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Abstract: Rosmarinic acid methyl ester (RAME), a derivative of rosmarinic acid (RA), is reported
to have several therapeutic effects, including anti-tumor effects against cervical cancer. However,
its anti-tumor effects in ovarian cancer is unclear. In this study, we studied the molecular pathways
associated with the anti-tumor effects of RAME in ovarian cancer. To identify the effects of RAME in
ovarian cancer, RNA sequencing was performed in RAME-treated ovarian cancer cells; we found that
RAME treatment downregulated the genes closely involved with the target genes of the transcription
factor Forkhead box M1 (FOXM1). It was reported that FOXM1 is overexpressed in a variety of cancer
cells and is associated with cell proliferation and tumorigenesis. Therefore, we hypothesized that
FOXM1 is a key target of RAME; this could result in its anti-tumor effects. Treatment of ovarian
cancer cells with RAME-inhibited cell migration and invasion, as shown by wound healing and
transwell migration assays. To examine whether RAME represses the action of FOXM1, we performed
quantitative RT-PCR and ChIP-qPCR. Treatment of ovarian cancer cells with RAME decreased the
mRNA expression of FOXM1 target genes and the binding of FOXM1 to its target genes. Moreover,
FOXM1 expression was increased in cisplatin-resistant ovarian cancer cells, and combination treatment
with RAME and cisplatin sensitized the cisplatin-resistant ovarian cancer cells, which was likely due
to FOXM1 inhibition. Our research suggests that RAME is a promising option in treating ovarian
cancer patients, as it revealed a novel molecular pathway underlying its anti-tumor effects.
Keywords: rosmarinic acid methyl ester; ovarian cancer; FOXM1; migration; invasion; cisplatin resistance

1. Introduction
Ovarian cancer, the most lethal gynecological cancer, is the second most common malignancy after
breast cancer in women over the age of 40 [1]. About 80% of all ovarian cancers are of the high-grade
serous type, arising from the serous epithelial layer in the abdominopelvic cavity [2]. Since most
ovarian cancers are diagnosed at advanced stages, they have a poor prognosis, and a low overall
survival rate [3]. Moreover, the survival rate of patients with ovarian cancer has barely changed since
platinum-based treatment was introduced more than 30 years ago [4]. Therefore, there is an important
need for new strategies to treat ovarian cancers and a better understanding of the molecular events
leading to the resistance of treatment.
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Forkhead box M1 (FOXM1), a member of the Forkhead box transcription factor family, is an
oncogenic transcription factor, and its overexpression is associated with poor prognosis in several types
of human cancers, such as pancreatic cancer, breast cancer, and lung cancer [5–7]. FOXM1 is involved
in cell cycle progression through regulation of gene expression in the G1/S and G2/M phases and by
inducing the proper execution of the mitotic program [8–10]. Moreover, FOXM1 plays an important role
in the early stage of metastasis, by stimulating the expression of genes associated with the invasion and
migration of cancer cells [11–13]. FOXM1 also increases the population, proliferation, and motility of
cancer stem cells, which make cancers tolerant to drugs like cisplatin [14,15]. Hence, targeting FOXM1
could be effective for treating several cancers and sensitizing drug-resistant cancer cells.
Rosmarinic acid methyl ester (RAME), a derivative of rosmarinic acid (RA), has several
biological effects, such as anti-microbial, anti-inflammatory, and anti-allergic effects [16–18]. RAME also
exhibits anti-oxidant and anti-melanogenesis in vivo [19]. Recently, the anti-cancer effect of RAME via
the inhibition of mTOR-S6K1 signaling in cervical cancer was reported [20]. It was also reported that
RAME induced the apoptosis of cervical cancer cells and enhanced the anti-tumor effect of cisplatin in
cervical cancer. However, the regulation of gene expression by RAME treatment and the mechanisms
through which gene expression is regulated, are unclear.
Here, we performed RNA-sequencing in RAME-treated ovarian cancer cells. Differentially Expressed
Gene (DEG) analysis and Gene Ontology (GO) analysis suggest that the expression of mitosis-associated
genes known to be regulated by FOXM1 were downregulated. Treatment of ovarian cancer cells with
RAME effectively inhibited the binding of FOXM1 to its target gene promoters by decreasing the
FOXM1 expression. We also observed that RAME repressed the migration and invasion of ovarian
cancer cells. Moreover, co-treatment with RAME and cisplatin sensitized a cisplatin-resistant ovarian
cancer cell line and induced the expression of apoptosis-associated genes. Collectively, our studies
suggested that RAME, a derivative of rosmarinic acid, has the potential for use as a therapeutic
substance for patients with ovarian cancer, especially for those with cisplatin-resistant tumors.
2. Results
2.1. Transcriptome Analysis of Ovarian Cancer Cells Treated with RAME Shows that FOXM1 Target Genes
Are Downregulated
Previously, it was reported that RAME induced the autophagy and apoptosis of cervical cancer
cells [20]. To further elucidate the molecular pathways demonstrating its anti-tumor effects against
ovarian cancer, we performed the RNA-sequencing of RAME-treated SKOV-3 ovarian cancer cells.
Since 40 µM of RAME treatment showed apoptotic effects in cervical cancer cells [20], we treated
another ovarian cancer cell line, SKOV-3, with 40 µM of RAME. As shown by the RNA-sequencing data,
2789 differentially expressed genes (DEGs) were identified, including 1337 upregulated genes and
1452 downregulated genes (Figure 1A). We selected 242 downregulated genes (|log2 (Fold change)| > 1,
p-value < 0.05), and gene ontology (GO) analysis of the RNA-sequencing data using the Enrichr
tool revealed that the RAME treatment downregulated the target genes of the transcription factor
Forkhead box M1 (FOXM1) (Figure 1B, Supplementary Table S1). In ovarian cancer, the gene expression
level of FOXM1 was higher than normal tissue (Figure S1). FOXM1 promotes cell proliferation and
migration by regulating the expression of its target genes [21–27]. These target genes included CCNB1,
CENPF, TOP2A, and UBE2C, and were downregulated, as per our RNA-sequencing data. Therefore,
we confirmed the mRNA expression levels of FOXM1-targeted genes following RAME treatment
for 24 h, using RT-qPCR. SKOV-3 cells were treated with various doses of RAME, and the mRNA
expression levels of CCNB1, CENPF, TOP2A, and UBE2C decreased significantly in a dose-dependent
manner (Figure 1C). In addition, the mRNA expression levels of FOXM1 target genes were decreased
in RAME-treated TOV-21G cells (Figure 1D). Altogether, these data indicated that RAME treatment
suppressed the expression of FOXM1 target genes that were associated with enhancing cell migration
in ovarian cancer cells.
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Figure 1. Transcriptome analysis of SKOV-3 cells treated with RAME shows that FOXM1 target genes
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Figure 2. RAME decreases FOXM1 levels and the expression of its target genes by inhibiting the

