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Abstract
Cervical cancer (CC) is the 4th most leading cause of death among women worldwide, and if diagnosed in late stages 
the treatment options are almost negligible. 99% of CC is caused by high-risk human papilloma viruses (HR-HPV). Upon 
integration into human genome, the encoded viral proteins mis-regulate various onco-suppressors and checkpoint fac-
tors including cell cycle regulators. One such protein is cell cycle S phase licensing factor, CDC-10 dependent transcript-2 
(Cdt2) which has been reported to be highly upregulated in various cancers including CC. Also, in CC cells, several tumor 
suppressor miRNAs are suppressed, including miR-17 ~ 92 cluster. In this study, we report that miR-17 ~ 92 directly recruits 
to 3’UTR of Cdt2 and downregulates this oncogene which suppresses the proliferation, migration and invasion capabili-
ties of the CC cell lines without affecting non-cancerous cells. We further show that suppression of Cdt2 by miR-17 ~ 92, 
blocks the cancerous cells in S phase and induces apoptosis, eventually leading to their death. Hence, our work for the 
first time, mechanistically shows how miR-17 ~ 92 could work as tumor suppressor in cervical cancer cells, opening up 
the potential of miR-17 ~ 92 to be used in developing therapy for cervical cancer treatment.
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1  Introduction

Cervical cancer (CC) is one of the most lethal diseases caused by Human Papilloma Virus (HPV) with a survival rate of 
approximately 15% when diagnosed in late stages [1, 2]. It is the fourth most leading cause of death among women in 
the world, with approximately 604,000 new cases and 342,000 deaths reported annually, which is estimated to increase 
by 50% till 2030 [3]. HPV encoded oncoproteins E5, E6 and E7 interact with several cellular factors and drive them to mis-
regulation, causing carcinogenic transformation of the healthy cells. The transformed cells have suppressed apoptotic 
checkpoint system including p53, pRb and several others resulting in hyperproliferation of cancerous cells [4, 5]. The E6 
protein of HPV alone affects multiple genes to inhibit apoptotic signaling pathways and also activates telomerase reverse 
transcriptase to promote immortalization of cells. Apart from this, E6 also leads to ubiquitin mediated degradation of 
guardian of genome i.e., p53 protein via E6AP ubiquitin ligase system [6]. E6 stabilizes a major cell cycle regulator protein 
CDC-10 dependent transcript-2/Cdt2/DTL by recruiting a deubiquitinase, USP46, which was discovered to be essential 
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for proliferation and survival of the cancer cells [7]. Cdt2 protein level has been reported to be highly up-regulated in 
various cancers, including cervical cancer [8].

Cdt2/DTL/DCAF2 is an essential component which was first discovered in fission yeast [9]. It is a substrate receptor 
DCAF (Ddb1-and Cul-4 associated factor) for CRL4 Cullin RING E3 ligase system, to form a complex CRL4Cdt2 which func-
tions as a master regulator of cell cycle progression and genome stability [10]. CRL4Cdt2 E3 ubiquitin ligase system ensures 
the timely degradation of various cell cycle factors like p21, Set8 and Cdt1 etc., which are involved in DNA replication 
initiation, apoptotic checkpoint regulation and chromatin modification to prevent re-replication in S phase and is also 
required for the early G2/M checkpoint system [11, 12]. The levels of Cdt2 protein, like all other cell cycle regulators, is also 
maintained by several E3 ubiquitin ligase systems like CRL1FBXO11, CRL4DDB2, APC/C-Cdh1 etc. which leads to its elevated 
expression levels during G1 to S phase transition and decreased levels during mitosis [8].

Despite the availability of vaccines against HPV (16 and 18), due to the lack of awareness and proper planning in 
low and middle-income countries (accounting for approximately 90% of cases), there has been no significant decline 
either in cervical cancer cases or in mortality rates [13, 14]. The standard treatment available to cure cervical cancer is 
radiotherapy in combination with chemo and brachytherapy to which most of the patients do not respond and have 
high rate of relapse and lower survival rates. Therefore, we need a therapy which could be effective enough to majority 
of population. In this direction, miRNAs have emerged as target specific and effective therapeutic agents which could 
prove to be efficacious in regulating cancer progression [15, 16].

