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Abstract: Traditionally, small molecule-based drug discovery has mainly focused on proteins as the
drug target. Opening RNA as an additional target space for small molecules offers the possibility to
therapeutically modulate disease-driving non-coding RNA targets as well as mRNA of otherwise
undruggable protein targets. MALAT1 is a highly conserved long-noncoding RNA whose overex-
pression correlates with poor overall patient survival in some cancers. We report here a fluorescence
in-situ hybridization-based high-content imaging screen to identify small molecules that modulate
the oncogenic lncRNA MALAT1 in a cellular setting. From a library of FDA approved drugs and
known bioactive molecules, we identified two compounds, including Niclosamide, an FDA-approved
drug, that lead to a rapid decrease of MALAT1 nuclear levels with good potency. Mode-of-action
studies suggest a novel cellular regulatory pathway that impacts MALAT1 lncRNA nuclear levels
by GSK3B activation and the involvement of the RNA modulating family of heterogenous nuclear
ribonucleoproteins (hnRNPs). This study is the basis for the identification of novel targets that lead
to a reduction of the oncogenic lncRNA MALAT1 in a cancer setting.

Keywords: FISH based high-content screening; novel MALAT1 destabilizer; involvement of GSK3B
in MALAT1 regulation

1. Introduction

A large extent of small molecules in the clinic focus on proteins as drug targets.
However, protein coding genes only represent a minority of the transcribed genome.
mRNAs and especially lncRNAs (long non-coding RNAs, i.e., transcripts > 200 nucleotides)
can contain structured regions that may be exploitable for small molecule drug interactions.
Therefore, RNA is viewed as a possible alternative target class for small molecules and
RNA-targeting lead finding approaches have been gaining interest in recent years [1–3].
Harnessing RNA as a drug target would not only open possibilities for so far undruggable
protein targets but would also extend the target space to structural RNA species such as
lncRNAs. Indeed, attempts using antisense oligonucleotides or siRNA illustrates the power
of this approach [1].

In contrast to proteins, in many cases no clear activity has been assigned to structured
regions of lncRNA and it is not clear if the binding to such regions by small molecules
will indeed interfere with lncRNA function. Most approaches for identifying novel RNA
interacting compounds use cell-free systems that do not take RNA-protein interactions
and the cellular context into account and do not monitor the impact of compounds on
RNA stability in living cells. Therefore, novel high-throughput compatible approaches to
monitor RNA stability in response to small molecule treatments are needed [2,4,5].

MALAT1 (metastasis-associated lung adenocarcinoma transcript 1) is a lncRNA con-
sisting of more than 8000 nucleotides [6] and is located in nuclear speckles, where it
regulates splicing and transcription [7]. While MALAT1 is highly conserved among species
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and widely expressed in normal tissues [8], it is overexpressed in several cancers and its
expression correlates with poor overall patient survival [7,9,10]. Accordingly, MALAT1
is considered as a potential anti-cancer drug target. Indeed, several studies have shown
the beneficial role of MALAT1 downregulation on cancer or metastasis progression in
several types of cancer [7,10]. Additionally, MALAT1 is shown to play a potential role
in liver diseases and lung injury [11,12]. Most work on MALAT1 downregulation has
concentrated on approaches which use genetic deletion by nucleases or synthetic oligonu-
cleotides to feed MALAT1 to the targeted RNA-degradation machinery [7]. A 3′ highly
stable triple helix, formed by the expression and nuclear retention element (ENE) and the
A-rich region of MALAT1, is predicted to be responsible for MALAT1′s long half-life time
of 9–12 h [13]. This discovery triggered the identification of the first MALAT1 binders
against this region [14,15]. Furthermore, besides directly targeting MALAT1, aiming at
cellular mechanisms responsible for MALAT1 stabilization could prove to be viable for the
induction of MALAT1 downregulation [7].

To identify compounds and pathways that modulate MALAT1 levels in a cellular set-
ting either by direct binding or by indirectly interfering with factors required for MALAT1
stabilization, we screened a library of compounds with known bioactivity.

For this purpose, we established a protocol for small molecule FISH (fluorescence in
situ hybridization) screening on 384 W microtiter plates and used a probe set of approxi-
mately 20 target-specific oligonucleotide pairs and sequential branched-DNA amplification
to visualize MALAT1 RNA with high specificity and single molecule sensitivity [16]. As
control for compounds acting via general transcription inhibiton, c-myc mRNA was co-
visualized. Using this method, we identified and validated a set of compounds that modify
nuclear MALAT1 levels. Mode-of-action studies suggest a novel cellular regulatory path-
way that regulates MALAT1 lncRNA stability by GSK3B activation and involvement of
heterogenous nuclear ribonucleoproteins (hnRNPs).

2. Results

The long non-coding RNA MALAT1 is upregulated in a variety of cancers and can be
detected in the nucleus of many cancer cells by fluorescent RNA in situ hybridization [16].
As a potential oncogene, it modulates splicing and transcription processes [7]. We set up
a high-content-imaging-based HTS (high-throughput screening)-compatible fluorescence
in situ hybridization assay to identify novel small molecules that modulate MALAT1
lncRNA levels in cancer cells. MALAT1 lncRNA’s half-life has been reported to be around
9–12 h [17] and therefore general transcription inhibitors are expected as a potential hit
class in screens for compounds leading to a reduction in MALAT1 levels, specifically at
longer incubation times. To directly identify and exclude general transcription inhibitors in
the primary screen, c-myc mRNA with a short half-life was used as a secondary FISH stain.
The mRNA transcript of the proto-oncogene c-myc is expected to be localized in single
speckles throughout the cytoplasm [18,19].

To our knowledge, no high-content small molecule screening compatible FISH on
384-well microtiter plates has yet been reported. Therefore, we miniaturized existing
protocols [16,18,20] to 384-well plates. To co-visualize MALAT1 lncRNA together with
c-myc mRNA, we utilized multiplexed fluorescent in situ hybridization using a probe set of
approx. 20 target specific oligonucleotide pairs and sequential branched-DNA amplification
to visualize RNA with high specificity and single molecule sensitivity [16] in Hela and
A549 cells, which have been reported to show detectable levels of MALAT1 [16]. Indeed,
as expected, Hela cells show strong nuclear staining in a speckled pattern for MALAT1
lncRNA and cytoplasmic speckles for c-myc mRNA, while both RNA species showed
similar localization but lower levels in A549 cells (Supplemental Figure S1). Based on
higher experession levels, we chose Hela cells for co-FISH of MALAT1 lncRNA and c-myc
mRNA in further experiments. As the main readout for compound activity, the median
intensity of MALAT1 nuclear stain as well as number of c-myc cytoplasmic speckles was
used (Supplemental Figure S1).
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Next we tested the decline of the MALAT1 lncRNA nuclear levels as well as c-myc
mRNA cytoplasmic speckles after treatment with the transcription inhibitor Triptolide [21].
According to the different reported half-lives of MALAT1 and c-myc, 10 µM Triptolide leads
to a fast and complete elimination of c-myc cytoplasmic granules after 1–3 h incubation
but showed relatively stable levels of MALAT1 even after 6 h of incubation, with a strong
reduction only observed after 24 h of incubation (Figure 1A,B). Therefore, the compound
incubation time for the HTS was set to 6 h to allow for sufficient time to develop effects on
MALAT1 levels, while c-myc was used as a control to directly exclude general transcription
inhibitors and other unspecific hits based on their fast and strong effects as seen on c-myc
cytoplasmic levels.
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Based on this, we screened a library of 1664 known bioactive compounds with n = 4 
at 10 µM (screen concentration and n varies for a small part of the compound collection to
10–100 µM) on 24 384 W microtiter plates with DMSO and 1 µM Triptolide as controls 
(Supplemental Figure S2). Imaging was performed on an automated confocal imaging 
system using a 20× water objective and with four sites per well located around the middle 
of the well, resulting in 36 min imaging time per 384-well plate. Screening was robust over 
the plate set with a mean S/B (signal to background) of 5.9 and a mean RZ’ (robust Z’ 
factor) of 0.78 and low inter-plate variability (c-myc granules per cell, DMSO vs. Triptolide 

Figure 1. (A): Hela stained for MALAT1 lncRNA by fluorescence in-situ hybridization after treatment
with transcription inhibitor Triptolide various times. Nuclei are stained by Hoechst. (B): Hela stained
for c-myc mRNA by fluorescence in-situ hybridization after treatment with transcription inhibitor
Triptolide various times. Nuclei are stained by Hoechst. Quantification of nuclear MALAT1 staining
or c-myc granules per cell shown on the right. Bars show mean with SD. Scale bar ~10 µm.