Figure 2. RAME decreases FOXM1 levels and the expression of its target genes by inhibiting the
enrichment of FOXM1 on promoters. (A) Immunoblot analysis of FOXM1 (left) and its quantitative
enrichment of FOXM1 on promoters. (A) Immunoblot analysis of FOXM1 (left) and its quantitative
graph (right) in SKOV-3 cells. (B) Immunoblot analysis of FOXM1 (left) and its quantitative graph
graph (right) in SKOV-3 cells. (B) Immunoblot analysis of FOXM1 (left) and its quantitative graph
(right) in TOV-21G cells. (C,D) Chromatin Immunoprecipitation (ChIP)-qPCR analysis with FOXM1
(right) in TOV-21G cells. (C,D) Chromatin Immunoprecipitation (ChIP)-qPCR analysis with FOXM1
(C) and H3Ac (D) antibody on CCNB1 and UBE2C promoters in RAME-treated SKOV-3 cells treated
(C)
and
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*** p < 0.001;
p < 0.05, ** p < 0.01, *** p < 0.001; unpaired t-test.
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that RAME reduced the migration ability of TOV-21G ovarian cancer cells in a dose-dependent
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increase the apoptosis marker gene expression in the SKOV-3 (Figure S2A) and TOV-21G cells
(Figure S2B). These results suggest that the motility of ovarian cancer cells is repressed by RAME
treatment.
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3. RAME inhibits cell migration and invasion in an ovarian cancer cell line. (A) Gaps
FigureFigure
3. RAME
inhibits cell migration and invasion in an ovarian cancer cell line. (A) Gaps of
of SKOV-3 after 24 h of RAME treatment at concentrations of 0, 20, and 40 µM (upper) and its
SKOV-3 after 24 h of RAME treatment at concentrations of 0, 20, and 40 µM (upper) and its
quantitative wound close rate (lower). Scale bar = 200 µm. (B) Gaps of TOV-21G after 24 h of RAME
quantitative wound close rate (lower). Scale bar = 200 µm. (B) Gaps of TOV-21G after 24 h of RAME
treatment at concentrations of 0, 20, and 40 µM (upper) and its quantitative wound close rate (lower).
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2.4. RAME Regulates Target Gene Expression via FOXM1

RAME inhibited FOXM1 target genes by downregulating FOXM1 and its binding with its target
genes (Figure 1C,D and Figure 2). To ascertain whether RAME regulates the expression of FOXM1
target genes via FOXM1 inhibition, not other molecular pathways, SKOV-3 ovarian cancer cells
were transfected with siFOXM1 for knocking down FOXM1. As shown by immunoblot analysis,
FOXM1 levels were reduced in RAME-treated (40 µM) SKOV-3 cells. On the other hand, RAME did not
reduce the FOXM1 levels in the FOXM1-knockdown cells (Figure 4A). Likewise, the mRNA levels of
FOXM1 were also suppressed in SKOV-3 cells after RAME (40 µM) treatment, but not in RAME-treated
FOXM1-knockdown cells (Figure 4B). In addition, RAME treatment suppressed the expression of
FOXM1 target genes. Conversely, there was no change in the expression of FOXM1 target genes in
FOXM1-knockdown cells, following RAME treatment (Figure 4C). Collectively, these results revealed
that FOXM1 target genes are regulated via FOXM1 and not the other pathways.

levels of FOXM1 were also suppressed in SKOV-3 cells after RAME (40 µM) treatment, but not in
RAME-treated FOXM1-knockdown cells (Figure 4B). In addition, RAME treatment suppressed the
expression of FOXM1 target genes. Conversely, there was no change in the expression of FOXM1
target genes in FOXM1-knockdown cells, following RAME treatment (Figure 4C). Collectively,
these results revealed that FOXM1 target genes are regulated via FOXM1 and not the 6other
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Figure 4.4. RAME
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target gene
gene expression
expression via
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FOXM1. (A)
(A) Immunoblot
Immunoblot analysis
analysis of
of SKOV-3
SKOV-3
cells and FOXM1-knockdown-SKOV-3 cells following RAME treatment, as indicated. (B) The mRNA
cells and FOXM1-knockdown-SKOV-3 cells following RAME treatment, as indicated. (B) The
levels of FOXM1 in SKOV-3 cells and FOXM1-knockdown-SKOV-3 cells following RAME treatment,
mRNA levels of FOXM1 in SKOV-3 cells and FOXM1-knockdown-SKOV-3 cells following RAME
as indicated. (C) The mRNA levels of FOXM1 target genes in SKOV-3 and FOXM1-knockdown-SKOV-3
treatment, as indicated. (C) The mRNA levels of FOXM1 target genes in SKOV-3 and
cells following RAME treatment, as indicated. Error bars represent the mean ± SEM (n = 3). * p < 0.05,
FOXM1-knockdown-SKOV-3 cells following RAME treatment, as indicated. Error bars represent the
** p < 0.01, *** p < 0.001; unpaired t-test.
mean ± SEM (n = 3). * p < 0.05, ** p < 0.01, *** p < 0.001; unpaired t-test.
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5E).
Moreover, in the cisplatin-resistant TOV-21G cell line, genes related to cell apoptosis showed increased
mRNA expression levels, only following treatment with both cisplatin and RAME (Figure 5F).
In conclusion, RAME induced accelerated anti-cancer effects by regulating FOXM1 expression levels,
and it could be considered to be a potential anticancer therapeutic.