miRNAs are small non-coding RNAs (17–25 nucleotides in length) which play diverse roles in controlling gene expres-
sion by degradation/translation repression of target mRNAs. miRNA works by targeting 3’UTR (untranslated regions) 
sequences of mRNA which are complementary to their seed sequence of 6–8 base pairs [17]. Each miRNA can regulate 
several mRNAs (hence proteins) involved in regulating major processes like cell cycle, proliferation, apoptosis, develop-
ment etc. Approximately, 60% of human genes are estimated to be regulated by miRNAs [18]. These miRNAs can either be 
encoded as a single miRNA (monocistronic) or as a cluster of multiple miRNAs (polycistronic). In the vertebrate genome, 
about 30% of miRNAs occur in the polycistronic cluster [19, 20]. miR-17 ~ 92 also known as oncomiR-1, is one of the 
polycistronic cluster, located in MIR17HG (miR-17 ~ 92 cluster host gene; non-protein coding) intron on chromosome 
13 (13q31.3) [21–23] (Fig. 1). Expression of miR-17 ~ 92 is essential for development, regulation of cell cycle machinery, 
proliferation, and various other vital functions. Dysregulation of the same has been found in various cancers and diseases 
and is linked to their progression [24]. This cluster of miRNAs is regulated by direct interaction of two transcription factors, 
cellular myelocytomatosis oncogene (c-Myc) and n-Myc at the promoter region of miR-17 ~ 92 to initiate its transcrip-
tion [25–27]. However, various studies have established both oncogenic and tumor suppressor roles of miRNA-17 ~ 92 
cluster but the role of this cluster in cervical cancer remains unclear [21–23]. We became interested in miR-17 ~ 92 while 
looking for the effect of miR-34a on expression of Cdt2 protein [17]. In early screening we discovered that miR-17 ~ 92 
cluster suppresses Cdt2 expression level in cervical cancer cell lines. We further explored the effect of miR-17 ~ 92 on 

Fig. 1   Coordinated transcriptional activation and the auto-regulatory feedback loop of miR-17 ~ 92. C-MYC activates the transcription of 
MIR17HG gene (coding the miR17-92 cluster). Upon increase in transcriptional activity of E2F or C-MYC, miR-17 ~ 92 inhibits the E2F/C-MYC 
translation. (Created in BioRender.com)
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proliferation, invasion and metastatic behavior of cervical cancer cells and discovered that it suppresses both prolifera-
tion and migration of these cells. This study is the first ever to report that miR-17 ~ 92 interacts with Cdt2 (at 3’UTR) and 
inhibits it at both transcript and protein level. Our findings, could pave the way to explore the possibility of using miR-
17 ~ 92 towards developing it as miRNA therapy to manage cervical cancers in more specific manner.

2 � Materials and methods

2.1 � Cell lines and media

SiHa and HeLa cell lines (HPV positive cervical cancer cell lines) were purchased from the American Type Culture Collec-
tion (ATCC, USA). C33A (HPV negative cervical cancer cell line) and HEK293T (Human Embryonic Kidney cell line) were 
procured from National Centre for Cell Science (NCCS, Pune, India). The cells were cultured in Dulbecco’s Eagle Modified 
medium (DMEM, Gibco, USA) supplemented with 10% Fetal Bovine Serum (FBS, Gibco, USA) and 1% Pen-Strep (Penicil-
lin–Streptomycin, Gibco, USA) unless mentioned otherwise and cultured at 37℃ temperature, 95% humidity and 5% CO2.

2.2 � Plasmids and miRNA

pcDNA 3.1 plasmid vector acquired from Addgene (Watertown, USA) was used as a control. miRNA-17 ~ 92 cloned in 
pcDNA 3.1 plasmid was obtained from Joshua Mendell lab [25]. Flag-Cdt2 plasmid was received as a gift from Dutta’s 
Lab (University of Virginia, USA). Rest of the miRNA mimics were purchased from Dharmacon (USA).

2.3 � Cell transfection

24 h before transfection, 0.1X106 cancerous (HeLa, SiHa, C33A) and non-cancerous cells (HEK293T) were seeded in 6 well 
plates. The cells were then transfected with either miRNA mimics (10 nM) or plasmid vectors (pcDNA 3.1(2 µg), miR-17 ~ 92 
(4 µg), Flag-Cdt2 (2 µg)) with turbofect™ (Thermo Fisher Scientific, Massachusetts, USA) according to the manufacturer’s 
protocol. The cells were then cultured for 48 h (as mentioned above).

2.4 � Cell proliferation assay

After transfection of cells (with miR-17 ~ 92 and respective control plasmids), they were harvested at consecutive days 
(for 4 days). The harvested cells were then counted in triplicates, using trypan blue exclusion method (0.4% trypan blue 
solution) with the help of haemocytometer, as well as by cell counter (TC-20, Biorad, California, USA). The growth curve 
was then plotted and the significance of treatment was calculated using unpaired student’s t-test.

2.5 � Western blot analysis

The cells were harvested and lysed using radioimmunoprecipitation assay (RIPA) buffer supplemented with PMSF (1 mM) 
and protease inhibitor cocktail (Cell Signaling Technology, Massachusetts, USA). The protein concentration was deter-
mined using Bradford protein assay (Sigma, Missouri, USA). The total protein was then resolved on SDS-PAGE (8–12%) and 
transferred onto PVDF membrane (Millipore, Massachusetts, USA). After the transfer, using protein ladder as reference, 
membranes were cut according to the protein of interest (as shown in the results). The further western blot protocol 
was followed as standard procedure [17] and enhanced chemiluminescence (ECL) substrate (Bio-Rad, California, USA) 
was used to develop the blots. Documentation of the blots was done using chemidoc system (Azure Biosystems 600, 
California, USA).
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2.6 � Cell invasion assay

After 48 h of transfection, the cells (0.1X106) were washed with PBS and resuspended in serum-free DMEM. Cells were 
then added onto the precoated upper chamber (with 2 mg/ml ECM gel; Sigma-Aldrich, Missouri, USA) of transwell 
plate (Corning, New York, USA), and in lower chamber DMEM supplemented with 10% FBS was added. Cells were 
allowed to invade for 48 h in CO2 incubator. Cells that remained in the upper chamber were removed whereas the 
cells which invaded through the membrane were first fixed with 5% glutaraldehyde and then stained with 0.2% 
crystal violet solution in 2% ethanol. The cells were then counted under the phase contrast inverted microscope for 
quantification.

