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ABSTRACT

Semisynthetic triterpenoids, bearing cyano enone functionality in ring A, are 
considered now as novel promising anti-tumor agents. However, despite the large-
scale studies, their effects on cervical carcinoma cells and, moreover, mechanisms 
underlying cell death activation by such compounds in this cell type have not been 
fully elucidated. In this work, we attempted to reconstitute the key pathways and 
master regulators involved in the response of human cervical carcinoma KB-3-1 cells 
to the novel glycyrrhetinic acid derivative soloxolone methyl (SM) by a transcriptomic 
approach. Functional annotation of differentially expressed genes, analysis of their 
cis-regulatory sequences and protein-protein interaction network clearly indicated 
that stress of endoplasmic reticulum (ER) is the central event triggered by SM in the 
cells. A range of key ER stress sensors and transcription factor AP-1 were identified 
as upstream transcriptional regulators, controlling the response of the cells to SM. 
Additionally, by using Gene Expression Omnibus data, we showed the ability of SM to 
modulate the expression of key genes involved in regulation of the high proliferative 
rate of cervical carcinoma cells. Further Connectivity Map analysis revealed similarity 
of SM's effects with known ER stress inducers thapsigargin and geldanamycin, 
targeting SERCA and Grp94, respectively. According to the molecular docking study, 
SM could snugly fit into the active sites of these proteins in the positions very close 
to that of both inhibitors. Taken together, our findings provide a basis for the better 
understanding of the intracellular processes in tumor cells switched on in response 
to cyano enone-bearing triterpenoids.
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INTRODUCTION

Cervical cancer (CC) remains one of the leading 
causes of cancer-related deaths around the world. This 
disease ranks as fourth most frequently diagnosed 
cancer and the fourth leading cause of cancer death in 
women with an estimated 570,000 cases and 311,000 

deaths in 2018 worldwide [1]. Nowadays, a decline in 
the incidence of CC in developed countries is observed, 
however, in developing countries this index is continuing 
to increase [1]. This fact has been linked to the lack of 
proper screening, early diagnosis and ineffective treatment 
protocols [2]. In spite of development of CC-targeted 
drugs, like erlotinib, the efficiency of current therapies is 
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limited due to cancer clonal and intratumor heterogeneities 
and cell signaling complexity [6]. Therefore, the search for 
and development of novel effective therapeutic drugs for 
cancer treatment are highly important tasks.

Natural metabolites play an important role in 
antitumor drug development. These compounds are 
characterized by a wide spectrum of bioactivities, 
high diversity in chemical structures, lesser toxicity in 
comparison with products of chemical synthesis and 
the ability to effect on multiple targets in an organism, 
displaying additive and synergic pharmacological effects 
[3]. Pentacyclic triterpenoids (PTs) are one of the most 
extensively investigated classes of natural compounds. 
In a wide range of works it was shown that PTs display 
antiproliferative activity against a huge range of tumor 
cells, causing cell cycle arrest, the triggering of apoptosis 
and autophagy and inhibiting the growth and metastasis 
of tumors on different murine transplantable, xenograft 
and carcinogen-induced tumor models in vivo [4]. In 
recent decades, increasing research efforts were devoted 
to the development of chemical derivatives of PTs, with 
the goal of obtaining more pronounced biological activity 
and selectivity of action. Some of the most successful 
examples of semisynthetic triterpenoids are the oleanolic 
acid derivative CDDO-Me and its analogs (Figure 1A), 
bearing cyano enone functionality in ring A [4]. Such 
compounds were shown to be not only cytotoxic for 
tumor cells, but also can modify tumor microenvironment 
by inducing phase 2 detoxifying enzymes’ expression [5], 
inhibiting inflammation response [5, 6] and triggering 
repolarization of tumor associated macrophages to M1 
phenotype [7], thus displaying a complex effect on tumor 
growth. Now, CDDO-Me and its fluorine-containing 
analogue RTA408 have currently reached the clinical 
trial stage for the treatment of advanced solid tumors 
and lymphoid malignancies [8], as well as non-small cell 
lung carcinoma and melanoma [9, 10]. Examples of other 
CDDO-Me related triterpenoids actively investigated 
nowadays are cyano enone-containing derivatives of 
glycyrrhetinic acid soloxolone methyl (SM), also known 
as CDODO-Me-12 [6, 11–13], and CDODA-Me [14].

Analysis of published data, performed by us, 
revealed poor understanding of mechanisms underlying 
the antitumor effect of PTs in CC cells (Supplementary 
Table 1). This fact can be explained by the multitarget 
mode of action of PTs in tumor cells and the high 
complexity of cellular signaling [4]. In order to deeply 
understand the intracellular perturbations caused by 
triterpenoids and reveal their primary targets, a complex 
view of the processes induced by the compounds in cells 
is highly needed. This task can be accomplished by using 
omics techniques, providing a powerful tool for the 
comprehensive analysis of cells’ responses to compound 
treatment in transcriptomic, proteomic or metabolic 
levels and providing an opportunity to reconstruct the 
mechanism of its action [15].

In this study, we analyzed the responses of human 
cervical carcinoma KB-3-1 cells to treatment with cyano 
enone-bearing semisynthetic triterpenoid SM (Figure 
1A, compound in the orange frame) at the transcriptomic 
level. Previously, our screening of cytotoxicity of SM on 
a panel of tumor cells revealed high sensitivity of KB-3-1 
cells to SM treatment [11]. Subsequently we showed that 
SM induces G2/M arrest and mitochondrial- and caspase-
dependent apoptosis in this cell line [11]. Here, we tried 
to reveal the key processes, induced by the triterpenoid in 
KB-3-1 cells, that preceded the triggering of apoptosis, and 
probable master regulators of such perturbations by using 
a cDNA microarray approach. We found that SM displays 
marked endoplasmic reticulum (ER)-targeted action and 
triggers cytoprotective compensatory mechanisms in 
the cells, which, however, does not fully eliminate SM-
induced stress. We also revealed that SERCA and GRP94 
can be considered as probable primary targets of SM, the 
inhibiting of which by triterpenoids leads to the triggering 
ER stress in tumor cells. These results show a novel 
possible mechanism of action of cyano enone-bearing 
triterpenoids and provide a basis for further target-guided 
optimization of the structure of triterpenoid derivatives as 
potential anticancer therapeutics.

RESULTS

Microarray analysis of SM-treated human 
cervical carcinoma cells

In order to analyze the effect of SM on human 
cervical carcinoma KB-3-1 cells and identify its probable 
primary targets and mechanism of antiproliferative action 
a microarray approach was performed.

On the first step of the study we evaluated 
cytotoxicity of SM in the model cells and revealed that 
triterpenoid effectively inhibits their viability at low 
micromolar level (IC50 = 0.70 ± 0.19 µM) (Figure 1B). 
The selection of a correct working concentration of 
SM for microarray analysis was based on the fact that 
cyano enone-bearing triterpenoids can display different 
biological responses depending on used doses – according 
to Liby and Sporn, nanomolar concentrations of these 
compounds show cytoprotective and anti-inflammatory 
effects, whereas their higher concentrations (micromolar) 
can selectively induce apoptosis in cancer cells [16]. As 
we focus our attention on the mechanisms underlying 
precisely the pro-apoptogenic activity of SM, we 
decided to use 1 µM of the compound as the working 
concentration. Moreover, according to our recent review 
[4], similar concentrations were used in the majority of 
works investigated the mechanisms of antitumor effects 
of other cyano enone-bearing triterpenoids that can 
give opportunity to compare our results with these data. 
Previously we showed that SM at 1 µM induced apoptotic 
changes in KB-3-1 cells within 18 h of the treatment [11].
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Further, the SM’s effect on transcriptome of KB-
3-1 cells was analyzed by using Illumina Human HT-
12 v4 Expression BeadChips during the first 10 h of 
treatment because this time interval covered both early 
cellular response to triterpenoid (1–4 h) and the late phase 
of its action (6–10 h), when the main events leading to 
the activation of programmed cell death were thought 
to occur. After data normalization, we compared gene 
expression in SM-treated cells with those in untreated 
cells and computed fold changes. The diagram depicted in 
Figure  1C shows the number of differentially expressed 
genes (DEGs) obtained with fold changes > 1.5 and 2.0  
(p < 0.05) depending on the duration of SM treatment. We 
performed further integrated studies of the transcriptome 
data by analysis of identified DEGs.

Then, the microarray expression results were 
validated by a RT-PCR experiment for eight genes (up-
regulated: OSGIN1, IGFBP1, HMOX1, HERPUD1, 
GDF15, DDIT3; down-regulated: FASN, BRI3BP) whose 
expression level was significantly altered in response to 
SM. As shown in Figure  1D, the expression trends of 
genes identified by microarray and RT-PCR correlated 

very well, thus confirming the reliability of obtained 
microarray data.

The early effects of SM on transcriptome of KB-
3-1 cells

In order to deeply understand the mechanism of 
SM action it is highly important to know its early effects 
on the transcriptome of tumor cells. Thus, in the first 
stage we analyzed DEGs detected during 1–4 h of SM 
treatment, consisting of 362 genes with 1.5-fold changes 
in expression (Figure  1E). As shown in Figure  1E, the 
response of tumor cells to SM was detected during the 
first hour of triterpenoid action. The number of DEGs 
identified at 1 h and 2 h time points was approximately 
constant and consisted of about 70 genes. Further 
incubation of cells with SM leaded to a subsequent 
twofold increasing of DEGs numbering up to 132 and 240 
genes for 3 h and 4 h, respectively (Figure  1E). Among 
the detected DEGs, 17 genes were identified as common 
for the entire early period of SM’s action and included 
down-regulated DEGs controlling cellular metabolism 

Figure 1: Effect of SM on transcriptome of KB-3-1 human cervical carcinoma cells. (A) Chemical structures of cyano enone-
bearing semisynthetic triterpenoids. The structure of the investigated derivative SM was marked by the orange line. (B) The effect of SM on 
viability of KB-3-1 cells. The cells were treated by indicated concentrations of SM for 24 h and then cell viability was measured by MTT 
assay. Error bars represent the standard deviation of six independent experiments performed in tri- or tetraplicate. (C) The number of DEGs 
(p < 0.05) between KB-3-1 cells treated by 1 µM of SM and untreated samples for the mentioned time intervals. (D) RT-PCR validation of 
the microarray results. Results of RT-PCR validation were from three independent experiments and were normalized to GAPDH. Relative 
expression levels were shown as mean ± standard deviation. (E) Venn diagram illustrating the overlap between DEGs identified in KB-3-1 
cells during the early period of SM treatment.
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(MSMO1, ADSSL1, AGXT2L1, PFKFB4), gene expression 
(AHCY, APP), nuclear organization (HIST1H2BD, LBR), 
intracellular transport (RAB17, GOLIM4), Ca2+ signaling 
(CXCR4), protein glycosylation (DPM1) and transport of 
γ-aminobutyric acid (SLC6A12). Common up-regulated 
DEGs were associated with stress-induced protein folding 
(HSPA6) and regulation of actin cytoskeleton organization 
(CAPZB).

In order to deeply understand the intracellular 
processes stimulated by SM treatment, functional 
analysis of DEGs was performed by using the ClueGO 
tool, being able to group and merge similar terms from 
Gene Ontology, KEGG, WikiPathways and REACTOME 
databases and therefore yield more authentic results 
in comparison with ordinary annotation sources [17]. 
Obtained ClueGO networks are shown in Figure 2. It 
was found that cellular stress, induced by SM in the early 
stages, was generally associated with its effect on the ER 
and the main intracellular events had developed by 4 h of 
SM treatment.

At the 1 h time point, SM suppressed genes involved 
in the biosynthesis of cholesterol (INSIG1, LBR, MSMO1) 
and lipids (ETNPPL, LPIN1), occurring in the ER, and 
modulated the ER-nucleus signaling pathway (ATF3, 
DDIT3, INSIG1) (Figure 2, 1 h). SM-induced stress was 
also accompanied by modulation of transcription (up-
regulation of ATF3, EGR1, DDIT3, CITED2 and DNAJB1; 
down-regulation of ELOC and PSMA2), suppression 
of mRNA polyadenylation (APP, CPSF2, RNF20) and 
TGF-β receptor signaling (DAB2, CITED2, SDCBP). 
Observed positive regulation of genes MT1E- and MT1X-
encoded metallothioneins in the SM-treated samples can 
be explained by their probable direct interaction with 
SM. It is known that these cysteine-rich proteins can 
bind electrophiles by thiol groups [18]; cyano-enone 
triterpenoids in turn were shown to be able to readily 
react with thiols [19]. Unique DEGs, identified at the 1 
h time point, showed high diversity and mainly included 
down-regulated genes associated with modulation of 
expression (CDC14B, RNF20, SS18), RNA processing 
(CPSF2, HNRNPK, RRM2, UTP6), cytoskeleton and 
membrane organization (SYNE2, EHD1), cell motility 
(CRTAP, SUMF2, GNF, EPCAM), mitochondrial transport 
(SFXN1), Ca2+ homeostasis (PPP3R1) and glycolysis 
(ENO3). Unique up-regulated DEGs at the 1 h time point 
included CYP1B1, SLC25A10, PTPRU and MT1E, related 
to drug metabolism, mitochondrial transport, cell adhesion 
and oxidative stress, respectively.

Gene set enrichment analysis of DEGs, identified 
after 2 h of SM treatment, confirmed the ER-targeted effect 
of SM. We found that “Cellular response to thapsigargin” 
(a known ER stress inducer) was one of the significantly 
changed terms at this time point. Other dysregulated 
pathways, associated with the ER, were linked with KTN1, 
encoded kinectin 1, an essential anchor for kinesin-driven 
vesicle motility, localized on ER cisternae [20]; and 

activation of cytoprotective HIF-1 and NF-kB signaling 
pathways, which are known to trigger in response to ER 
stress inducers [21, 22] and chemotherapeutic agents [23, 
24], including triterpenoids [25, 26]. Moreover, NF-kB 
could play an important role in ER stress-induced death 
of CC cells – inhibition of NF-kB have been shown to 
effectively suppress autophagy and apoptosis of the cells, 
triggered by ER stress inducer brefeldin A [27]. The 
effect of SM at the 2 h time point was also accompanied 
by the suppression of genes ACTG1 and DAB2, encoded 
γ-actin and clathrin adaptor protein, which is involved in 
clathrin-mediated endocytosis of gap junctions. At this 
time point, unique identified DEGs mainly include down-
regulated genes associated with cytokinesis (CENPF, 
KIF5D, SET11), cytoskeleton organization (MKLN1), 
transport of cholesterol (OSBPL9), RNA decay (UPF2) 
and glutamate biosynthesis (GLS). Unique up-regulated 
DEGs at the 2 h time point are involved in transcription 
suppression (COBRA1), translation (RPS6KB2) and 
apoptosis induction (LTBR).

At the 3 h time point (Figure 2, 3 h) we identified 
high enrichment in genes associated with unfolded protein 
response (UPR), an intracellular signaling pathway 
performing homeostatic control of protein folding [28]. 
Induction of UPR-related genes by SM was in agreement 
with published data – previously, UPR-inducing activity 
was shown for different PTs [29–31]. Unique DEGs, 
identified at the 3 h time point, are mainly related to 
cellular signaling (receptors/G proteins (IL17RD, GNB4, 
GNG12, GRIPAP1, QRFPR), ionic channels (CATSPER2, 
CHRNA5, FAM115C, MAGT1), transcription regulators 
(CREB1, GINS4, LRRFIP1, MBTD1, XPNPEP3, ZNF14, 
ZNF69, ZNF394, ZNF483, ZNF549, ZNF577, ZNF682)), 
DNA repair (C8orf45, DEM1, FAM175A, TRIM29, 
XRCC2), lipid metabolism (ACER3, HSD17B7, PTGR2, 
PTPLB, SPTLC1), intracellular transport (BLZF1, 
C15orf63, CHMP5, CLPTM1), cytoskeleton organization 
(C11orf63, C1orf222, MYO3B, ZYX), nuclear structure and 
functions (LMNA, PHAX, RCC1), ubiquitin-dependent 
protein degradation (FAM63A, PJA2, USP49) and 
regulation of cell death (APOPT1, BAX, CCND1, RASSF6, 
TAGLN2).

Functional annotation of DEGs identified during 
4 h of SM exposure revealed ER stress as a central 
intracellular event – the majority of obtained terms at 
this time point were mainly associated with this process 
(Figure 2, 4 h). Detected ER stress-related DEGs 
encoded molecular chaperones (DNAJB9, FKBP14, 
HSPA5, HYOU1, SDF2L1), proteins of ERAD machinery 
(HERPUD, SYVN1, TRIM13), regulators of transcription 
(ATF3, CEBPB, DDIT3, JUN, XBP1, APP, IGFBP1, 
SESN2, TRIB3), Ca2+ homeostasis (STC2, SEC61A1), 
thiol metabolism (CHAC1, CTH, PDIA4) and protein 
phosphorylation (FAM129, PPP1R15A). SM-induced 
cellular stress is accompanied by the up-regulation of 
genes controlling ubiquitin-dependent protein degradation, 
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promoting removal of unfolded proteins from ER lumen, 
and cytoprotective Nrf2 signaling. These results correlated 
well with published data – on the one hand, the Nrf2 
pathway was shown to be often activated by ER stress 
[32], on the other hand, cyano enone-bearing triterpenoids 
are known Nrf2 inducers (0.1 µM, U937 leukemia cells 
(0.5–8 h); hereinafter the treatment conditions by SM’s 
analogs leaded to mentioned activity will be indicated 
in the brackets) [16]. Identified high enrichment of 
“oxidative stress” could be also caused by ER stress as a 
result of Ca2+ leakage from the ER and its accumulation 
in the mitochondrial matrix or redundant ROS synthesis 
during protein folding [21]. Moreover, CDDO-Me, an SM 
analog, was shown to induce ROS generation in different 
tumor cell lines (1.25–2.5 µM, LNCaP/PC-3, OVCAR-5/
MDAH 2774 and MiaPaCa-2/Panc-1 human prostate, 
ovarian and pancreatic cancer cells, respectively (1-2 h)) 
[33–35]. Up-regulated DEGs at 4 h time points are also 
involved in amino acid metabolism, which is known to 
be sensitive to many cellular stresses [36], ferroptosis, a 
ROS-dependent form of regulated cell death, which can 
be induced by some PTs [37, 38] and VEGF signaling, 
activated during ER stress [39]. High enrichment of 
DEGs related to the response to mineralocorticoids can 

be explained by the ability of SM to directly interact with 
mineralocorticoid receptors, like its parent compound 
glycyrrhetinic acid [40] or cause ligand-independent 
activation of the receptors, e. g. affecting RAC1 [41] – 
it was shown previously, that cyano enone-containing 
CDDO-Im can change RAC1 distribution on the cell 
membrane (1 µM; Rat2 fibroblasts (2 h)) [42].

The late effects of SM on the transcriptome of 
KB-3-1 cells

Functional annotation of DEGs, identified during 
the late phase (6–10 h) of SM treatment, still revealed the 
centrality of ER dysregulation in the complexity of SM-
perturbed intracellular processes (Figure 3). Other highly 
enriched terms at these time points are associated with 
activation of the compensatory response of cells against 
SM action. Observed high up-regulation of apoptosis-
related genes during this period can indicate insufficiency 
of cytoprotective mechanisms to overcome triterpenoid-
induced stress.

Functional annotation of DEGs at the 6 h time 
point revealed high enrichment of autophagy that is in 
line with published data (Figure 3, 6 h) – it was shown 

Figure 2: Functional analysis of DEGs detected at 1–4 h time points. Enrichment for Gene Ontology (biological processes), 
KEGG, REACTOME and Wikipathways terms were performed using the ClueGO plugin in Cytoscape. Functionally grouped networks 
with terms as nodes were linked based on their kappa score. The labels of the most significant terms per groups are shown. The size and 
color of nodes represent the term enrichment significance and the percentage of down- and up-regulated DEGs (fold change > 1.5) in the 
functional term, respectively. Only pathways with p < 0.05 after Bonferroni step down correction for multiple testing were included in the 
networks. Functionally related groups partially overlap.
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previously that both ER stress and triterpenoids can cause 
autophagy [43–47]. At the 6 h time point up-regulated 
genes are involved in the response to lipopolysaccharide 
and IL-17 signaling that can indicate the activation of 
an inflammatory response, which is known to be highly 
interconnected with ER stress [21] and probably playing 
a pro-survival role – hyperexpression of IL-17 was 
shown to increase tumorigenicity of human cervical 
tumors in nude mice [48]. Other cytoprotective functional 
groups significantly changed by SM at the 6 h time 
point include the HIF-1 signaling pathway and the one 
carbon metabolism. The most highly enriched pathways 
also included lung fibrosis, selenium metabolism and 
selenoproteins and cytosolic tRNA aminoacylation, 
which can be associated with ER stress, according to 
published studies [49–51]. The effect of SM was also 
accompanied by the up-regulation of genes involved in 
the response to starvation, transmembrane transport of 
amino acids and monosaccharide biosynthetic processes, 
which could indicate the effort of cells to restore nutrient 
failures induced by stress. High enrichment of fat cell 
differentiation term in the SM-treated samples can be 
explained by the effect of SM on PPARγ, playing a key 
role in adipocyte differentiation [52] – previously, it was 
found that CDODA-Me had agonist activity on PPARγ 
(1-5 µM; SW480 colon cancer cells (20–22 h)) [53].