the normal TOV-21G cell line, but this IC50 value was reduced in the presence of RAME (Figure 5E).
Moreover, in the cisplatin-resistant TOV-21G cell line, genes related to cell apoptosis showed
increased mRNA expression levels, only following treatment with both cisplatin and RAME (Figure
5F). In conclusion, RAME induced accelerated anti-cancer effects by regulating FOXM1 expression
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Figure 5. RAME sensitizes cisplatin-resistant ovarian cancer cells. (A) Immunoblot analysis of
Figure 5. RAME sensitizes cisplatin-resistant ovarian cancer cells. (A) Immunoblot analysis of
TOV-21G and cisplatin-resistant TOV-21G cells and its quantitative graph. (B) The mRNA levels
TOV-21G and cisplatin-resistant TOV-21G cells and its quantitative graph. (B) The mRNA levels of
of the Foxm1 gene in TOV-21G and cisplatin-resistant TOV-21G cells. (C) Immunoblot analysis of
the Foxm1 gene in TOV-21G and cisplatin-resistant TOV-21G cells. (C) Immunoblot analysis of
cisplatin-resistant TOV-21G cells and its quantitative graph. (D) The mRNA levels of Foxm1-binding
cisplatin-resistant TOV-21G cells and its quantitative graph. (D) The mRNA levels of
genes in cisplatin-resistant TOV-21G cells. (E) Cell viability assay curves for cisplatin and the half
Foxm1-binding genes in cisplatin-resistant TOV-21G cells. (E) Cell viability assay curves for
maximal inhibitory concentration (IC50) values of TOV-21G and cisplatin-resistant TOV-21G cells.
cisplatin and the half maximal inhibitory concentration (IC50) values of TOV-21G and
(F) The mRNA levels of apoptotic genes in cisplatin-resistant TOV-21G cells. Error bars represent the
cisplatin-resistant TOV-21G cells. (F) The mRNA levels of apoptotic genes in cisplatin-resistant
mean ± SEM (n = 3). * p < 0.05, ** p < 0.01, *** p < 0.001; unpaired t-test.
TOV-21G cells. Error bars represent the mean ± SEM (n = 3). * p < 0.05, ** p < 0.01, *** p < 0.001;
unpaired t-test.
3. Discussion