Based on this, we screened a library of 1664 known bioactive compounds with n = 4
at 10 µM (screen concentration and n varies for a small part of the compound collection
to 10–100 µM) on 24 384 W microtiter plates with DMSO and 1 µM Triptolide as controls
(Supplemental Figure S2). Imaging was performed on an automated confocal imaging
system using a 20×water objective and with four sites per well located around the middle of
the well, resulting in 36 min imaging time per 384-well plate. Screening was robust over the
plate set with a mean S/B (signal to background) of 5.9 and a mean RZ’ (robust Z’ factor) of
0.78 and low inter-plate variability (c-myc granules per cell, DMSO vs. Triptolide controls).
A dataset comprising the results for all compounds on MALAT1 nuclear levels and c-myc
cytoplasmic speckles can be found in the Supplemental Information.

In total, we found 31 compounds that reduced MALAT1 nuclear levels with a robust
Z-score below −3. Seventeen of these also reduced c-myc cytoplasmic speckles with a
robust Z-score of −3 (Figure 2A, marked in red). Indeed, these compounds comprise
known general transcription inhibitors (e.g., Actinomycin D and DNA intercalators) and
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were therefore excluded from the hitlist. Three of the remaining 14 compounds showed a
significant reduction in counted nuclei per well and were therefore also excluded from the
hitlist as they were potentially driven by cytotoxicity (Figure 2B, marked in purple).
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Figure 2. (A): Scatter blot showing robust Z-scores for MALAT1 nuclear staining intensity reduction
on the x-axis and c-myc granule per cell count reduction on the y-axis. Compounds with a robust
Z-score below −3 for MALAT1 and above −3 for c-myc are considered as hits (in green), compounds
with robust Z-scores below −3 for c-myc granule per cell reduction were considered as false positive
hits (red). (B): Scatter blot showing robust Z-scores for MALAT1 nuclear staining intensity reduction
on the x-axis and reduction in nuclear counts (i.e., number of viable cells) on the y-axis. Compounds
with robust Z-scores below −3 for nuclear counts were considered as toxic hits (purple).

In total, 11 compounds showed a significant reduction in MALAT1 nuclear intensity
(median robust Z-score < −3) without displaying strong effects on c-myc cytoplasmic
speckle reduction or nuclear numbers. Interestingly, several hits that are known for inter-
fering with protein homeostasis led to an increase in MALAT1 nuclear intensity without
affecting c-myc cytoplasmic speckles (e.g., proteasome inhibitors MG-132 and Bortezomib),
however these were not followed in the present study (please see supplement for full HTS
data table).

Six potential hit compounds were reordered and retested at 10 µM and 2 h incuba-
tion to validate hits and identify compounds that showed a rapid response on MALAT1
stability. As a control, and to exclude possible false–positive imaging artifacts (e.g., by
autofluorescence or quenching or the compound interfering with the probes or detection
system), the same compounds were tested on pre-fixed cells (i.e., cells fixed with formalde-
hyde before compound addition). Each experiment was repeated three times with similar
results. In every experiment each condition was tested in three independent wells and with
>300 single cells scored per well. Representative results from one experiment are shown in
Figure 3. Of the six tested hits, four showed highly significant effects on nuclear MALAT1
levels at 10 µM and 2 h incubation compared with showing no effects on the pre-fixed cells
(Figures 3A,B and S3).
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Hoechst. Scale bar ~10 µm. (B): Quantification of nuclear MALAT1 staining compared with pre-
fixed cells after 2 h compound addition. Highly significant effects compared to each pre-fixed 
control are detected for four of the compounds. Bars show mean with SD. **** p value < 0.0001; * p 
value < 0.1; NS = not significant. (C): Quantification of nuclear MALAT1 staining after co-treatment 
with 10 µM of the transcription inhibitor Triptolide and 10 µM of HTS hits. Data normalized to 
Triptolide/DMSO control (1). Bars show mean with SD. 

The identified compounds do not act by general interference with RNA expression 
as none of the compounds show strong effects on c-myc speckles in the cytoplasm (Figure
2A and Table 1). To strengthen this notion, we tested all compounds in the background of 
the general transcription inhibitor Triptolide and found that two of the compounds,
Niclosamide and Tyrphostin 9, repeatedly maintained a strong reduction in MALAT1
nuclear intensity, confirming the compound effects being independent of transcriptional 
regulation of MALAT1 (Figure 3C). 

To evaluate compound potency, both hits were tested in dose-response (DR) starting 
at 30 µM and the EC50 for MALAT1 nuclear reduction was determined (three 
independent DR curves with n = 3 per concentration each, 2 h incubation (Table 1), being 
851 nM +/− 193 nM for Niclosamide and 2.16 µM +/− 1.1 µM for Tyrphostin 9). The 
maximum efficacy of the compounds plateaued at ~50% reduction for MALAT1 nuclear 
intensity compared with DMSO controls (Figure 4A).

Figure 3. (A): Hela stained for MALAT1 lncRNA by fluorescence in-situ hybridization after treatment
with DMSO control or HTS hits at 10 µM and 2 h incubation time. Nuclei are stained by Hoechst.
Scale bar ~10 µm. (B): Quantification of nuclear MALAT1 staining compared with pre-fixed cells after
2 h compound addition. Highly significant effects compared to each pre-fixed control are detected
for four of the compounds. Bars show mean with SD. **** p value < 0.0001; * p value < 0.1; ns = not
significant. (C): Quantification of nuclear MALAT1 staining after co-treatment with 10 µM of the
transcription inhibitor Triptolide and 10 µM of HTS hits. Data normalized to Triptolide/DMSO
control (1). Bars show mean with SD.

The identified compounds do not act by general interference with RNA expression as
none of the compounds show strong effects on c-myc speckles in the cytoplasm (Figure 2A
and Table 1). To strengthen this notion, we tested all compounds in the background
of the general transcription inhibitor Triptolide and found that two of the compounds,
Niclosamide and Tyrphostin 9, repeatedly maintained a strong reduction in MALAT1
nuclear intensity, confirming the compound effects being independent of transcriptional
regulation of MALAT1 (Figure 3C).

Table 1. HTS hits.