2.7 � Migration assay

Post 48 h of transfection, the cells (0.1X106) were washed with PBS and resuspended in DMEM supplemented with 
0.5% of FBS. Cells were then inoculated to the upper chamber of the transwell plate while in lower chamber DMEM 
supplemented with 0.5% FBS and 40 µg/ml collagen I (Sigma-Aldrich, Missouri, USA) was added. After incubation for 
24 h in CO2 incubator, the migrated cells were fixed with 5% glutaraldehyde for 20 min and then stained with 0.2% 
crystal violet solution in 2% ethanol for 20 min. The cells were counted under phase contrast inverted microscope.

2.8 � Real time‑qPCR

Both transfected and their control cells were harvested after 48 h of transfection followed by total RNA isolation 
using TRIZIN reagent (GCC Biotech, India). One step RT-qPCR kit (Invitrogen, Thermo Fisher Scientific, USA) was used 
according to manufacturer’s instructions to check the expression of Cdt2 at mRNA level by using the respective 
primers (forward and reverse [7]) as mentioned in the Table 1.

2.9 � Flow cytometry

After transfection, the cells were trypsinized and washed with PBS. The cells were then fixed in 70% ethanol at − 20 °C 
overnight. Excess ethanol was washed with PBS followed by resuspension of the cells in 1 ml of staining solution 
(100 µg/ml propidium iodide, 100 µg/ml RNase-A in PBS and 0.1% Triton X-100) [28]. The stained cells were analyzed 
using the flow cytometer (Beckman Coulter, California, USA) and the results were then compared and analyzed using 
the CytExpert software provided with the flow cytometer system.

2.10 � Statistical analysis

All the western experiments were performed in biological triplicates. The Flowcytometry, growth curve, migration 
and invasion assays were performed in experimental triplicates. All the data is presented as either mean ± SD or 
mean ± SE and an unpaired student’s t-test was performed to calculate the significant value. Image J software was 
used to quantify the intensity of protein bands wherever applicable.

Table 1   Sequences of primers Oligos/Primer Sequences

qPCR Actin-F TGA​AGG​CTT​TTG​GTC​TCC​CTG​
qPCR Actin-R TCA​ACT​GGT​CTC​AAG​TCA​GTGT​
qPCR Cdt2-F CTT​ACA​GTG​GCG​GGA​GTT​GG
qPCR Cdt2-R GCA​TCA​GGG​TCG​GAG​GAA​AA
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3 � Results

3.1 � miR‑17 ~ 92 suppresses Cdt2 level in cervical cancer cells

Previous studies have shown that in cervical cancer cells, level of Cdt2 is highly upregulated [7, 8]. In an early screen 
we have found that miR-17 ~ 92 suppresses Cdt2 protein levels. In order to check the complementarity between 
miR-17 ~ 92 cluster microRNA and Cdt2/DTL transcript we performed a microRNA databases search and found that 
according to miRDB, Micro T (Diana tool), miRWalk and RNA 22, miR-17 ~ 92 cluster interacts with Cdt2/DTL transcript 
at 3ʹUTR (Figure S1). To confirm the effect of miR-17 ~ 92 cluster on Cdt2/DTL transcript in cervical cancer cells, we 
transfected the miR-17 ~ 92 expressing plasmid in HPV positive cervical cancer cell; SiHa, HPV negative cervical cancer 
cell; C33A and non-cancerous cell line; HEK293T. We observed that there is a significant decrease in the transcript 
levels of Cdt2 both in HPV positive (SiHa) and negative cervical cancer (C33A) cell lines, but not much effect in non-
cancerous (HEK293T) cell line (Fig. 2A). To check that if this effect is getting translated at protein level, we performed 
western blot analysis for HPV positive and negative cervical cancer cells to be confirmed that there is a significant 
amount of decrease in the levels of Cdt2 protein in cancerous cells (Fig. 2B, Lanes 3–8 and Fig. 2C), while no such 
effect could be observed in non-cancerous cells (Fig. 2B, Lanes 1 and 2 and Fig. 2C).

3.2 � miR‑17 ~ 92 stabilizes Set8 and blocks cell cycle in the S phase of cervical cancer cells

From previous research findings, it has been established that Cdt2 regulates the level of p21 and Set8 by proteasomal 
degradation [7, 10], hence, we next checked the level of these two proteins upon miR-17 ~ 92 ectopic expression in 
cervical cancer cells. We observed that decrease in Cdt2 levels, leads to significant stabilization of Set8 protein levels 
(Fig. 3B, C and S4), both in HeLa and SiHa cells. In contrast to Set8 expression, p21 expression is decreased upon miR-
17 ~ 92 overexpression in both the above cell lines (Fig. 3B, C and S4).