Several studies revealed that FOXM1 is overexpressed in various cancer cells, such as ovarian,
3. Discussion
breast, lung, and cervical cancer cells [12,30–32]. Upregulation of FOXM1 enhances cell proliferation
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studies revealed
thatMoreover,
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In this Moreover,
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since it downregulated the expression of FOXM1 target genes, according to our RNA sequencing data.
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since
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the
expression
of
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target
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according
to
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of FOXM1 onto the promoters of its target genes. We identified that RAME suppressed the expression
of FOXM1 target genes by inhibiting the enrichment of FOXM1 on their promoters, as shown in
Figure 1C,D and Figure 2. Moreover, by suppressing the expression of the FOXM1 and its target genes,
the migration and invasion abilities of ovarian cancer cells were suppressed (Figure 3).
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Ovarian cancer is commonly diagnosed in the advanced stages; however, ovarian cancer is
more curable at the early stages than at the later stages [38]. This is due to the lack of warning
signs or obvious symptoms in early-stage ovarian cancer; hence, ovarian cancer is usually called
“the silent killer” [38–40]. Unfortunately, the diagnosis of ovarian cancer at advanced stages leads to the
acquisition of resistance to conventional chemotherapy and poor prognosis [41,42]. For these reasons,
there is an increasing need for an effective treatment against chemotherapy-resistant ovarian cancer.
Cisplatin is one of the conventional agents used to treat ovarian cancer. Its anti-cancer effect is a
result of DNA damage-induced apoptosis [43]. Ovarian cancer often develops cisplatin resistance after
cisplatin chemotherapy [44]. Furthermore, recurrence of ovarian cancer is up to 75% and the recurrent
cancer can result in the acquisition of cisplatin resistance, as well [43]. Thus, cisplatin resistance is a
limitation of cisplatin chemotherapy, since there are several molecular mechanisms leading to cisplatin
resistance [45–47]. Among the mechanical reasons, previous studies showed that upregulation of
FOXM1 induced cisplatin resistance in several cancer cells [48–50]. From these previous studies,
we hypothesized that RAME could overcome cisplatin resistance in ovarian cancer cells. Our data
revealed that co-treatment with RAME and cisplatin was effective against cisplatin-resistant cancer
cells by inhibiting the expression of FOXM1 and its target genes, ultimately inducing apoptosis in these
cells (Figure 5).
4. Materials and Methods
4.1. Antibodies and Reagents
Anti-FOXM1 (GeneTex, Irvine, CA, USA; GTX102170) and anti-β-Actin (Millipore, Temecula,
CA, USA; mab1501) antibodies were utilized for the immunoblotting assay in this study. In addition,
for the Chromatin Immunoprecipitation assay, anti-FOXM1 (GeneTex, Irvine, CA, USA; GTX102170)
and anti-H3Ac (Millipore, Temecula, CA, USA; 06-599) antibodies were used. Rosmarinic acid methyl
ester (RAME) was purchased from Chemfaces (Wuhan, China; No. CFN97567). RAME was extracted
from the herbs of Rosmarinus officinalis L. and its purity was ≥98%.
4.2. Cell Culture and Establishment of Cisplatin-Resistant TOV-21G (TOV/CisR) Cells
SKOV-3, a human ovarian cancer cell line, was maintained in McCoy’s 5A medium supplemented
with 10% fetal bovine serum (FBS), 1% penicillin/streptomycin (P/S) (100×). Additionally, another ovarian
cancer cell line, TOV-21G, was grown in Dulbecco’s Modified Eagle’s Medium (DMEM) supplemented
with 10% FBS and 1% P/S (100×). These cell types were obtained from the American Type Culture
Collection (ATCC) and maintained in a humidified atmosphere (37 ◦ C, 5% CO2 ). Cisplatin-resistant
TOV-21G (TOV/CisR) cells were established by culturing the cells with gradually increasing
concentrations of cisplatin [51].
4.3. RNA Isolation, Library Preparation, and RNA-Sequencing
The total RNA of SKOV-3 cells was isolated using the Trizol reagent (Invitrogen, Carlsbad,
CA, USA). For the gene expression profiling, RNA-sequencing was performed at Ebiogen Inc.
(Seoul, Korea). RNA quality was assessed with an Agilent 2100 Bioanalyzer using the RNA 6000 Nano
Chip (Agilent Technologies, Amstelveen, The Netherlands), and RNA quantification was performed
using an ND-2000 Spectrophotometer (Thermo Fisher Scientific, Waltham, MA, USA). For the RNAs of
DMSO- and RAME-treated SKOV-3 cells, a library was constructed using the QuantSeq 30 mRNA-Seq
Library Prep Kit (Lexogen Inc., Vienna, Austria), according to the manufacturer’s instructions. In brief,
500 ng of total RNA was prepared and an oligo-dT primer containing an Illumina-compatible sequence
at its 50 end was hybridized to the RNA; reverse transcription was then performed. After degradation
of the RNA template, second strand synthesis was initiated by a random primer containing an
Illumina-compatible linker sequence at its 50 end. The double-stranded library was purified using
magnetic beads to remove all reaction components. The library was amplified to add the complete
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adapter sequences required for cluster generation. The finished library was purified from the PCR
components. High-throughput sequencing was performed as single-end 75 sequencing using NextSeq
500 (Illumina Inc., San Diego, CA, USA). QuantSeq 30 mRNA-Seq reads were aligned using Bowtie2 [52].
Bowtie2 indices were either generated from the genome assembly sequence or the representative
transcript sequences for alignment to the genome and transcriptome, respectively. The alignment
file was used for assembling transcripts, estimating their abundance, and detecting the differential
expression of genes. Analysis of the relationship between differentially expressed genes was performed
with the Excel-based Differentially Expressed Gene Analysis (ExDEGA v.2.0.0) software by eBiogen
(ebiogen.com). Differentially expressed genes with fold changes >2 and p-values < 0.05 were further
identified by GO analysis using the Enrichr tool [53,54].
4.4. RNA Extraction and Quantative Real-Time PCR (qPCR)
Total RNA was isolated from the cells using an Easy-Blue reagent (iNtRON Biotechnology,
Seongnam, Korea). Next, 1 µg of RNA was reverse-transcribed using a Maxim RT-PreMix Kit (iNtRON
Biotechnology, Seongnam, Korea). Quantitative real-time PCR (qPCR) was performed using a KAPATM
SYBR® FAST qPCR Master Mix (Kapa Biosystems, Wilmington, MA, USA) and CFX96 TouchTM
real-time PCR detector (Bio-Rad, Hercules, CA, USA). The relative mRNA expression levels of the target
genes were normalized to the mRNA levels of GAPDH for each reaction. The primer sequences used
for RT-qPCR were as follows: FOXM1 forward, 50 -AACCGCTACTTGACATTG G-30 ; FOXM1 reverse,
50 -GCAGTGGCTTCATCTTCC-30 ; CCNB1 forward, 50 -CCAGTGCCAGTGTCTGAGC-30 ; CCNB1 reverse,
50 -TGGAGAGGCAGTATCAACCA-30 ; CENPF forward, 50 -CAAGAATATGCACAACGTCCTGC-30 ;
CENPF reverse, 50 GAACGCCTGTTCAGCTCTG-30 ; TOP2A forward, 50 -CTGCGGACAACAAAC
AAAGG-30 ; TOP2A reverse, 50 -ACACAATTTGGCTCCATAGC-30 ; UBE2C forward, 50 -GGATTTCTG
CCTTCCCTGAA-30 ; UBE2C reverse, 50 -GATAGCAGGGCGTGAGGAAC-30 ; GAPDH forward,