Compound ID
Robust Z-Score:

MALAT1 Nuclear
Intensity

Robust Z-Score:
c-myc Granules

per Cell

Robust Z-Score:
Nuclear Count

Retest @ 10 µM
and 2 h

EC50
Determination

Niclosamide −5.906422 0.1783263 −2.623441 Strongly active;
>50% reduction 851 nM +/− 193 nM

Tyrphostin 9 −3.908122 1.203798 −1.069688 Strongly active;
>50% reduction 2.16 µM +/− 1.1 µM

FTY720 −5.875497 −2.437235 −0.8817972 active
Diphenyleneiodonium −4.243739 −1.65379 −2.316559 active

Selumetinib
(AZD6244) −6.467096 −0.541567 −1.678847 inactive

LY-294002 −3.060566 1.285709 0.7897846 inactive
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To evaluate compound potency, both hits were tested in dose-response (DR) start-
ing at 30 µM and the EC50 for MALAT1 nuclear reduction was determined (three inde-
pendent DR curves with n = 3 per concentration each, 2 h incubation (Table 1), being
851 nM +/− 193 nM for Niclosamide and 2.16 µM +/− 1.1 µM for Tyrphostin 9). The
maximum efficacy of the compounds plateaued at ~50% reduction for MALAT1 nuclear
intensity compared with DMSO controls (Figure 4A).
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Figure 4. (A): EC50 determination of Niclosamide and Tyrphostin 9 for nuclear MALAT1 staining
reduction after 2h incubation. Data normalized to DMSO control (0). (B): MALAT1 RNA expression
levels relative to DMSO control. GAPDH was used as normalization control. Mean +/− SEM (n = 6).
*** p value < 0.001; ** p value < 0.01.

To confirm these effects by an orthogonal method, we determined MALAT1 levels
by qRT-PCR after Niclosamide or Tyrphostin treatment. Indeed, similar to the effects seen
by FISH, incubation with 10 µM Niclosamide or Tyrphostin led to a ~40–50% reduction in
total MALAT1 levels compared with DMSO control (Figure 4B).

No hints for the direct binding of Niclosamide or Tyrphostin 9 to the isolated MALAT1
ENE—A-rich region could be detected by microscale thermophoresis or surface plasmon
resonance (Supplemental Figure S4). Therefore, we speculated that the identified hits
could act indirectly by modulation of cellular mechanisms that interfere with MALAT1
stability. Niclosamide, as well as several other hits from the hitlist, are reported GSK3B
activators [22–26]. Indeed, by immunofluorescence staining against GSK3B, we found a
significant relocalization of cytoplasmic GSK3B to the nucleus after treatment with either
10µM Niclosamide or 10 µM Tyrphostin 9 (Figure 5A, antibody validated by siRNA in
Supplemental Figure S5A).

Therefore, we tested a possible involvement of GSK3B in the induction of MALAT1
destabilization. For this, we knocked down GSK3B by siRNA for 72 h and measured the
ability of Niclosamide or Tyrphostin 9 to reduce nuclear MALAT1 levels. GSK3B siRNA
efficiently reduced GSK3B levels (Supplemental Figure S5A) and had no effect on cell
viability and significantly prevented reduction in MALAT1 nuclear FISH levels after 2 h
treatment with either 10 µM Niclosamide or Tyrphostin 9 (Figure 5B). Similar results were
obtained with an alternative siRNA targeting GSK3B (Supplemental Figures S5A and S6).
This establishes a role for GSK3B in the modulation of nuclear MALAT1 levels.

GSK3B is a Ser/Thr protein kinase that regulates a myriad of downstream factors and
oncogenic events [27]. A literature search identified several GSK3B targets with possible
links to MALAT1. While β-catenin is one of the major GSK3B targets, CREB has been
shown to potentially directly interact with MALAT1 [28].
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with SD. *** p value < 0.001, **** p value < 0.0001, nuclei are stained by Hoechst, IF against GSK3B. 
One results from two independent experiments with similar outcomes shown. (B): Hela stained for 
MALAT1 lncRNA by fluorescence in-situ hybridization after 72 h siRNA against the indicated target 
followed by 2 h treatment with DMSO control or HTS hits at 10 µM. Nuclei are stained by Hoechst. 
Quantification of nuclear MALAT1 staining after siRNA and compound treatment. GSK3B 
knockdown significantly prevents compound induced reduction of nuclear MALAT1 staining 
intensity. Bars show mean with SD. **** p value < 0.0001. Scale bars ~10 µm. 
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Figure 5. (A): Niclosamide and Tyrphostin 9 lead to nuclear translocation of GSK3B. Example pictures
(6 h incubation) and quantification of GSK3B nuclear to cytoplasmic levels. Bars show mean with SD.
*** p value < 0.001, **** p value < 0.0001, nuclei are stained by Hoechst, IF against GSK3B. One results
from two independent experiments with similar outcomes shown. (B): Hela stained for MALAT1
lncRNA by fluorescence in-situ hybridization after 72 h siRNA against the indicated target followed by
2 h treatment with DMSO control or HTS hits at 10 µM. Nuclei are stained by Hoechst. Quantification
of nuclear MALAT1 staining after siRNA and compound treatment. GSK3B knockdown significantly
prevents compound induced reduction of nuclear MALAT1 staining intensity. Bars show mean with
SD. **** p value < 0.0001. Scale bars ~10 µm.

On the other hand, GSK3B interacts with and regulates the activity of members of RNA
binding proteins of the hnRNP (heterologous nuclear ribonucleoprotein) family [27,29–31]
which in turn have been shown to bind lncNRA and mRNA and regulate RNA stabil-
ity [31,32]. Indeed, AUF1/hnRNP D, as well as hnRNP A2/B1, C, G, H and hnRNP K,
show a direct interaction with MALAT1 [32–38].

To identify factors downstream of GSK3B that could be involved in the modulation of
nuclear MALAT1 levels, we evaluated if the knockdown of selected GSK3B downstream
factors (β-catenin, CREB, selected hnRNPs) prevent the Niclosamide or Tyrphostin 9 in-
duced reduction of nuclear MALAT1 levels. Generally, siRNA led to a robust reduction
of the respective target (Supplemental Figure S5B) and, except for the PLK1 siRNA con-
trol, siRNA treatment was non-toxic and did not lead to significant alterations in cellular
morphology (Figure 6B). Each experiment was repeated three times with similar results. In
every experiment each condition was tested in three independent wells and with >300 sin-
gle cells scored per well. Representative results from one experiment are shown in Figure 6.
While we found a strong and highly significant rescue of nuclear MALAT1 levels after
Niclosamide or Tyrphostin 9 treatment by GSK3B knockdown in all experiments, neither
siRNA against β-catenin nor against CREB prevented the Niclosamide or Tyrphostin 9 me-
diated reduction of nuclear MALAT1 levels (Figure 6A,B). Interestingly, in comparison to
GSK3B knockdown, we found a partial but highly significant prevention of Niclosamide or
Tyrphostin 9 induced reduction of nuclear MALAT1 levels after the knockdown of hnRNPC
and hnRNPK and partially significant effects for the knockdown of AUF1 (Figure 6B).
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GSK3B but not b-Catenin or CREB knockdown significantly prevents compound induced reduction
of nuclear MALAT1 staining intensity. Bars show mean with SD. (B): Hela stained for MALAT1
lncRNA by fluorescence in-situ hybridization after 72 h siRNA against the indicated target followed
by 2 h treatment with DMSO control or HTS hits at 10 µM. Nuclei are stained by Hoechst. Scale bar
~10 µm. Quantification of nuclear MALAT1 staining after siRNA and compound treatment. GSK3B as
well as to a lower extent hnRNPC and hnRNPK knockdown significantly prevent compound induced
reduction of nuclear MALAT1 staining intensity. Bars show mean with SD. **** p value < 0.0001;
* p value < 0.1; ns = not significant.

hnRNPs have been reported to require N6-methyladenosine (m6A) RNA modification
to enable MALAT1 binding [13,35,36], however, we found no strong effect of METTL16
knockdown, a m6A writer known to interact with MALAT1 [39], on MALAT1 nuclear
levels (Figure 6B).