Since Cdt2 and Set8 both are important for S phase progression of the cell cycle [10, 29]; therefore, we did flow 
cytometry analysis to see the effect of Cdt2 suppression upon miR-17 ~ 92 overexpression in these cancerous cells 
(SiHa, Fig. 3A, control Vs treated). We observed that cells are getting significantly arrested at S phase of the cell cycle, 
with an increase of cell population from 12.4 to 27.4% in control versus miR-17 ~ 92 treated cells respectively, which 
is more than twofold, upon miR-17 ~ 92 treatment. Also, we could observe moderate arrest of the cell cycle in G2/M 
phase with increases in the cell population from 18.9% to 21.8% (Fig. 3A, control vs treated) and also increase in sub 
G1 population which represents the apoptotic cells (Fig. 3A, control vs treated).

Since c-Myc and miR-17 ~ 92 cluster works in an auto-regulatory feed-back loop; therefore, next we wanted to 
confirm the effect of miR-17 ~ 92 on c-Myc. As reported in previous literatures, we too confirmed that ectopic expres-
sion of miR-17 ~ 92 cluster indeed significantly suppresses the level of c-Myc in cervical cancer cells (Fig. 3D and E).

3.3 � miR‑17 ~ 92 suppresses the proliferation of cervical cancer cells

We have shown above that miR-17 ~ 92 suppresses Cdt2 level in cervical cancers cells and since Cdt2 is one of the 
major regulators of cell proliferation in cervical cancers [17, 30], we next wanted to check the effect of miR-17 ~ 92 
overexpression on growth and proliferation of the same. We observed that miR-17 ~ 92 expression significantly 
inhibits the proliferation of HPV positive cervical cancer cells (both HeLa and SiHa, Fig. 4C–F) and also of HPV nega-
tive cervical cancer cells (C33A, Fig. 4G and H) while there is no such effect on non-cancerous HEK293T cells, where 
the growth decreased at 3rd day has been compensated by day 4 (Fig. 4A, B and S2). Also, the phase contrast micros-
copy images show that, upon miR-17 ~ 92 transfection the cervical cancer cells have incurred morphology and have 
acquired more rounded structure in comparison to wild type cell lines (Fig. 4D, F and H and S3B-S3D) while no such 
change has been observed in the morphology of HEK293T cells upon transfection (Fig. 4B and S3A).

Further, we wanted to confirm if decreased proliferation rate in cervical cancer cells upon miR-17 ~ 92 expression is 
because of suppression of Cdt2. To ensure this, we transfected SiHa cells with either miR-17 ~ 92 expressing plasmid alone 
or co-transfected miR-17 ~ 92 plasmid in combination with Cdt2 expressing plasmid. The results showed that ectopic 
expression of Flag-Cdt2 along with miR-17 ~ 92, could rescue the suppressed growth of cervical cancer cells (Fig. 5A).
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3.4 � Upregulation of miR‑17 ~ 92 suppresses both cell migration and invasion of cervical cancer cell lines

After establishing that miR-17 ~ 92 expression suppresses proliferation of cervical cancer cells, we then checked its 
effect on the cell migration and invasion capabilities. The transwell invasion and migration assays show that, miR-
17 ~ 92 reduces the invasion ability of HeLa cells by 34.2% and of SiHa cells by 40.5% in comparison to the control 

Fig. 2   miR-17 ~ 92 over expression decreases Cdt2 expression in cervical cancer cells. A RT-qPCR analysis of mRNA level of Cdt2, 48 h after 
transfection of miR-17 ~ 92 in HEK293T, C33A and SiHa cell lines B Western blot for analysis of Cdt2 protein expression level, 48 h after trans-
fection of miR-17 ~ 92 in HEK293T, SiHa, HeLa and C33A cell lines. C Quantification of Cdt2 protein level, 48 h after miR-17 ~ 92 transfection 
in HEK293T, SiHa, HeLa and C33A cell lines compared to vector control. The experiments were done in triplicates. Error bar depicts standard 
error (S.E.). *p value < 0.05 and **p value < 0.001
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(Fig. 5B–C). We also observed suppression in the migration ability of HeLa cells by ~ 0.7 fold, and that of SiHa cells 
by ~ 0.9 fold (Fig. 5D and E). Hence, invasion and migration abilities of cervical cancer cells are significantly suppressed 
upon miR-17 ~ 92 overexpression.