50 -ACGGATTTGGTCGTATTGGGCG-30 ; GAPDH reverse, 50 -CTCCTGGAAGATGGTGATGG-30 ;
P53 forward: 50 -TCTTCCTCTGAGGCGAGCT-30 , P53 reverse: 50 -AGGTGTGTGTGTCTGAGCCC-30 ,
14-3-3A forward: 50 -: GGCCATGGACATCAGCAAGAA-30 , 14-3-3A reverse: 50 -CGAAAGTGGTCTT
GGCCAGAG-30 , NOXA forward: 50 -AGAGCTGGAAGTCGAGTGT-30 , NOXA reverse: 50 -GCACC
TTCACATTCCTCTC-30 .
4.5. Protein Extraction and Immunoblotting
To extract the total protein, cells were lysed using a Pro-Prep reagent (iNtRON Biotechnology,
Seongnam, Korea). Each sample contained the same amounts of protein, as determined by quantifying
the protein contents in the lysates. The samples were loaded and separated via SDS-polyacrylamide
gel electrophoresis (PAGE). Proteins were transferred onto polyvinylidene difluoride (PVDF, Millipore,
Temecula, CA, USA) membranes using the wet transfer method. The membranes were blocked using 5%
skim milk for 1 h; then, they were incubated overnight with primary antibodies at 4 ◦ C. After incubation
with the primary antibodies, the membranes were incubated with horseradish peroxidase-conjugated
secondary antibodies for 1 h (Millipore, Temecula, CA, USA). The signals were detected using
chemiluminescence reagents (AbClon, Seoul, Korea) and quantified using ImageJ software.
4.6. Chromatin Immnoprecipitation (ChIP)-qPCR
Cells were crosslinked with 1% formaldehyde in PBS. Then, the crosslinked samples were
sheared by sonification to obtain chromatin fragments that were 200–500 bp in size. The sheared
chromatin fragments were incubated overnight at 4 ◦ C with antibodies and magnetic beads,
except for 2% input DNA. After immunoprecipitation, the chromatins were de-crosslinked at 65 ◦ C,
followed by the addition of RNase A and Proteinase K. DNA was purified from the samples and
subjected to PCR as a template. The result was expressed as IP/Input (2%). The primers for the
Chromatin Immunoprecipitation (ChIP) assay were the targets of the promoters of each gene, and the
sequences were as follows: CCNB1 forward, 50 -CGCGATCGCCCTGGAAACGCA-30 ; CCNB1 reverse,
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50 -CGCGATCGCCCTGGAAACGCA-30 ; UBE2C forward, 50 -CATTGGCTGGATCAAACCCA-30 ;
UBE2C reverse, 50 -GGAGAACACGACTGCAACTG-30 .
4.7. Wound Healing Assay
Cells were grown on 6 well plates until 100% confluence, followed by scratch with a 200 µL
pipette tip. After washing with PBS to remove the floating cells, the cells were incubated in a medium
with RAME, at concentrations of 0, 20 and 40 µM for 24 h. Gap width between the migrated cells was
estimated in 4 random fields, under microscope, and averaged.
4.8. Transwell Migration Assay
A cell migration assay was performed using the Transwell chamber inserts (24-well;
Corning Incorporated, Corning, NY, USA) in a 24-well plate. The upper membranes were coated
with Geltrex (Life Technologies, Carlsbad, CA, USA) as a barrier (100 µL/well) for the invasion assay.
Then, 5 × 104 cells suspended in 100 µL of culture medium containing 1% FBS were added to the
upper chamber. Culture medium containing 20% FBS was placed in the bottom chamber. The cells
were incubated for 24 h at 37 ◦ C. After incubation, the inserts were removed from the plate and fixed
with 100% methanol for 2 min, followed by staining with crystal violet for 25 min. The cells on the
upper surface of the insert were wiped off with a cotton swab. The cells that migrated to the lower
layer of the microporous membrane were counted under a microscope. Five fields in each sample
were randomly selected and the mean values were calculated.
4.9. Knockdown of FOXM1
SKOV-3 cells were transfected with siRNA using Lipofectamine 2000 reagent (Life Technologies,
Carlsbad, CA), according to the manufacturer’s protocol. The siRNA sequences targeting FOXM1 were
as follows:
FOXM1 sense: 50 -CCCUGCCCAACAGGAGUCUAAUCAA-30 ,
FOXM1 antisense: 50 -UUGAUUAGACUCCUGUUGGGCAGGG-30
4.10. Cell Viability Assay
A cell viability assay was performed using PrestoBlue™ (Invitrogen, Carlsbad, CA, USA; A13261) in
a 96-well plate. The cancer cell lines were cultured at a density of 1 × 104 cells per well. After incubation
for 24 h at 37 ◦ C, the cells were treated with 0–100 µM of cisplatin for 24 h, and the wavelength
absorbance test was performed using Cytation™ 5 Cell Imaging Multi-Mode Reader (Biotek, Winooski,
VT, USA).
4.11. Statistical Analysis
Statistical significance was analyzed using Student’s t-test (two-tailed) and Pearson’s
correlation test. Statistical differences were assessed based on the following criteria for P-values:
* p < 0.05, ** p < 0.01, and *** p < 0.001.
5. Conclusions
In conclusion, our study showed that RAME suppressed the expression of a novel molecular target,
FOXM1, leading to anti-cancerous effects. By inhibiting the expression of the transcription factor FOXM1,
the expression of its target genes was also downregulated. In fact, many transcription factors,
such as Twist, CREB, and CTCF, are known to regulate the expression of FOXM1 by binding to its
promoter [55]. Moreover, FOXM1 can be served as a transcription factor and can auto-regulate the
expression of FOXM1 [56,57]. Therefore, further studies are needed to identify how RAME treatment
regulates these various transcription factors, hence resulting in FOXM1 suppression. Our results also
showed an effective decrease in the migration and invasion abilities of the ovarian cancer cells. Moreover,
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FOXM1 upregulation in cisplatin-resistant ovarian cancer cells was inhibited by RAME treatment.
Consistently, co-treatment with RAME and cisplatin resulted in an increased sensitivity to chemotherapy
and enhanced the apoptosis of cancer cells. These results showed that RAME could be an effective
therapeutic agent to treat ovarian cancer patients, who also later develop chemoresistance. Additionally,
further studies should be performed to elucidate the mechanism underlying the RAME-induced
suppression of FOXM1 expression not only in ovarian cancer cells, but also in other cancer cells.
Supplementary Materials: The following are available online at http://www.mdpi.com/1424-8247/13/10/302/s1.
The RNA sequencing data are available from the Gene Expression Omnibus (GEO; GSE158604). Figure S1:
FOXM1 expression level in ovarian cancer patients, Figure S2: Apoptotis marker gene expression by RAME
treatment in ovarian cancer cell, Figure S3: The mRNA level of FOXM1 in SKOV-3 and TOV-21G cells; Table S1:
The list of 242 down-regulated genes in RAME treated SKOV-3 ovarian cancer cells (|log2(Fold change)| > 1,
p-value < 0.05).
Author Contributions: Conceptualization, K.H.N. and S.A.Y.; methodology, K.K. and S.H.L.; validation, S.A.Y.,
K.H.N. and J.L.; formal analysis, K.H.N. and S.H.L.; investigation, K.H.N. and S.H.L.; resources, J.-W.H.;
data curation, K.H.N.; writing—original draft preparation, K.H.N., S.H.L., and K.K.; writing—review
and editing, S.A.Y. and J.L.; visualization, S.H.L.; supervision, J.L. and J.-W.H.; project administration, K.H.N.;
funding acquisition, K.H.N., S.A.Y., J.L., and J.-W.H. All authors have read and agreed to the published version of
the manuscript.
Funding: This research was financially supported through grants from the National Research Foundation of Korea
(NRF) funded by the Ministry of Science, ICT, and Future Planning (2017R1A6A3A04001986, 2019R1C1C1010675,
2019R1I1A1A01058903, and 2019R1A5A2027340).
Conflicts of Interest: The authors declare no conflict of interest.