The negative effect of SM on KB-3-1 cell 
proliferation is significantly reinforced at 10 h of 
treatment (Figure 3, 10 h) – dysregulation of cell cycle 
process and a rise in the number of functional groups 
associated with programmed cell death are identified. 
ER stress was shown to remain a central event at this 
time point. Besides the terms directly indicating the 
activation of ER stress and UPR, a range of ER stress-
associated pathways are significantly changed, such as 
the response to oxidative stress, asparagine N-linked 
glycosylation, cytoprotective Nrf2 and HIF-1 pathways 
and ER stress- and HIF-1-sensitive VEGFA-VEGFR2 
signaling networks. The cellular stress response at the 10 h  
time point also includes activation of cytoprotective one 
carbon metabolism and disturbances in a range of other 
metabolic processes, including metabolism of pyrimidines, 
amino and carboxylic acids, small and macromolecules. 
The observed up-regulation of genes involved in cytokine 
signaling in immune system and IL-4/IL-13 signaling 
can be explained by the ER stress-induced inflammatory 
response and triggering of compensatory survival 
mechanisms, according to [21] and [54], respectively. 
Detected DEGs are also involved in signaling by receptor 
tyrosine kinases (RTKs) and the androgen receptor that 
is consistent with published data – previously, it was 
shown that PTs can inhibit RTK signaling pathways by 
direct interaction with the receptors and by suppression of 
their expression and phosphorylation status [4] and could 
directly bind to the androgen receptor, being its agonist 
or antagonist [55–57]. Negative regulation of ERK1/2, 

playing a critical role in cell proliferation and survival 
[58] and sensitivity to triterpenoid action [4], was also 
identified as an overrepresented category at the 10 h time 
point.

Among the identified highly enriched functional 
groups, three detected terms were also associated with 
antiviral response, including “viral process”, “response 
to virus” and “hepatitis C and hepatocellular carcinoma”, 
which contained DEGs involved in the regulation of 
innate antiviral immunity (IFIT1, IFIT2, IFIT3, IFI16, 
ISG15, ISG20, LCN2, LGALS8, etc.). Obtained data are in 
agreement with previously reported results – previously, 
we showed marked anti-influenza activity of SM (1 µM; 
influenza A-infected MDCK cells (24 h)) [12] and a range 
of PTs have been found to display anti-hepatitis C virus 
effects [59, 60].

Analysis of co-expressed DEGs: clustering, 
functional annotation and search of probable 
master regulators

To better understand the key processes triggered 
by SM in KB-3-1 cells and reveal their master regulators 
sensible to SM action, time course clustering of gene 
expression profiles was performed by using the STEM 
clustering algorithm [61] (Figures 4, 5). This approach 
allows us to identify the populations of genes with similar 
expression patterns that are probably involved in the same 
cellular processes and could be hypothetically controlled 
by the same master regulators. Six significant clusters 
containing a total of 506 DEGs were found. The functional 
annotation of identified gene sets and a search of their 
probable upstream regulators were carried out. The results 
of the analysis for the most statistically overrepresented 
clusters 1 and 2 (p = 1E-170 and 2E-161, respectively, 
versus p = 5E-19 – 2E-5 for clusters 3–6) were shown in 
Figures 4 and 5. The acquired data for clusters 3–6 are 
presented in Supplementary Materials (Supplementary 
Figures 1–4).

Co-expressed DEGs from Cluster 1 are mainly 
involved in regulation of ER homeostasis

Cluster 1 includes 170 up-regulated DEGs with a 
peak of expression at 10 h of SM treatment (Figure 4A). 
Functional analysis of genes from this cluster showed 
significant enrichment of the majority of terms and 
pathways mentioned above at 6 h and 10 h time points 
(Figure 4B). It was found that categories associated with 
ER stress were the most overrepresented – “ER unfolded 
protein response” and “intrinsic apoptotic signaling in 
response to ER stress” showed p-values equalling 4E-15 
and 6E-10, respectively. DEGs from cluster 1 are also 
involved in the regulation of cell death, inflammation 
(response to LPS, IL-17 signaling pathway), cytosolic 
tRNA aminoacylation, polyamine catabolic process and 
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Figure 3: Functional analysis of DEGs detected at 6 h and 10 h time points. Enrichment for Gene Ontology (biological 
processes), KEGG, REACTOME and Wikipathways terms were performed using the ClueGO plugin in Cytoscape. Functionally grouped 
networks with terms as nodes were linked based on their kappa score. The labels of the most significant terms per groups are shown. The 
size and color of nodes represent the term enrichment significance and the percentage of down- and up-regulated DEGs (fold change > 1.5) 
in the functional term, respectively. Only pathways with p < 0.05 after Bonferroni step down correction for multiple testing were included 
in the networks. Functionally related groups partially overlap.
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Nrf2, NF-kB and HIF-1 survival signaling pathways, 
which can be also considered as ER stress-associated 
processes, according to published reports [21, 22, 32, 51, 
62, 63]. Other highly enriched functional terms included 
“one carbon metabolism” and “response to fibroblast 
growth factor”, which are known to play a cytoprotective 
role [64]. Analyzed DEGs were also associated with 
response to TNF and spinal cord injury - the pathways, 
lying on the boundary between inflammatory response and 
cell death. The majority of DEGs, involved in the pathway 
“Hepatitis C and Hepatocellular carcinoma”, encode pro-
inflammatory proteins (IL-6, IL-8, PTGS2), and, therefore, 
this term should be also considered as inflammation 
related. Other overrepresented categories are synthesis of 
UDP-N-acetyl-glucosamine, playing an important role in 
post-translational modification of proteins, and a range of 
metabolic pathways.

A further, protein-protein interaction (PPI) network 
with proteins encoded by DEGs from cluster 1 constructed 
by retrieving relatively high confident protein interactions 
(confidence score: 0.7) from the STRING database. PPI 
network, consisting of 111 nodes and 377 interactions (or 
edges), was obtained (Figure 4C). Subsequent ranking of 
nodes in terms of their level of interconnection in the PPI 
network was performed and key molecules, characterized 
by maximum number of edges, were identified (Figure 4C, 
table). In agreement with the previous report [65], such 
key nodes can be considered as probable master regulators 
of observed cellular processes. The top-10 of detected key 
nodes for cluster 1 includes subunits of stress-activated 
transcription factor AP-1 (JUN, FOS), pro-inflammatory 
and pro-angiogenic cytokines (IL-6, IL-8, VEGF), ER 
stress pathway regulators (HSPA5, ATF4, DDIT3, ASNS) 
and antioxidant protein HO-1. Obtained results agree well 
with published data and functional annotation of DEGs, 
mentioned above. Previously, significant up-regulation of 
AP-1 subunits and HO-1 was identified for cyano-enone-
bearing triterpenoid CDDO-Im in HUVEC cells (0.2 
µM; HUVEC (6 h)) [66]. Entry of cytoprotective AP-1, 
HO-1, pro-inflammatory and pro-angiogenic cytokines 
into the top list of key nodes probably indicated the 
triggering of a compensatory mechanism in response to 
SM-induced stress in KB-3-1 cells, which was in line with 
overrepresentation of survival signaling pathways, as 
defined above (Figures 2 and 3). Disclosure of central ER 
stress-associated factors HSPA5, ATF4, DDIT3 and ASNS 
as probable master regulators independently confirmed the 
ER-targeted effect of SM.

Based on the fact that co-expressed genes could 
be regulated by the common transcription factors (TFs), 
analysis of cis-regulatory elements within promoters of 
DEGs was performed by using the iRegulon tool [67] 
and candidate TFs, being hypothetically able to control 
expression of uploaded DEGs, were predicted (Figure 
4D). Obtained TFs were further ranked by Normalized 
Enrichment Score (NES) and significantly enriched 

regulators with NES > 3 were selected. Then, according 
to [68], the Pearson correlation coefficient was calculated 
for all pair-wise comparisons of gene expression profiles 
between selected TFs and DEGs in order to identify the 
potential regulatory relationship. The relationship with r > 
0.9 was considered as significant. In total, 6 TFs satisfying 
both NES and Pearson’s r thresholds, were identified and 
visualized with their target DEGs by Cytoscape (Figure 
4D). Interestingly, the majority of revealed TFs (ATF4, 
DDIT3, CEBPB, XBP1, CEBPG) are involved in the 
regulation of UPR and ER stress [28, 69]. Promoter 
analysis, performed with the help of geneXplain platform 
[70, 71], also showed that 23 DEGs from cluster 1 can 
be regulated by NFKB2 that clearly conforms to high 
enrichment of NF-kB survival signaling, detected by us 
(Figure 2, Figure 4B). Observed overrepresentation of ER 
stress-associated TFs and, in addition, the involvement 
of ATF4 and DDIT3 into the Top-10 key nodes of 
the PPI network (Figure 4C) clearly shows centrality 
of dysregulation of ER homeostasis in SM-triggered 
intracellular perturbations.

Co-expressed DEGs from Cluster 2 are 
associated with regulation of cellular 
proliferation

The second highly enriched cluster includes 174 
DEGs characterized by progressive decline in expression 
level at 6–10 h time points (Figure 5A). Functional 
annotation of DEGs revealed dysregulation of major 
intranuclear pathways (Figure 5B), including nucleotide 
excision repair (ACTB, INO80E, LIG1, POLD1, POLR2A, 
POLR2C, RUVBL1), DNA strand elongation (LIG1, 
MCM2, MCM4, MCM5, POLD1), mRNA processing 
(CSTF2, HNRNPM, POLR2A, PRMT1, SF3B3, SNRNP70, 
SRPK2, U2AF2), cellular energetics, particularly glucose 
metabolism (NUP188, NUP43, PKM, PPP2R5D, 
SLC25A1, SLC25A10, TPI1) and TCA cycle (ACLY, 
OGDH, SDHA). Another overrepresented category is 
ribosome assembly (DHX30, MRPL11, MRTO4, NOP2, 
RRP7A) that is in line with the probable ER-targeted action 
of SM – previously, the inhibition of ribosome assembly 
and subsequent cancellation of translation were detected 
during ER stress [72]. DEGs from cluster 2 are also 
involved in the regulation of the actin cytoskeleton (ACTB, 
ARPC4, CTTN, RAC1, VCL) and protein methylation 
(CARM1, PRMT1, PRMT7), playing important roles in 
shigellosis and transcription regulation [73], respectively; 
triglyceride biosynthesis (SCARB1, SIK1, SREBF1) and 
cell-matrix adhesion (ACTN1, ADAM15, BCAT2, CTTN, 
DAG1, L1CAM, RAC1, TRIP6, VCL). Cluster 2 also 
includes DEG-encoded proteins exposed on the nuclear 
membrane (NUP43, NUP188, RANBP1) and intranuclear 
proteins (LIG1, NELFB, NELFCD, POLR2A, POLR2C, 
RCC1, XRCC6), being important regulators of the HIV-1 
life cycle. Obtained results are consistent with published 
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Figure 4: STEM clustering of DEGs revealed that co-expressed genes from Cluster 1 are mainly involved in regulation 
of ER homeostasis. (A) Expression profile of DEGs found in Cluster 1. The number in the top left corner represents the number of 
DEGs included in the cluster; the bottom left corner shows the p-value of the profile. X and Y-axes represent time points and relative gene 
expression levels, respectively. (B) The interaction network of significant terms enriched with DEGs from Cluster 1. Functional annotation 
was performed in ClueGO by using Gene Ontology (biological processes), KEGG, REACTOME and Wikipathways. The functionally 
grouped network is linked based on the kappa score of terms. The size and color of a node represents the term’s significance and its 
attachment to revealed groups. Only pathways with p < 0.05 after Bonferroni step down correction for multiple testing were included in 
the networks. (C) The protein-protein interaction network reconstructed with DEGs from cluster 1. The red gradient is proportional to 
the number of interactions (degree) of nodes with neighbors. The list of Top 10 DEGs with the highest degrees is shown in a table. Lines 
between nodes denote interactions between them (edges). (D) Potential transcription factors (TFs), regulating genes included in Cluster 1, 
were identified by iRegulon. TFs, characterized by normalized enrichment score (NES) > 3 and high correlation between TFs and target 
DEGs expression profiles (|r| > 0.9), are shown. The gray area and colored lines in the diagram represent the expression profile of DEGs 
and identified TFs, respectively. The right side of panel D shows the regulatory network of DEGs and TFs, marked by purple and blue/green 
colors, respectively. The blue oval and green octahedrons show TFs having upstream regulators/self-regulations or not in the network, 
respectively.
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data – a range of PTs were previously shown to inhibit 
HIV-1 replication [74].

Next, the PPI network consisting of 124 nodes and 
390 edges were reconstructed from analyzed DEGs (Figure 
5C). Obtained nodes were further ranked in terms of their 
interconnection in the network and the Top-10 key nodes 
were identified (Figure 5C, table). Analysis revealed CAD, 
playing a crucial role in pyrimidine biosynthesis, as a 
node with the highest degree (degree = 35). The observed 
high degree of centrality of CAD was probably explained 
by the strong negative effect of SM on cell viability. 
Previously, high correlation between up-regulation of 
CAD and the cell proliferation level was detected [75]. A 
list of the obtained top key nodes also includes ACLY, a 
central enzyme in lipid biosynthesis, expression of which 
can be inhibited in response to triterpenoids [76] or cyano-
enone-containing compounds [77]. Another nodal protein 
is beta actin (ACTB), displaying a high interconnection 
into the PPI network (degree = 31) (Figure 5C), which can 
be also considered as a probable primary protein target 
of cyano enone-bearing triterpenoids: previously, To and 
coworkers found that CDDO-Me can directly bind to 
ACTB and actin-related proteins (10 µM; Rat2 fibroblasts 
(2 h)) [78]. Other nodes with a high degree of centrality 
are subunits of polymerases II (POLR2A, POLR2c) and δ 
(POLD1) that play a key role in mRNA transcription and 
DNA repair, respectively; pyruvate kinase M2 (PKM) that 
supports cell proliferation by promoting NAPDH and other 
macromolecule production, NME1-NME2, which can 
modulate the activity of small GTPase, playing a pivotal role 
in the regulation of numerous cellular functions, MRTO4, 
a component of the ribosome assembly machinery, and 
HNRNPM, playing an important role in mRNA processing.

Promoter analysis revealed four TFs, which 
probably regulate the expression of DEGs from cluster 2 
(Figure 5D). Revealed TFs include TCF3, KAT2A, ERF 
and PIR involved in the regulation of cellular proliferation. 
It was found that TCF3, displaying the highest NES 
value, was up-regulated in cervical cancer and its down-
regulation significantly inhibited the growth and invasion 
of cervical carcinoma cells [79]. KAT2A and PIR was 
shown to display NF-kB repressor and co-activator 
functions, respectively [80, 81], and therefore can be 
related to compensatory survival mechanism triggering in 
response to SM treatment.

As can be seen from the analysis, DEGs from 
cluster 2 (Figure 5B) are associated with significantly 
less functional groups as compared with genes from 
cluster 1 (Figure 4B). However, detected pathways were 
characterized by high heterogeneity and the identification 
of central processes among them is not so obvious as in the 
case of cluster 1. Pathway analysis of key nodes and TFs 
also revealed high diversity of their functions. Observed 
dysregulation is probably linked with the inhibition of 
different vital cellular processes due to the triggering of 
cell death by SM treatment.

Besides highly overrepresented clusters 1 (p = 1E-
170) and 2 (p = 2E-161), STEM clustering also revealed 
four minor clusters 3–6 displaying significantly higher 
p-values (p = 5E-19 – 2E-5) (Supplementary Figures 
2–4). DEGs from clusters 3–5 are characterized by 
similar patterns of expression with an increase of a fold 
change at 6–10 h time points, whereas cluster 6 includes 
DEGs that reach a peak of expression at 3 h. According 
to the STRING database, proteins encoded by genes 
from clusters 3–6 display a low level of interconnection 
(Supplementary Figures 2–4). Functional enrichment 
analysis of DEGs from minor clusters showed their 
association with the inhibition of cell proliferation, innate 
immune response, protein export (cluster 3), ER stress, 
Golgi-related intracellular transport and degradation of 
organelles (cluster 4), interferon signaling, inhibition of 
virus replication, angiogenesis (cluster 5) and muscle 
tissue development (cluster 6).

Reconstruction and analysis of the PPI network

Next, in order to evaluate the level of 
interconnection of all modulated DEGs (fold change 
> 1.5) and independently reveal the major pathways 
dysregulated by SM, we reconstructed the PPI network 
from proteins encoded by DEGs, using STRING. The 
PPI network consisting of 781 nodes and 3618 edges 
was created (Figure 6A). As shown in Figure 6A, the 
main components (70%) of the obtained PPI network are 
proteins encoded by genes that changed their expression 
level during the late phase of SM treatment (6–10 h). 
Proteins encoded by early responding DEGs (1–4 h) or 
DEGs with changed expression during both the early and 
late phases of SM treatment (early-late DEGs) made up 
18% and 12% of total DEGs in obtained the PPI network, 
respectively.

In order to make our study more informative, the 
search of highly connected functional modules in the PPI 
network was performed using the MCODE plugin. We 
identified four modules that are graphically represented in 
Figure 6B. Obtained modules are characterized by similar 
content of early, early-late and late DEGs as the whole PPI 
network. Further functional enrichment analysis of genes 
composing of each module revealed a high diversity of 
overrepresented categories, including ER stress-associated 
pathways identified in modules 1, 2 and 4 (Figure 6C, 
green outlines).

It was shown that 46 DEGs included in the most 
interlinking module 1 are involved in DNA transcription 
and mRNA splicing, already mentioned above, and the 
down-regulation of HER2 signaling, which is known to 
participate in pathologic growth of cervical carcinomas 
[82]. Four terms associated with ubiquitin-dependent 
protein degradation were identified as ER stress-related 
(Figure 6C, green outlines). Module 2 includes 96 
genes that are mainly involved in intracellular transport 
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(membrane trafficking, endocytosis, MHC class II 
antigen presentation), mitosis and modulation of PKA and 
interferon α/β signaling pathways. A range of minor terms 
in module 2 are found to be related to ER stress, notably 
ER unfolded protein response, activation of chaperones by 
ER stress master-regulators IRE1α and XBP1 and ER to 
Golgi transport (Figure 6C, green outlines). Twelve DEGs 
from module 3 are involved in regulation of S phase of 
cell cycle and DNA reparation. Module 4 includes 34 

genes, being associated with TNF and TCR signaling 
pathways and also involved in ER stress-related major 
(NF-kB survival signaling, lung fibrosis) and minor (AP-
1 and HIF1α survival signaling, apoptosis, autophagy and 
inflammation) terms (Figure 6C, green outlines). Thus, 
PPI network analysis independently confirmed the data 
obtained previously by pathway analysis of DEGs and 
STEM clustering and clearly shows the capability of SM 
to dysregulate ER homeostasis.

Figure 5: STEM clustering of DEGs revealed that co-expressed genes from Cluster 2 are mainly involved in regulation 
of cellular proliferation. (A) Expression profile of DEGs found in Cluster 2. The number in the top left corner represents the number of 
DEGs included in the cluster; the bottom left corner shows the p-value of the profile. The X and Y-axes represent time points and relative 
gene expression levels, respectively. (B) The interaction network of significant terms enriched with DEGs from Cluster 2. Functional 
annotation was performed on ClueGO by using Gene Ontology (biological processes), KEGG, REACTOME and Wikipathways. The 
functionally grouped network was linked based on the kappa score of terms. The size and color of nodes represent the terms’ significance 
and their attachment to revealed groups. Only pathways with p < 0.05 after Bonferroni step down correction for multiple testing were 
included in the networks. (C) The protein-protein interaction network reconstructed with DEGs from Cluster 2. The red gradient is 
proportional to the number of interactions (degree) of nodes with neighbors. The list of Top 10 DEGs with the highest degrees is shown in 
a table. Lines between nodes denote interactions between them (edges). (D) Potential transcription factors (TFs) regulating genes included 
in Cluster 2 were identified by iRegulon. TFs, characterized by normalized enrichment score (NES) > 3 and high correlation between TFs 
and target DEGs’ expression profiles (|r| > 0.9), are shown. The gray area and colored lines in the diagram represent the expression profile 
of DEGs and identified TFs, respectively. The right side of panel D shows the regulatory network of DEGs and TFs, marked by purple and 
blue/green colors, respectively. The blue oval and green octahedrons show TFs having upstream regulators/self-regulations or not in the 
network, respectively.
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Next, we ranged the nodes included in the PPI 
network according to their levels of interconnection and 
revealed key molecules that can play central regulatory 
functions in the processes induced in cells by SM (Figure 
6A). It was found that a half of revealed key nodes were 
already identified by us as probable master regulators 
– subunit of AP-1 transcription factor JUN and pro-
inflammatory cytokine IL-6 were characterized by a 
high degree of centrality in the PPI network related to 
STEM cluster 1 (Figure 4C); POLR2A, POLR2C and 
CAD, playing important roles in mRNA transcription, 
DNA repair and cell proliferation, respectively, were 
detected as key nodes in STEM cluster 2 analysis (Figure 
5C). UBC, encoded ubiquitin C, was found to display 
the highest degree score (Figure 6A, table) that can be 
explained by its ability to regulate a wide variety of 
cellular processes, including protein degradation, cell 
cycle progression, DNA repair, endocytosis and a range 
of signaling pathways [83], detected as SM-sensitive 
(Figures 2–6). Another nodal protein is EGFR, an 
epidermal growth factor receptor that plays an important 
role in the proliferation of tumor cells. The high degree 
of centrality of EGFR correlated with the ability of 
cyano enone-bearing triterpenoids to interact with this 
protein. Previously, we found that SM is unambiguously 
docked to EGFR and probably inhibits its activity [12]; 
Liby and colleagues showed that CDDO-Im can directly 
bind to the receptor (3 µM; PDA 4964 pancreatic cancer 
cells (1 h)) [84]. The Top-10 hub nodes also include 
PPP2R1A, an integral regulator subunit of protein 
phosphatase PP2A (Figure 6A), a participant of many 
signal transduction pathways. The high degree score of 
PPP2R1A indicates the probable involvement of PP2A 
in tumor cell responses to cyano enone-containing 
triterpenoids, which is consistent with published 
data. Previously it was found that the expression and 
phosphatase activity of PP2A were inhibited by CDDO-
Me in LNCaP human prostate cancer cells (1.25-5 
µM (20 h)) [85]. Identification of ribosomal protein 
RPS27 as a nodal molecule can be explained by its 
extraribosomal functions associated with regulation of 
cell proliferation [86, 87]. The list of revealed Top-10 
key nodes was completed by cyclin D1 (CCND1), a key 
regulator of G1 to S phase progression, being sensitive 
to triterpenoid action [4].