Fig. 3   miR-17 ~ 92 ectopic 
expression causes S phase 
arrest in cervical cancer cells. 
A Flowcytometric analysis 
of SiHa cells post 48 h of 
transfection of miR-17 ~ 92. 
B Western blot for analysis of 
Set8 and p21 protein expres-
sion level 48 h after transfec-
tion of miR-17 ~ 92 in SiHa 
Cells. C Quantification Set8 
and p21 protein level post 
48 h of miR-17 ~ 92 transfec-
tion in SiHa Cells compared to 
vector control. D Western blot 
for analysis of c-Myc protein 
expression level 48 h after 
transfection of miR-17 ~ 92 in 
SiHa Cells. E Quantification 
c-Myc protein level 48 h post 
miR-17 ~ 92 transfection in 
SiHa Cells compared to vector 
control. The experiments 
were done in triplicates. Error 
bar depicts standard error 
(S.E.). *p value < 0.05 and **p 
value < 0.001
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Fig. 4   miR-17 ~ 92 was ectopically expressed and the proliferation was observed from day of transfection till day 4. A Growth curve of 
HEK293T cells with its respective control. B Control and treated HEK293T cells after 48 h of transfection under phase contrast microscopy. C 
Growth curve of SiHa cells along with its respective control D Control and treated SiHa cells under phase contrast microscopy after 48 h of 
transfection. E Growth curve of HeLa and its respective control. F Control and treated HeLa cells after 48 h of transfection under phase con-
trast microscopy. G Growth curve of C33A cells and its respective control. H Control and treated C33A cells after 48 h of transfection under 
phase contrast microscopy. The experiment was done in triplicate. Error bar represents S.D. *p value- < 0.05, **p value < 0.001
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4 � Discussion and conclusion

Cervical cancer is fourth most aggressive and fatal cancer among women worldwide associated with the mutation 
and deletion in miRNA genes and their aberrant expression [3, 31]. One such miRNA is miR-17 ~ 92 cluster (encoded 
by 13q31.3), displaying both tumor suppressor and oncogenic functions and works in an autoregulatory manner in 
order to maintain the growth and proliferation of the cells [21–23]. In cervical cancer cases specifically in HPV infected 

Fig. 5   A miR-17 ~ 92 and 
Flag-Cdt2 was ectopically 
expressed individually/in 
cocktail and the prolifera-
tion was observed from day 
of transfection till day 4. The 
experiment was done in 
triplicate and error bar depicts 
standard deviation (S.D.). 
Effect of miR-17 ~ 92 ectopic 
expression on transwell 
migration and invasion of 
cervical cancer cells. B Phase 
contrast microscopy images 
of control and miR-17 ~ 92 
treated SiHa and HeLa cells 
representing the change in 
invasion ability of treated 
cells against their respective 
controls. C Graphical repre-
sentation of invasion assay 
of HeLa and SiHa cells along 
with their respective controls. 
D Images representing the 
migration of miR-17 ~ 92 
treated HeLa and SiHa cells 
along with their respective 
controls. E Graphical repre-
sentation of migration assay 
of HeLa and SiHa cells along 
with their respective control. 8 
different areas were selected 
randomly and number of cells 
invaded and migrated were 
counted. The experiments 
were done in triplicates. Error 
bar depicts standard error 
(S.E.). *p value < 0.05 and ***p 
value < 0.0001
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one, E6 protein apart from affecting other pathways also modulate the expression of miRNA-92 from the cluster and 
increase the proliferation of the infected cells [32]. However, nothing much is known about the mechanism behind 
regulation of cell cycle factors by miR-17 ~ 92 in cervical cancers.

In this study we show that over-expression of miR-17 ~ 92 suppresses the proliferation in cervical cancer cells while 
non-cancerous cells are not much affected. To confirm the tumor suppressor role of miR-17 ~ 92, we performed miRNA 
databases (miRDB, miRWalk etc.) search to identify the potential targets of miR-17 ~ 92 cluster and discovered that 
several miRNAs from cluster indeed suppresses this essential cell cycle factor Cdt2/DTL, which is involved in G1 to 
S phase transition [10, 33, 34] by targeting its 3’UTR (Figure S1). This in-silico information was validated by RT-qPCR, 
where we have confirmed that miR-17 ~ 92 indeed suppresses the mRNA level of Cdt2 both in HPV negative and 
positive cervical cancer cells but there was no suppression in non-cancerous cells (Fig. 2A). On the basis of comple-
mentarity of miRNA seed sequences to the 3’UTR of the target mRNA, miRNAs have the ability to either degrade the 
mRNA or inhibit the translation of protein [18]. Our results indicates that miR-17 ~ 92 might be a natural suppressor 
of Cdt2. Since Cdt2 levels are quite higher in cervical cancer cell lines, overexpression of miR-17 ~ 92 (which itself is 
suppressed in cervical cancer cells) bring back Cdt2 levels to normalcy, which in turn results in inhibition of prolif-
eration of these cancerous cells. This suppressive role of miR-17 ~ 92 in the expression of Cdt2 was supported by the 
downregulation of Cdt2 protein only in cervical cancer cells (Fig. 2B Lane 3–8 and 2C) while not much significant 
change was observed in non-cancerous cells (Fig. 2B Lane 1–2 and 2C). This confirms that suppressive nature of miR-
17 ~ 92 on Cdt2 is specific to cervical cancer cells only (where Cdt2 has been reported to be up-regulated), opening 
up avenue to explore miR-17 ~ 92 as a specific therapeutic candidate for cervical cancer.