References
1.
2.
3.

4.

5.

6.

7.

8.

9.

10.

11.

Stewart, C.; Ralyea, C.; Lockwood, S. Ovarian cancer: An integrated review. Semin. Oncol. Nurs. 2019, 35,
151–156. [CrossRef]
Chang, L.-C.; Huang, C.-F.; Lai, M.-S.; Shen, L.-J.; Wu, F.-L.L.; Cheng, W.-F. Prognostic factors in epithelial
ovarian cancer: A population-based study. PLoS ONE 2018, 13, e0194993. [CrossRef]
Kurosaki, A.; Hasegawa, K.; Kato, T.; Abe, K.; Hanaoka, T.; Miyara, A.; O’Shannessy, D.J.; Somers, E.B.;
Yasuda, M.; Sekino, T.; et al. Serum folate receptor alpha as a biomarker for ovarian cancer: Implications for
diagnosis, prognosis and predicting its local tumor expression. Int. J. Cancer 2016, 138, 1994–2002. [CrossRef]
Vaughan, S.; Coward, J.I.; Bast, R.C.; Berchuck, A.; Berek, J.S.; Brenton, J.D.; Coukos, G.; Crum, C.C.;
Drapkin, R.; Etemadmoghadam, D.; et al.
Rethinking ovarian cancer: Recommendations for
improving outcomes. Nat. Rev. Cancer 2011, 11, 719–725. [CrossRef]
Cui, J.; Shi, M.; Xie, D.; Wei, D.; Jia, Z.; Zheng, S.; Gao, Y.; Huang, S.; Xie, K. FOXM1 promotes the warburg
effect and pancreatic cancer progression via transactivation of LDHA expression. Clin. Cancer Res. 2014, 20,
2595–2606. [CrossRef]
Milewski, D.; Balli, D.; Ustiyan, V.; Le, T.; Dienemann, H.; Warth, A.; Breuhahn, K.; Whitsett, J.A.;
Kalinichenko, V.V.; Kalin, T.V. FOXM1 activates AGR2 and causes progression of lung adenomas into invasive
mucinous adenocarcinomas. PLoS Genetics 2017, 13, e1007097. [CrossRef]
Ziegler, Y.; Laws, M.J.; Sanabria Guillen, V.; Kim, S.H.; Dey, P.; Smith, B.P.; Gong, P.; Bindman, N.; Zhao, Y.;
Carlson, K.; et al. Suppression of FOXM1 activities and breast cancer growth in vitro and in vivo by a new
class of compounds. NPJ Breast Cancer 2019, 5, 1–11. [CrossRef]
Chen, X.; Müller, G.A.; Quaas, M.; Fischer, M.; Han, N.; Stutchbury, B.; Sharrocks, A.D.; Engeland, K.
The forkhead transcription factor FOXM1 controls cell cycle-dependent gene expression through an atypical
chromatin binding mechanism. Mol. Cell. Biol. 2013, 33, 227–236. [CrossRef]
Laoukili, J.; Kooistra, M.R.H.; Brás, A.; Kauw, J.; Kerkhoven, R.M.; Morrison, A.; Clevers, H.; Medema, R.H.
FoxM1 is required for execution of the mitotic programme and chromosome stability. Nat. Cell Biol. 2005, 7,
126–136. [CrossRef]
Wang, I.-C.; Chen, Y.-J.; Hughes, D.E.; Ackerson, T.; Major, M.L.; Kalinichenko, V.V.; Costa, R.H.;
Raychaudhuri, P.; Tyner, A.L.; Lau, L.F. FoxM1 regulates transcription of JNK1 to promote the G1/S
transition and tumor cell invasiveness. J. Biol. Chem. 2008, 283, 20770–20778. [CrossRef]
Gartel, A.L. FOXM1 in Cancer: Interactions and Vulnerabilities. Cancer Res. 2017, 77, 3135–3139. [CrossRef]

Pharmaceuticals 2020, 13, 302

12.

13.

14.
15.

16.

17.

18.

19.
20.

21.

22.

23.
24.

25.
26.
27.

28.

29.