As the next step of the study, we analyze whether 
the revealed key nodes are involved in cervical carcinoma 
progression. In consideration of the tight interconnection 
between tumor progression and disease outcome, we 
tried to find associations between the expression of key 
nodes modulated by SM and the survival rate of patients 
with cervical squamous cell carcinoma and endocervical 
adenocarcinoma (CESC) using TCGA clinical data. We 
revealed that two of ten hub nodes, POLR2C and CAD, 
are associated with bad prognoses for CESC patients: 
we found a shorter overall survival time in patients with 

higher expression levels of these genes (Figure 6D). 
Analysis showed that SM inhibits expression of POLR2C 
and CAD at the late phase of KB-3-1 cell treatment 
(Figure 6D, heatmap). Thus, the data confirm the probable 
involvement of these hub genes in the regulation of cell 
response to SM.

Effect of SM on the expression of genes 
associated with CESC growth

In order to assess the effect of SM on the expression 
of key genes responsible for the high proliferation rate 
of CC cells, changes in gene expression between CESC 
tissues and their normal counterparts were firstly identified 
by re-analysis of microarray datasets from GSE7410, 
GSE7803 and GSE63514 using the GEO2R tool (Figure 
7). Venn diagram analysis of revealed DEGs (fold change > 
1.5, p < 0.001) were further performed (Figure 7A). A total 
of 289 up-regulated and 231 down-regulated DEGs, being 
common for all analyzed GEO datasets, were identified. 
Functional analysis of the obtained 520 overlapped DEGs 
revealed high enrichment of terms mainly associated with 
regulation of the cell cycle, developmental growth, DNA 
metabolism and DNA damage response (Figure 7B). We 
suppose that identified genes determine the high growth 
rate of CESC in comparison with healthy cervix tissue 
and could be considered as probable therapeutic targets in 
cervical carcinoma.

Next, we questioned whether SM could modulate 
the expression of identified genes. Matching of the lists 
of CESC-associated DEGs with genes responding to 
SM treatment revealed 43 up- and 14 down-regulated 
overlapped DEGs (Figure 7, right venn diagram). 
Interestingly, SM mainly inverts expression of these 
genes – 13 of 14 genes, down-regulated in CESC, were 
up-regulated after SM treatment; expression of 27 of 43 
genes, up-regulated in CESC, were suppressed by SM 
(Figure 7C). Moreover, we found that a range of these 
genes were associated with the overall survival of CESC 
patients (Figure 7D). Kaplan-Meier plots showed that 
high expression of EFNA1 and TFRC and low expression 
of HIST1H2BK and ISG20 are correlated with poor 
prognosis (log-rank test p-value 0.0096–0.0167). The 
ability of SM to inversely down-regulate EFNA1 and 
TFRC and up-regulate HIST1H2BK and ISG20 could 
illustrate a probable importance of these genes in SM-
induced inhibition of growth of cervical carcinoma cells.

SERCA and GRP94 are probable primary 
targets of SM

To further evaluate whether the responses of tumor 
cells to SM are similar to those of known therapeutic 
drugs, Connectivity Map (CMap) analysis was performed. 
The DEGs with fold change >1.5 were selected and used 
as the input query into CMap annotation conducted via 
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Figure 6: The protein-protein interaction network. (A) The protein-protein interaction network reconstructed with DEGs (fold 
change > 1.5) identified in all investigated time intervals (1–10 h). Blue and red nodes show DEGs detected during the early (1–4 h) or 
late (6–10 h) phase of SM treatment, respectively. Yellow nodes show genes that changed their expression level regardless of the duration 
of SM treatment (early-late DEGs). Node degree characterizes the number of interactions of nodes with neighbors in the PPI network. 
The list of Top 10 key nodes is shown in a table. (B) Module analysis of the PPI network by using the MCODE clustering algorithm. 
Only modules with a score > 6 are shown. The color of nodes indicates the belonging of genes to early, early-late or late responding 
DEGs groups. (C) Functional annotation of DEGs from modules performed by the ClueGO plugin. The functionally grouped network is 
linked based on the kappa score of terms. The size and color intensity of nodes represent the number of DEGs in the terms and the term’s 
significance, respectively. Only pathways with p < 0.05 after Bonferroni step down correction for multiple testing were included in the 
networks. Functional groups associated with ER stress were marked by green circles. (D) POLR2C and CAD expression are negatively 
associated with the overall survival time of CESC patients. The heat map shows the changing of the expression of key nodes in SM-treated 
KB-3-1 cells in comparison with untreated cells. Overall survival curves for CESC patients were constructed based on TCGA data by using 
OncoLnc.
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ToppGene Suite (https://toppgene.cchmc.org). The ranking 
of candidate drugs was established based on p-value and 
the top ten highest ranked compounds are shown in Figure 
8A. Interestingly, CMap analysis revealed a similarity of 
the effect of SM on transcriptome of tumor cells with 
the effects of known ER-stress inducers – thapsigargin, 
ionomycin and geldanamycin [88–90] that independently 
corroborate our hypothesis about the ER-targeted action 
of SM. Other candidate agents also included multiple 
pathway inhibitor niclosamide, modulators of serotonin 
and histamine H1 receptors spiperone and astemizole, 
respectively, and EGFR inhibitor AG-1478. In accordance 
with the high enrichment of ER stress-associated terms 
after SM treatment mentioned previously, we further 
concentrated our attention on the drugs affecting ER 
homeostasis.

Thapsigargin and ionomycin are known modulators 
of intracellular Ca2+ balance, inhibiting sarcoplasmic/
endoplasmic reticulum Ca2+ ATPase (SERCA) activity 
and showing Ca2+ ionophoric effect, respectively. As a 
result of their action, an increase of cytoplasmic [Ca2+] 
and subsequent activation of UPR were observed [89, 
91]. It was shown that triterpenoids could also act on 
Ca2+ homeostasis – SM analogs CDDO and CDDO-Me 
were found to induce the release of intracellular calcium 
stores into the cytoplasm of tumor cells (1–10 µM (COLO 
16 skin carcinoma cells (1 h)) and 1.5 µM (MDA-MB 
435 breast cancer cells (2–6 h)), respectively) [92, 93]; 
another semisynthetic triterpenoid LAFIS13 and a range 
of triterpenoid saponins can directly bind to SERCA [94] 
and effectively inhibit its activity [95, 96]. Geldanamycin 
is a selective inhibitor of Hsp90 and ER Hsp90 paralog 
Grp94, directly binding to the N-domain and competing 
for the ATP binding site of the proteins [97]. By inhibition 
of these chaperons, geldanamycin dysregulates protein 
folding in the ER and, as a result, induces the ER stress 
pathway [90]. It was recently found that CDDO-Me can 
also directly interact with Hsp90 and suppress its functions 
(1.25–2.5 µM; HO8910/ SKOV3 ovarian cancer cells (3-
24 h)) [98], however, its effect on Grp94 activity had not 
been evaluated. In virtue of drug similarities, identified 
by CMap analysis (Figure 8A), the known ability of 
triterpenoids to effect on Ca2+ homeostasis and Hsp90 
activity and the high homology between Hsp90 and 
Grp94, we supposed that SERCA and Grp94 could be 
considered as potential molecular targets of SM.

In order to assess the ability of SM to bind to 
SERCA and Grp94, molecular docking simulations were 
performed. Our results showed that the hydrophobic 
scaffold of SM bridges the M3 and M7 transmembrane 
helices of SERCA, similar to thapsigargin (Figure 8B, 
upper panel). Though SM does not form hydrogen bond 
interactions with SERCA, triterpenoid interacts with 
hydrophobic residues Phe256, Ile765 and Phe834, being 
the most important for thapsigargin inhibitory activity 
[99]. Further, we docked SM with the binding site of 

another SERCA inhibitor – cyclopiazonic acid (CPA) 
(Figure 8B, lower panel) and showed that the SM binding 
pocket is similar to that of CPA. The triterpenoid core 
of SM is stabilized by the hydrophobic residues Gln56, 
Asp59, Leu61, Val62, Leu65, Asn101, Glu109, Glsn250, 
Leu253, Ile307, Leu311 and Pro312, the majority of which 
participate in the binding of CPA. The CN group at the C2 
position of SM forms a strong hydrogen bond with the 
backbone of Glu55 (3.17 Å).

The interactions between SM and Grp94 were 
explored by using two Grp94 crystal structures 
2EXL and 6ASQ in the binding sites of known 
Hsp90/Grp94 inhibitors geldanamycin and methyl 
2-[2-(2-benzylpyridin-3-yl) ethyl]-3-chloro-4,6-
dihydroxybenzoate, respectively. The docking model 
of SM in Grp94 showed that triterpenoid can snugly fit 
into the active site of the chaperone in positions very 
close to that of both inhibitors (Figure 8C). In the case 
of 2EXL, the CN group at the C2 position of SM forms a 
hydrogen bond interaction with Thr165 (2.85 Å), whereas 
the triterpenoid core occupies the hydrophobic pocket 
(Asp110, Met154, Asn162, Leu163, Gly196, Phe199) 
in the binding site (Figure 8C, upper panel). In the case 
of 6ASQ, the ketone group at the C12 position of SM 
interacts with the side chain amino group of Lys114 to 
form a hydrogen bond (2.68 Å) and triterpenoid is also 
stabilized by hydrophobic residues Asn107, Met154, 
Gly153, Asn162, Ala167, Gly196, Phe199, Thr245 and 
Ile247 (Figure 8C, lower panel). Obtained data indicate 
that SM could target SERCA and Grp94.

DISCUSSION

PTs can be considered as a promising source of 
novel antitumor agents, being able to affect multiple 
targets in tumor cells [4]. Despite the large effort devoted 
to the evaluation of antitumor activity of PTs in different 
tumor cell lines, today there are no full understandings of 
the molecular mechanism of action of these compounds 
in cervical carcinoma cells. Analysis of published data 
in this field revealed the high interest of researchers in 
the induction of programmed cell death by triterpenoids, 
however, master regulators of such effects and, moreover, 
the primary targets of triterpenoids in CC cells remain 
unknown (Supplementary Table 1).

In detail, natural PTs were found to inhibit the 
proliferation of a range of CC cell lines, including both 
human papilloma virus-positive [100–109] and -negative 
[106, 109] cells. To reveal the probable mechanism of 
such inhibitory effects, authors mainly concentrated on 
the analysis of pro-apoptogenic activity of the compounds 
by using a range of standard assays. Indeed, it was shown 
that triterpenoids triggered apoptosis in CC cells through 
both intrinsic and extrinsic pathways, as evidenced by 
the release of cytosol cytochrome C [101], increase of 
Bax/Bcl-2 ratio [100, 101, 104, 106–108], dissipation 
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Figure 7: SM reversed expression of genes playing a crucial role in the vitality of cervical cancer cells. (A) Venn diagrams 
of genes differentially expressed in CESC in comparison with normal cervix (DEGsCESC) identified by reanalysis of GSE7410, GSE7803 and 
GSE63514 datasets. From left to right: up-regulated DEGsCESC (fold change > 1.5), down-regulated DEGsCESC (fold change < 1.5) and venn 
diagram illustrating intersection of identified overlapped up- and down-regulated DEGsCESC (CESC_Up and CESC_Down, resprectively) 
with DEGs between SM-treated and untreated KB-3-1 cervical carcinoma cells (SM_DEGs, |fold change| > 1.5). (B) Functional annotation 
of overlapped 289 up- and 231 down-regulated DEGsCESC performed by the CluePedia plugin. Rings show overrepresented functional 
terms. Terms are functionally grouped based on shared proteins (kappa score > 0.7) and their colors represent different functional classes. 
The size of nodes indicates the degree of significance. Within each group, the most significant term defines the name of group. Triangles 
and downward arrows represent up- and down-regulated DEGs between SM-treated and untreated cells, respectively, overlapping with 
DEGsCESC. Green and blue colored of triangles and arrows show up- and down-regulation of the genes between CESC vs Normal cervix, 
respectively. (C) Heat map showing the changing of expression of DEGs between SM-treated and untreated cells. CESC vs Normal (Up) 
and CESC vs Normal (Down) represent that marked genes are up- or down-regulated (fold change > 1.5) in CESC in comparison with 
healthy cervix. (D) High expression of EFNA1 and TFRC and low expression of HIST1H2BK and ISG20 are negatively associated with 
overall survival time for patients with CESC. Overall survival curves were constructed based on TCGA data by using OncoLnc.
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of mitochondrial membrane potential [100, 101, 105] 
and activation of caspase-9 [104, 105, 107] in the case 
of intrinsic apoptotic perturbations, and an increase 
of the expression of Fas [107, 109] and activation of 
caspase-8 [107, 109, 110] in the case of the extrinsic 
pathway. Moreover, natural PTs were able to arrest the 
cell cycle of CC cells at G0/G1 [100, 105], S [108] or G2/M 
[102] phases depending on the considered compounds. 
However, more detailed analysis of their mechanism of 
action preceding the triggering of apoptosis in considered 
tumor cell lines has not been published yet. Only three 
author groups reported involvement of the modulation of 
the PI3K/Akt signaling axis or NF-kB and ERK1/2 in the 
pro-apoptogenic activity of betulinic [105] or ursolic [104, 
106] acids, respectively.

Semisynthetic triterpenoids were also investigated in 
relation to the viability of CC cells (Supplementary Table 
1). The works in this field could be conventionally divided 
into two main groups by the type of transformation: 
introduced into triterpenoid scaffold cyano enone 
pharmacophore [11, 111–116], or other substituents [117–
120]. According to the transformation type, the depth of 
the studies was found to be significantly different. In the 
case of derivatives that did not contain the cyano enone 
pharmacophore, CC cell lines were used only for the 
evaluation of cytotoxicity of compounds during screening 
assays [117–120]. In the case of cyano enone-bearing 
triterpenoids, researchers used CC cells not only for the 
estimation of the antiproliferative activity of compounds 
(IC50 = 3–50 µM; see Supplementary Table 1) [121, 
122], but also for uncovering their effect on intracellular 
signaling pathways [111–116]. However, CC cells were 
used here mainly as additional models to perform the 
luciferase reporter [111, 112] and transactivation [113] 
assays and to estimate the effect of the compounds on a 
range of enzymes [114, 115], whereas the main part of the 
studies was carried out on other tumor cell types. Only 
Ahmad et al. used HeLa cells as the central cell line in 
their investigation – they showed the ability of CDDO-Me 
to interact directly with JAK1 and STAT3 and inhibit IL6-
induced activation of the STAT3 pathway in these cells (1 
µM (2 h, 6 h))  [116].

This work aims to reveal the mechanism of action 
of cyano enone-bearing triterpenoid SM in KB-3-1 human 
CC cells by the analysis of transcriptome changes induced 
by the compound. We concentrated our attention on gene 
expression profiles changed by SM during the first 10 h 
of treatment before the triggering of overall apoptosis 
and tried to restore key processes, upstream of cell death, 
switched on by the triterpenoid in these cells by using an 
in silico approach.

We showed that SM treatment lead to statistically 
significant modulation of the expression of a total of 1245 
genes (fold change > 1.5, p < 0.05) (Figure 1B). The 
response of KB-3-1 cells to SM develops within the first 
hour of treatment, where 56 DEGs are detected (Figures 

1B, 1D, 2), and reaches a conditional intermediate peak 
at 4 h – at this time point the central core associated with 
ER stress appears in the revealed functional interactome 
(Figure 2, 4h); later, this core retains its central position 
and is surrounded by new functional terms associated 
with ER homeostasis (Figure 3). According to our results, 
the strongest changes in intracellular signaling develop 
at 6 h of SM treatment – enrichment of a high number 
of functional terms along with the supremacy of up-
regulated DEGs in it are clearly observed at this time point 
(Figure 3, 6 h). After 10 h of SM treatment, the functional 
interactome undergoes further changes – here we show a 
significant shift of gene set enrichment to down-regulated 
DEGs that can be explained by the inhibition of multiple 
processes in cells by SM; only several functional groups 
are shown to be characterized by high prevalence of up-
regulated DEGs at this time point (Figure 3, 10 h).

Analysis of early DEGs changing their expression 
at the 1–4 h time points, in ClueGO plugin or manually 
by using GeneCards database shows that SM is able to 
affect a wide range of intracellular processes. In addition 
to dysregulation of the ER mentioned above, SM is found 
to negatively influence cholesterol metabolism, Ca2+ 
signaling, organization of the cytoskeleton and its related 
processes – endocytosis and intracellular transport – 
genes, involved in the regulation of mentioned pathways, 
are found as both unique and common DEGs in at least 
two time points during the analyzed period (1–4 h).

An increase of treatment time with SM to 6 h leads to 
the significant increase of the enrichment of cytoprotective 
functional groups associated with cell survival, including 
HIF-1 and IL-17 signaling, one carbon metabolism, 
and terms associated with compensation of nutrient 
failures, including response to starvation, transmembrane 
transport of amino acids and monosaccharide biosynthesis 
(Figure 3, 6 h). Although autophagy, detected at 6 h as 
a significantly changed pathway (Figure 3, 6h), could 
also play a cytoprotective role [43], we supposed that 
in the case of SM this process should be considered as 
cytodestructive. Previously, SM’s structural analog 
CDDO-Me was shown to induce autophagic cell death 
in different tumor cell lines (0.5-1 µM; K526/KBM5 
leukemia (24 h) and Ec109/KYSE70 esophageal cancer 
cells (24 h)) [44, 123, 124], but additional studies in this 
field are required. The high enrichment of cytoprotective 
functional terms against the ER dysregulation background 
at the 6 h time point could indicate the triggering of a 
compensatory response of KB-3-1 cells to SM-induced 
stress. However, according to the revealed up-regulation of 
apoptosis-related genes and the corresponding appearance 
of a number of functional terms associated with cell death 
at the late phase of triterpenoid action (Figure 3, 10 h), 
detected cytoprotective mechanisms are insufficient to 
effectively resist SM-induced stress.

Considering the poor study of the mechanisms 
underlying the inhibitory effect of PTs on the growth of 
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CC cell lines (Supplementary Table 1), our attention was 
also directed to the influence of SM on the expression 
of key genes, playing an important role in the vitality of 
this type of cells. Re-analysis of biopsy-based microarray 
data for CESC patients deposited in the GEO repository 
revealed 520 DEGs in tumor tissues as compared to 
their normal healthy counterparts, being common for 
three independent GEO datasets (Figure 7A), which can 
probably regulate malignant growth of CC cells (Figure 

7B). We found that SM can modulate the expression of 57 
of 520 CESC-related DEGs (Figure 7A, 7C); moreover, 
triterpenoid was shown to reverse the expression of the 
majority of revealed genes (Figure 7C). An example of 
a CESC-related key DEG, sensible for SM treatment, is 
KLF4, encoding Krüppel-like factor 4, the expression of 
which is significantly down-regulated in many types of 
tumors, including CESC [125]. It was found that KLF4 
displays a suppressive effect on the growth of CC cells 

Figure 8: SERCA and GRP94 could be considered as probable direct targets of SM. (A) CMap analysis found a strong 
similarity between the SM-induced gene expression signature and those induced by known ER stress activators. The diagram shows the 
Top 10 candidate drugs from CMap analysis that displayed similar effects on the transcriptome of tumor cells to that of SM. Primary targets 
of the drugs, dysregulation of which caused ER stress, are marked in red. CMap analysis performed on ToppGene Suite (https://toppgene.
cchmc.org), up- and down-regulated DEGs (fold change > 1.5), identified in KB-3-1 treated by SM for 10 h, were used as the input query. 
(B) The mode of binding of SM to SERCA. Stereo presentation of docked poses of SM in SERCA, superimposed on thapsigargin and 
cyclopiazonic acid-bound structures (PDB IDs: 2AGV and 1OA0, respectively), was drawn by BIOVIA Discovery Studio. Structures of 
SERCA inhibitors and SM are depicted by blue and red sticks, respectively. 2D representation of docked poses of SM in SERCA is created 
by LigPlot+. The combs and green dashed lines represent hydrophobic interactions and hydrogen bonds, respectively. Common residues, 
interacting with both inhibitors and SM, are highlighted in red circles. Color coding of atoms in ball format: black – carbon, blue – nitrogen 
and red – oxygen. (C) The mode of binding of SM to GRP94. Stereo presentation of docked poses of SM in GRP94, superimposed 
on geldanamycin and methyl 2-[2-(2-benzylpyridin-3-yl) ethyl]-3-chloro-4,6-dihydroxybenzoate (Pan-Hsp90 inhibitor)-bound structures 
(PDB IDs: 2EXL and 6ASQ, respectively), were drawn by BIOVIA Discovery Studio. Structures of GRP94 inhibitors and SM are depicted 
by blue and red sticks, respectively. The 2D representation of docked poses of SM in GRP94 was created by LigPlot+.
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– overexpression of exogenous KLF in SiHa and C33A 
cells was shown to significantly reduce their proliferative 
ability [125]. Observed SM-induced up-regulation of 
KLF4 is in accordance with published data: it was shown 
that CDODA-Me and cyano enone-bearing derivative of 
betulinic acid induced KLF4 expression in colon cancer 
cells (1-5 µM (SW480, HT-29, HCT-15 cells (12 h)) and 
5-10 µM (SW80, HT-29 cells (24 h)), respectively) [53, 
126]. Along with KLF4, other CESC-associated DEGs 
DUSP1, EGR1 and FOS were found to be sensitive to 
treatment with cyano enone-bearing triterpenoids: up-
regulation of these genes and their proteins were detected 
in HUVEC and VC1 cells treated by CDDO-Im (0.05-0.2 
µM (0.5–6 h)) [66, 127, 128].

