to
the manufacturer’s instructions. The V5-tagged
ALDH1A3 was then cloned into a lentivirus
overexpression construct (pCDH-CMV-MCS-EF1Puro, System Biosciences). The ALDH1A3(C314A)
lentivirus overexpression construct was generated
using the following primers: ALDH1A3(C314A)
forward:
AAGGCCAGTGTGCCACGGCAGCCT;
ALDH1A3(C314A)
reverse:
AGGCTGCCGTGGCACACTGGCCTT.

Transfection,
transduction

lentivirus

generation,

Each experiment was carried out a minimum of three
times. For data presented as bar or line graphs, error bars
represent the standard error of the mean (SEM). Statistical
significance was calculated in Excel using F-tests for
sample variance and Student’s t tests for significance. p
values < 0.05 were considered statistically significant, and
were indicated with asterisks.

ACKNOWLEDGMENTS
We gratefully acknowledge Cindy Westmiller for
expert secretarial assistance, Christian Abratte and Rob
Munroe (Cornell University, Ithaca, NY) for radiating
cells, and Dorian LaTocha (Cornell Biomedical Sciences
Flow Cytometry Core Lab, Ithaca, NY) for flow cytometry
operation. Cytometry core supported in part by the ESSCF,
NYS-DOH, Contract #C026718. Opinions expressed are
solely of the author; they do not necessarily reflect the
view of ESSCB, the NYS-DOH, or NYS.

CONFLICTS OF INTEREST

and

The authors declare that they have no conflicts of
interest with the contents of this article.

The EGFRvIII overexpression construct was
transfected into U87 cells with Lipofectamine according
to the manufacturer’s instructions. Viruses were generated
by co-transfecting HEK293T cells with the lentiviral
expression construct of interest and the packaging
plasmids pMD-G and pCMV.d8.2 using PEI in DMEM
containing 10% FBS. The medium was changed to serumfree DMEM the following day. The medium containing
viral particles was collected after 24 hours and 48 hours,
www.impactjournals.com/oncotarget

GRANT SUPPORT
This work was supported by NIH grant CA-2014OZ
to RAC.

22340

Oncotarget

REFERENCES
1.

2.

3.

4.

Matei D. Tissue transglutaminase links TGF-β, epithelial
to mesenchymal transition and a stem cell phenotype in
ovarian cancer. Oncogene. 2012; 31: 2521-2534.

Antonyak MA, Singh US, Lee DA, Boehm JE, Combs
C, Zgola MM, Page RL, Cerione RA. Effects of tissue
transglutaminase on retinoic acid-induced cellular
differentiation and protection against ap optosis. The
Journal of Biological Chemistry. 2001; 276: 33582-33587.

12. Quan G, Choi JY, Lee DS, Lee SC. TGF-β1 up-regulates
transglutaminase two and fibronectin in dermal fibroblasts:
a possible mechanism for the stabilization of tissue
inflammation. Archives of Dermatological Research. 2005;
297: 84-90.

Antonyak MA, Miller AM, Jansen JM, Boehm JE, Balkman
CE, Wakshlag JJ, Page RL, Cerione RA. Augmentation
of tissue transglutaminase expression and activation by
epidermal growth factor inhibit doxorubicin-induced
apoptosis in human breast cancer cells. The Journal of
Biological Chemistry. 2004; 279: 41461-41467.

13. Suto N, Ikura K, Sasaki R. Expression induced by
interleukin-6 of tissue-type transglutaminase in human
hepatoblastoma HepG2 cells. The Journal of Biological
Chemistry. 1993; 268: 7469-7473.
14. Eckert RL, Kaartinen MT, Nurminskaya M, Belkin
AM, Colak G, Johnson GV, Mehta K. Transglutaminase
regulation of cell function. Physiological Reviews. 2014;
94: 383-417.

Antonyak MA, Li B, Regan AD, Feng Q, Dusaban SS,
Cerione RA. Tissue transglutaminase is an essential
participant in the epidermal growth factor-stimulated
signaling pathway leading to cancer cell migration and
invasion. The Journal of Biological Chemistry. 2009; 284:
17914-17925.