Cdt2 is an adapter protein of CRL4 E3 ubiquitin ligase system which leads to the ubiquitin mediated degradation 
of cell cycle pro-apoptotic and onco-suppressor factors p21 and Set8 [10, 11, 35]. miR-17 ~ 92 mediated suppression 
of Cdt2, stabilizes its downstream target Set8 protein (Fig. 3B, C and S4), which is a major cell cycle regulator that 

Fig. 6   miR-17 ~ 92 ectopic 
expression suppresses Cdt2 at 
mRNA level, leading to stabi-
lization of Set8 and decreases 
proliferation and tumorigen-
esis (Created in BioRender.
com)
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licenses DNA replication and promotes efficient DNA repair [7]. It also plays a major role in regulating expression of 
genes critical for S phase progression. Further, it has been established in literature that degradation of Set8 is essential 
for S to M phase transition, hence, increased Set8 level upon ectopic expression of miR-17 ~ 92 in cervical cancer cells 
(SiHa), causes extensive S phase arrest [29] and the cells could not escape into G2/M. The moderate G2/M arrest [12] 
can be characterized by decrease in Cdt2 level upon miR-17 ~ 92 ectopic expression. In contrast to Set8 the level of 
p21 decreases upon miR-17 ~ 92 ectopic expression (Fig. 3B, C and S4) as p21 is also one of the targets of this cluster.

It has been already reported, that in cervical cancer, Cdt2 is upregulated and is responsible for the proliferation, 
re-replication and tumorigenesis [7], therefore suppression of Cdt2 by miR-17 ~ 92 shows significant reduction in 
growth and proliferation of HPV positive cervical cancer cells (Fig. 4C–F) which can be rescued by ectopic expression 
of Cdt2 protein (Fig. 5A). Also, in HPV negative cells (C33A) there is suppression in growth and proliferation, though 
the suppression is not significant enough (Fig. 4G–H). Whereas, in non-cancerous cells (HEK29T), Cdt2 level is not 
suppressed by miR-17 ~ 92 expressions, the growth and proliferation remain unaffected. The other reason for the 
inhibition of growth, in these cells, could be suppression of c-Myc level upon miR-17 ~ 92 expression (Fig. 3D and E). 
miR-17 ~ 92 works in an auto-regulatory loop with c-Myc, where miR-17 ~ 92 suppresses the overly expressed c-Myc, 
turning off its oncogenic signaling [21, 22, 25] leading to suppression of growth in cancerous cells. Additionally, miR-
17 ~ 92 overexpression inhibits the cell migration and invasion ability of cervical cancer cells (Fig. 5B–E) probably by 
inhibiting the proliferation of cells.

Hence, our study for the first time (ever to be reported) proposes that miR-17 ~ 92 cluster act as a tumor suppres-
sor in cervical cancer cells by targeting Cdt2, one of the master regulators of cell cycle and re-replication. Our results 
also confirm, that miR-17 ~ 92 suppresses mRNA of Cdt2 via miRNA induced silencing, leading to inhibition of Cdt2 
protein production. Suppression of Cdt2 protein eventually leads to stabilization of a replication licensing factor Set8 
causing S phase arrest of the cancerous cells. This in turn leads to inhibition of proliferation, invasion and migration 
abilities of the cervical cancer cells (Fig. 6), while there is no such effect on the non-cancerous cells. Our study opens 
up possibilities to explore the potential of using miR-17 ~ 92 towards cervical cancer treatment, which could prove 
to be much cheaper and specific therapeutic option for cervical cancer.

Acknowledgements  The authors are thankful to the Director Prof. A.K. Tripathi, School of Biotechnology, Institute of Science, Banaras Hindu 
University for providing space and facilities to conduct the research. We thank the Central Discovery Center (CDC) for facilitating the chemidoc 
and flow cytometry facility. We are thankful to Department of Biotechnology, Govt. of India for funding Samarendra K Singh (SKS) and Aastha 
Dorata, University Grants Commission (UGC), Govt. of India for funding Garima Singh and the Council of Scientific and Industrial Research 
(CSIR), New Delhi for funding Sonika Kumari Sharma.

Author contributions  GS performed all the major experiments and did data analysis. She was also involved in writing, reviewing and editing of 
the manuscript. Sonika and Aastha helped GS in the experiments and data analysis and were involved in writing and editing of the manuscript. 
SKS was involved in the conceptualization, designing, supervision, writing, critical review and editing of the manuscript.

Funding  The research was funded by Department of Biotechnology (DBT), Govt. of India, RLS grant (BT/RLF/Re-entry/43/2016) and IOE seed 
grant to Samarendra K. Singh. The University Grants Commission (UGC), Govt. of India also supported this research by providing scholarship 
to Garima Singh, the Council of Scientific and Industrial Research (CSIR) by providing scholarship to Sonika Kumari Sharma and Department 
of Biotechnology (DBT) by providing scholarship to Aastha Dorata (M.Sc. Stipend).

Data availability  All data generated or analyzed during the study are included in this article (and its supplementary information files) and also 
available from the corresponding author on reasonable request.

Declarations 

Ethics approval and consent for participation  Not Applicable.

Consent for publication  Not Applicable.

Competing interests  The authors declare no competing interest and have nothing to disclose.