In order to identify probable master genes among 
revealed CESC-associated DEGs, we analyzed them 
in the TCGA database and identified 4 genes (EFNA1, 
TFRC, HIST1H2BK, ISG20) out of 57 responding to SM 
treatment, the expression of which was associated with 
poor clinical outcomes in CESC patients (Figure 7D). 
The revealed genes EFNA1 and TFRC encode ephrin 
A1 and the transferrin receptor, which play an important 
role in tumor development through inducing tumor 
angiogenesis and iron uptake, respectively [129, 130]. 
Previously, EFNA1 and TFRC have been proposed as 
prognostic factors in CESC [129, 131] and were found 
to be sensible to natural compounds – it was shown, that 
(-)-epigallocatechingallate and curcumin treatment, similar 
to SM, significantly decrease expression of EFNA1 and 
TFRC in tumor cells, respectively [132, 133]. HIST1H2BK 
encodes a core component of the nucleosome, which 
is probably important for tumor growth – previously, 
HIST1H2BK was revealed as a member of the most 
significant module and a hub node in gene regulatory 
networks in cervical and invasive ductal carcinomas, 
respectively [134, 135]. ISG20, relating to interferon-
induced genes, encodes RNA exonuclease that displays 
antiviral activity. Although specific functions of ISG20 
in tumor cells are still largely unknown, its importance 
for CC growth can be explained by the aetiological 
role of human papillomavirus in this cancer type. The 
involvement of ISG20 in the CC-specific cellular response 
to SM was corroborated by the presence of this gene in 
the one of the major modules in the CC-associated gene 
regulatory network reconstructed by Mine et al [136]. To 
the best of our knowledge, SM is not the only stimulator of 
ISG20 in the triterpenoid family – Watanabe et al. showed 
that the lanostane-type triterpenoid toosendanin increased 
ISG20 expression in human hepatoma cells [137]. In view 
of the links between the expression levels of EFNA1, 
TFRC, HIST1H2BK and ISG20 with the severity of CESC 
growth, protein products of these genes can act as CC-
specific master regulators, probably playing an important 
role in the process of SM-induced death of KB-3-1 cells.

Following analysis of transcriptome data by several 
independent approaches (analysis of co-expressed DEGs, 

promotor analysis, PPI network reconstruction) it was 
confirmed that ER dysregulation and subsequent activation 
of ER stress are central events in processes triggered by 
SM in KB-3-1 cells. This is evidenced by (a) the functional 
annotation of the most significant STEM cluster 1 (Figure 
4B), (b) identification of key ER stress markers ATF4 and 
DDIT3 not only as key nodes in the PPI network (Figure 
4C), but also as transcription factors, probably being able 
to regulate the expression of DEGs, included in STEM 
cluster 1 (Figure 4D) and (c) detection of a range of ER 
stress-related functional groups during pathway analysis 
of significant modules in the PPI network (Figure 6C, 
green outlines).

Complex bioinformatic analysis also revealed 
several other pathways, dysregulated by SM and identified 
simultaneously by diverse methods, which can probably 
play a crucial role in the response of tumor cells to SM 
treatment. Such pathways included NF-kB survival 
signaling that was detected by the functional annotation 
of DEGs, revealed at 2 h of SM treatment (Figure 2, 
2h), STEM cluster 1 (Figure 4B) or module 4 in the PPI 
network (Figure 6C). Moreover, the p50 subunit of NF-
kB (NFKB1) was identified as a master regulator by 
promoter analysis of DEGs from STEM cluster 1 (Figure 
4D). Observed high enrichment of NF-kB signaling 
pathway was probably explained by the triggering of a 
compensatory mechanism into KB-3-1 cells in response 
to SM and can be linked with SM-induced ER stress. 
Besides this, SM was found to be able to affect a range 
of intranuclear pathways, including DNA replication, 
nucleotide excision reparation and mRNA processing, 
which were identified by functional analysis of STEM 
cluster 2 (Figure 5B) and major modules in the PPI 
network (Figure 6C). Due to the fact that these functional 
terms consisted of down-regulated DEGs (Figure 6A), we 
supposed that SM can inhibit these vital cellular processes.

Comparison of obtained results revealed that 
SM can control actin cytoskeleton remodeling. This is 
evidenced by the identification of DEGs involved in the 
regulation of this process (ACTB, ARPC4, CTTN, RAC1, 
VCL) (Figure 5B, shigellosis), identification of ACTB 
in the Top-10 key nodes in STEM cluster 2 (Figure 5C) 
and detection of functional terms associated with actin 
cytoskeleton reorganization in module 2 in the PPI 
network – membrane trafficking and endocytosis (Figure 
6C). The observed high enrichment of actin cytoskeleton-
related terms in response to SM is in accordance with 
published data. To and colleagues found that CDDO-Me 
inhibited branched actin polymerization in Rat2 fibroblasts 
and, moreover, can directly bind to ACTB and actin-
related proteins (1 µM; Rat2 fibroblasts (2 h)) [78].

As a result of the performed integrated analysis we 
identified a range of master regulators, which probably 
control the response of KB-3-1 cells to SM – key nodes 
in PPI networks (Figures 4C, 5C, 6A), transcription 
factors (Figures 4D, 5D) and proteins, encoded by DEGs, 
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expression of which is associated with high tumor growth 
in CESC patients (Figures 6D, 7D). Due to the high 
diversity of the revealed master regulators, we wondered 
which molecules from the revealed list were the most 
crucial for the regulation of SM-induced cellular stress. 
In order to understand this, we reconstructed the gene 
regulatory network for the revealed master regulators 
(Figure 9), and to increase the credibility of the regulatory 
relationships between nodes, interactions were retrieved 
from five databases (STRING, UniProt, InnateDB, MINT, 
Mentha) at once and additionally reinforced by regulatory 
data “TF - dependent gene”, obtained previously by the 
iRegulon tool (Figures 4D, 5D). As shown in Figure 9, 
all revealed master regulators, except ISG20, were highly 
interconnected with each other. It was found that the 
most nodal molecules in the network were JUN and FOS, 
the major subunits of AP-1 transcription factor, that can 
indicate the probable important role of AP-1 in response 
of KB-3-1 cells to SM treatment. Revealed SM-induced 
up-regulation of both JUN and FOS (Figures 4C, 4D) 
agreed well with published data. Previously, CDDO-Me 
and CDDO-Im were shown to increase the expression 
of JUN (1 µM; H157 cells (2–8 h)) [138] and FOS (0.2 
µM (6 h)) [66] in human lung cancer cells and HUVEC, 
respectively. However, as far as we know, the specific role 
of AP-1 in cellular stress, induced by cyano enone-bearing 
triterpenoids, is still unknown. We speculate that the 
observed enrichment of AP-1 subunits as master regulators 
(Figure 9) can be explained by the ER-targeted effect of 
SM: it is known that AP-1 is activated during ER stress 
[21] and, moreover, JUN can be a key transcriptional 
regulator of UPR in tumor cells [139]. Detailed analysis of 
the interconnection between SM-induced AP-1 activation 
and ER stress is the subject of our further investigations. 
It should be noted that, along with AP-1 subunits, ER 
stress-related proteins (ATF4 [21], CEBPB [140], UBC 
[141], DDIT3 (or CHOP) [21]) were identified in the 
network as the most major master regulators (Figure 9A) 
that independently confirmed the important contribution 
of ER dysregulation in SM-induced cellular stress and 
subsequent cell death.

The ER is the organelle responsible for calcium 
storage, proper protein folding and lipid biosynthesis. 
Different stress inducers, including chemotherapeutic 
agents, can cause accumulation of unfolded proteins in 
the ER lumen, which triggers UPR to alleviate this stress 
and restore ER homeostasis by an increase of expression 
of ER-resident chaperones (BiP, GRP94, etc.), which 
facilitate de novo protein folding, attenuation of protein 
translation and the removing of misfolded proteins by ER-
associated degradation (ERAD) machinery via ubiquitin-
dependent proteolysis [142]. Strong or prolonged ER 
stress can induce apoptosis via CHOP (or DDIT3) and 
ATF4 overexpression [21, 142]. Our analysis clearly 
showed that SM can disturb protein processing in the 
ER with subsequent activation of UPR (Figure 9B). SM 

treatment was found to up-regulate genes, encoding 
key participants of this pathway, involving ER luminal 
chaperones (BiP (or HSPA5) (Figures 4C, 9), GRP94, etc.), 
proteins of the ERAD system (TRAM, Derlin, Sec61, etc.), 
ubiquitin ligase complex (VIMP, HERP, HRD1, etc.) and 
PERK/ATF4/CHOP and IRE1α/XBP1/CHOP signaling 
axes (Figures 4C, 4D, 8), which linked ER stress with 
subsequent activation of apoptosis (Figure 9B).

The revealed activation of ER stress by SM agreed 
well with published data. It was shown that PTs induced 
ER stress in many types of tumor cells, including cervical 
carcinoma cells [102, 143–145]. Moreover, triterpenoid-
triggered ER stress is tightly associated with activation 
of apoptosis and cell death – suppression of ER stress by 
inhibitors (salubrinal, sodium phenylbutyrate, TUDCA) or 
siRNA techniques was found to effectively attenuate the 
pro-apoptotic or cytotoxic effects of PTs [45, 93, 145, 146]. 
Despite the large number of studies examining the ER 
stress-induced activity of PTs, the underlying mechanism 
of activation of ER stress by these compounds is still 
poorly understood. Rise of intracellular [Ca2+] or ROS, 
autophagy and MAP kinase were identified as probable 
triterpenoid-sensitive triggers of ER stress. It was shown 
that inhibition of these inducers by chemical inhibitors 
significantly suppressed ER stress caused by triterpenoids 
[45, 93, 147, 148]. In order to reveal a probable mechanism 
of induction of ER stress by SM, CMap analysis 
was carried out and showed significant similarity of 
transcriptome modulation by SM with two well-known ER 
stress inducers – thapsigargin and geldanamycin, which 
are inhibitors of ER resident proteins SERCA [91] and 
Grp94 [90], respectively. Subsequent molecular docking 
simulations of SM to SERCA and Grp94 revealed that the 
triterpenoid could snugly fit into the active sites of these 
proteins in positions very close to that of both inhibitors 
(Figures 8B, 8C, upper boxes). Moreover, we showed 
the ability of SM to occupy the binding pockets of other 
SERCA and Grp94 inhibitors – cyclopiazonic acid and 
methyl 2-[2-(2-benzylpyridin-3-yl) ethyl]-3-chloro-4,6-
dihydroxybenzoate, respectively (Figures 8B, 8C, lower 
boxes). These data indicate that SM could target SERCA 
and Grp94 in multiple sites and, therefore, inhibit their 
activities; however, additional investigations in this field 
are needed. Results obtained with docking studies are in 
line with published data. It was shown previously that a 
range of triterpenoids could bind to SERCA and inhibit 
its pump activity [94–96]. Moreover, the increase of 
intracellular Ca2+ concentration induced by CDDO-Me (1.5 
µM; MDA-MB 435/MDA-MB 231/MCF-7 breast cancer 
cells (1–6 h)) was found to be independent of ER resident 
Ca2+ release receptor RyR [93] and, therefore, could be 
explained by other mechanisms, such as the dysregulation 
of reverse pumping of Ca2+ from the cytoplasm to the ER, 
performed by SERCA.

The revealed ability of SM to interact with Grp94 
(Figure 8C) is also correlated with previous reports. 
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Figure 9: Dysregulation of ER homeostasis is a central event triggered by SM in KB-3-1 cells. (A) Interactome of MRs 
likely controlling the response of KB-3-1 cells to SM treatment. The regulatory network reconstructed with MRs was identified by different 
approaches during the study. Edges were retrieved by Cytoscape from STRING (confidence score > 0.7), UniProt, InnateDB, MINT and 
Mentha databases and regulatory interactions, revealed by promotor analysis of DEGs by using TRANSFAC, Jaspar, Encode, Swissregulon 
and Homer databases. The revealed interactome was visualized via Circos (http://mkweb.bcgsc.ca/tableviewer/). (B) The effect of SM 
treatment (10 h) on the expression of genes involved in the regulation of ER stress. Red and green colors show up- and down-regulated 
genes (fold change > 1.5, p < 0.05), respectively. Expression data was overlaid on the KEGG pathway 04141 via KeggExp (http://www.
fgvis.com/expressvis/KeggExp/).
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Recently, Qin and colleagues showed that CDDO-Me can 
directly bind to Hsp90 – a cytoplasmic paralog of Grp94, 
displaying high homology with it [90], and effectively 
inhibiting its activity (1.25-5 µM; HO8910/SKOV3 
ovarian cancer cells (3-24 h)) [98]. Thus, the performed 
docking simulation showed that SM can trigger ER 
stress by two pathways – by dysregulation of calcium 
homeostasis and/or disturbances of protein folding, 
mediated by key ER luminal chaperone Grp94.

In conclusion, the performed bioinformatic 
analysis of SM-induced changes of the transcriptome 
in human cervical carcinoma KB-3-1 cells in the time 
period preceding overall apoptosis activation, clearly 
showed that SM perturbed a wide range of metabolic 
processes in tumor cells, among which ER stress can be 
considered as the central SM-induced intracellular event. 
SM, presumably binding to and inhibiting the activity of 
SERCA and Grp94, dysregulated proper protein folding, 
leading to the activation of compensatory mechanisms. 
However, prolonged SM-induced ER stress overbalanced 
the cytoprotective resources of the cells, which caused 
the activation of apoptosis. This study also showed the 
ability of SM to modulate the expression of the key genes 
involved in the regulation of the high proliferative rate of 
CESC. The reconstruction of the proposed mechanism 
of SM action based on transcriptomic data revealed 
several very important molecular events triggered by the 
triterpenoid in CC cells, nevertheless further investigations 
are required to confirm these results experimentally. 
Altogether, our findings suggest a probable novel 
mechanism of action of cyano enone-bearing triterpenoids 
in CC cells and provide a basis for the better understanding 
of the intracellular processes in tumor cells switched on in 
response to triterpenoids.

MATERIALS AND METHODS

Chemicals and reagents

The chemical synthesis of soloxolone methyl (SM) 
has been described before [11]. This compound has been 
fully characterized by chemical analysis and nuclear 
magnetic resonance. SM was dissolved in DMSO (10 
mM), and stock solutions were stored at –20° C prior to 
usage.

Cell culture and treatment

Human cervical carcinoma KB-3-1 cells were 
obtained from the Russian Cell Culture Collection (St. 
Petersburg, Russia) and were cultured in Dulbecco’s 
modified Eagle’s medium (DMEM) supplemented 
with 10% (v/v) heat-inactivated fetal bovine serum and 
antibiotic-antimycotic solution (100 U/ml penicillin, 
100 µg/ml streptomycin and 0.25 µg/ml amphotericin). 

Cells were incubated at 37° C in a humidified atmosphere 
containing 5% CO2.

Cell viability analysis

KB-3-1 cells were seeded in 96-well plates at 7 
× 103 cells/well. The plates were incubated at 37° C in 
5% CO2 for 24 h. The medium was replaced with fresh 
medium containing SM at 0.2 – 2 µM and the cells were 
further incubated for 24 h. Aliquots of MTT solution 
(Sigma-Aldrich, USA) (10 µl, 5 mg/ml) were added 
to each well, and the incubation was continued for an 
additional 3 h. The dark blue crystals of formazan forming 
within healthy cells were solubilized with DMSO and the 
absorbance was measured in a Multiscan RC plate reader 
(Thermo LabSystems, Finland) at a test and reference 
wavelengths of 570 nm and 620 nm, respectively. IC50 
values were determined as the compound concentration 
required to decrease the A570 to 50% of the control value 
(non-treated cells) and were extrapolated from dose-
response curves.

Cell treatment and microarray analysis

Subconfluent cells were seeded the day before the 
treatment. The cells were treated by SM (1 µM) for 1, 2, 
3, 4, 6, or 10 h, each treatment was prepared in duplicate. 
The cells treated by 0.1% DMSO were used as a control. 
After treatments, cells were harvested in TRIzol Reagent 
(Ambion, USA), frozen at –70° C and shipped to JSC 
Genoanalytica (Moscow, Russia), where cDNA microarray 
hybridization experiments were performed on the Illumina 
HumanHT-12 v4 Expression BeadChip (Illumina, USA). 
The raw microarray data obtained were further normalized 
and the fold changes between the mean expression values 
of the genes in SM-treated cells in comparison with the 
control DMSO-treated cells, the p-value and the adjusted 
p-value were calculated by using the geneXplain 2.3 v.3 
platform (geneXplain GmbH, Germany). Intersections of 
differentially expressed genes (DEGs) in the early time 
period (1–4 h) and CESC-associated DEGs from different 
datasets were carried out by the Venny v.2.0 tool (http://
bioinfogp.cnb.csic.es/tools/venny/). The heatmap of gene 
expression was generated by the ClusterMaker2 v.1.3.1 
plugin in Cytoscape.

Quantitative reverse-transcription PCR (qRT-
PCR)

KB-3-1 cells were treated by SM at 1 µM for 10 
h, harvested and the total RNA was extracted in Trizol 
(Ambion, USA) according to the manufacturer’s protocol. 
The first-strand of cDNA was synthesized using 1.5 µg 
total RNA and M-MuLV-RH Reverse Transcription 
kit (Biolabmix, Russia). PCR was performed in 
triplicate using a BioMaster HS-qPCR SYBR Blue (2×) 
(Biolabmix. Russia) in a final reaction volume of 20 µl, 
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containing 5 µl of cDNA template, with gene specific 
primer sets using an iQ5 Cycler (Bio-Rad, USA). The 
housekeeping gene GAPDH was used as a reference gene. 
The following primers were used in our study: Bri3bp, 
forward 5′-AGGCTGACTGAGAGATTTGT-3′ and 
reverse 5′-AAATACTGGGACAGGTTGGA-3′; Ddit3, 
forward 5′-CGACAGAGCCAAAATCAGAG-3′ and 
reverse 5′-TCAGGTGTGGTGATGTATGA-3′; Fasn, 
forward 5′-CAAGCTGAAGGACCTGTCTAG-3′ and 
reverse 5′-CGGAGTGAATCTGGGTTGATG-3′; Gdf15 
forward 5′-AAGATTCGAACACCGACCTC-3′ and 
reverse 5′-CCCGAGAGATACGCAGG-3′; Herpud1 
forward 5′-GATTGGACCTATTCAGCAGC-3′ and 
reverse 5′-GCCTCGGTCTAAATGGAAAC-3′; Hmox1 
forward 5′-AGAATGCTGAGTTCATGAGGA-3′ and 
reverse 5′-CATAGATGTGGTACAGGGAGG-3′; Igfbp1, 
forward 5′-CACAGGAGACATCAGGAGAAG-3′ and 
reverse 5′-GATCCTCTTCCCATTCCAAGG-3′; Osgin1 
forward 5′-CATGGTGATCCTGAGCCAAG-3′ and 
reverse 5′-ACGTAGTCCCTGTAGTAGTGG-3′; Gapdh, 
forward 5′-GTGAAGGTCGGAGTCAAC-3′ and reverse 
5′-TGGAATTTGCCATGGGTG-3′. PCR specificity was 
controlled using melting curves. Calculation of relative 
gene expression (normalized to GAPDH) was performed 
according to the ∆∆CT method.

Functional enrichment analysis

To decipher the biological processes and pathways 
modulated by SM treatment, functional enrichment 
analysis of DEGs were performed using ClueGO v.2.5.1 
[17] or CluePedia v.1.5.1 [149] plugins in Cytoscape. 
DEGs were mapped on the latest update of Gene 
Ontology (biological processes), Kyoto Encyclopedia 
of Genes and Genomes (KEGG), REACTOME and 
Wikipathways (released May 2018 (early and late 
DEGs), June 2018 (STEM clusters, PPI network) and 
August 2018 (CESC-associated DEGs)). The GO tree 
interval ranged from 3 to 8 with the minimum number 
of genes per cluster set to two (early and late DEGs), 
three (STEM clusters, PPI network) or four (CESC-
associated DEGs). Term enrichment was tested with 
a two-sided hypergeometric test that was corrected 
by the Bonferroni method. Only terms with p ≤ 0.05 
were included in the analysis. Functional grouping 
and linking of the enriched terms were performed with 
kappa statistics (kappa score 0.4 (early and late DEGs, 
STEM clusters, PPI network) or 0.7 (CESC-associated 
DEGs)). Functional annotation of early DEGs (1–4 h) 
was also performed manually using data deposited in the 
GeneCards database [150].

Time course analysis

Identification of co-expressed genes was performed 
by the STEM clustering method [61] using the Short 

Time-series Expression Miner (STEM) v. 1.3.11 with the 
following settings: maximum number of model profiles 
= 50, maximum unit change in model profiles between 
time points = 2, number of permutations per gene = 50. 
Significant expression profiles were identified with p < 
0.05 after Bonferroni correction.