Taken together, the data presented indicates that Niclosamide and Tyrphostin poten-
tially act via the activation of GSK3B and the RNA binding proteins hnRNP K and C, and
to a lesser extent AUF1, to modulate nuclear lncRNA MALAT1 levels.

hnRNPs are known to regulate global RNA levels, and therefore the observed effects
are not likely specific for MALAT1. Indeed, we find similar effects of Niclosamide on the
related lncRNA NEAT1, as well as a rescue of the effects by GSK3B knockdown (Figure 7).
However, in contrast to MALAT1, only hnRNPC, but not AUF1 or hnRNPK, shows signifi-
cant effects on the rescuing of NEAT1 levels after compound treatment (Figure 7), indicating
that while GSK3B affect different lncRNAs, fine-tuning on the level of hnRNPs seems to be
more lncRNA specific.

Niclosamide is being evaluated as an anti-cancer drug (ClinicalTrials.gov; accessed on
18 December 2022). To evaluate cellular effects after prolonged treatment, we incubated
Hela cells with either 10µM Niclosamide or the DMSO control and, by FISH, found a fast
and sustained reduction of nuclear MALAT1 levels over a time-course of 72 h. Importantly,
this was accompanied by a gradual reduction of cell counts, indicating the effectiveness of
Niclosamide as an anti-cancer agent (Figure 8).

ClinicalTrials.gov
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* p value < 0.1; ns = not significant.

Non-Coding RNA 2022, 8, x FOR PEER REVIEW 9 of 15 
 

 

7). However, in contrast to MALAT1, only hnRNPC, but not AUF1 or hnRNPK, shows 
significant effects on the rescuing of NEAT1 levels after compound treatment (Figure 7), 
indicating that while GSK3B affect different lncRNAs, fine-tuning on the level of hnRNPs 
seems to be more lncRNA specific. 

 
Figure 7. Hela stained for NEAT1 lncRNA by fluorescence in-situ hybridization after 72 h siRNA 
against the indicated target followed by 2 h treatment with DMSO control or HTS hits at 10 µM. 
Nuclei are stained by Hoechst. Scale bar ~10 µm. Quantification of nuclear NEAT1 staining after 
siRNA and compound treatment. GSK3B and hnRNPC knockdown significantly prevent com-
pound induced reduction of nuclear NEAT1 staining intensity. Bars show mean with SD. **** p value 
< 0.0001; * p value < 0.1; NS = not significant. 

Niclosamide is being evaluated as an anti-cancer drug (ClinicalTrials.gov). To evalu-
ate cellular effects after prolonged treatment, we incubated Hela cells with either 10µM 
Niclosamide or the DMSO control and, by FISH, found a fast and sustained reduction of 
nuclear MALAT1 levels over a time-course of 72 h. Importantly, this was accompanied by 
a gradual reduction of cell counts, indicating the effectiveness of Niclosamide as an anti-
cancer agent (Figure 8). 

 
Figure 8. (A): Time course of MALAT1 nuclear intensity decrease and (B). effect on nuclear num-
bers. Hela cells were treated with DMSO or 10 µM Niclosamide and MALAT1 was stained by FISH. 
Nuclear MALAT1 levels and number of nuclei per well were determined. Mean of n = 4 per condi-
tion and timepoint with SD as error bars. 

Figure 8. (A): Time course of MALAT1 nuclear intensity decrease and (B). effect on nuclear numbers.
Hela cells were treated with DMSO or 10 µM Niclosamide and MALAT1 was stained by FISH.
Nuclear MALAT1 levels and number of nuclei per well were determined. Mean of n = 4 per condition
and timepoint with SD as error bars.

3. Discussion

MALAT1 is a highly structured oncogenic lncRNA that contains a druggable triple
helix structure on its 3′ end required for its stability [15,40,41]. Furthermore, secondary
modification by m6A in this region can modulate the accessibility of RNA destabilizing
proteins. Specifically, m6A modification seems to alter the local MALAT1 RNA structure
to enhance accessibility for the heterogenous nuclear ribonucleoprotein (hnRNP) C [35].
Accordingly, MALAT1 is a potentially suitable target for small molecules, either by the direct
binding of the structured regions in the lncRNA or by modification of regulatory elements.

To identify novel compounds that modulate nuclear levels of the oncogenic lncRNA
in a cellular setting, we performed what was, to our knowledge, the first reported fluores-
cence in-situ hybridization (FISH)-based high-content small molecule screen on 384-well
microtiter plates and identified several potential GSK3B activators as hits. The involvement
of GSK3B in the regulation of MALAT1 stability was validated by knockdown. Several
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GSK3B downstream factors are potentially linked to MALAT1. Proteasome inhibitors led
to MALAT1 accumulation which pointed us to a possible role of β-catenin, whose stability
and proteasomal degradation is regulated by GSK3B activity. On the other hand, the
transcription factor CREB is regulated by GSK3B and has been shown to directly interact
with MALAT1 in the nucleus [28]. However, neither co-addition of a proteasome inhibitor
(data not shown) nor β-catenin or CREB knockdown by siRNA were able to rescue the
effects of Niclosamide or Tyrphostin 9 on nuclear MALAT1 levels. Instead, we found,
through a focused siRNA screening approach, the heterologous nuclear ribonucleoproteins
hnRNPC and hnRNPK as the first set of potential downstream targets from the hnRNP fam-
ily involved in the regulation of nuclear MALAT1 levels. Knockdown of the hnRNP AUF1,
which has been reported to directly bind to MALAT1 and NEAT1 and to modulate NEAT1
stability [32], had weaker effects in this setting. Knockdown of hnRNPC and hnRNPK,
which have been associated with MALAT1 binding [35,37,38], both show, in comparison
with GSK3B knockdown, partial effects on rescuing MALAT1 levels after Niclosamide or
Tyrphostin 9 treatment. This indicates that MALAT1 levels are potentially regulated by
multiple hnRNPs. On the other hand, NEAT1 levels are sensitive to hnRNPC knockdown,
an association that has not yet been reported, but not to hnRNPK and AUF1 knockdown,
which indicates that different hnRNPs act on different lncRNAs.

While the role of GSK3B in the general regulation of mRNA processing is known [42],
we demonstrate for the first time the role of GSK3B in the regulation of the stability of the
oncogenic lncRNAs MALAT1 and NEAT1.

By nuclear translocation, GSK3B could potentially directly regulate hnRNPs, such as
hnRNPC and hnRNPK, to destabilize nuclear lncRNAs [31,32]. Indeed, a direct interaction
between hnRNPC and hnRNPK and MALAT1 has previously been shown [37,38].

It will be interesting to decipher how exactly GSK3B and hnRNPs interact to modulate
nuclear lncRNAs. One possible mechanism could be that these factors are involved in the
regulation of lncRNA nuclear retention [37,38,43,44]. However, we found no increase in
cytoplasmic MALAT1 staining upon compound treatment (data not shown) and reduc-
tion of total RNA levels by pRT-PCR. hnRNPs could therefore act to directly destabilize
lncRNAs [32,35].

As hnRNP are a large family of proteins with partially overlapping functions, this could
explain the only partial rescue by the hnRNPs, in contrast to GSK3B knockdown, as well
as the differential effects seen on the lncRNAs MALAT1 and NEAT1. N6-methyladenosine
modification of lncRNA seems to facilitate lncRNA-protein interactions and GSK3B activity
seems to play a direct role in m6A RNA modifications [45]. Furthermore, METTL16 has
been reported as binding to MALAT1 [39]. However, initial experiments showed no effect
of METTL16 knockdown on MALAT1 levels after Niclosamide or Tyrphostin 9 treatment.
Nevertheless, the family of N6m writers is large [46] and their activity on RNA is potentially
redundant. Indeed, METTL3 and METTL14 are good candidates for further investigation
as N6M writers for MALAT1 [35]. Therefore, it will be interesting to decipher the exact
roles for all members of the hnRNP family as well as the N6M writers for different lncRNAs
in combinatorial siRNA screens.