12 of 14

He, S.; Shen, H.-W.; Xu, L.; Zhao, X.-H.; Yuan, L.; Niu, G.; You, Z.; Shuzhong, Y. FOXM1 promotes tumor
cell invasion and correlates with poor prognosis in early-stage cervical cancer. Gynecol. Oncol. 2012, 127,
601–610. [CrossRef]
Luo, X.-Y.; Yao, J.; Nie, P.; Yang, Z.; Feng, H.; Chen, P.; Shi, X.; Zou, Z. FOXM1 promotes invasion and
migration of colorectal cancer cells partially dependent on HSPA5 transactivation. Oncotarget 2016, 7,
26480–26495. [CrossRef]
Luo, W.; Gao, F.; Li, S.; Liu, L. FoxM1 promotes cell proliferation, invasion, and stem cell properties in
nasopharyngeal carcinoma. Front. Oncol. 2018, 8, 8. [CrossRef]
Zhang, N.; Wei, P.; Gong, A.; Chiu, W.-T.; Lee, H.-T.; Colman, H.; Huang, H.; Xue, J.; Liu, M.;
Wang, Y.; et al. FoxM1 promotes β-catenin nuclear localization and controls wnt target-gene expression and
glioma tumorigenesis. Cancer Cell 2011, 20, 427–442. [CrossRef]
Abedini, A.; Roumy, V.; Mahieux, S.; Biabiany, M.; Standaert-Vitse, A.; Rivière, C.; Sahpaz, S.; Bailleul, F.;
Neut, C.; Hennebelle, T. Rosmarinic acid and its methyl ester as antimicrobial components of the
hydromethanolic extract ofhyptis atrorubenspoit. (lamiaceae). Evidence-Based Complement. Altern. Med.
2013, 2013, 1–11. Available online: https://www.hindawi.com/journals/ecam/2013/604536/ (accessed on
9 July 2020). [CrossRef]
So, Y.; Lee, S.Y.; Han, A.-R.; Kim, J.-B.; Jeong, H.G.; Jin, C.H. Rosmarinic acid methyl ester inhibits LPS-induced
NO production via suppression of MyD88- dependent and -independent pathways and induction of HO-1
in RAW 264.7 Cells. Molecules 2016, 21, 1083. [CrossRef]
Zhu, F.; Xu, Z.; Yonekura, L.; Yang, R.; Tamura, H. Antiallergic activity of rosmarinic acid esters is
modulated by hydrophobicity, and bulkiness of alkyl side chain. Biosci. Biotechnol. Biochem. 2015, 79,
1178–1182. [CrossRef]
Ding, H.-Y.; Chou, T.-H.; Liang, C.-H. Antioxidant and antimelanogenic properties of rosmarinic acid methyl
ester from Origanum vulgare. Food Chem. 2010, 123, 254–262. [CrossRef]
Nam, K.H.; Yi, S.A.; Nam, G.; Noh, J.S.; Park, J.W.; Lee, M.G.; Park, J.H.; Oh, H.; Lee, J.; Lee, K.R.; et al.
Identification of a novel S6K1 inhibitor, rosmarinic acid methyl ester, for treating cisplatin-resistant
cervical cancer. BMC Cancer 2019, 19, 773. [CrossRef]
Li, B.; Zhu, H.-B.; Song, G.-D.; Cheng, J.-H.; Li, C.-Z.; Zhang, Y.-Z.; Zhao, P. Regulating the CCNB1 gene can
affect cell proliferation and apoptosis in pituitary adenomas and activate epithelial-to-mesenchymal transition.
Oncol. Lett. 2019, 18, 4651–4658. [CrossRef] [PubMed]
Chai, N.; Xie, H.-H.; Yin, J.-P.; Sa, K.-D.; Guo, Y.; Wang, M.; Liu, J.; Zhang, X.-F.; Zhang, X.; Yin, H.; et al.
FOXM1 promotes proliferation in human hepatocellular carcinoma cells by transcriptional activation
of CCNB1. Biochem. Biophys. Res. Commun. 2018, 500, 924–929. [CrossRef] [PubMed]
Lokody, I. FOXM1 and CENPF: Co-pilots driving prostate cancer. Nat. Rev. Cancer 2014, 14, 451.
[CrossRef] [PubMed]
Xiong, Y.; Lu, J.; Fang, Q.; Lu, Y.; Xie, C.; Wu, H.; Yin, Z. UBE2C functions as a potential oncogene by
enhancing cell proliferation, migration, invasion, and drug resistance in hepatocellular carcinoma cells.
Biosci. Rep. 2019, 39. [CrossRef] [PubMed]
Guo, L.; Ding, Z.; Huang, N.; Huang, Z.; Zhang, N.; Xia, Z. Forkhead Box M1 positively regulates UBE2C
and protects glioma cells from autophagic death. Cell Cycle 2017, 16, 1705–1718. [CrossRef] [PubMed]
Pei, Y.-F.; Yin, X.-M.; Liu, X.-Q. TOP2A induces malignant character of pancreatic cancer through activating
β-catenin signaling pathway. Biochim. Biophys. Acta Mol. Basis Dis. 2018, 1864, 197–207. [CrossRef] [PubMed]
Vasudevan, H.N.; Braunstein, S.E.; Phillips, J.J.; Pekmezci, M.; Tomlin, B.A.; Wu, A.; Reis, G.F.; Magill, S.T.;
Zhang, J.; Feng, F.Y.; et al. Comprehensive molecular profiling identifies FOXM1 as a key transcription factor
for meningioma proliferation. Cell Rep. 2018, 22, 3672–3683. [CrossRef]
Zhao, F.; Siu, M.K.Y.; Jiang, L.; Tam, K.F.; Ngan, H.Y.S.; Le, X.F.; Wong, O.G.W.; Wong, E.S.Y.; Gomes, A.R.;
Bella, L.; et al. Overexpression of forkhead box protein M1 (FOXM1) in ovarian cancer correlates with poor
patient survival and contributes to paclitaxel resistance. PLoS ONE 2014, 9, e113478. [CrossRef]
Wen, N.; Wang, Y.; Wen, L.; Zhao, S.-H.; Ai, Z.-H.; Wang, Y.; Wu, B.; Lu, H.-X.; Yang, H.; Liu, W.-C.; et al.
Overexpression of FOXM1 predicts poor prognosis and promotes cancer cell proliferation, migration and
invasion in epithelial ovarian cancer. J. Transl. Med. 2014, 12, 134. [CrossRef]

Pharmaceuticals 2020, 13, 302

30.

31.

32.
33.
34.

35.

36.
37.
38.
39.
40.

41.
42.

43.
44.
45.
46.
47.

48.
49.
50.