PPI network reconstruction

The protein-protein interactions (PPIs) were 
predicted based on data deposited in the STRING (Search 
Tool for the Retrieval of Interacting Genes) database [151] 
with a confidence score > 0.7. The protein pairs collection 
included functional relationships of proteins from five 
sources: genomic context prediction, co-expression, 
high-throughput lab experiment, automated text mining 
and known PPI from other databases. Reconstructed PPI 
networks were visualized by Cytoscape v. 3.6.1. To reveal 
hub proteins, characterized by the highest interconnection 
with neighbors in the PPI network, node degree scores 
were calculated using the NetworkAnalyzer plugin [152]. 
To detect densely connected regions in the reconstructed 
PPI network, a graph theoretic clustering algorithm was 
employed using the MCODE v. 1.5.1 tool [153] with 
degree cutoff = 2, node score cutoff = 0.2, k-score = 2, 
maximal depth = 100. PPI modules with a score > 5 were 
visualized by Cytoscape and functionally annotated using 
the ClueGO plugin.

In the case of the gene regulatory network, 
reconstructed from revealed probable master regulators 
(MRs), the interactive relationships among MRs were 
re-established based on data deposited in STRING 
(confidence score > 0.7), UniProt, InnateDB, MINT and 
Mentha databases (released February 2019) and regulatory 
data “transcription factor – target gene”, obtained by us 
previously, and visualized via Circos (http://mkweb.bcgsc.
ca/tableviewer/) [154]. The mapping of expression data 
in KEGG pathways was carried out by using KeggExp 
(http://www.fgvis.com/expressvis/KeggExp/) [155].

Prediction of transcription factors for STEM 
cluster genes

To identify transcription factors (TFs) likely 
involved in the regulation of expression of DEGs, 
composing STEM clusters, the iRegulon v. 1.3 [67] 
and geneXplain tools were used. The TF – target gene 
interactions were collected from the TRANSFAC [156], 
Jaspar, Encode, Swissregulon, Home and HOCOMOCO 
[71] databases. The set of DEGs was submitted to 
iRegulon and analyzed using the following options: motif 
collection = 10K (9713 PWMs), track collection = 1120 
ChIP-seq tracks, putative regulatory region and motif 
ranking database = 10kb centered around TSS, minimum 
identity between orthologous genes = 0.05, maximum 
FDR on motif similarity = 0.001. Calculated Normalized 
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Enrichment Score (NES) indicates the reliability of the 
results, and TFs, displaying regulatory associations with 
NES > 3, were selected for further analysis. In order to 
identify the potential regulatory relationship, the Pearson 
correlation coefficient was calculated for all pair-wise 
comparisons of gene expression profiles between selected 
TFs and DEGs [68]. The regulationship with r > 0.9 was 
considered as significant.

Survival analysis of hub genes

To reveal the probable involvement of identified 
nodal DEGs in cervical carcinoma progression, survival 
analysis of DEGs was carried out using TCGA clinical 
data for patients with cervical squamous cell carcinoma 
and endocervical adenocarcinoma (CESC). The 
multivariative cox regressions and Kaplan-Meier analysis 
for CESC were performed using the OncoLnc tool (http://
www.oncolnc.org/).

GEO dataset processing

The gene expression profiles of GSE7410 (27 CESC 
tissue samples, 7 non-cancerous samples) GSE7803 (21 
CESC tissue samples, 10 non-cancerous samples) and 
GSE63514 (28 CESC tissue samples, 24 non-cancerous 
samples) were obtained from the Gene Expression 
Omnibus (GEO, https://www.ncbi.nlm.nih.gov/geo) 
database. The identification of DEGs between CESC and 
healthy cervix tissue samples was carried out by GEO2R 
(https://www.ncbi.nlm.nih.gov/geo/geo2r/), an interactive 
web tool that allows users to compare two or more 
datasets in a GEO series in order to identify DEGs across 
experimental conditions [157]. The adjusted p-values were 
applied to correct the false positive results by the default 
Benjamini-Hochberg false discovery rate method. The adj. 
p < 0.05 and |Fold Change| > 1.5 were considered as the 
cutoff values.

CMap analysis

To identify drugs with known intracellular targets, 
displaying similar effects on the transcriptome with SM, 
Connectivity Map analysis was conducted through the 
ToppGene Suite (https://toppgene.cchmc.org/) [158]. 
DEGs (SM-treated vs non-treated cells, fold change > 1.5, 
p < 0.05) identified at the 10 h time point were analyzed. 
Revealed candidate drugs were ranked by p-value and the 
Top-10 drugs were listed.

Molecular docking

Docking of SM with SERCA and Grp94 was 
performed using Autodock Vina [159]. The three-
dimensional structures of rabbit SERCA co-crystalized 
with thapsigargin and cyclopiazonic acid (PDB ID: 2AGV 

and 2OA0, respectively) and canine Grp94 co-crystalized 
with geldanamycin and methyl 2-[2-(2-benzylpyridin-3-yl) 
ethyl]-3-chloro-4,6-dihydroxybenzoate (PBD ID: 2EXL 
and 6ASQ, respectively) were obtained from the protein 
data bank (https://www.rcsb.org). Further, the extraction 
of co-crystalled ligands from the PDB files of proteins, 
addition of polar hydrogens and Gasteiger charges into 
protein structures were performed by the AutoDockTools 
v.1.5.7. The 2D structure of SM was converted to 3D and 
its geometry was optimized with the universal force field 
(UFF) using Mavin Sketch v.5.12 and Avogadro v. 1.2.0, 
respectively. All rotatable bonds within the ligand were 
allowed to rotate freely. The docking grid box sizes were 
set to 36 × 44 × 60 Å, 44 × 34 × 34 Å, 36 × 30 × 38 Å 
and 30 × 30 × 36 Å for 2AGV, 2OA0, 2EXL and 6ASQ, 
respectively, centered on the positions of the ligands 
((–4.53)×(–23.105)×8.47 Å, 24.496×(–14.36) ×13.574 
Å, 18.111 × 2.972×(–5.889) Å and (–53.674) ×164.902× 
(–53.456) Å for 2AGV, 2OA0, 2EXL and 6ASQ, 
respectively). Finally, the conformations with the most 
favorable free energy of binding were selected to analyze 
the interaction between SM and proteins. The results were 
imported and analyzed using Discovery Studio Visualizer 
v.17.2.0. The 2D plots of the protein-ligand interactions 
were analyzed using LigPlot+ v.1.4.5.

Abbreviations

AP-1: activator protein 1; CESC: cervical squamous 
cell carcinoma and endocervical adenocarcinoma; 
CMap: Connectivity Map; CN group: cyano group; CPA: 
cyclopiazonic acid; DEG: differentially expressed gene; 
ER: endoplasmic reticulum; ERAD: endoplasmic reticulum-
associated protein degradation; GEO: The Gene Expression 
Omnibus; HIF-1: hypoxia inducible factor 1; HO-1: heme 
oxygenase 1; HUVEC: human umbilical vein endothelial 
cells; IC50: compound concentration resulting in 50% 
survival of cell; IL: interleukin; KEGG: Kyoto Encyclopedia 
of Genes and Genomes; NF-kB: nuclear factor κB; NFKB1: 
p50 subunit of NK-kB; PPARγ: peroxisome proliferator 
activated receptor g; PPI: protein-protein interaction 
network; PTs: pentacyclic triterpenoids; ROS: reactive 
oxygen species; RTK: receptor tyrosine kinase; SERCA: 
sarcoplasmic/endoplasmic reticulum Ca2+ ATPase; SM: 
soloxolone methyl; STEM: the Short Time-series Expression 
Miner; STRING: search tool for the retrieval of interacting 
genes/proteins; TCGA: The Cancer Genome Atlas; TF: 
transcription factor; tRNA: transfer RNA; UPR: unfolded 
protein response; VEGF: vascular endothelial growth factor; 
VEGFR: vascular endothelial growth factor receptor 2. 

Author contributions

AVM contributed to concept and design of the 
study, data analysis and interpretation, molecular docking 

www.oncotarget.com
www.oncotarget.com
https://www.ncbi.nlm.nih.gov/geo
https://www.ncbi.nlm.nih.gov/geo/geo2r/


Oncotarget5290www.oncotarget.com

simulation, analysis of published data and manuscript 
writing. AK revealed DEGs from the raw microarray data. 
OVS and NFS performed SM synthesis. EBL contributed 
to design of cell treatment. EBL and MAZ revised 
manuscript.

ACKNOWLEDGMENTS

We deeply thank Dr. Olga Kel-Margoulis 
(geneXplain GmbH), Prof. Edgar Wingender (geneXplain 
GmbH, Institute of Bioinformatics, University Medical 
Center Göttingen) and Dr. Igor Deineko (Helmholtz 
Centre for Infection Research) for their kind assistance 
in microarray data processing in geneXplain platform. 
We also thank Mrs. Albina V. Vladimirova (Institute of 
Chemical Biology and Fundamental Medicine SB RAS) 
for cell maintenance.

CONFLICTS OF INTEREST

The authors declare that they have no conflict of 
interest.

FUNDING

This research was supported by the Russian Science 
Foundation (Grant N° 17-75-20120) (AVM, OVS, EBL) 
and Russian State funded budget project of ICBFM SB 
RAS N° AAAA-A17-117020210024-8 (MAZ).

REFERENCES

1. Bray F, Ferlay J, Soerjomataram I, Siegel RL, Torre LA, 
Jemal A. Global cancer statistics 2018: GLOBOCAN 
estimates of incidence and mortality worldwide for 36 
cancers in 185 countries. CA Cancer J Clin. 2018; 68:394–
424. https://doi.org/10.3322/caac.21492. [PubMed]

2. Fiander AN. The prevention of cervical cancer in Africa. 
Womens Health. 2011; 7:121–132. https://doi.org/10.2217/
whe.10.74. [PubMed]

3. Thomford NE, Senthebane DA, Rowe A, Munro D, Seele P, 
Maroyi A, Dzobo K. Natural products for drug discovery in 
the 21st century: Innovations for novel drug discovery. Int 
J Mol Sci. 2018; 19. https://doi.org/10.3390/ijms19061578. 
[PubMed]

4. Markov AV, Zenkova MA, Logashenko EB. Modulation of 
Tumour-Related Signaling Pathways by Natural Pentacyclic 
Triterpenoids and their Semisynthetic Derivatives. Curr 
Med Chem. 2017; 24:1277–1320. https://doi.org/10.2174/
0929867324666170112115313. [PubMed]

5. Sporn MB, Liby KT, Yore MM, Fu L, Lopchuk JM, 
Gribble GW. New synthetic triterpenoids: Potent agents 
for prevention and treatment of tissue injury caused by 
inflammatory and oxidative stress. J Nat Prod. 2011; 
74:537–545. https://doi.org/10.1021/np100826q. [PubMed]

6. Markov AV, Sen’kova AV, Zenkova MA, Logashenko EB. 
[Novel Glycyrrhetinic Acid Derivative Soloxolone Methyl 
Inhibits the Inflammatory Response and Tumor Growth in 
vivo]. [Article in Russian]. Mol Biol.  2018; 52:262–268. 
https://doi.org/10.1134/S0026893318020073. [PubMed]

7. Ball MS, Shipman EP, Kim H, Liby KT, Pioli PA. 
CDDO-Me redirects activation of breast tumor associated 
macrophages. PLoS One. 2016; 11:e0149600. https://doi.
org/10.1371/journal.pone.0149600. [PubMed]

 8. National Institutes of Health. RTA 402 in Patients With 
Advanced Solid Tumors or Lymphoid Malignancies. 
[cited 2018 Dec 7]. Available 2018 Dec 7, from https://
clinicaltrials.gov/ct2/show/NCT00529438.

 9. National Institutes of Health. RTA 408 in the Treatment 
of Advanced Solid Tumors (NSCLC & Melanoma). 
[cited 2018 Dec 7]. Available 2018 Dec 7, from https://
clinicaltrials.gov/ct2/show/NCT02029729.

10. National Institutes of Health. RTA 408 Capsules in Patients 
With Melanoma. [cited 2018 Dec 7]. Available 2018 Dec 7, 
from https://clinicaltrials.gov/ct2/show/NCT02259231.

11. Logashenko EB, Salomatina OV, Markov AV, Korchagina 
DV, Salakhutdinov NF, Tolstikov GA, Vlassov VV, 
Zenkova MA. Synthesis and Pro-Apoptotic Activity of 
Novel Glycyrrhetinic Acid Derivatives. Chembiochem. 
2011; 12:784–794. https://doi.org/10.1002/cbic.201000618. 
[PubMed]

12. Markov AV, Sen’Kova AV, Warszycki D, Salomatina 
OV, Salakhutdinov NF, Zenkova MA, Logashenko EB. 
Soloxolone methyl inhibits influenza virus replication and 
reduces virus-induced lung inflammation. Sci Rep. 2017; 
7:13968. https://doi.org/10.1038/s41598-017-14029-0. 
[PubMed]

13. Song D, Gao Y, Wang R, Liu D, Zhao L, Jing Y. 
Downregulation of c-FLIP, XIaP and Mcl-1 protein as 
well as depletion of reduced glutathione contribute to the 
apoptosis induction of glycyrrhetinic acid derivatives in 
leukemia cells. Cancer Biol Ther. 2010; 9:96–108. https://
doi.org/10.4161/cbt.9.2.10287. [PubMed]

14. Safe S, Imanirad P, Sreevalsan S, Nair V, Jutooru I. 
Transcription factor Sp1, also known as specificity protein 
1 as a therapeutic target. Expert Opin Ther Targets. 2014; 
18:759–769. https://doi.org/10.1517/14728222.2014.91417
3. [PubMed]

15. Efferth T, Koch E. Complex interactions between 
Phytochemicals. The Multi-Target Therapeutic concept of 
Phytotherapy. Curr Drug Targets. 2011; 12:122–132. https://
doi.org/10.2174/138945011793591626. [PubMed]

16. Liby KT, Sporn MB. Synthetic Oleanane Triterpenoids: 
Multifunctional Drugs with a Broad Range of 
Applications for Prevention and Treatment of Chronic 
Disease. Pharmacol Rev. 2012; 64:972–1003. https://doi.
org/10.1124/pr.111.004846. [PubMed]

17. Bindea G, Mlecnik B, Hackl H, Charoentong P, Tosolini 
M, Kirilovsky A, Fridman WH, Pagès F, Trajanoski 

www.oncotarget.com
www.oncotarget.com
https://doi.org/10.3322/caac.21492
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=30207593&dopt=Abstract
https://doi.org/10.2217/whe.10.74
https://doi.org/10.2217/whe.10.74
https://www.ncbi.nlm.nih.gov/pubmed/21175396
https://doi.org/10.3390/ijms19061578
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=29799486&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=29799486&dopt=Abstract
https://doi.org/10.2174/0929867324666170112115313
https://doi.org/10.2174/0929867324666170112115313
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=28078994&dopt=Abstract
https://doi.org/10.1021/np100826q
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=21309592&dopt=Abstract
https://doi.org/10.1134/S0026893318020073
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=29695699&dopt=Abstract
https://doi.org/10.1371/journal.pone.0149600
https://doi.org/10.1371/journal.pone.0149600
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=26918785&dopt=Abstract
https://clinicaltrials.gov/ct2/show/NCT00529438
https://clinicaltrials.gov/ct2/show/NCT00529438
https://clinicaltrials.gov/ct2/show/NCT02029729
https://clinicaltrials.gov/ct2/show/NCT02029729
https://clinicaltrials.gov/ct2/show/NCT02259231
https://doi.org/10.1002/cbic.201000618
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=21328513&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=21328513&dopt=Abstract
https://doi.org/10.1038/s41598-017-14029-0
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=29070858&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=29070858&dopt=Abstract
https://doi.org/10.4161/cbt.9.2.10287
https://doi.org/10.4161/cbt.9.2.10287
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=19949310&dopt=Abstract
https://doi.org/10.1517/14728222.2014.914173
https://doi.org/10.1517/14728222.2014.914173
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=24793594&dopt=Abstract
https://doi.org/10.2174/138945011793591626
https://doi.org/10.2174/138945011793591626
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=20735354&dopt=Abstract
https://doi.org/10.1124/pr.111.004846
https://doi.org/10.1124/pr.111.004846
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=22966038&dopt=Abstract


Oncotarget5291www.oncotarget.com

Z, Galon J, Clue GO. A Cytoscape plug-in to decipher 
functionally grouped gene ontology and pathway annotation 
networks. Bioinformatics. 2009; 25:1091–1093. https://doi.
org/10.1093/bioinformatics/btp101. [PubMed]

18. Ruttkay-Nedecky B, Nejdl L, Gumulec J, Zitka O, Masarik 
M, Eckschlager T, Stiborova M, Adam V, Kizek R. The role 
of metallothionein in oxidative stress. Int J Mol Sci. 2013; 
14:6044–6066. https://doi.org/10.3390/ijms14036044. 
[PubMed]

19. Couch RD, Browning RG, Honda T, Gribble GW, Wright 
DL, Sporn MB, Anderson AC. Studies on the reactivity 
of CDDO, a promising new chemopreventive and 
chemotherapeutic agent: Implications for a molecular 
mechanism of action. Bioorg Med Chem Lett. 2005; 
15:2215–2219. https://doi.org/10.1016/j.bmcl.2005.03.031. 
[PubMed]

20. Kumar J, Yu H, Sheetz MP. Kinectin, an essential anchor for 
kinesin-driven vesicle motility. Science. 1995; 267:1834–
1837. https://doi.org/10.1126/science.7892610. [PubMed]

21. Zhang K, Kaufman RJ. From endoplasmic-reticulum stress 
to the inflammatory response. Nature. 2008; 454:455–462. 
https://doi.org/10.1038/nature07203. [PubMed]

22. Lõpez-Hernández B, Ceña V, Posadas I. The endoplasmic 
reticulum stress and the HIF-1 signalling pathways are 
involved in the neuronal damage caused by chemical 
hypoxia. Br J Pharmacol. 2015; 172:2838–2851. https://
doi.org/10.1111/bph.13095. [PubMed]

23. Samanta D, Gilkes DM, Chaturvedi P, Xiang L, 
Semenza GL. Hypoxia-inducible factors are required for 
chemotherapy resistance of breast cancer stem cells. Proc 
Natl Acad Sci U S A. 2014; 111:E5429–E5438. https://doi.
org/10.1073/pnas.1421438111. [PubMed]

24. Wang CY, Mayo MW, Baldwin AS. TNF- and cancer 
therapy-induced apoptosis: Potentiation by inhibition 
of NF-kB. Science. 1996; 274:784–787. https://doi.
org/10.1126/science.274.5288.784. [PubMed]

25. Kimura Y, Sumiyoshi M, Kawahira K, Sakanaka M. Effects 
of ginseng saponins isolated from Red Ginseng roots on burn 
wound healing in mice. Br J Pharmacol. 2006; 148:860–870. 
https://doi.org/10.1038/sj.bjp.0706794. [PubMed]

26. Wu K, Hu M, Chen Z, Xiang F, Chen G, Yan W, Peng Q, 
Chen X. Asiatic acid enhances survival of human AC16 
cardiomyocytes under hypoxia by upregulating miR-1290. 
IUBMB Life. 2017; 69:660–667. https://doi.org/10.1002/
iub.1648. [PubMed]

27. Zhu X, Huang L, Gong J, Shi C, Wang Z, Ye B, Xuan A, 
He X, Long D, Zhu X, Ma N, Leng S. NF-κB pathway link 
with ER stress-induced autophagy and apoptosis in cervical 
tumor cells. Cell Death Discov. 2017; 3:17059. https://doi.
org/10.1038/cddiscovery.2017.59. [PubMed]

28. Ron D, Walter P. Signal integration in the endoplasmic 
reticulum unfolded protein response. Nat Rev Mol Cell 
Biol. 2007; 8:519–529. https://doi.org/10.1038/nrm2199. 
[PubMed]

29. Fribley AM, Miller JR, Brownell AL, Garshott DM, 
Zeng Q, Reist TE, Narula N, Cai P, Xi Y, Callaghan MU, 
Kodali V, Kaufman RJ. Celastrol induces unfolded protein 
response-dependent cell death in head and neck cancer. Exp 
Cell Res. 2015; 330:412–422. https://doi.org/10.1016/j.
yexcr.2014.08.014. [PubMed]

30. Gurfinkel DM, Chow S, Hurren R, Gronda M, Henderson 
C, Berube C, Hedley DW, Schimmer AD. Disruption of 
the endoplasmic reticulum and increases in cytoplasmic 
calcium are early events in cell death induced by the natural 
triterpenoid Asiatic acid. Apoptosis. 2006; 11:1463–1471. 
https://doi.org/10.1007/s10495-006-9086-z. [PubMed]

31. Mitsuhashi Y, Furusawa Y, Aradate T, Zhao QL, 
Moniruzzaman R, Kanamori M, Noguchi K, Kondo T. 
3-O-trans-p-coumaroyl-alphitolic acid, a triterpenoid from 
Zizyphus jujuba, leads to apoptotic cell death in human 
leukemia cells through reactive oxygen species production 
and activation of the unfolded protein response. PLoS 
One. 2017; 12:e0183712. https://doi.org/10.1371/journal.
pone.0183712. [PubMed]

32. Simmons SO, Fan CY, Ramabhadran R. Cellular stress 
response pathway system as a sentinel ensemble in 
toxicological screening. Toxicol Sci. 2009; 111:202–225. 
https://doi.org/10.1093/toxsci/kfp140. [PubMed]