In general, MALAT1 is considered as an oncogene in some cancer settings [47] and
therefore small molecules that reduce MALAT1 could be interesting for anti-cancer thera-
pies. We here show that GSK3B activators, such as the oral FDA-approved antihelminthic
Niclosamide, could be used to lower oncogenic MALAT1 levels.

Indeed, Niclosamide is currently under investigation for the treatment of cancer
in several clinical trials (ClinicalTrials.gov; accessed on 18 December 2022). However,
Niclosamide has a broad range of functions [48] and GSK3B is a central metabolic regulator,
being a suboptimal target for compounds with selective activity against MALAT1. There-
fore, both have the high potential for unwanted off-target effects in a systemic therapy
setting. Indeed, it will be interesting to uncover the range of the transcriptome regulated in
response to Niclosamide or Tyrphostin 9 by deep sequencing. Therefore, the identification
of the pathways downstream of GSK3B, such as the potential role and interplay of different
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hnRNP family members and N6A writers, will give rise to more targeted therapy options
to reduce nuclear MALAT1 levels.

4. Materials and Methods
4.1. Cell Culture

Hela and A549 cell lines were obtained from tebu-bio or biomol. Both cell lines were
cultured in RPMI1640 Medium (Gibco #21875-034 with 10% FBS (Biochrom #S0615) and
1% Penicillin–Streptomycin (Sigma Aldrich #P0781). Cells were maintained at 37 ◦C in a
5% CO2 and 95% air incubator. For passaging and seeding, cells were washed with DPBS
(Gibco #14190-094) and trypsinized (TrypleE Gibco #12604-013). For fluorescence in situ
hybridization experiments, cells were plated on 384W microtiter plates (Perkin Elmer Cell
Carrier Ultra #6057308). Cells were fixed and permeabilized using ViewRNA Cell Plus
Fixation/Permeabilization Solution for 30 min at room temperature, washed once with PBS
containing RNase inhibitor and RNA was fixed with RNA-Fixation solution for 1 h at room
temperature, followed by washing with PBS containing RNAase inhibitor and optional
storage over night in the fridge, all according to the manufacturer’s protocol with adapted
volumes for 384 W plates (20 µL/well for washing steps, 15 µL/well for Incubation steps).
For time course experiments, cells for all time points were plated together and successively
treated with 10 µM Niclosamide at a given timepoint before fixation and FISH staining.

4.2. Fluorescence-In-Situ-Hybridization (FISH)

A file containing information according to MISFISHIE [49] can be found in the
Supplemental Materials. For FISH, a protocol following the ViewRNATM Cell Plus Assay
Kit (Thermo Fisher Scientific #88-19000-99) with probes against MALAT1 and c-myc or
NEAT1 (ViewRNATM Probe Sets (MALAT1: VA4-10912; c-myc: VA1-6000107; NEAT1: VA6-
14476)) was used. Fixed and permeabilized cells were hybridized in ViewRNA Cell Plus
probe solution containing probes against MALAT1 and c-myc or MALAT1 and NEAT1
for 2 h at 40 C, followed by two wash steps with ViewRNA Cell Plus RNA wash buffer.
For signal amplification, the ViewRNA cell plus pre-amplifier solution was added and
incubated for 1 h at 40 C, followed by two wash steps using ViewRNA Cell Plus RNA wash
buffer and incubation for 1h at 40 C with ViewRNA cell plus amplifier solution. After two
wash steps with ViewRNA Cell Plus RNA wash buffer, ViewRNA Cell Plus label probe
mix was added and incubated for 1 h at 40 C. Cells were washed twice with ViewRNA Cell
Plus RNA wash buffer followed by incubation with Hoechst (Biotium #40046, 10 mg/mL;
1:5000) in PBS for 30 min at room temperature. After washing with PBS, PBS was added
and the plate was imaged on an Opera Phenix confocal imaging system.

For quantification, MetaXpress or Harmony software were used. Generally, nuclei
were identified by Hoechst staining and mean nuclear intensity per cell or granules per cell
were determined.

4.3. Immunofluorescence

After fixation with ice-cold Methanol, cells were blocked with 1% BSA for 1 h. Mouse
anti-human GSK3B (Invitrogen MA5-15597) was used as a primary antibody at 1:500
dilution and after over night incubation and washing, an appropriate secondary antibody
conjugated with Alexa Fluor 488 (Jackson ImmunoResearch) was used. Cell nuclei were
stained with Hoechst (Life Technologies). Images were acquired on an Phenix confocal
spinning disc microscope system (PerkinElmer, Waltham, MA, USA) with a 20× or 40×
water objective. Quantification was carried out using Harmony (PerkinElmer, Waltham,
MA, USA) and MetaXpress software (Molecular Devices).

4.4. qRT-PCR

Total RNA was isolated from cells using RNeasy Plus Mini Kit (Qiagen, Hilden, Ger-
many) and reverse-transcribed with the RevertAid H Minus First Strand cDNA Synthesis
Kit (Thermo Fisher, Waltham, MA, USA) according to the manufacturer’s instructions.
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To measure the expression levels of target genes, sample concentrations were adjusted to
5 ng/µL cDNA and mixed with specific TaqMan Gene Expression Primer (Thermo Fisher,
Waltham, MA, USA) and TaqMan Fast Advanced Master Mix (Thermo Fisher, Waltham,
MA, USA). Real-time quantification was performed in triplicates on a MicroAmp optical
384-well reaction plate (ThermoFisher) using a QuantStudio 7 Flex System (ThermoFisher).
Relative mRNA levels were calculated to the mean of reference gene GAPDH.

4.5. Imaging and Image and Data Analysis

Images were acquired using the automated confocal microscopy system Opera Phenix
(Perkin Elmer, #HH14001000) and either 20× or 40× water objectives. Image analysis and
quantification was carried out with the Harmony (PerkinElmer, Waltham, MA, USA) or
MetaXpress software (Molecular Devices) using custom-written scripts. Briefly, nuclei and
cytoplasm were detected by Hoechst staining, the number of nuclei were counted per well
and the intensity of the FISH signals was quantified as a mean in the region of the nuclei
and cytoplasm. For c-myc quantification, c-myc granules were detected as granules per
cell. Data was analyzed in Genedata Screener (Genedata, Basel, Switzerland) or Prism
(Graphpad, San Diego, CA, USA).

4.6. High Throughput Screen

FDA approved and bioactive compound collections comprising 1664 compounds
(Enzo FDA approved drug library; #BML-2843 and Enzo known bioactive library; #BML-
2840; mainly at 10 mM in DMSO) were transferred to 384W daughter plates with n = 4 wells
per compound. Using a Hummingwell (Analytik Jena), 50nl of compound was transferred
to a 384 W screening compound plate (Greiner Bio One, #784075) and stored at -20 C. Hela
cells were plated as 2000 cells per 384 W in 20 µL medium using a Muldtidrop Combi
(Thermo Fisher) and incubated over night. On the day of the screen, screening compound
plates were thawed and diluted in 25 µL full cell culture medium by use of a Multidrop
Combi (Thermo Fisher) and 20 µL were transferred by CyBio-Well (Analytik Jena) to the
cell containing plates and incubated for 6h, after which cells were fixed, permeabilized and
stained by FISH (see above). Imaging was performed on an automated Opera System using
a 20× water objective and imaging of 4 sites per well located around the middle of the well.
Data was analyzed in Genedata Screener (Genedata AG). For robust Z-score computation,
the median of the measured signal values of the neutral control (DMSO treated cells) on
a plate was subtracted from the measured raw value of a well and divided by the robust
standard deviation of the measured signal values of the neutral control (DMSO) wells
on a plate.