15. Gundemir S, Colak G, Tucholski J, Johnson GV.
Transglutaminase 2: A molecular swiss army knife. BBA
Molecular Cell Research. 2012; 1823: 406-419.

Li B, Antonyak MA, Druso JE, Cheng L, Nikitin AY,
Cerione RA. EGF potentiated oncogenesis requires a tissue
transglutaminase-dependent signaling pathway leading to
src activation. Proceedings of the National Academy of
Sciences of the United States of America. 2010; 107: 14081413.

16. Marletaz F, Holland LZ, Laudet V, Schubert M. Retinoic
acid signaling and the evolution of chordates. International
Journal of Biological Sciences. 2006; 2: 38-47.

5.

Boroughs LK, Antonyak MA, Johnson JL, Cerione RA.
A unique role for heat shock protein 70 and its binding
partner tissue transglutaminase in cancer cell migration. The
Journal of Biological Chemistry. 2011; 286: 37094-37107.

18. Soprano DR, Qin P, Soprano KJ. Retinoic acid receptors
and cancers. Annual Review of Nutrition. 2004; 24: 201221.

6.

Antonyak MA, Li B, Boroughs LK, Johnson JL, Druso
JE, Bryant KL, Holowka DA, Cerione RA. Cancer cellderived microvesicles induce transformation by transferring
tissue transglutaminase and fibronectin to recipient cells.
Proceedings of the National Academy of Sciences of the
United States of America. 2011; 108: 4852-4857.

7.

Zhang J, Antonyak MA, Singh G, Cerione RA. A
mechanism for the upregulation of EGF receptor levels in
glioblastomas. Cell Reports. 2013; 3: 2008-2020.

8.

Fu J, Yang QY, Sai K, Chen FR, Pang JC, Ng HK, Kwan
AL, Chen ZP. TGM2 inhibition attenuates ID1 expression
in CD44-high glioma-initiating cells. Neuro-Oncology.
2013; 15: 1353-1365.

9.

17. Bastien J, Rochette-Egly C. Nuclear retinoid receptors and
the transcription of retinoid-target genes. Gene. 2004; 328:
1-16.

19. Ma I, Allan AL. The role of human aldehyde dehydrogenase
in normal and cancer stem cells. Stem Cell Reviews and
Reports. 2011; 7: 292-306.
20. Vasiliou V, Thompson DC, Smith C, Fujita M, Chen
Y. Aldehyde dehydrogenases: From eye crystallins
to metabolic disease and cancer stem cells. ChemicoBiological Interactions. 2013; 202: 2-10.
21. Clay MR, Tabor M, Owen JH, Carey TE, Bradford
CR, Wolf GT, Wicha MS, Prince ME. Single-marker
identification of head and neck squamous cell carcinoma
cancer stem cells with aldehyde dehydrogenase. Head and
Neck. 2010; 32: 1195-1201.
22. Marcato P, Dean CA, Pan D, Araslanova R, Gillis M, Joshi
M, Helyer L, Pan L, Leidal A, Gujar S, Giacomantonio CA,
Lee PW. Aldehyde dehydrogenase activity of breast cancer
stem cells is primarily due to isoform ALDH1A3 and its
expression is predictive of metastasis. Stem Cells. 2011; 29:
32-45.

Fisher ML, Keillor JW, Xu W, Eckert RL, Kerr C.
Transglutaminase is required for epidermal squamous cell
carcinoma stem cell survival. Molecular Cancer Research.
2015; 13: 1083-1094.

10. Mao P, Joshi K, Li J, Kim SH, Li P, Santana-Santos L,
Luthra S, Chandran UR, Benos PV, Smith L, Wang M, Hu
B, Cheng SY, et al. Mesenchymal glioma stem cells are
maintained by activated glycolytic metabolism involving
aldehyde dehydrogenase 1A3. Proceedings of the National
Academy of Sciences of the United States of America.
2013; 110: 8644-8649.