33. Deeb D, Gao X, Jiang H, Janic B, Arbab AS, Rojanasakul 
Y, Dulchavsky SA, Gautam SC. Oleanane triterpenoid 
CDDO-Me inhibits growth and induces apoptosis in 
prostate cancer cells through a ROS-dependent mechanism. 
Biochem Pharmacol. 2010; 79:350–360. https://doi.
org/10.1016/j.bcp.2009.09.006. [PubMed]

34. Gao X, Liu Y, Deeb D, Liu P, Liu A, Arbab AS, Gautam 
SC. ROS mediate proapoptotic and antisurvival activity 
of oleanane triterpenoid cddo-me in ovarian cancer cells. 
Anticancer Res. 2013; 33:215–222. [PubMed]

35. Deeb D, Gao X, Liu Y, Varma NRS, Arbab AS, Gautam SC. 
Inhibition of telomerase activity by oleanane triterpenoid 
CDDO-Me in pancreatic cancer cells is ROS-dependent. 
Molecules. 2013; 18:3250–3265. https://doi.org/10.3390/
molecules18033250. [PubMed]

36. Harding HP, Zhang Y, Zeng H, Novoa I, Lu PD, Calfon 
M, Sadri N, Yun C, Popko B, Paules R, Stojdl DF, Bell JC, 
Hettmann T, et al. An integrated stress response regulates 
amino acid metabolism and resistance to oxidative stress. 
Mol Cell. 2003; 11:619–633. https://doi.org/10.1016/
S1097-2765(03)00105-9. [PubMed]

37. Mbaveng AT, Ndontsa BL, Kuete V, Nguekeu YMM, Çelik 
İ, Mbouangouere R, Tane P, Efferth T. A naturally occuring 
triterpene saponin ardisiacrispin B displayed cytotoxic effects 
in multi-factorial drug resistant cancer cells via ferroptotic 
and apoptotic cell death. Phytomedicine. 2018; 43:78–85. 
https://doi.org/10.1016/j.phymed.2018.03.035. [PubMed]

38. Lange M, Abhari BA, Hinrichs TM, Fulda S, Liese J. 
Identification of a novel oxidative stress induced cell death 
by Sorafenib and oleanolic acid in human hepatocellular 

www.oncotarget.com
www.oncotarget.com
https://doi.org/10.1093/bioinformatics/btp101
https://doi.org/10.1093/bioinformatics/btp101
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=19237447&dopt=Abstract
https://doi.org/10.3390/ijms14036044
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23502468&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23502468&dopt=Abstract
https://doi.org/10.1016/j.bmcl.2005.03.031
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=15837296&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=15837296&dopt=Abstract
https://doi.org/10.1126/science.7892610
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=7892610&dopt=Abstract
https://doi.org/10.1038/nature07203
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=18650916&dopt=Abstract
https://doi.org/10.1111/bph.13095
https://doi.org/10.1111/bph.13095
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=25625917&dopt=Abstract
https://doi.org/10.1073/pnas.1421438111
https://doi.org/10.1073/pnas.1421438111
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=25453096&dopt=Abstract
https://doi.org/10.1126/science.274.5288.784
https://doi.org/10.1126/science.274.5288.784
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=8864119&dopt=Abstract
https://doi.org/10.1038/sj.bjp.0706794
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=16770323&dopt=Abstract
https://doi.org/10.1002/iub.1648
https://doi.org/10.1002/iub.1648
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=28686797&dopt=Abstract
https://doi.org/10.1038/cddiscovery.2017.59
https://doi.org/10.1038/cddiscovery.2017.59
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=28904818&dopt=Abstract
https://doi.org/10.1038/nrm2199
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=17565364&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=17565364&dopt=Abstract
https://doi.org/10.1016/j.yexcr.2014.08.014
https://doi.org/10.1016/j.yexcr.2014.08.014
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=25139619&dopt=Abstract
https://doi.org/10.1007/s10495-006-9086-z
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=16820960&dopt=Abstract
https://doi.org/10.1371/journal.pone.0183712
https://doi.org/10.1371/journal.pone.0183712
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=28832644&dopt=Abstract
https://doi.org/10.1093/toxsci/kfp140
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=19567883&dopt=Abstract
https://doi.org/10.1016/j.bcp.2009.09.006
https://doi.org/10.1016/j.bcp.2009.09.006
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=19782051&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23267148&dopt=Abstract
https://doi.org/10.3390/molecules18033250
https://doi.org/10.3390/molecules18033250
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23486104&dopt=Abstract
https://doi.org/10.1016/S1097-2765(03)00105-9
https://doi.org/10.1016/S1097-2765(03)00105-9
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=12667446&dopt=Abstract
https://doi.org/10.1016/j.phymed.2018.03.035
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=29747757&dopt=Abstract


Oncotarget5292www.oncotarget.com

carcinoma cells. Biochem Pharmacol. 2016; 118:9–17. 
https://doi.org/10.1016/j.bcp.2016.08.011. [PubMed]

39. Pereira ER, Frudd K, Awad W, Hendershot LM. Endoplasmic 
Reticulum (ER) stress and Hypoxia response pathways 
interact to Potentiate Hypoxia-inducible Factor 1 (HIF-1) 
Transcriptional activity on targets like Vascular Endothelial 
Growth Factor (VEGF). J Biol Chem. 2014; 289:3352–3364. 
https://doi.org/10.1074/jbc.M113.507194. [PubMed]

40. Ulmann A, Menard J, Corvol P. Binding of glycyrrhetinic 
acid to kidney mineralocorticoid and glucocorticoid 
receptors. Endocrinology. 1975; 97:46–51. https://doi.
org/10.1210/endo-97-1-46. [PubMed]

41. Ong GSY, Young MJ. Mineralocorticoid regulation of cell 
function: The role of rapid signalling and gene transcription 
pathways. J Mol Endocrinol. 2017; 58:R33–R57. https://
doi.org/10.1530/JME-15-0318. [PubMed]

42. To C, Kulkarni S, Pawson T, Honda T, Gribble GWGW, 
Sporn MBMB, Wrana JLJL, Di Guglielmo GMGM. The 
synthetic triterpenoid 2-cyano-3,12-dioxooleana-1,9-dien-
28-oic acid-imidazolide alters transforming growth factor 
β-dependent signaling and cell migration by affecting 
the cytoskeleton and the polarity complex. J Biol Chem. 
2008; 283:11700–11713. https://doi.org/10.1074/jbc.
M704064200. [PubMed]

43. Ogata M, Hino SI, Saito A, Morikawa K, Kondo S, 
Kanemoto S, Murakami T, Taniguchi M, Tanii I, Yoshinaga 
K, Shiosaka S, Hammarback JA, Urano F, et al. Autophagy 
Is Activated for Cell Survival after Endoplasmic Reticulum 
Stress. Mol Cell Biol. 2006; 26:9220–9231. https://doi.
org/10.1128/MCB.01453-06. [PubMed]

44. Wang XY, Zhang XH, Peng L, Liu Z, Yang YX, He ZX, 
Dang HW, Zhou SF. Bardoxolone methyl (CDDO-Me or 
RTA402) induces cell cycle arrest, apoptosis and autophagy 
via PI3K/AKT/mTOR and p38 MAPK/ErK1/2 signaling 
pathways in K562 cells. Am J Transl Res. 2017; 9:4652–
4672. [PubMed]

45. Shen S, Zhang Y, Zhang R, Tu X, Gong X. Ursolic acid 
induces autophagy in U87MG cells via ROS-dependent 
endoplasmic reticulum stress. Chem Biol Interact. 2014; 
218:28–41. https://doi.org/10.1016/j.cbi.2014.04.017. 
[PubMed]

46. Su YC, Liu CT, Chu YL, Raghu R, Kuo YH, Sheen LY. 
Eburicoic acid, an active triterpenoid from the fruiting 
bodies of basswood cultivated antrodia cinnamomea, 
induces er stress-mediated autophagy in human hepatoma 
cells. J Tradit Complement Med. 2012; 2:312–322. https://
doi.org/10.1016/S2225-4110(16)30117-1. [PubMed]

47. Zhang D, Gao C, Li R, Zhang L, Tian J. TEOA, a 
triterpenoid from Actinidia eriantha, induces autophagy in 
SW620 cells via endoplasmic reticulum stress and ROS-
dependent mitophagy. Arch Pharm Res. 2017; 40:579–591. 
https://doi.org/10.1007/s12272-017-0899-9. [PubMed]

48. Tartour E, Fossiez F, Joyeux I, Galinha A, Gey A, Claret 
E, Sastre-Garau X, Couturier J, Mosseri V, Vives V, 

Banchereau J, Fridman WH, Wijdenes J, et al. Interleukin 
17, a T-cell-derived cytokine, promotes tumorigenicity of 
human cervical tumors in nude mice. Cancer Res. 1999; 
59:3698–3704. [PubMed]

49. Tanjore H, Lawson WE, Blackwell TS. Endoplasmic 
reticulum stress as a pro-fibrotic stimulus. Biochim Biophys 
Acta. 2013; 1832:940–947. https://doi.org/10.1016/j.
bbadis.2012.11.011. [PubMed]

50. Shchedrina VA, Zhang Y, Labunskyy VM, Hatfield DL, 
Gladyshev VN. Structure-function relations, physiological 
roles, and evolution of mammalian ER-resident 
selenoproteins. Antioxid Redox Signal. 2010; 12:839–849. 
https://doi.org/10.1089/ars.2009.2865. [PubMed]

51. Han J, Back SH, Hur J, Lin YH, Gildersleeve R, Shan J, 
Yuan CL, Krokowski D, Wang S, Hatzoglou M, Kilberg 
MS, Sartor MA, Kaufman RJ. ER-stress-induced 
transcriptional regulation increases protein synthesis 
leading to cell death. Nat Cell Biol. 2013; 15:481–490. 
https://doi.org/10.1038/ncb2738. [PubMed]

52. Spiegelman BM, Flier JS. Adipogenesis and obesity: 
Rounding out the big picture. Cell. 1996; 87:377–389. 
https://doi.org/10.1016/S0092-8674(00)81359-8. [PubMed]

53. Chintharlapalli S, Papineni S, Jutooru I, McAlees A, Safe 
S. Structure-dependent activity of glycyrrhetinic acid 
derivatives as peroxisome proliferator-activated receptor 
agonists in colon cancer cells. Mol Cancer Ther. 2007; 
6:1588–1598. https://doi.org/10.1158/1535-7163.MCT-07-
0022. [PubMed]

54. Todaro M, Lombardo Y, Francipane MG, Perez Alea M, 
Cammareri P, Iovino F, Di Stefano AB, Di Bernardo C, 
Agrusa A, Condorelli G, Walczak H, Stassi G. Apoptosis 
resistance in epithelial tumors is mediated by tumor-cell-
derived interleukin-4. Cell Death Differ. 2008; 15:762–772. 
https://doi.org/10.1038/sj.cdd.4402305. [PubMed]

55. Siddique HR, Mishra SK, Karnes RJ, Saleem M. Lupeol, 
a novel androgen receptor inhibitor: Implications in 
prostate cancer therapy. Clin Cancer Res. 2011; 17:5379–
5391. https://doi.org/10.1158/1078-0432.CCR-11-0916. 
[PubMed]

56. Liu J, Shimizu K, Konishi F, Kumamoto S, Kondo R. 
The anti-androgen effect of ganoderol B isolated from 
the fruiting body of Ganoderma lucidum. Bioorg Med 
Chem. 2007; 15:4966–4972. https://doi.org/10.1016/j.
bmc.2007.04.036. [PubMed]

57. Lin HR. Triterpenes from Alisma orientalis act as androgen 
receptor agonists, progesterone receptor antagonists, and 
glucocorticoid receptor antagonists. Bioorg Med Chem 
Lett. 2014; 24:3626–3632. https://doi.org/10.1016/j.
bmcl.2014.05.039. [PubMed]

58. Roberts PJ, Der CJ. Targeting the Raf-MEK-ERK mitogen-
activated protein kinase cascade for the treatment of cancer. 
Oncogene. 2007; 26:3291–3310. https://doi.org/10.1038/
sj.onc.1210422. [PubMed]

www.oncotarget.com
www.oncotarget.com
https://doi.org/10.1016/j.bcp.2016.08.011
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=27544320&dopt=Abstract
https://doi.org/10.1074/jbc.M113.507194
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=24347168&dopt=Abstract
https://doi.org/10.1210/endo-97-1-46
https://doi.org/10.1210/endo-97-1-46
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=166832&dopt=Abstract
https://doi.org/10.1530/JME-15-0318
https://doi.org/10.1530/JME-15-0318
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=27821439&dopt=Abstract
https://doi.org/10.1074/jbc.M704064200
https://doi.org/10.1074/jbc.M704064200
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=18283107&dopt=Abstract
https://doi.org/10.1128/MCB.01453-06
https://doi.org/10.1128/MCB.01453-06
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=17030611&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=29118925&dopt=Abstract
https://doi.org/10.1016/j.cbi.2014.04.017
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=24802810&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=24802810&dopt=Abstract
https://doi.org/10.1016/S2225-4110(16)30117-1
https://doi.org/10.1016/S2225-4110(16)30117-1
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=24716146&dopt=Abstract
https://doi.org/10.1007/s12272-017-0899-9
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=28211011&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=10446984&dopt=Abstract
https://doi.org/10.1016/j.bbadis.2012.11.011
https://doi.org/10.1016/j.bbadis.2012.11.011
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23201247&dopt=Abstract
https://doi.org/10.1089/ars.2009.2865
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=19747065&dopt=Abstract
https://doi.org/10.1038/ncb2738
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23624402&dopt=Abstract
https://doi.org/10.1016/S0092-8674(00)81359-8
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=8898192&dopt=Abstract
https://doi.org/10.1158/1535-7163.MCT-07-0022
https://doi.org/10.1158/1535-7163.MCT-07-0022
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=17513608&dopt=Abstract
https://doi.org/10.1038/sj.cdd.4402305
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=18202702&dopt=Abstract
https://doi.org/10.1158/1078-0432.CCR-11-0916
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=21712449&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=21712449&dopt=Abstract
https://doi.org/10.1016/j.bmc.2007.04.036
https://doi.org/10.1016/j.bmc.2007.04.036
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=17499997&dopt=Abstract
https://doi.org/10.1016/j.bmcl.2014.05.039
https://doi.org/10.1016/j.bmcl.2014.05.039
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=24915879&dopt=Abstract
https://doi.org/10.1038/sj.onc.1210422
https://doi.org/10.1038/sj.onc.1210422
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=17496923&dopt=Abstract


Oncotarget5293www.oncotarget.com

59. Kong L, Li S, Liao Q, Zhang Y, Sun R, Zhu X, Zhang 
Q, Wang J, Wu X, Fang X, Zhu Y. Oleanolic acid and 
ursolic acid: Novel hepatitis C virus antivirals that inhibit 
NS5B activity. Antiviral Res. 2013; 98:44–53. https://doi.
org/10.1016/j.antiviral.2013.02.003. [PubMed]

60. Ashfaq UA, Masoud MS, Nawaz Z, Riazuddin S. 
Glycyrrhizin as antiviral agent against Hepatitis C Virus. 
J Transl Med. 2011; 9:112. https://doi.org/10.1186/1479-
5876-9-112. [PubMed]

61. Ernst J, Bar-Joseph Z. STEM: A tool for the analysis of short 
time series gene expression data. BMC Bioinformatics. 
2006; 7:191. https://doi.org/10.1186/1471-2105-7-191. 
[PubMed]

62. Szegezdi E, Fitzgerald U, Samali A. Caspase-12 and 
ER-Stress-Mediated Apoptosis: The Story so Far. Ann N 
Y Acad Sci. 2003; 1010:186–194. https://doi.org/10.1196/
annals.1299.032. [PubMed]

63. Zahedi K, Barone S, Destefano-Shields C, Brooks M, 
Murray-Stewart T, Dunworth M, Li W, Doherty JR, Hall 
MA, Smith RD, Cleveland JL, Casero RA, Soleimani 
M. Activation of endoplasmic reticulum stress response 
by enhanced polyamine catabolism is important in the 
mediation of cisplatin-induced acute kidney injury. PLoS 
One. 2017; 12:e0184570. https://doi.org/10.1371/journal.
pone.0184570. [PubMed]

64. Dieci MV, Arnedos M, Andre F, Soria JC. Fibroblast 
Growth Factor Receptor Inhibitors as a Cancer Treatment: 
From a Biologic Rationale to Medical Perspectives. Cancer 
Discov. 2013; 3:264–279. https://doi.org/10.1158/2159-
8290.CD-12-0362. [PubMed]

65. Borneman AR, Leigh-Bell JA, Yu H, Bertone P, Gerstein M, 
Snyder M. Target hub proteins serve as master regulators 
of development in yeast. Genes Dev. 2006; 20:435–448. 
https://doi.org/10.1101/gad.1389306. [PubMed]

66. Wang X, Bynum JA, Stavchansky S, Bowman PD. 
Cytoprotection of human endothelial cells against oxidative 
stress by 1-[2-cyano-3,12-dioxooleana-1,9(11)-dien-
28-oyl]imidazole (CDDO-Im): Application of systems 
biology to understand the mechanism of action. Eur J 
Pharmacol. 2014; 734:122–31. https://doi.org/10.1016/j.
ejphar.2014.03.033. [PubMed]

67. Janky R, Verfaillie A, Imrichová H, van de Sande B, 
Standaert L, Christiaens V, Hulselmans G, Herten K, Naval 
Sanchez M, Potier D, Svetlichnyy D, Kalender Atak Z, Fiers 
M, et al. iRegulon: From a Gene List to a Gene Regulatory 
Network Using Large Motif and Track Collections. PLoS 
Comput Biol. 2014; 10:e1003731. https://doi.org/10.1371/
journal.pcbi.1003731. [PubMed]

68. Derrick TR, Bates BT, Dufek JS. Evaluation of time-series 
data sets using the Pearson product-moment correlation 
coefficient. Med Sci Sports Exerc. 1994; 26:919–928. 
https://doi.org/10.1249/00005768-199407000-00018. 
[PubMed]

69. Huggins CJ, Mayekar MK, Martin N, Saylor KL, Gonit 
M, Jailwala P, Kasoji M, Haines DC, Quiñones OA, 
Johnson PF. C/EBPγ is a critical regulator of cellular stress 
response networks through heterodimerization with ATF4. 
Mol Cell Biol. 2015; 36:693–713. https://doi.org/10.1128/
MCB.00911-15. [PubMed]

70. Wingender E, Kel A. Data analysis: GeneXplain - 
An integrated bioinformatics platform. BIOspektrum 
(Heidelb). 2012; 18:554–556. https://doi.org/10.1007/
s12268-012-0228-2.