4.7. siRNA Transfection

For silencing, the following oligonucleotides were used (all Horizon/Dharmacon OnTar-
getPlus siRNA): bCatenin: #L-003482-00-0005; GSK3B: #L-003010-00-0005; CREB: #L-003619-
00-0005; HNRNPD: #L-004079-00-0005; HNRNPK: #L-011692-00-0005; HNRNPC: #L-011869-
03-0005; METTL16: #L-016359-02-0005; non-targeting control: #D-001810-10-05. Alternative
GSK3B siRNA: Ambion Silencer Select pre-designed siRNA against GSK3B (siRNA ID: s6241).
The siRNAs were transfected by reverse transfection at a final concentration of 10nM using
RNAiMAX (Invitrogen #13778-150) according to manufacturer’s protocol.

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/ncrna9010002/s1, information on FISH according to MISFISHIE,
raw HTS data table, Supplementary Material and Methods.

Author Contributions: N.Z. Investigation, formal analysis, visualization, writing—original draft; L.F.
Investigation, writing—original draft; S.R. investigation, visualization; J.K. Investigation; H.M. For-
mal analysis, writing—original draft, project administration; D.N. Formal analysis, writing—original
draft, project administration; A.K.C.U. Formal analysis, writing—original draft, project administra-
tion; B.B. Project administration, supervision; P.S. Conceptualization, supervision, formal analysis,

https://www.mdpi.com/article/10.3390/ncrna9010002/s1
https://www.mdpi.com/article/10.3390/ncrna9010002/s1


Non-Coding RNA 2023, 9, 2 13 of 15

writing—original draft, writing—review and editing; All authors have read and agreed to the pub-
lished version of the manuscript.

Funding: This research received no external funding.

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: Primary HTS data can be found in the Supplement.

Acknowledgments: The authors would like to thank Pierre Neveu and Stefanie Bunse for
helpful discussions.

Conflicts of Interest: All authors are employees of Nuvisan ICB GmbH.

References
1. Warner, K.D.; Hajdin, C.E.; Weeks, K.M. Principles for Targeting RNA with Drug-like Small Molecules. Nat. Rev. Drug Discov.

2018, 17, 547–558. [CrossRef] [PubMed]
2. Falese, J.P.; Donlic, A.; Hargrove, A.E. Targeting RNA with Small Molecules: From Fundamental Principles towards the Clinic.

Chem. Soc. Rev. 2021, 50, 2224–2243. [CrossRef] [PubMed]
3. Childs-Disney, J.L.; Yang, X.; Gibaut, Q.M.R.; Tong, Y.; Batey, R.T.; Disney, M.D. Targeting RNA Structures with Small Molecules.

Nat. Rev. Drug Discov. 2022, 21, 736–762. [CrossRef]
4. Zhao, R.; Fu, J.; Zhu, L.; Chen, Y.; Liu, B. Designing Strategies of Small-Molecule Compounds for Modulating Non-Coding RNAs

in Cancer Therapy. J. Hematol. Oncol. 2022, 15, 14. [CrossRef]
5. Raj, A.; Rinn, J.L. Illuminating Genomic Dark Matter with RNA Imaging. Cold Spring Harb. Perspect. Biol. 2019, 11, a032094.

[CrossRef] [PubMed]
6. Ji, P.; Diederichs, S.; Wang, W.; Böing, S.; Metzger, R.; Schneider, P.M.; Tidow, N.; Brandt, B.; Buerger, H.; Bulk, E.; et al. MALAT-1,

a Novel Noncoding RNA, and Thymosin Beta4 Predict Metastasis and Survival in Early-Stage Non-Small Cell Lung Cancer.
Oncogene 2003, 22, 8031–8041. [CrossRef]

7. Amodio, N.; Raimondi, L.; Juli, G.; Stamato, M.A.; Caracciolo, D.; Tagliaferri, P.; Tassone, P. MALAT1: A Druggable Long
Non-Coding RNA for Targeted Anti-Cancer Approaches. J. Hematol. Oncol. 2018, 11, 63. [CrossRef] [PubMed]

8. Hutchinson, J.N.; Ensminger, A.W.; Clemson, C.M.; Lynch, C.R.; Lawrence, J.B.; Chess, A. A Screen for Nuclear Transcripts
Identifies Two Linked Noncoding RNAs Associated with SC35 Splicing Domains. BMC Genom. 2007, 8, 39. [CrossRef]

9. Goyal, B.; Yadav, S.R.M.; Awasthee, N.; Gupta, S.; Kunnumakkara, A.B.; Gupta, S.C. Diagnostic, Prognostic, and Therapeutic
Significance of Long Non-Coding RNA MALAT1 in Cancer. Biochim. Biophys. Acta Rev. Cancer 2021, 1875, 188502. [CrossRef]

10. Liu, S.J.; Dang, H.X.; Lim, D.A.; Feng, F.Y.; Maher, C.A. Long Noncoding RNAs in Cancer Metastasis. Nat. Rev. Cancer 2021, 21,
446–460. [CrossRef]

11. Lu, J.; Guo, J.; Liu, J.; Mao, X.; Xu, K. Long Non-Coding RNA MALAT1: A Key Player in Liver Diseases. Front. Med. 2021,
8, 734643. [CrossRef] [PubMed]

12. Cui, H.; Banerjee, S.; Guo, S.; Xie, N.; Ge, J.; Jiang, D.; Zörnig, M.; Thannickal, V.J.; Liu, G. Long Noncoding RNA Malat1 Regulates
Differential Activation of Macrophages and Response to Lung Injury. JCI Insight 2019, 4, 124522. [CrossRef] [PubMed]

13. Brown, J.A.; Bulkley, D.; Wang, J.; Valenstein, M.L.; Yario, T.A.; Steitz, T.A.; Steitz, J.A. Structural Insights into the Stabilization of
MALAT1 Noncoding RNA by a Bipartite Triple Helix. Nat. Struct. Mol. Biol. 2014, 21, 633–640. [CrossRef]

14. Donlic, A.; Morgan, B.S.; Xu, J.L.; Liu, A.; Roble, C.; Hargrove, A.E. Discovery of Small Molecule Ligands for MALAT1 by Tuning
an RNA-Binding Scaffold. Angew. Chem. Int. Ed. Engl. 2018, 57, 13242–13247. [CrossRef] [PubMed]

15. Abulwerdi, F.A.; Xu, W.; Ageeli, A.A.; Yonkunas, M.J.; Arun, G.; Nam, H.; Schneekloth, J.S.; Dayie, T.K.; Spector, D.; Baird,
N.; et al. Selective Small-Molecule Targeting of a Triple Helix Encoded by the Long Noncoding RNA, MALAT1. ACS Chem. Biol.
2019, 14, 223–235. [CrossRef]

16. Soares, R.J.; Maglieri, G.; Gutschner, T.; Diederichs, S.; Lund, A.H.; Nielsen, B.S.; Holmstrøm, K. Evaluation of Fluorescence in
Situ Hybridization Techniques to Study Long Non-Coding RNA Expression in Cultured Cells. Nucleic Acids Res. 2018, 46, e4.
[CrossRef]

17. Tani, H.; Nakamura, Y.; Ijiri, K.; Akimitsu, N. Stability of MALAT-1, a Nuclear Long Non-Coding RNA in Mammalian Cells,
Varies in Various Cancer Cells. Drug Discov. 2010, 4, 235–239.