23. Lingala S, Cui YY, Chen X, Ruebner BH, Qian XF, Zern
MA, Wu J. Immunohistochemical staining of cancer stem
cell markers in hepatocellular carcinoma. Experimental and
Molecular Pathology. 2010; 89: 27-35.
24. Shao C, Sullivan JP, Girard L, Augustyn A, Yenerall P,
Rodriguez-Canales J, Liu H, Behrens C, Shay JW, Wistuba
II, Minna JD. Essential role of aldehyde dehydrogenase
1A3 for the maintenance of non-small cell lung cancer

11. Cao L, Shao M, Schilder J, Guise T, Mohammad KS,

www.impactjournals.com/oncotarget

22341

Oncotarget

stem cells is associated with the STAT3 pathway. Clinical
Cancer Research. 2014; 20: 4154-4166.

development of tissue transglutaminase (TG2) inhibitors.
Amino Acids. 2013; 44: 119-127.

25. Saw YT, Yang J, Ng SK, Liu S, Singh S, Singh M,
Welch WR, Tsuda H, Fong WP, Thompson D, Vasiliou
V, Berkowitz RS, Ng SW. Characterization of aldehyde
dehydrogenase isozymes in ovarian cancer tissues and
sphere cultures. BMC Cancer. 2012; 12: 329.

37. Schaertl S, Prime M, Wityak J, Dominguez C, MunozSanjuan I, Pacifici RE, Courtney S, Scheel A, MacDonald
D. A profiling platform for the characterization of
transglutaminase 2 (TG2) inhibitors. Journal of
Biomolecular Screening. 2010; 15: 478-487.

26. Rasheed ZA, Yang J, Wang Q, Kowalski J, Freed I,
Murter C, Hong SM, Koorstra JB, Rajeshkumar NV,
He X, Goggins M, Iacobuzio-Donahue C, Berman DM,
et al. Prognostic significance of tumorigenic cells with
mesenchymal features in pancreatic adenocarcinoma.
Journal of the National Cancer Institute. 2010; 102: 340351.

38. Rich JN. Cancer stem cells in radiation resistance. Cancer
Research. 2007; 67: 8980-8984.

27. van den Hoogen C, van der Horst G, Cheung H, Buijs JT,
Lippitt JM, Guzmán-Ramírez N, Hamdy FC, Eaton CL,
Thalmann GN, Cecchini MG, Pelger RC, van der Pluijm
G. High aldehyde dehydrogenase activity identifies tumorinitiating and metastasis-initiating cells in human prostate
cancer. Cancer Research. 2010; 70; 5163-5173.

41. Graham CE, Brocklehurst K, Pickersgill RW, Warren
MJ. Characterization of retinaldehyde dehydrogenase 3.
Biochem J. 2006; 394: 67-75.

39. Reya T, Morrison SJ, Clarke MF, Weissman IL. Stem cells,
cancer, and cancer stem cells. Nature. 2001; 414: 105-111.
40. Visvader JE, Lindeman GJ. Cancer stem cells in solid
tumours: Accumulating evidence and unresolved questions.
Nature Reviews Cancer. 2008; 8: 755-768.

42. Moore SA, Baker HM, Blythe TJ, Kitson KE, Kitson
TM, Baker EN. Sheep Liver Cytosolic Aldehyde
Dehydrogenase: The Structure Reveals the Basis for the
Retinal Specificity of Class 1 Aldehyde Dehydrogenases.
Structure. 1998; 6: 1541-1551.

28. Huang EH, Hynes MJ, Zhang T, Ginestier C, Dontu
G, Appelman H, Fields JZ, Wicha MS, Boman BM.
Aldehyde dehydrogenase 1 is a marker for normal and
malignant human colonic stem cells (SC) and tracks
SC overpopulation during colon tumorigenesis. Cancer
Research. 2009; 69: 3382-3389.

43. Farres J, Wang TTY, Cunningham SJ, Weiner H.
Investigation of the Active Site Cysteine Residue of Rat
Liver Mitochondrial Aldehyde Dehydrogenase by SiteDirected Mutagenesis. Biochemistry. 1995; 34: 2592-2598.

29. Keymoosi H, Gheytanchi E, Asgari M, Shariftabrizi A,
Madjd Z. ALDH1 in combination with CD44 as putative
cancer stem cell markers are correlated with poor prognosis
in urothelial carcinoma of the urinary bladder. The Asian
Pacific Journal of Cancer Prevention. 2014; 15: 2013-2020.