13 of 14

Barger, C.J.; Zhang, W.; Hillman, J.; Stablewski, A.B.; Higgins, M.J.; Vanderhyden, B.C.; Odunsi, K.; Karpf, A.R.
Genetic determinants of FOXM1 overexpression in epithelial ovarian cancer and functional contribution to
cell cycle progression. Oncotarget 2015, 6, 27613–27627. [CrossRef]
Bektas, N.; Haaf, A.T.; Veeck, J.; Wild, P.J.; Lüscher-Firzlaff, J.; Hartmann, A.; Knüchel, R.; Dahl, E.
Tight correlation between expression of the Forkhead transcription factor FOXM1 and HER2 in human
breast cancer. BMC Cancer 2008, 8, 42. [CrossRef] [PubMed]
Zhang, Y.; Qiao, W.-B.; Shan, L. Expression and functional characterization of FOXM1 in non-small cell
lung cancer. OncoTargets Ther. 2018, 11, 3385–3393. [CrossRef] [PubMed]
Wierstra, I.; Alves, J. FOXM1, a typical proliferation-associated transcription factor. Biol. Chem. 2007, 388,
1257–1274. [CrossRef] [PubMed]
Nakamura, S.; Hirano, I.; Okinaka, K.; Takemura, T.; Yokota, D.; Ono, T.; Shigeno, K.; Shibata, K.; Fujisawa, S.;
Ohnishi, K. The FOXM1 transcriptional factor promotes the proliferation of leukemia cells through modulation
of cell cycle progression in acute myeloid leukemia. Carcinogenesis 2010, 31, 2012–2021. [CrossRef] [PubMed]
Tassi, R.A.; Todeschini, P.; Siegel, E.R.; Calza, S.; Cappella, P.; Ardighieri, L.; Cadei, M.; Bugatti, M.;
Romani, C.; Bandiera, E.; et al. FOXM1 expression is significantly associated with chemotherapy resistance
and adverse prognosis in non-serous epithelial ovarian cancer patients. J. Exp. Clin. Cancer Res. 2017, 36, 63.
[CrossRef] [PubMed]
Gartel, A.L. FoxM1 inhibitors as potential anticancer drugs. Expert Opin. Ther. Targets 2008, 12, 663–665.
[CrossRef] [PubMed]
Halasi, M.; Hitchinson, B.; Shah, B.N.; Váraljai, R.; Khan, I.; Benevolenskaya, E.V.; Gaponenko, V.; Arbiser, J.L.;
Gartel, A.L. Honokiol is a FOXM1 antagonist. Cell Death Dis. 2018, 9, 1–8. [CrossRef]
Lheureux, S.; Braunstein, M.; Oza, A.M. Epithelial ovarian cancer: Evolution of management in the era of
precision medicine. CA A Cancer J. Clin. 2019, 69, 280–304. [CrossRef]
Torre, L.A.; Trabert, B.; DeSantis, C.E.; Miller, K.D.; Samimi, G.; Runowicz, C.D.; Gaudet, M.M.; Jemal, A.;
Siegel, R.L. Ovarian cancer statistics, 2018. CA A Cancer J. Clin. 2018, 68, 284–296. [CrossRef]
Brain, K.E.; Smits, S.; Simon, A.E.; Forbes, L.J.; Roberts, C.; Robbé, I.J.; Steward, J.; White, C.; Neal, R.D.;
Hanson, J. Ovarian cancer symptom awareness and anticipated delayed presentation in a population sample.
BMC Cancer 2014, 14, 171. [CrossRef]
DiSilvestro, P.; Secord, A.A. Maintenance treatment of recurrent ovarian cancer: Is it ready for prime time?
Cancer Treat. Rev. 2018, 69, 53–65. [CrossRef] [PubMed]
Chen, H.; Landen, C.N.; Li, Y.; Alvarez, R.D.; Tollefsbol, T.O. Enhancement of Cisplatin-Mediated Apoptosis
in Ovarian Cancer Cells through Potentiating G2/M Arrest and p21 Upregulation by Combinatorial
Epigallocatechin Gallate and Sulforaphane. Available online: https://www.hindawi.com/journals/jo/2013/
872957/ (accessed on 13 July 2020).
Dasari, S.; Tchounwou, P.B. Cisplatin in cancer therapy: Molecular mechanisms of action. Eur. J. Pharmacol.
2014, 740, 364–378. [CrossRef] [PubMed]
Köberle, B.; Tomicic, M.T.; Usanova, S.; Kaina, B. Cisplatin resistance: Preclinical findings and
clinical implications. Biochim. Biophys. Acta Bioenerg. 2010, 1806, 172–182. [CrossRef] [PubMed]
Shen, D.-W.; Pouliot, L.M.; Hall, M.D.; Gottesman, M.M. Cisplatin resistance: A cellular self-defense
mechanism resulting from multiple epigenetic and genetic changes. Pharmacol. Rev. 2012, 64, 706–721. [CrossRef]
Chen, S.-H.; Chang, J.-Y. New insights into mechanisms of cisplatin resistance: From tumor cell
to microenvironment. Int. J. Mol. Sci. 2019, 20, 4136. [CrossRef]
Sun, X.; Wang, S.; Gai, J.; Guan, J.; Li, J.; Li, Y.; Zhao, J.; Zhao, C.; Fu, L.; Li, Q. SIRT5 promotes cisplatin
resistance in ovarian cancer by suppressing DNA damage in a ROS-dependent manner via regulation of the
Nrf2/HO-1 pathway. Front. Oncol. 2019, 9, 754. [CrossRef]
Zhou, J.; Wang, Y.; Wang, Y.; Yin, X.; He, Y.; Chen, L.; Wang, W.; Liu, T.; Di, W. FOXM1 modulates cisplatin
sensitivity by regulating EXO1 in ovarian cancer. PLoS ONE 2014, 9, e96989. [CrossRef]
Kwok, J.M.-M.; Peck, B.; Monteiro, L.J.; Schwenen, H.D.C.; Millour, J.; Coombes, R.C.; Myatt, S.S.; Lam, E.W.-F.
FOXM1 confers acquired cisplatin resistance in breast cancer cells. Mol. Cancer Res. 2010, 8, 24–34. [CrossRef]
Wang, Y.; Wen, L.; Zhao, S.-H.; Ai, Z.-H.; Guo, J.-Z.; Liu, W.-C. FoxM1 expression is significantly associated with
cisplatin-based chemotherapy resistance and poor prognosis in advanced non-small cell lung cancer patients.
Lung Cancer 2013, 79, 173–179. [CrossRef]

Pharmaceuticals 2020, 13, 302

51.

52.
53.

54.

55.
56.
57.

14 of 14

Okada, T.; Murata, K.; Hirose, R.; Matsuda, C.; Komatsu, T.; Ikekita, M.; Nakawatari, M.; Nakayama, F.;
Wakatsuki, M.; Ohno, T.; et al. Upregulated expression of FGF13/FHF2 mediates resistance to platinum
drugs in cervical cancer cells. Sci. Rep. 2013, 3, 2899. [CrossRef]
Langmead, B.; Salzberg, S.L. Fast gapped-read alignment with Bowtie 2. Nat. Methods 2012, 9, 357–359.
[CrossRef] [PubMed]
Chen, E.Y.; Tan, C.M.; Kou, Y.; Duan, Q.; Wang, Z.; Meirelles, G.V.; Clark, N.R.; Ma’Ayan, A.
Enrichr: Interactive and collaborative HTML5 gene list enrichment analysis tool. BMC Bioinform. 2013,
14, 128. [CrossRef] [PubMed]
Kuleshov, M.V.; Jones, M.R.; Rouillard, A.D.; Fernandez, N.F.; Duan, Q.; Wang, Z.; Koplev, S.; Jenkins, S.L.;
Jagodnik, K.M.; Lachmann, A.; et al. Enrichr: A comprehensive gene set enrichment analysis web server
2016 update. Nucleic Acids Res. 2016, 44, W90–W97. [CrossRef] [PubMed]
Liao, G.-B.; Li, X.-Z.; Zeng, S.; Liu, C.; Yang, S.-M.; Yang, L.; Hu, C.-J.; Bai, J.-Y. Regulation of the master
regulator FOXM1 in cancer. Cell Commun. Signal. 2018, 16, 57. [CrossRef]
Gartel, A.L. Targeting FOXM1 auto-regulation in cancer. Cancer Biol. Ther. 2015, 16, 185–186.
[CrossRef] [PubMed]
Halasi, M.; Gartel, A.L. A novel mode of FoxM1 regulation: Positive auto-regulatory loop. Cell Cycle 2009, 8,
1966–1967. [CrossRef]
© 2020 by the authors. Licensee MDPI, Basel, Switzerland. This article is an open access
article distributed under the terms and conditions of the Creative Commons Attribution
(CC BY) license (http://creativecommons.org/licenses/by/4.0/).