18. Coassin, S.R.; Orjalo, A.V.; Semaan, S.J.; Johansson, H.E. Simultaneous Detection of Nuclear and Cytoplasmic RNA Variants
Utilizing Stellaris® RNA Fluorescence in Situ Hybridization in Adherent Cells. Methods Mol. Biol. 2014, 1211, 189–199. [CrossRef]

19. Orjalo, A.; Johansson, H.E. Duplex Imaging of Pre-LncRNAs and Mature LncRNAs by Stellaris® RNA Fluorescence in Situ
Hybridization (RNA FISH). Available online: https://biosearchassets.blob.core.windows.net/assets/poster_duplex_imaging_
prelncRNA_matureIncRNAs.pdf (accessed on 6 October 2022).

20. Querido, E.; Dekakra-Bellili, L.; Chartrand, P. RNA Fluorescence in Situ Hybridization for High-Content Screening. Methods 2017,
126, 149–155. [CrossRef]

http://doi.org/10.1038/nrd.2018.93
http://www.ncbi.nlm.nih.gov/pubmed/29977051
http://doi.org/10.1039/D0CS01261K
http://www.ncbi.nlm.nih.gov/pubmed/33458725
http://doi.org/10.1038/s41573-022-00521-4
http://doi.org/10.1186/s13045-022-01230-6
http://doi.org/10.1101/cshperspect.a032094
http://www.ncbi.nlm.nih.gov/pubmed/31043413
http://doi.org/10.1038/sj.onc.1206928
http://doi.org/10.1186/s13045-018-0606-4
http://www.ncbi.nlm.nih.gov/pubmed/29739426
http://doi.org/10.1186/1471-2164-8-39
http://doi.org/10.1016/j.bbcan.2021.188502
http://doi.org/10.1038/s41568-021-00353-1
http://doi.org/10.3389/fmed.2021.734643
http://www.ncbi.nlm.nih.gov/pubmed/35145971
http://doi.org/10.1172/jci.insight.124522
http://www.ncbi.nlm.nih.gov/pubmed/30676324
http://doi.org/10.1038/nsmb.2844
http://doi.org/10.1002/anie.201808823
http://www.ncbi.nlm.nih.gov/pubmed/30134013
http://doi.org/10.1021/acschembio.8b00807
http://doi.org/10.1093/nar/gkx946
http://doi.org/10.1007/978-1-4939-1459-3_15
https://biosearchassets.blob.core.windows.net/assets/poster_duplex_imaging_prelncRNA_matureIncRNAs.pdf
https://biosearchassets.blob.core.windows.net/assets/poster_duplex_imaging_prelncRNA_matureIncRNAs.pdf
http://doi.org/10.1016/j.ymeth.2017.07.005


Non-Coding RNA 2023, 9, 2 14 of 15

21. Bensaude, O. Inhibiting Eukaryotic Transcription: Which Compound to Choose? How to Evaluate Its Activity? Transcription 2011,
2, 103–108. [CrossRef]

22. Ahn, S.Y.; Yang, J.H.; Kim, N.H.; Lee, K.; Cha, Y.H.; Yun, J.S.; Kang, H.E.; Lee, Y.; Choi, J.; Kim, H.S.; et al. Anti-Helminthic
Niclosamide Inhibits Ras-Driven Oncogenic Transformation via Activation of GSK-3. Oncotarget 2017, 8, 31856–31863. [CrossRef]
[PubMed]

23. Ahn, S.Y.; Kim, N.H.; Lee, K.; Cha, Y.H.; Yang, J.H.; Cha, S.Y.; Cho, E.S.; Lee, Y.; Cha, J.S.; Cho, H.S.; et al. Niclosamide Is a
Potential Therapeutic for Familial Adenomatosis Polyposis by Disrupting Axin-GSK3 Interaction. Oncotarget 2017, 8, 31842–31855.
[CrossRef] [PubMed]

24. Mazzola, M.A.; Raheja, R.; Murugaiyan, G.; Rajabi, H.; Kumar, D.; Pertel, T.; Regev, K.; Griffin, R.; Aly, L.; Kivisakk, P.; et al.
Identification of a Novel Mechanism of Action of Fingolimod (FTY720) on Human Effector T Cell Function through TCF-1
Upregulation. J. Neuroinflamm. 2015, 12, 245. [CrossRef]

25. Scarpa, M.; Singh, P.; Bailey, C.M.; Lee, J.K.; Kapoor, S.; Lapidus, R.G.; Niyongere, S.; Sangodkar, J.; Wang, Y.; Perrotti, D.; et al.
PP2A-Activating Drugs Enhance FLT3 Inhibitor Efficacy through AKT Inhibition-Dependent GSK-3β-Mediated c-Myc and Pim-1
Proteasomal Degradation. Mol. Cancer 2021, 20, 676–690. [CrossRef] [PubMed]

26. Guo, Y.; Zhu, H.; Xiao, Y.; Guo, H.; Lin, M.; Yuan, Z.; Yang, X.; Huang, Y.; Zhang, Q.; Bai, Y. The Anthelmintic Drug Niclosamide
Induces GSK-β-Mediated β-Catenin Degradation to Potentiate Gemcitabine Activity, Reduce Immune Evasion Ability and
Suppress Pancreatic Cancer Progression. Cell Death Dis. 2022, 13, 112. [CrossRef]

27. Stamos, J.L.; Chu, M.L.-H.; Enos, M.D.; Shah, N.; Weis, W.I. Structural Basis of GSK-3 Inhibition by N-Terminal Phosphorylation
and by the Wnt Receptor LRP6. eLife 2014, 3, e01998. [CrossRef]

28. Yao, J.; Wang, X.-Q.; Li, Y.-J.; Shan, K.; Yang, H.; Wang, Y.-N.-Z.; Yao, M.-D.; Liu, C.; Li, X.-M.; Shen, Y.; et al. Long Non-Coding
RNA MALAT1 Regulates Retinal Neurodegeneration through CREB Signaling. EMBO Mol. Med. 2016, 8, 346–362. [CrossRef]

29. Fan, X.; Xiong, H.; Wei, J.; Gao, X.; Feng, Y.; Liu, X.; Zhang, G.; He, Q.-Y.; Xu, J.; Liu, L. Cytoplasmic HnRNPK Interacts with
GSK3β and Is Essential for the Osteoclast Differentiation. Sci. Rep. 2015, 5, 17732. [CrossRef]

30. Tolnay, M.; Juang, Y.-T.; Tsokos, G.C. Protein Kinase A Enhances, Whereas Glycogen Synthase Kinase-3 Beta Inhibits, the
Activity of the Exon 2-Encoded Transactivator Domain of Heterogeneous Nuclear Ribonucleoprotein D in a Hierarchical Fashion.
Biochem. J. 2002, 363, 127–136. [CrossRef]

31. Wilson, G.M.; Lu, J.; Sutphen, K.; Suarez, Y.; Sinha, S.; Brewer, B.; Villanueva-Feliciano, E.C.; Ysla, R.M.; Charles, S.; Brewer, G.
Phosphorylation of P40AUF1 Regulates Binding to A + U-Rich MRNA-Destabilizing Elements and Protein-Induced Changes in
Ribonucleoprotein Structure. J. Biol. Chem. 2003, 278, 33039–33048. [CrossRef]

32. Yoon, J.-H.; De, S.; Srikantan, S.; Abdelmohsen, K.; Grammatikakis, I.; Kim, J.; Kim, K.M.; Noh, J.H.; White, E.J.F.; Martindale,
J.L.; et al. PAR-CLIP Analysis Uncovers AUF1 Impact on Target RNA Fate and Genome Integrity. Nat. Commun. 2014, 5, 5248.
[CrossRef] [PubMed]