71. Kulakovskiy IV, Vorontsov IE, Yevshin IS, Sharipov RN, 
Fedorova AD, Rumynskiy EI, Medvedeva YA, Magana-
Mora A, Bajic VB, Papatsenko DA, Kolpakov FA, Makeev 
VJ. HOCOMOCO: Towards a complete collection of 
transcription factor binding models for human and mouse 
via large-scale ChIP-Seq analysis. Nucleic Acids Res. 
2018; 46:D252–D259. https://doi.org/10.1093/nar/gkx1106. 
[PubMed]

72. Liu Z, Lv Y, Zhao N, Guan G, Wang J. Protein kinase R-like 
ER kinase and its role in endoplasmic reticulum stress-
decided cell fate. Cell Death Dis. 2015; 6:e1822. https://
doi.org/10.1038/cddis.2015.183. [PubMed]

73. Zhang Y, Reinberg D. Transcription regulation by 
histone methylation: Interplay between different covalent 
modifications of the core histone tails. Genes Dev. 2001; 
15:2343–2360. https://doi.org/10.1101/gad.927301. 
[PubMed]

74. Kuo RY, Qian K, Morris-Natschke SL, Lee KH. Plant-
derived triterpenoids and analogues as antitumor and Anti-
HIV agents. Nat Prod Rep. 2009; 26:1321–1344. https://doi.
org/10.1039/b810774m. [PubMed]

75. Evans DR, Guy HI. Mammalian pyrimidine biosynthesis: 
Fresh insights into an ancient pathway. J Biol Chem. 2004; 
279:33035–33038. https://doi.org/10.1074/jbc.R400007200. 
[PubMed]

76. Zhu J, Jin J, Ding J, Li S, Cen P, Wang K, Wang H, Xia J. 
Ganoderic Acid A improves high fat diet-induced obesity, 
lipid accumulation and insulin sensitivity through regulating 
SREBP pathway. Chem Biol Interact. 2018; 290:77–87. 
https://doi.org/10.1016/j.cbi.2018.05.014. [PubMed]

77. Sharma RS, Harrison DJ, Kisielewski D, Cassidy DM, 
McNeilly AD, Gallagher JR, Walsh SV, Honda T, 
McCrimmon RJ, Dinkova-Kostova AT, Ashford MLJ, Dillon 
JF, Hayes JD. Experimental Nonalcoholic Steatohepatitis 
and Liver Fibrosis Are Ameliorated by Pharmacologic 
Activation of Nrf2 (NF-E2 p45-Related Factor 2). Cell 
Mol Gastroenterol Hepatol. 2018; 5:367–398. https://doi.
org/10.1016/j.jcmgh.2017.11.016. [PubMed]

78. To C, Shilton BH, Di Guglielmo GM. Synthetic 
triterpenoids target the Arp2/3 complex and inhibit branched 
actin polymerization. J Biol Chem. 2012; 3:30–37. https://
doi.org/10.2307/302397. [PubMed]

79. Li H, Sheng Y, Zhang Y, Gao N, Deng X, Sheng X. 
MicroRNA-138 is a potential biomarker and tumor 

www.oncotarget.com
www.oncotarget.com
https://doi.org/10.1016/j.antiviral.2013.02.003
https://doi.org/10.1016/j.antiviral.2013.02.003
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23422646&dopt=Abstract
https://doi.org/10.1186/1479-5876-9-112
https://doi.org/10.1186/1479-5876-9-112
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=21762538&dopt=Abstract
https://doi.org/10.1186/1471-2105-7-191
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=16597342&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=16597342&dopt=Abstract
https://doi.org/10.1196/annals.1299.032
https://doi.org/10.1196/annals.1299.032
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=15033718&dopt=Abstract
https://doi.org/10.1371/journal.pone.0184570
https://doi.org/10.1371/journal.pone.0184570
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=28886181&dopt=Abstract
https://doi.org/10.1158/2159-8290.CD-12-0362
https://doi.org/10.1158/2159-8290.CD-12-0362
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23418312&dopt=Abstract
https://doi.org/10.1101/gad.1389306
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=16449570&dopt=Abstract
https://doi.org/10.1016/j.ejphar.2014.03.033
https://doi.org/10.1016/j.ejphar.2014.03.033
https://www.ncbi.nlm.nih.gov/pubmed/24703885
https://doi.org/10.1371/journal.pcbi.1003731
https://doi.org/10.1371/journal.pcbi.1003731
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=25058159&dopt=Abstract
https://doi.org/10.1249/00005768-199407000-00018
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=7934769&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=7934769&dopt=Abstract
https://doi.org/10.1128/MCB.00911-15
https://doi.org/10.1128/MCB.00911-15
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=26667036&dopt=Abstract
https://doi.org/10.1007/s12268-012-0228-2
https://doi.org/10.1007/s12268-012-0228-2
https://doi.org/10.1093/nar/gkx1106
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=29140464&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=29140464&dopt=Abstract
https://doi.org/10.1038/cddis.2015.183
https://doi.org/10.1038/cddis.2015.183
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=26225772&dopt=Abstract
https://doi.org/10.1101/gad.927301
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=11562345&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=11562345&dopt=Abstract
https://doi.org/10.1039/b810774m
https://doi.org/10.1039/b810774m
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=19779642&dopt=Abstract
https://doi.org/10.1074/jbc.R400007200
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=15096496&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=15096496&dopt=Abstract
https://doi.org/10.1016/j.cbi.2018.05.014
https://www.ncbi.nlm.nih.gov/pubmed/29852127
https://doi.org/10.1016/j.jcmgh.2017.11.016
https://doi.org/10.1016/j.jcmgh.2017.11.016
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=29552625&dopt=Abstract
https://doi.org/10.2307/302397
https://doi.org/10.2307/302397
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=20566646&dopt=Abstract


Oncotarget5294www.oncotarget.com

suppressor in human cervical carcinoma by reversely 
correlated with TCF3 gene. Gynecol Oncol. 2017; 
145:569–576. https://doi.org/10.1016/j.ygyno.2017.01.018. 
[PubMed]

80. Mao X, Gluck N, Li D, Maine GN, Li H, Zaidi IW, Repaka 
A, Mayo MW, Burstein E. GCN5 is a required cofactor for 
a ubiquitin ligase that targets NF-κB/RelA. Genes Dev. 
2009; 23:849–861. https://doi.org/10.1101/gad.1748409. 
[PubMed]

81. Liu F, Rehmani I, Esaki S, Fu R, Chen L, de Serrano V, 
Liu A. Pirin is an iron-dependent redox regulator of NF- B. 
Proc Natl Acad Sci U S A. 2013; 110:9722–9727. https://
doi.org/10.1073/pnas.1221743110. [PubMed]

82. Oh DY, Kim S, Choi Y, Cho YJ, Oh E, Choi JJ, Jung K, 
Song JY, Ahn SE, Kim BG, Bae D, Park W, Lee J, et al. 
HER2 as a novel therapeutic target for cervical cancer. 
Oncotarget. 2015; 6:36219–36230. https://doi.org/10.18632/
oncotarget.5283. [PubMed]

83. Dikic I, Wakatsuki S, Walters KJ. Ubiquitin-binding 
domains from structures to functions. Nat Rev Mol Cell 
Biol. 2009; 10:659–671. https://doi.org/10.1038/nrm2767. 
[PubMed]

84. Liby KT, Royce DB, Risingsong R, Williams CR, Maitra 
A, Hruban RH, Sporn MB. Synthetic triterpenoids prolong 
survival in a transgenic mouse model of pancreatic cancer. 
Cancer Prev Res (Phila). 2010; 3:1427–1434. https://doi.
org/10.1158/1940-6207.CAPR-10-0197. [PubMed]

85. Liu Y, Gao X, Deeb D, Gautam SC. Oleanane triterpenoid 
CDDO-Me inhibits Akt activity without affecting PDK1 
kinase or PP2A phosphatase activity in cancer cells. 
Biochem Biophys Res Commun. 2012; 417:570–575. 
https://doi.org/10.1016/j.bbrc.2011.12.007. [PubMed]

86. Dai Y, Pierson SE, Dudney WC, Stack BC. Extraribosomal 
function of metallopanstimulin-1: Reducing paxillin in 
head and neck squamous cell carcinoma and inhibiting 
tumor growth. Int J Cancer. 2010; 126:611–619. https://doi.
org/10.1002/ijc.24791. [PubMed]

87. Yang ZY, Qu Y, Zhang Q, Wei M, Liu CX, Chen XH, 
Yan M, Zhu ZG, Liu BY, Chen GQ, Wu YL, Gu QL. 
Knockdown of metallopanstimulin-1 inhibits NF-κB 
signaling at different levels: The role of apoptosis induction 
of gastric cancer cells. Int J Cancer. 2012; 130:2761–2770. 
https://doi.org/10.1002/ijc.26331. [PubMed]

88. Jaeger PA, Pickford F, Sun CH, Lucin KM, Masliah E, 
Wyss-Coray T. Regulation of Amyloid Precursor Protein 
Processing by the Beclin 1 Complex. PLoS One. 2010; 
5:e11102. https://doi.org/10.1371/journal.pone.0011102. 
[PubMed]

89. Liu H, Miller E, Van De Water B, Stevens JL. 
Endoplasmic reticulum stress proteins block oxidant-
induced Ca2+increases and cell death. J Biol Chem. 1998; 
273:12858–12862. https://doi.org/10.1074/jbc.273.21.12858. 
[PubMed]

90. Lawson B, Brewer JW, Hendershot LM. Geldanamycin, an 
hsp90/GRP94-binding drug, induces increased transcription 

of endoplasmic reticulum (ER) chaperones via the ER stress 
pathway. J Cell Physiol. 1998; 174:170–178. https://doi.
org/10.1002/(SICI)1097-4652(199802)174:2<170::AID-
JCP4>3.0.CO;2-L. [PubMed]

91. Gericke M, Droogmans G, Nilius B. Thapsigargin 
discharges intracellular calcium stores and induces 
transmembrane currents in human endothelial cells. 
Pflugers Arch. 1993; 422:552–557. https://doi.org/10.1007/
BF00374001. [PubMed]

92. Hail N, Konopleva M, Sporn M, Lotan R, Andreeff M. 
Evidence Supporting a Role for Calcium in Apoptosis 
Induction by the Synthetic Triterpenoid 2-Cyano-3,12-
dioxooleana-1,9-dien-28-oic Acid (CDDO). J Biol Chem. 
2004; 279:11179–11187. https://doi.org/10.1074/jbc.
M312758200. [PubMed]

93. Jeong SA, Kim IY, Lee AR, Yoon MJ, Cho H, Lee JS, Choi 
KS. Ca2+ influx-mediated dilation of the endoplasmic 
reticulum and c-FLIPL downregulation trigger CDDO-Me-
induced apoptosis in breast cancer cells. Oncotarget. 2015; 
6:21173–92. https://doi.org/10.18632/oncotarget.4065. 
[PubMed]

94. Diedrich D, Wildner AC, Silveira TF, Silva GNS, dos 
Santos F, da Silva EF, do Canto VP, Visioli F, Gosmann 
G, Bergold AM, Zimmer AR, Netz PA, Gnoatto SCB. 
SERCA plays a crucial role in the toxicity of a betulinic 
acid derivative with potential antimalarial activity. Chem 
Biol Interact. 2018; 287:70–77. https://doi.org/10.1016/j.
cbi.2018.03.014. [PubMed]

95. Wong VKW, Li T, Law BYK, Ma EDL, Yip NC, 
Michelangeli F, Law CKM, Zhang MM, Lam KYC, Chan 
PL, Liu L. Saikosaponin-d, a novel SERCA inhibitor, 
induces autophagic cell death in apoptosis-defective cells. 
Cell Death Dis. 2013; 4:e720. https://doi.org/10.1038/
cddis.2013.217. [PubMed]

96. Law BYK, Wang M, Ma DL, Al-Mousa F, Michelangeli 
F, Cheng SH, Ng MHL, To KF, Mok AYF, Ko RYY, Lam 
SK, Chen F, Che CM, et al. Alisol B, a Novel Inhibitor of 
the Sarcoplasmic/Endoplasmic Reticulum Ca2+ ATPase 
Pump, Induces Autophagy, Endoplasmic Reticulum Stress, 
and Apoptosis. Mol Cancer Ther. 2010; 9:718–730. https://
doi.org/10.1158/1535-7163.MCT-09-0700. [PubMed]

97. Dollins DE, Immormino RM, Gewirth DT. Structure of 
unliganded GRP94, the endoplasmic reticulum Hsp90: 
Basis for nucleotide-induced conformational change. J Biol 
Chem. 2005; 280:30438–30447. https://doi.org/10.1074/jbc.
M503761200. [PubMed]

98. Qin DJ, Tang CX, Yang L, Lei H, Wei W, Wang YY, Ma 
CM, Gao FH, Xu HZ, Wu YL. Hsp90 is a novel target 
molecule of CDDO-Me in inhibiting proliferation of 
ovarian cancer cells. PLoS One. 2015; 10:e0132337. https://
doi.org/10.1371/journal.pone.0132337. [PubMed]

99. Xu C, Ma H, Inesi G, Al-Shawi MK, Toyoshima C. 
Specific Structural Requirements for the Inhibitory Effect 
of Thapsigargin on the Ca2+ ATPase SERCA. J Biol Chem. 

www.oncotarget.com
www.oncotarget.com
https://doi.org/10.1016/j.ygyno.2017.01.018
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=28385388&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=28385388&dopt=Abstract
https://doi.org/10.1101/gad.1748409
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=19339690&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=19339690&dopt=Abstract
https://doi.org/10.1073/pnas.1221743110
https://doi.org/10.1073/pnas.1221743110
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23716661&dopt=Abstract
https://doi.org/10.18632/oncotarget.5283
https://doi.org/10.18632/oncotarget.5283
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=26435481&dopt=Abstract
https://doi.org/10.1038/nrm2767
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=19773779&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=19773779&dopt=Abstract
https://doi.org/10.1158/1940-6207.CAPR-10-0197
https://doi.org/10.1158/1940-6207.CAPR-10-0197
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=20959520&dopt=Abstract
https://doi.org/10.1016/j.bbrc.2011.12.007
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=22177954&dopt=Abstract
https://doi.org/10.1002/ijc.24791
https://doi.org/10.1002/ijc.24791
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=19642098&dopt=Abstract
https://doi.org/10.1002/ijc.26331
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=21796632&dopt=Abstract
https://doi.org/10.1371/journal.pone.0011102
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=20559548&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=20559548&dopt=Abstract
https://doi.org/10.1074/jbc.273.21.12858
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=9582315&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=9582315&dopt=Abstract
https://doi.org/10.1002/(SICI)1097-4652(199802)174:2%3c170::AID-JCP4%3e3.0.CO;2-L
https://doi.org/10.1002/(SICI)1097-4652(199802)174:2%3c170::AID-JCP4%3e3.0.CO;2-L
https://doi.org/10.1002/(SICI)1097-4652(199802)174:2%3c170::AID-JCP4%3e3.0.CO;2-L
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=9428803&dopt=Abstract
https://doi.org/10.1007/BF00374001
https://doi.org/10.1007/BF00374001
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=8469608&dopt=Abstract
https://doi.org/10.1074/jbc.M312758200
https://doi.org/10.1074/jbc.M312758200
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=14711815&dopt=Abstract
https://doi.org/10.18632/oncotarget.4065
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=26053096&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=26053096&dopt=Abstract
https://doi.org/10.1016/j.cbi.2018.03.014
https://doi.org/10.1016/j.cbi.2018.03.014
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=29604267&dopt=Abstract
https://doi.org/10.1038/cddis.2013.217
https://doi.org/10.1038/cddis.2013.217
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23846222&dopt=Abstract
https://doi.org/10.1158/1535-7163.MCT-09-0700
https://doi.org/10.1158/1535-7163.MCT-09-0700
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=20197400&dopt=Abstract
https://doi.org/10.1074/jbc.M503761200
https://doi.org/10.1074/jbc.M503761200
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=15951571&dopt=Abstract
https://doi.org/10.1371/journal.pone.0132337
https://doi.org/10.1371/journal.pone.0132337
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=26134508&dopt=Abstract


Oncotarget5295www.oncotarget.com

2004; 279:17973–17979. https://doi.org/10.1074/jbc.
M313263200. [PubMed]

100. Sun HX, Zheng QF, Tu J. Induction of apoptosis in HeLa 
cells by 3β-hydroxy-12-oleanen-27-oic acid from the 
rhizomes of Astilbe chinensis. Bioorg Med Chem. 2006; 
14:1189–1198. https://doi.org/10.1016/j.bmc.2005.09.043. 
[PubMed]

101. Lee CS, Kim YJ, Lee MS, Han ES, Lee SJ. 
18β-Glycyrrhetinic acid induces apoptotic cell death in 
SiHa cells and exhibits a synergistic effect against antibiotic 
anti-cancer drug toxicity. Life Sci. 2008; 83:481–489. 
https://doi.org/10.1016/j.lfs.2008.07.014. [PubMed]

102. Xu Y, Ching YP, Zhou Y, Chiu JF, Chen F, He QY. Multiple 
pathways were involved in tubeimoside-1-induced 
cytotoxicity of HeLa cells. J Proteomics. 2011; 75:491–501. 
https://doi.org/10.1016/j.jprot.2011.08.014. [PubMed]

103. Salvador JA, Moreira VM, Gonçalves BM, Leal AS, Jing Y. 
Ursane-type pentacyclic triterpenoids as useful platforms to 
discover anticancer drugs. Nat Prod Rep. 2012; 29:1463–
1479. https://doi.org/10.1039/c2np20060k. [PubMed]

104. Li Y, Lu X, Qi H, Li X, Xiao X, Gao J. Ursolic Acid Induces 
Apoptosis Through Mitochondrial Intrinsic Pathway 
and Suppression of ERK1/2 MAPK in HeLa Cells. J 
Pharmacol Sci. 2014; 125:202–210. https://doi.org/10.1254/
jphs.14017FP. [PubMed]

105. Xu T, Pang Q, Wang Y, Yan X. Betulinic acid induces 
apoptosis by regulating PI3K/Akt signaling and 
mitochondrial pathways in human cervical cancer cells. Int 
J Mol Med. 2017; 40:1669–1678. https://doi.org/10.3892/
ijmm.2017.3163. [PubMed]

106. Li L, Hou Y, Yu J, Lu Y, Chang L, Jiang M, Wu X. 
Synergism of ursolic acid and cisplatin promotes apoptosis 
and enhances growth inhibition of cervical cancer cells via 
suppressing NF-κB p65. Oncotarget. 2017; 8:97416–97427. 
https://doi.org/10.18632/oncotarget.22133. [PubMed]

107. Wang S, Meng X, Dong Y. Ursolic acid nanoparticles inhibit 
cervical cancer growth in vitro and in vivo via apoptosis 
induction. Int J Oncol. 2017; 50:1330–1340. https://doi.
org/10.3892/ijo.2017.3890. [PubMed]

108. Prasad N, Sabarwal A, Yadav UCS, Singh RP. Lupeol 
induces S-phase arrest and mitochondria-mediated 
apoptosis in cervical cancer cells. J Biosci. 2018; 43:249–
261. https://doi.org/10.1007/s12038-018-9743-8. [PubMed]

109. Yim EK, Lee MJ, Lee KH, Um SJ, Park JS. 
Antiproliferative and antiviral mechanisms of ursolic 
acid and dexamethasone in cervical carcinoma cell lines. 
Int J Gynecol Cancer. 2006; 16:2023–2031. https://doi.
org/10.1111/j.1525-1438.2006.00726.x. [PubMed]

110. Wang P, Li Q, Li K, Zhang X, Han Z, Wang J, Gao D, Li 
J. Betulinic acid exerts immunoregulation and anti-tumor 
effect on cervical carcinoma (U14) tumor-bearing mice. 
Pharmazie. 2012; 67:733–739. https://doi.org/10.1691/
ph.2012.1822. [PubMed]

111. Daroczi B, Kari G, Ren Q, Dicker AP, Rodeck U. Nuclear 
factor κB inhibitors alleviate and the proteasome inhibitor 

PS-341 exacerbates radiation toxicity in zebrafish embryos. 
Mol Cancer Ther. 2009; 8:2625–2634. https://doi.
org/10.1158/1535-7163.MCT-09-0198. [PubMed]

112. Probst BL, Trevino I, McCauley L, Bumeister R, Dulubova 
I, Wigley WC, Ferguson DA. RTA 408, a novel synthetic 
triterpenoid with broad anticancer and anti-inflammatory 
activity. PLoS One. 2015; 10:e0122942. https://doi.
org/10.1371/journal.pone.0122942. [PubMed]

113. Wang Y, Porter WW, Suh N, Honda T, Gribble GW, 
Leesnitzer LM, Plunket KD, Mangelsdorf DJ, Blanchard 
SG, Willson TM, Sporn MB. A Synthetic Triterpenoid, 
2-Cyano-3,12-dioxooleana-1,9-dien-28-oic Acid (CDDO), 
Is a Ligand for the Peroxisome Proliferator-Activated 
Receptor. Mol Endocrinol. 2000; 14:1550–1556. https://
doi.org/10.1210/mend.14.10.0545. [PubMed]

114. Bernstein SH, Venkatesh S, Li M, Lee J, Lu B, Hilchey SP, 
Morse KM, Metcalfe HM, Skalska J, Andreeff M, Brookes 
PS, Suzuki CK. The mitochondrial ATP-dependent Lon 
protease: A novel target in lymphoma death mediated by 
the synthetic triterpenoid CDDO and its derivatives. Blood. 
2012; 119:3321–3329. https://doi.org/10.1182/blood-2011-
02-340075. [PubMed]

115. Benosman S, Ravanan P, Correa RG, Hou YC, Yu M, Gulen 
MF, Li X, Thomas J, Cuddy M, Matsuzawa Y, Sano R, Diaz 
P, Matsuzawa SI, et al. Interleukin-1 Receptor-Associated 
Kinase-2 (IRAK2) Is a Critical Mediator of Endoplasmic 
Reticulum (ER) Stress Signaling. PLoS One. 2013; 
8:e64256. https://doi.org/10.1371/journal.pone.0064256. 
[PubMed]

116. Ahmad R, Raina D, Meyer C, Kufe D. Triterpenoid 
CDDO-methyl ester inhibits the Janus-activated kinase-1 
(JAK1)®signal transducer and activator of transcription-3 
(STAT3) pathway by direct inhibition of JAK1 and 
STAT3. Cancer Res. 2008; 68:2920–2926. https://doi.
org/10.1158/0008-5472.CAN-07-3036. [PubMed]

117. Hata K, Mukaiyama T, Tsujimura N, Sato Y, Kosaka Y, 
Sakamoto K, Hori K. Differentiation-inducing activity 
of lupane triterpenes on a mouse melanoma cell line. 
Cytotechnology. 2006; 52:151–158. https://doi.org/10.1007/
s10616-007-9069-0. [PubMed]

118. Wang R, Li Y, Huai XD, Zheng QX, Wang W, Li HJ, Huai 
QY. Design and preparation of derivatives of oleanolic and 
glycyrrhetinic acids with cytotoxic properties. Drug Des 
Devel Ther. 2018; 12:1321–1336. https://doi.org/10.2147/
DDDT.S166051. [PubMed]

119. Zhang H, Wang Y, Zhu P, Liu J, Xu S, Yao H, Jiang J, Ye 
W, Wu X, Xu J. Design, synthesis and antitumor activity of 
triterpenoid pyrazine derivatives from 23-hydroxybetulinic 
acid. Eur J Med Chem. 2015; 97:235–244. https://doi.
org/10.1016/j.ejmech.2015.04.057. [PubMed]