Open Access  This article is licensed under a Creative Commons Attribution 4.0 International License, which permits use, sharing, adapta-
tion, distribution and reproduction in any medium or format, as long as you give appropriate credit to the original author(s) and the source, 
provide a link to the Creative Commons licence, and indicate if changes were made. The images or other third party material in this article 
are included in the article’s Creative Commons licence, unless indicated otherwise in a credit line to the material. If material is not included in 
the article’s Creative Commons licence and your intended use is not permitted by statutory regulation or exceeds the permitted use, you will 
need to obtain permission directly from the copyright holder. To view a copy of this licence, visit http://creativecommons.org/licenses/by/4.0/.

http://creativecommons.org/licenses/by/4.0/


Vol:.(1234567890)

Research	 Discover Oncology          (2023) 14:172  | https://doi.org/10.1007/s12672-023-00775-3

1 3

References

	 1.	 Zhao Y-B, Wang J-H, Chen X-X, Wu Y-Z, Wu Q. Values of three different preoperative regimens in comprehensive treatment for young 
patients with stage Ib2 cervical cancer. Asian Pac J Cancer Prev. 2012;13:1487–9.

	 2.	 Burki TK. Cervical cancer: screening and risk with age. Lancet Oncol. 2014. https://​doi.​org/​10.​1016/​s1470-​2045(14)​70032-4.
	 3.	 Sung H, Ferlay J, Siegel RL, Laversanne M, Soerjomataram I, Jemal A, et al. Global cancer statistics 2020: GLOBOCAN estimates of incidence 

and mortality worldwide for 36 cancers in 185 countries. CA Cancer J Clin. 2021;71:209–49.
	 4.	 Boyer SN, Wazer DE, Band V. E7 protein of human papilloma virus-16 induces degradation of retinoblastoma protein through the ubiquitin-

proteasome pathway. Cancer Res. 1996;56:4620–4.
	 5.	 Münger K, Basile JR, Duensing S, Eichten A, Gonzalez SL, Grace M, et al. Biological activities and molecular targets of the human papil-

lomavirus E7 oncoprotein. Oncogene. 2001;20:7888–98.
	 6.	 Scheffner M, Werness BA, Huibregtse JM, Levine AJ, Howley PM. The E6 oncoprotein encoded by human papillomavirus types 16 and 18 

promotes the degradation of p53. Cell. 1990;63:1129–36.
	 7.	 Kiran S, Dar A, Singh SK, Lee KY, Dutta A. The Deubiquitinase USP46 is essential for proliferation and tumor growth of HPV-transformed 

cancers. Mol Cell. 2018. https://​doi.​org/​10.​1016/j.​molcel.​2018.​09.​019.
	 8.	 Wu X, Yu M, Zhang Z, Leng F, Ma Y, Xie N, et al. DDB2 regulates DNA replication through PCNA-independent degradation of CDT2. Cell 

Biosci. 2021;11:34.
	 9.	 Hofmann JF, Beach D. cdt1 is an essential target of the Cdc10/Sct1 transcription factor: requirement for DNA replication and inhibition 

of mitosis. EMBO J. 1994;13:425–34.
	10.	 Abbas T, Dutta A. CRL4Cdt2: master coordinator of cell cycle progression and genome stability. Cell Cycle. 2011;10:241–9.
	11.	 Havens CG, Walter JC. Mechanism of CRL4(Cdt2), a PCNA-dependent E3 ubiquitin ligase. Genes Dev. 2011;25:1568–82.
	12.	 Sansam CL, Shepard JL, Lai K, Ianari A, Danielian PS, Amsterdam A, et al. DTL/CDT2 is essential for both CDT1 regulation and the early 

G2/M checkpoint. Genes Dev. 2006;20:3117–29.
	13.	 Cohen PA, Jhingran A, Oaknin A, Denny L. Cervical cancer. Lancet. 2019;393:169–82.
	14.	 Parkin DM, Bray F. The burden of HPV-related cancers. Vaccine. 2006;24:S11–25.
	15.	 Sotiropoulou G, Pampalakis G, Lianidou E, Mourelatos Z. Emerging roles of microRNAs as molecular switches in the integrated circuit of 

the cancer cell. RNA. 2009;15:1443–61.
	16.	 van Zandwijk N, Pavlakis N, Kao SC, Linton A, Boyer MJ, Clarke S, et al. Safety and activity of microRNA-loaded minicells in patients with 

recurrent malignant pleural mesothelioma: a first-in-man, phase 1, open-label, dose-escalation study. Lancet Oncol. 2017;18:1386–96.
	17.	 Singh G, Sharma SK, Singh SK. miR-34a negatively regulates cell cycle factor Cdt2/DTL in HPV infected cervical cancer cells. BMC Cancer. 