33. Scherer, M.; Levin, M.; Butter, F.; Scheibe, M. Quantitative Proteomics to Identify Nuclear RNA-Binding Proteins of Malat1. Int. J.
Mol. Sci. 2020, 21, 1166. [CrossRef] [PubMed]

34. Chen, R.; Liu, Y.; Zhuang, H.; Yang, B.; Hei, K.; Xiao, M.; Hou, C.; Gao, H.; Zhang, X.; Jia, C.; et al. Quantitative Proteomics
Reveals That Long Non-Coding RNA MALAT1 Interacts with DBC1 to Regulate P53 Acetylation. Nucleic Acids Res. 2017, 45,
9947–9959. [CrossRef] [PubMed]

35. Liu, N.; Dai, Q.; Zheng, G.; He, C.; Parisien, M.; Pan, T. N6-Methyladenosine-Dependent RNA Structural Switches Regulate
RNA-Protein Interactions. Nature 2015, 518, 560–564. [CrossRef]

36. Liu, N.; Zhou, K.I.; Parisien, M.; Dai, Q.; Diatchenko, L.; Pan, T. N6-Methyladenosine Alters RNA Structure to Regulate Binding
of a Low-Complexity Protein. Nucleic Acids Res. 2017, 45, 6051–6063. [CrossRef]

37. Yang, F.; Yi, F.; Han, X.; Du, Q.; Liang, Z. MALAT-1 Interacts with HnRNP C in Cell Cycle Regulation. FEBS Lett. 2013, 587,
3175–3181. [CrossRef]

38. Nguyen, T.M.; Kabotyanski, E.B.; Reineke, L.C.; Shao, J.; Xiong, F.; Lee, J.-H.; Dubrulle, J.; Johnson, H.; Stossi, F.; Tsoi, P.S.; et al.
The SINEB1 Element in the Long Non-Coding RNA Malat1 Is Necessary for TDP-43 Proteostasis. Nucleic Acids Res. 2020, 48,
2621–2642. [CrossRef]

39. Brown, J.A.; Kinzig, C.G.; DeGregorio, S.J.; Steitz, J.A. Methyltransferase-like Protein 16 Binds the 3′-Terminal Triple Helix of
MALAT1 Long Noncoding RNA. Proc. Natl. Acad. Sci. USA 2016, 113, 14013–14018. [CrossRef]

40. Wilusz, J.E.; JnBaptiste, C.K.; Lu, L.Y.; Kuhn, C.-D.; Joshua-Tor, L.; Sharp, P.A. A Triple Helix Stabilizes the 3′ Ends of Long
Noncoding RNAs That Lack Poly(A) Tails. Genes Dev. 2012, 26, 2392–2407. [CrossRef]

41. Ageeli, A.A.; McGovern-Gooch, K.R.; Kaminska, M.M.; Baird, N.J. Finely Tuned Conformational Dynamics Regulate the Protective
Function of the LncRNA MALAT1 Triple Helix. Nucleic Acids Res. 2019, 47, 1468–1481. [CrossRef]

42. Liu, X.; Klein, P.S. Glycogen Synthase Kinase-3 and Alternative Splicing. WIREs RNA 2018, 9, e1501. [CrossRef] [PubMed]
43. Piñol-Roma, S.; Dreyfuss, G. HnRNP Proteins:Localization and Transport between the Nucleus and the Cytoplasm. Trends Cell

Biol. 1993, 3, 151–155. [CrossRef]
44. Geuens, T.; Bouhy, D.; Timmerman, V. The HnRNP Family: Insights into Their Role in Health and Disease. Hum. Genet. 2016, 135,

851–867. [CrossRef]

http://doi.org/10.4161/trns.2.3.16172
http://doi.org/10.18632/oncotarget.16255
http://www.ncbi.nlm.nih.gov/pubmed/28418865
http://doi.org/10.18632/oncotarget.16252
http://www.ncbi.nlm.nih.gov/pubmed/28418862
http://doi.org/10.1186/s12974-015-0460-z
http://doi.org/10.1158/1535-7163.MCT-20-0663
http://www.ncbi.nlm.nih.gov/pubmed/33568357
http://doi.org/10.1038/s41419-022-04573-7
http://doi.org/10.7554/eLife.01998
http://doi.org/10.15252/emmm.201505725
http://doi.org/10.1038/srep17732
http://doi.org/10.1042/bj3630127
http://doi.org/10.1074/jbc.M305775200
http://doi.org/10.1038/ncomms6248
http://www.ncbi.nlm.nih.gov/pubmed/25366541
http://doi.org/10.3390/ijms21031166
http://www.ncbi.nlm.nih.gov/pubmed/32050583
http://doi.org/10.1093/nar/gkx600
http://www.ncbi.nlm.nih.gov/pubmed/28973437
http://doi.org/10.1038/nature14234
http://doi.org/10.1093/nar/gkx141
http://doi.org/10.1016/j.febslet.2013.07.048
http://doi.org/10.1093/nar/gkz1176
http://doi.org/10.1073/pnas.1614759113
http://doi.org/10.1101/gad.204438.112
http://doi.org/10.1093/nar/gky1171
http://doi.org/10.1002/wrna.1501
http://www.ncbi.nlm.nih.gov/pubmed/30118183
http://doi.org/10.1016/0962-8924(93)90135-N
http://doi.org/10.1007/s00439-016-1683-5


Non-Coding RNA 2023, 9, 2 15 of 15

45. Faulds, K.J.; Egelston, J.N.; Sedivy, L.J.; Mitchell, M.K.; Garimella, S.; Kozlowski, H.; D’Alessandro, A.; Hansen, K.C.; Balsbaugh,
J.L.; Phiel, C.J. Glycogen Synthase Kinase-3 (GSK-3) Activity Regulates MRNA Methylation in Mouse Embryonic Stem Cells.
J. Biol. Chem. 2018, 293, 10731–10743. [CrossRef] [PubMed]

46. Meyer, K.D.; Jaffrey, S.R. The Dynamic Epitranscriptome: N6-Methyladenosine and Gene Expression Control. Nat. Rev. Mol. Cell
Biol. 2014, 15, 313–326. [CrossRef] [PubMed]

47. Chen, Q.; Zhu, C.; Jin, Y. The Oncogenic and Tumor Suppressive Functions of the Long Noncoding RNA MALAT1: An Emerging
Controversy. Front. Genet. 2020, 11, 93. [CrossRef] [PubMed]

48. Chen, W.; Mook, R.A.; Premont, R.T.; Wang, J. Niclosamide: Beyond an Antihelminthic Drug. Cell. Signal. 2018, 41, 89–96.
[CrossRef]

49. Deutsch, E.W.; Ball, C.A.; Berman, J.J.; Bova, G.S.; Brazma, A.; Bumgarner, R.E.; Campbell, D.; Causton, H.C.; Christiansen,
J.H.; Daian, F.; et al. Minimum Information Specification for in Situ Hybridization and Immunohistochemistry Experiments
(MISFISHIE). Nat. Biotechnol. 2008, 26, 305–312. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

http://doi.org/10.1074/jbc.RA117.001298
http://www.ncbi.nlm.nih.gov/pubmed/29777057
http://doi.org/10.1038/nrm3785
http://www.ncbi.nlm.nih.gov/pubmed/24713629
http://doi.org/10.3389/fgene.2020.00093
http://www.ncbi.nlm.nih.gov/pubmed/32174966
http://doi.org/10.1016/j.cellsig.2017.04.001
http://doi.org/10.1038/nbt1391

	Introduction 
	Results 
	Discussion 
	Materials and Methods 
	Cell Culture 
	Fluorescence-In-Situ-Hybridization (FISH) 
	Immunofluorescence 
	qRT-PCR 
	Imaging and Image and Data Analysis 
	High Throughput Screen 
	siRNA Transfection 

	References