120. Ghosh S, Mukhopadhyay S, Sarkar M, Mandal A, Das V, 
Kumar A, Giri B. Biological evaluation of a halogenated 
triterpenoid, 2α-bromo-dihydrobelulonic acid as inhibitor of 
human topoisomerase IIα and HeLa cell proliferation. Chem 

www.oncotarget.com
www.oncotarget.com
https://doi.org/10.1074/jbc.M313263200
https://doi.org/10.1074/jbc.M313263200
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=14970206&dopt=Abstract
https://doi.org/10.1016/j.bmc.2005.09.043
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=16214353&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=16214353&dopt=Abstract
https://doi.org/10.1016/j.lfs.2008.07.014
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=18721818&dopt=Abstract
https://doi.org/10.1016/j.jprot.2011.08.014
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=21903181&dopt=Abstract
https://doi.org/10.1039/c2np20060k
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23047641&dopt=Abstract
https://doi.org/10.1254/jphs.14017FP
https://doi.org/10.1254/jphs.14017FP
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=24881958&dopt=Abstract
https://doi.org/10.3892/ijmm.2017.3163
https://doi.org/10.3892/ijmm.2017.3163
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=29039440&dopt=Abstract
https://doi.org/10.18632/oncotarget.22133
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=29228621&dopt=Abstract
https://doi.org/10.3892/ijo.2017.3890
https://doi.org/10.3892/ijo.2017.3890
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=28259944&dopt=Abstract
https://doi.org/10.1007/s12038-018-9743-8
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=29872014&dopt=Abstract
https://doi.org/10.1111/j.1525-1438.2006.00726.x
https://doi.org/10.1111/j.1525-1438.2006.00726.x
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=17177841&dopt=Abstract
https://doi.org/10.1691/ph.2012.1822
https://doi.org/10.1691/ph.2012.1822
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=22957441&dopt=Abstract
https://doi.org/10.1158/1535-7163.MCT-09-0198
https://doi.org/10.1158/1535-7163.MCT-09-0198
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=19723885&dopt=Abstract
https://doi.org/10.1371/journal.pone.0122942
https://doi.org/10.1371/journal.pone.0122942
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=25897966&dopt=Abstract
https://doi.org/10.1210/mend.14.10.0545
https://doi.org/10.1210/mend.14.10.0545
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=11043571&dopt=Abstract
https://doi.org/10.1182/blood-2011-02-340075
https://doi.org/10.1182/blood-2011-02-340075
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=22323447&dopt=Abstract
https://doi.org/10.1371/journal.pone.0064256
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23724040&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23724040&dopt=Abstract
https://doi.org/10.1158/0008-5472.CAN-07-3036
https://doi.org/10.1158/0008-5472.CAN-07-3036
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=18413761&dopt=Abstract
https://doi.org/10.1007/s10616-007-9069-0
https://doi.org/10.1007/s10616-007-9069-0
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=19002873&dopt=Abstract
https://doi.org/10.2147/DDDT.S166051
https://doi.org/10.2147/DDDT.S166051
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=29861624&dopt=Abstract
https://doi.org/10.1016/j.ejmech.2015.04.057
https://doi.org/10.1016/j.ejmech.2015.04.057
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=25984840&dopt=Abstract


Oncotarget5296www.oncotarget.com

Biol Interact. 2017; 268:68–76. https://doi.org/10.1016/j.
cbi.2017.02.015. [PubMed]

121. Ravanan P, Singh SK, Rao GSRS, Kondaiah P. Growth 
inhibitory, apoptotic and anti-inflammatory activities 
displayed by a novel modified triterpenoid, cyano enone of 
methyl boswellates. J Biosci. 2011; 36:297–307. https://doi.
org/10.1007/s12038-011-9056-7. [PubMed]

122. Kaur R, Khan S, Chib R, Kaur T, Sharma PR, Singh J, 
Shah BA, Taneja SC. A comparative study of proapoptotic 
potential of cyano analogues of boswellic acid and 11-keto-
boswellic acid. Eur J Med Chem. 2011; 46:1356–1366. 
https://doi.org/10.1016/j.ejmech.2011.01.061. [PubMed]

123. Wang YY, Yang YX, Zhao R, Pan ST, Zhe H, He ZX, Duan 
W, Zhang X, Yang T, Qiu JX, Zhou SF. Bardoxolone methyl 
induces apoptosis and autophagy and inhibits epithelial-
to-mesenchymal transition and stemness in esophageal 
squamous cancer cells. Drug Des Devel Ther. 2015; 9:993–
1026. https://doi.org/10.2147/DDDT.S73493. [PubMed]

124. Samudio I, Kurinna S, Ruvolo P, Korchin B, Kantarjian H, 
Beran M, Dunner K, Kondo S, Andreeff M, Konopleva M. 
Inhibition of mitochondrial metabolism by methyl-2-cyano-
3,12-dioxooleana-1,9-diene-28-oate induces apoptotic 
or autophagic cell death in chronic myeloid leukemia 
cells. Mol Cancer Ther. 2008; 7:1130–1139. https://doi.
org/10.1158/1535-7163.MCT-07-0553. [PubMed]

125. Yang WT, Zheng PS. Krüppel-like factor 4 functions as 
a tumor suppressor in cervical carcinoma. Cancer. 2012; 
118:3691–3702. https://doi.org/10.1002/cncr.26698. 
[PubMed]

126. Chintharlapalli S, Papineni S, Liu S, Jutooru I, Chadalapaka 
G, Cho SD, Murthy RS, You Y, Safe S. 2-Cyano-lup-1-en-
3-oxo-20-oic acid, a cyano derivative of betulinic acid, 
activates peroxisome proliferator-activated receptor γ in 
colon and pancreatic cancer cells. Carcinogenesis. 2007; 
28:2337–2346. https://doi.org/10.1093/carcin/bgm189. 
[PubMed]

127. Bynum JA, Wang X, Stavchansky SA, Bowman PD. 
Time Course Expression Analysis of 1[2-cyano-3,12-
dioxooleana-1,9(11)-dien-28-oyl]imidazole Induction 
of Cytoprotection in Human Endothelial Cells. Gene 
Regul Syst Bio. 2017; 11:1177625017701106. https://doi.
org/10.1177/1177625017701106. [PubMed]

128. To C, Liby KT, Risingsong R, Royce DB, Ringelberg 
CS, Williams CR, Sporn MB. Dimethyl fumarate and the 
oleanane triterpenoids, CDDO-imidazolide and CDDO-
methyl ester, both activate the Nrf2 pathway but have 
opposite effects in the A/J model of lung carcinogenesis. 
Carcinogenesis. 2015; 36:769–781. https://doi.org/10.1093/
carcin/bgv061. [PubMed]

129. Suo Z, Troen G, Nesland JM, Kristensen GB, Holm R, Li 
S, Wu D. Prognostic value of EphA2 and EphrinA-1 in 
squamous cell cervical carcinoma. Gynecol Oncol. 2004; 
94:312–319. https://doi.org/10.1016/j.ygyno.2004.05.019. 
[PubMed]

130. Wada S, Noguchi T, Takeno S, Kawahara K. PIK3CA 
and TFRC located in 3q are new prognostic factors 
in esophageal squamous cell carcinoma. Ann Surg 
Oncol. 2006; 13:961–966. https://doi.org/10.1245/
ASO.2006.08.006. [PubMed]

131. Liu T, Wang Y, Zhou H, Wu J, Xu X, Hong Y. Transferrin 
receptor-involved HIF-1 signaling pathway in cervical 
cancer. Cancer Gene Ther. 2019 Jan 17. https://doi.
org/10.1038/s41417-019-0078-x. [Epub ahead of print]. 
[PubMed]

132. Wang YQ, Lu JL, Liang YR, Li QS. Suppressive Effects of 
EGCG on Cervical Cancer. Molecules. 2018; 23. https://doi.
org/10.3390/molecules23092334. [PubMed]

133. Yang C, Ma X, Wang Z, Zeng X, Hu Z, Ye Z, Shen G. 
Curcumin induces apoptosis and protective autophagy 
in castration-resistant prostate cancer cells through iron 
chelation. Drug Des Devel Ther. 2017; 11:431–439. https://
doi.org/10.2147/DDDT.S126964. [PubMed]

134. Cheng J, Lu X, Wang J, Zhang H, Duan P, Li C. Interactome 
analysis of gene expression profiles of cervical cancer 
reveals dysregulated mitotic gene clusters. Am J Transl Res. 
2017; 9:3048–3059. [PubMed]

135. Li C, Luo L, Wei S, Wang X. Identification of the 
potential crucial genes in invasive ductal carcinoma using 
bioinformatics analysis. Oncotarget. 2017; 9:6800–6813.  
https://doi.org/10.18632/oncotarget.23239. [PubMed]

136. Mine KL, Shulzhenko N, Yambartsev A, Rochman M, 
Sanson GFO, Lando M, Varma S, Skinner J, Volfovsky N, 
Deng T, Brenna SMF, Carvalho CRN, Ribalta JCL, et al. 
Gene network reconstruction reveals cell cycle and antiviral 
genes as major drivers of cervical cancer. Nat Commun. 
2013; 4:1806. https://doi.org/10.1038/ncomms2693. 
[PubMed]

137. Kiyohashi K, Tsuchiya K, Kitazume A, Murakawa M, 
Ueyama M, Sakamoto N, Oooka S, Kakinuma S, Azuma 
S, Watanabe T, Nakagawa M, Watanabe M, Itsui Y, et al. 
Inhibitory Effect of a Triterpenoid Compound, with or 
without Alpha Interferon, on Hepatitis C Virus Infection. 
Antimicrob Agents Chemother. 2011; 55:2537–2545. 
https://doi.org/10.1128/AAC.01780-10. [PubMed]

138. Zou W, Liu X, Yue P, Zhou Z, Sporn MB, Lotan R, 
Khuri FR, Sun SY. c-Jun NH2-terminal kinase-mediated 
up-regulation of death receptor 5 contributes to induction 
of apoptosis by the novel synthetic triterpenoid methyl-2-
cyano-3,12-dioxooleana-1, 9-dien-28-oate in human lung 
cancer cells. Cancer Res. 2004; 64:7570–7578. https://doi.
org/10.1158/0008-5472.CAN-04-1238. [PubMed]

139. Skorski T, Martinez E, Solanki-Patel N, Ferraro F, Scholl 
C, Wiest DL, Aghayev T, Di Marcantonio D, Sykes SM, 
Balachandran S, Peri S, Fröhling S, Zhou C. JUN is a key 
transcriptional regulator of the unfolded protein response in 
acute myeloid leukemia. Leukemia. 2016; 31:1196–1205. 
https://doi.org/10.1038/leu.2016.329. [PubMed]

140. Van Der Krieken SE, Popeijus HE, Mensink RP, Plat J. 
CCAAT/Enhancer binding protein β in relation to ER stress, 

www.oncotarget.com
www.oncotarget.com
https://doi.org/10.1016/j.cbi.2017.02.015
https://doi.org/10.1016/j.cbi.2017.02.015
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=28254521&dopt=Abstract
https://doi.org/10.1007/s12038-011-9056-7
https://doi.org/10.1007/s12038-011-9056-7
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=21654084&dopt=Abstract
https://doi.org/10.1016/j.ejmech.2011.01.061
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=21334793&dopt=Abstract
https://doi.org/10.2147/DDDT.S73493
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=25733817&dopt=Abstract
https://doi.org/10.1158/1535-7163.MCT-07-0553
https://doi.org/10.1158/1535-7163.MCT-07-0553
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=18483301&dopt=Abstract
https://doi.org/10.1002/cncr.26698
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=22170594&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=22170594&dopt=Abstract
https://doi.org/10.1093/carcin/bgm189
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=17724373&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=17724373&dopt=Abstract
https://doi.org/10.1177/1177625017701106
https://doi.org/10.1177/1177625017701106
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=28469413&dopt=Abstract
https://doi.org/10.1093/carcin/bgv061
https://doi.org/10.1093/carcin/bgv061
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=25939751&dopt=Abstract
https://doi.org/10.1016/j.ygyno.2004.05.019
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=15297167&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=15297167&dopt=Abstract
https://doi.org/10.1245/ASO.2006.08.006
https://doi.org/10.1245/ASO.2006.08.006
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=16788758&dopt=Abstract
https://doi.org/10.1038/s41417-019-0078-x
https://doi.org/10.1038/s41417-019-0078-x
https://www.ncbi.nlm.nih.gov/pubmed/30651591
https://doi.org/10.3390/molecules23092334
https://doi.org/10.3390/molecules23092334
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=30213130&dopt=Abstract
https://doi.org/10.2147/DDDT.S126964
https://doi.org/10.2147/DDDT.S126964
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=28243065&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=28670392&dopt=Abstract
https://doi.org/10.18632/oncotarget.23239
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=29467930&dopt=Abstract
https://doi.org/10.1038/ncomms2693
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23651994&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23651994&dopt=Abstract
https://doi.org/10.1128/AAC.01780-10
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=21444704&dopt=Abstract
https://doi.org/10.1158/0008-5472.CAN-04-1238
https://doi.org/10.1158/0008-5472.CAN-04-1238
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=15492284&dopt=Abstract
https://doi.org/10.1038/leu.2016.329
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=27840425&dopt=Abstract


Oncotarget5297www.oncotarget.com

inflammation, and metabolic disturbances. Biomed Res Int.  
2015; 2015:324815. https://doi.org/10.1155/2015/324815. 
[PubMed]

141. Lemus L, Goder V. Regulation of Endoplasmic Reticulum-
Associated Protein Degradation (ERAD) by Ubiquitin. 
Cells. 2014; 3:824–847. https://doi.org/10.3390/
cells3030824. [PubMed]

142. Walter P, Gallagher CM, Pincus D, Gotthardt K, Gardner 
BM. Endoplasmic Reticulum Stress Sensing in the 
Unfolded Protein Response. Cold Spring Harb Perspect 
Biol. 2013; 5:a013169. https://doi.org/10.1101/cshperspect.
a013169. [PubMed]

143. Xu T, Pang Q, Zhou D, Zhang A, Luo S, Wang Y, Yan 
X. Proteomic investigation into betulinic acid-induced 
apoptosis of human cervical cancer HeLa cells. PLoS 
One. 2014; 9:e105768. https://doi.org/10.1371/journal.
pone.0105768. [PubMed]

144. Won SJ, Ki YS, Chung KS, Choi JH, Bae KH, Lee KT. 
3α,23-isopropylidenedioxyolean-12-en-27-oic acid, a 
triterpene isolated from Aceriphyllum rossii, induces 
apoptosis in human cervical cancer HeLa cells through 
mitochondrial dysfunction and endoplasmic reticulum 
stress. Biol Pharm Bull. 2010; 33:1620–1626. https://doi.
org/10.1248/bpb.33.1620. [PubMed]

145. Feng L, Zhang D, Fan C, Ma C, Yang W, Meng Y, Wu 
W, Guan S, Jiang B, Yang M, Liu X, Guo D. ER stress-
mediated apoptosis induced by celastrol in cancer cells 
and important role of glycogen synthase kinase-3β in the 
signal network. Cell Death Dis. 2013; 4:1–10. https://doi.
org/10.1038/cddis.2013.222. [PubMed]

146. Ravanan P, Sano R, Talwar P, Ogasawara S, Matsuzawa 
SI, Cuddy M, Singh SK, Rao GS, Kondaiah P, Reed 
JC. Synthetic Triterpenoid Cyano Enone of Methyl 
Boswellate Activates Intrinsic, Extrinsic, and Endoplasmic 
Reticulum Stress Cell Death Pathways in Tumor Cell 
Lines. Mol Cancer Ther. 2011; 10:1635–1643. https://doi.
org/10.1158/1535-7163.MCT-10-0887. [PubMed]

147. Zou W, Yue P, Khuri FR, Sun SY. Coupling of endoplasmic 
reticulum stress to CDDO-Me-induced up-regulation 
of death receptor 5 via a CHOP-dependent mechanism 
involving JNK activation. Cancer Res. 2008; 68:7484–7492. 
https://doi.org/10.1158/0008-5472.CAN-08-1318. [PubMed]

148. Zhao C, Yin S, Dong Y, Guo X, Fan L, Ye M, Hu H. 
Autophagy-dependent EIF2AK3 activation compromises 
ursolic acid-induced apoptosis through upregulation of 
MCL1 in MCF-7 human breast cancer cells. Autophagy. 
2013; 9:196–207. https://doi.org/10.4161/auto.22805. 
[PubMed]

149. Bindea G, Galon J, Mlecnik B. CluePedia Cytoscape 
plugin: Pathway insights using integrated experimental and 
in silico data. Bioinformatics. 2013; 29:661–663. https://
doi.org/10.1093/bioinformatics/btt019. [PubMed]

150. Warshawsky D, Twik M, Stelzer G, Dahary D, Rappaport N, 
Lancet D, Fishilevich S, Kohn A, Rosen N, Stein TI, Mazor 

Y, Zimmerman S, Kaplan S, et al. The GeneCards Suite: 
From Gene Data Mining to Disease Genome Sequence 
Analyses. Curr Protoc Bioinformatics. 2016; 54:1.30.1–
1.30.33. https://doi.org/10.1002/cpbi.5. [PubMed]

151. Szklarczyk D, Franceschini A, Wyder S, Forslund K, 
Heller D, Huerta-Cepas J, Simonovic M, Roth A, Santos 
A, Tsafou KP, Kuhn M, Bork P, Jensen LJ, et al. STRING 
v10: Protein-protein interaction networks, integrated over 
the tree of life. Nucleic Acids Res. 2015; 43:D447–D452. 
https://doi.org/10.1093/nar/gku1003. [PubMed]

152. Assenov Y, Ramírez F, Schelhorn SESE, Lengauer 
T, Albrecht M. Computing topological parameters of 
biological networks. Bioinformatics. 2008; 24:282–284. 
https://doi.org/10.1093/bioinformatics/btm554. [PubMed]

153. Bader GD, Hogue CWV. An automated method for 
finding molecular complexes in large protein interaction 
networks. BMC Bioinformatics. 2003; 4:1–27. https://doi.
org/10.1186/1471-2105-4-2. [PubMed]

154. Krzywinski M, Schein J, Birol I, Connors J, Gascoyne R, 
Horsman D, Jones SJ, Marra MA. Circos: An information 
aesthetic for comparative genomics. Genome Res. 2009; 
19:1639–1645. https://doi.org/10.1101/gr.092759.109. 
[PubMed]

155. Han M, Zhan Y, Yu M, Li C, Chang C, Yin R, Liu X, Ge 
C, Zhu Y, He F, Zhao C, Yang X. KeggExp: a web server 
for visual integration of KEGG pathways and expression 
profile data. Bioinformatics. 2019; 35:1430–1432. https://
doi.org/10.1093/bioinformatics/bty798. [PubMed]

156. Matys V, Kel-Margoulis OV, Fricke E, Liebich I, Land 
S, Barre-Dirrie A, Reuter I, Chekmenev D, Krull M, 
Hornischer K, Voss N, Stegmaier P, Lewicki-Potapov B, 
et al. TRANSFAC(R) and its module TRANSCompel(R): 
transcriptional gene regulation in eukaryotes. Nucleic Acids 
Res. 2006; 34:D108–D110. https://doi.org/10.1093/nar/
gkj143. [PubMed]

157. Barrett T, Wilhite SE, Ledoux P, Evangelista C, Kim IF, 
Tomashevsky M, Marshall KA, Phillippy KH, Sherman 
PM, Holko M, Yefanov A, Lee H, Zhang N, et al. NCBI 
GEO: Archive for functional genomics data sets - Update. 
Nucleic Acids Res. 2013; 41:D991–D995. https://doi.
org/10.1093/nar/gks1193. [PubMed]

158. Chen J, Bardes EE, Aronow BJ, Jegga AG. ToppGene 
Suite for gene list enrichment analysis and candidate gene 
prioritization. Nucleic Acids Res. 2009; 37:W305–11. 
https://doi.org/10.1093/nar/gkp427. [PubMed]

159. Trott O, Olson AJ. AutoDock Vina: Improving the speed and 
accuracy of docking with a new scoring function, efficient 
optimization, and multithreading. J Comput Chem. 2010; 
31:455–461. https://doi.org/10.1002/jcc.21334. [PubMed]

www.oncotarget.com
www.oncotarget.com
https://doi.org/10.1155/2015/324815
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=25699273&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=25699273&dopt=Abstract
https://doi.org/10.3390/cells3030824
https://doi.org/10.3390/cells3030824
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=25100021&dopt=Abstract
https://doi.org/10.1101/cshperspect.a013169
https://doi.org/10.1101/cshperspect.a013169
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23388626&dopt=Abstract
https://doi.org/10.1371/journal.pone.0105768
https://doi.org/10.1371/journal.pone.0105768
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=25148076&dopt=Abstract
https://doi.org/10.1248/bpb.33.1620
https://doi.org/10.1248/bpb.33.1620
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=20823585&dopt=Abstract
https://doi.org/10.1038/cddis.2013.222
https://doi.org/10.1038/cddis.2013.222
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23846217&dopt=Abstract
https://doi.org/10.1158/1535-7163.MCT-10-0887
https://doi.org/10.1158/1535-7163.MCT-10-0887
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=21746806&dopt=Abstract
https://doi.org/10.1158/0008-5472.CAN-08-1318
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=18794136&dopt=Abstract
https://doi.org/10.4161/auto.22805
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23182854&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23182854&dopt=Abstract
https://doi.org/10.1093/bioinformatics/btt019
https://doi.org/10.1093/bioinformatics/btt019
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23325622&dopt=Abstract
https://doi.org/10.1002/cpbi.5
https://www.ncbi.nlm.nih.gov/pubmed/27322403
https://doi.org/10.1093/nar/gku1003
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=25352553&dopt=Abstract
https://doi.org/10.1093/bioinformatics/btm554
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=18006545&dopt=Abstract
https://doi.org/10.1186/1471-2105-4-2
https://doi.org/10.1186/1471-2105-4-2
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=12525261&dopt=Abstract
https://doi.org/10.1101/gr.092759.109
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=19541911&dopt=Abstract
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=19541911&dopt=Abstract
https://doi.org/10.1093/bioinformatics/bty798
https://doi.org/10.1093/bioinformatics/bty798
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=30204847&dopt=Abstract
https://doi.org/10.1093/nar/gkj143
https://doi.org/10.1093/nar/gkj143
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=16381825&dopt=Abstract
https://doi.org/10.1093/nar/gks1193
https://doi.org/10.1093/nar/gks1193
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23193258&dopt=Abstract
https://doi.org/10.1093/nar/gkp427
https://www.ncbi.nlm.nih.gov/pubmed/19465376
https://doi.org/10.1002/jcc.21334
https://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=19499576&dopt=Abstract