2022;22:777.
	18.	 Friedman RC, Farh KK-H, Burge CB, Bartel DP. Most mammalian mRNAs are conserved targets of microRNAs. Genome Res. 2009;19:92–105.
	19.	 Ul HM. Micro-RNAs (miRNAs): genomic organisation, biogenesis and mode of action. Cell Tissue Res. 2012;349:405–13.
	20.	 Olena AF, Patton JG. Genomic organization of microRNAs. J Cell Physiol. 2010;222:540–5.
	21.	 Kolenda T, Guglas K, Kopczyńska M, Sobocińska J, Teresiak A, Bliźniak R, et al. Good or not good: role of miR-18a in cancer biology. Rep 

Pract Oncol Radiother J Gt Cancer Cent Pozn Polish Soc Radiat Oncol. 2020;25:808–19.
	22.	 Fuziwara CS, Kimura ET. Insights into regulation of the miR-17-92 cluster of miRNAs in cancer. Front Med. 2015;2:64.
	23.	 Mogilyansky E, Rigoutsos I. The miR-17/92 cluster: a comprehensive update on its genomics, genetics, functions and increasingly impor-

tant and numerous roles in health and disease. Cell Death Differ. 2013;20:1603–14.
	24.	 Ventura A, Young AG, Winslow MM, Lintault L, Meissner A, Erkeland SJ, et al. Targeted deletion reveals essential and overlapping functions 

of the miR-17 through 92 family of miRNA clusters. Cell. 2008;132:875–86.
	25.	 O’Donnell KA, Wentzel EA, Zeller KI, Dang CV, Mendell JT. c-Myc-regulated microRNAs modulate E2F1 expression. Nature. 2005;435:839–43.
	26.	 Lovén J, Zinin N, Wahlström T, Müller I, Brodin P, Fredlund E, et al. MYCN-regulated microRNAs repress estrogen receptor-alpha (ESR1) 

expression and neuronal differentiation in human neuroblastoma. Proc Natl Acad Sci USA. 2010;107:1553–8.
	27.	 de Pontual L, Yao E, Callier P, Faivre L, Drouin V, Cariou S, et al. Germline deletion of the miR-17∼92 cluster causes skeletal and growth 

defects in humans. Nat Genet. 2011;43:1026–30.
	28.	 Singh SK, Singh G, Tiwari K. Curing of Mammalian Cell Lines from Severe Bacterial Contamination. 2020.
	29.	 Jørgensen S, Elvers I, Trelle MB, Menzel T, Eskildsen M, Jensen ON, et al. The histone methyltransferase SET8 is required for S-phase pro-

gression. J Cell Biol. 2007;179:1337–45.
	30.	 Kiran S, Dar A, Singh SK, Lee KY, Dutta A. The Deubiquitinase USP46 is essential for proliferation and tumor growth of HPV-transformed 

cancers. Mol Cell. 2018;72:823-835.e5.
	31.	 Wang X, Tang S, Le S-Y, Lu R, Rader JS, Meyers C, et al. Aberrant expression of oncogenic and tumor-suppressive microRNAs in cervical 

cancer is required for cancer cell growth. PLoS ONE. 2008;3:e2557.
	32.	 Yu Y, Zhang Y, Zhang S. MicroRNA-92 regulates cervical tumorigenesis and its expression is upregulated by human papillomavirus-16 E6 

in cervical cancer cells. Oncol Lett. 2013;6:468–74.
	33.	 Barr AR, Cooper S, Heldt FS, Butera F, Stoy H, Mansfeld J, et al. DNA damage during S-phase mediates the proliferation-quiescence deci-

sion in the subsequent G1 via p21 expression. Nat Commun. 2017;8:14728.
	34.	 Rizzardi LF, Cook JG. Flipping the switch from g1 to s phase with e3 ubiquitin ligases. Genes Cancer. 2012;3:634–48.
	35.	 Jørgensen S, Eskildsen M, Fugger K, Hansen L, Larsen MSY, Kousholt AN, et al. SET8 is degraded via PCNA-coupled CRL4(CDT2) ubiquityla-

tion in S phase and after UV irradiation. J Cell Biol. 2011;192:43–54.

Publisher’s Note  Springer Nature remains neutral with regard to jurisdictional claims in published maps and institutional affiliations.

https://doi.org/10.1016/s1470-2045(14)70032-4
https://doi.org/10.1016/j.molcel.2018.09.019

	miR-17 ~ 92 suppresses proliferation and invasion of cervical cancer cells by inhibiting cell cycle regulator Cdt2
	Abstract
	1 Introduction
	2 Materials and methods
	2.1 Cell lines and media
	2.2 Plasmids and miRNA
	2.3 Cell transfection
	2.4 Cell proliferation assay
	2.5 Western blot analysis
	2.6 Cell invasion assay
	2.7 Migration assay
	2.8 Real time-qPCR
	2.9 Flow cytometry
	2.10 Statistical analysis

	3 Results
	3.1 miR-17 ~ 92 suppresses Cdt2 level in cervical cancer cells
	3.2 miR-17 ~ 92 stabilizes Set8 and blocks cell cycle in the S phase of cervical cancer cells
	3.3 miR-17 ~ 92 suppresses the proliferation of cervical cancer cells
	3.4 Upregulation of miR-17 ~ 92 suppresses both cell migration and invasion of cervical cancer cell lines

	4 Discussion and conclusion
	Acknowledgements 
	Anchor 22
	References