44. Kumar A, Gao H, Xu J, Reuben J, Yu D, Mehta K. Evidence
that aberrant expression of tissue transglutaminase promotes
stem cell characteristics in mammary epithelial cells. PLoS
One. 2011; 6: e20701.
45. Singh US, Pan J, Kao YL, Joshi S, Young KL, Baker KM.
Tissue transglutaminase mediates activation of RhoA
and MAP kinase pathways during retinoic acid-induced
neuronal differentiation of SH-SY5Y cells. The Journal of
Biological Chemistry. 2003; 278: 391-399.

30. Luo Y, Dallaglio K, Chen Y, Robinson WA, Robinson SE,
McCarter MD, Wang J, Gonzalez R, Thompson DC, Norris
DA, Roop DR, Vasiliou V, Fujita M. ALDH1A isozymes
are markers of human melanoma stem cells and potential
therapeutic targets. Stem Cells. 2012; 30: 2100-2113.

46. Maden M. Retinoid signalling in the development of the
central nervous system. Nature Reviews Neuroscience.
2002; 3: 843-853.

31. Smith C, Gasparetto M, Humphries K, Pollyea DA, Vasiliou
V, Jordan CT. Aldehyde dehydrogenases in acute myeloid
leukemia. Annals of the New York Academy of Sciences.
2014; 1310: 58-68.

47. Maden M. Retinoic acid in the development, regeneration
and maintenance of the nervous system. Nature Reviews
Neuroscience. 2007; 8: 755-765.

32. Dean M, Fojo T, Bates S. Tumour stem cells and drug
resistance. Nature Reviews Cancer. 2005; 5: 275-284.

48. Chuang J, Tung L, Lin Y. Neural differentiation from
embryonic stem cells in vitro: An overview of the signaling
pathways. World Journal of Stem Cells. 2015; 7: 437-447.

33. Baumann M, Krause M, Hill R. Exploring the role of cancer
stem cells in radioresistance. Nature Reviews Cancer. 2008;
8: 545-554.

49. Altucci L, Gronemeyer H. The promise of retinoids to fight
against cancer. Nature Reviews Cancer. 2001; 1: 181-193.

34. Bayin NS, Modrek AS, Placantonakis DG. Glioblastoma
stem cells: Molecular characteristics and therapeutic
implications. World Journal of Stem Cells. 2014; 6: 230238.

50. Brown G, Hughes P. Retinoid differentiation therapy for
common types of acute myeloid leukemia. Leukemia
Research and Treatment. 2012; 2012: 939021.

35. Yakubov B, Chelladurai B, Schmitt J, Emerson R, Turchi JJ,
Matei D. Extracellular Tissue Transglutaminase Activates
Noncanonical NF-κB Signaling and Promotes Metastasis in
Ovarian Cancer. Neoplasia. 2013; 15: 609-619.

51. Lengfelder E, Saussele S, Weisser A, Büchner T, Hehlmann
R. Treatment concepts of acute promyelocytic leukemia.
Critical Reviews in Oncology/Hematology. 2005; 56: 261274.

36. Badarau E, Collighan RJ, Griffin M. Recent advances in the
www.impactjournals.com/oncotarget

22342

Oncotarget

52. Tucholski J, Lesort M, Johnson G. Tissue transglutaminase
is essential for neurite outgrowth in human neuroblastoma
SH-SY5Y cells. Neuroscience. 2001; 102: 481-491.

54. Bryant KL, Antonyak MA, Cerione RA, Baird B, Holowka
D. Mutations in the polybasic juxtamembrane sequence
of both plasma membrane- and endoplasmic reticulumlocalized epidermal growth factor receptors confer ligandindependent cell transformation. The Journal of Biological
Chemistry. 2013; 288: 34930-34942.

53. Muzio G, Maggiora M, Paiuzzi E, Oraldi M, Canuto R.
Aldehyde dehydrogenases and cell proliferation. Free
Radical Biology & Medicine. 2012; 52: 735-746.

www.impactjournals.com/oncotarget

22343

Oncotarget

