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Abstract: N(’A—methyladenosine (m®A) post-transcriptional modification, the most abundant internal
RNA modification, is catalyzed by the METTL3-14 methyltransferase complex. Recently, attention
has been drawn to the METTL3-14 complex regarding its significant roles in the pathogenesis of
acute myeloid leukemia (AML), attracting the potential of novel therapeutic targets for the disease.
Herein, we report the identification and characterization of eltrombopag as a selective allosteric
inhibitor of the METTL3-14 complex. Eltrombopag exhibited selective inhibitory activity in the most
active catalytic form of the METTL3-14 complex by direct binding, and the mechanism of inhibition
was confirmed as a noncompetitive inhibition by interacting at a putative allosteric binding site
in METTL3, which was predicted by cavity search and molecular docking studies. At a cellular
level, eltrombopag displayed anti-proliferative effects in the relevant AML cell line, MOLM-13, in
correlation with a reduction in m®A levels. Molecular mechanism studies of eltrombopag using m®A-
seq analysis provided further evidence of its cellular function by determining the hypomethylation
of leukemogenic genes in eltrombopag-treated MOLM-13 cells and the overlapping of the pattern
with those of METTL3-knockdown MOLM-13 cells. In conclusion, eltrombopag was first disclosed
as a functional METTL3-14 allosteric inhibitor in AML cells, which could be utilized for the further
development of novel anti-AML therapy.
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1. Introduction

Of the over 170 RNA modifications occurring in diverse cell systems, N®-methyladenosine
(m®A) is the most prevalent and abundant internal modification of particular mRNAs in
the long exon and 3’ untranslated region (3’ UTR) near the stop codon of mRNA with
the consensus sequence RRACH (R=A or G, H= A, C or U) [1-4]. The mechanisms and
functions of this modification have been recently explored, revealing regulatory functions
in the fate of mRNA by affecting its nuclear export, splicing, stability, and translation
efficiency [5-7]. Consequently, the m® A modification turned out to be closely involved in
multiple biological processes, including self-renewal, development, metabolism, home-
ostasis, and immunity [8-13]. As the components play various roles in m® A modification,
the N6—methy1transferase complex (writers) and demethylases (erasers) catalyze the re-
versible regulatory functions by methylation and demethylation, respectively, and the
resulting products are recognized by m°A binding protein (readers) to further forward
biological processes [14-16].

Among them, the N®-methyltransferase complex consists of catalytic components,
methyltransferase-like protein 3 (METTL3) and 14 (METTL14), and other regulatory m°®A-
associated complexes, such as Wilms tumor 1-associated protein (WTAP), Vir-like m6A
methyltransferase associated (VIRMA), Cbl protooncogene like 1 (CBLL1), RNA-binding
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motif 15 (RBM15), and zinc finger CCCH-type containing 13 (ZC3H13) [17-20]. The indi-
vidual METTL3 and METTL14 exhibit relatively weak catalytic activity in vitro, but their
heterodimeric complex has a much higher activity, which is the physiologically relevant
form in the nucleus [17,21]. The crystal structure of the heterodimeric complex of METTL3-
14 demonstrated that METTL3 is mainly responsible for catalytic function, transferring
a methyl group from S-(5'-adenosyl)-; -methionine (SAM) to the N®-amine of adenine,
while METTL14 promotes METTL3 catalytic activity by providing an RNA-binding surface
composed of positively charged residues [22-24].

Recent studies of METTL3 and METTL14 in cancers have shown that they are closely
associated with the processes involved in the proliferation, apoptosis, metastasis, and
differentiation in the progression of various human cancers [25-27]. In particular, acute
myeloid leukemia (AML), one of the most common types of leukemia with diverse genetic
and molecular abnormalities in adults, expresses higher levels of METTL3 and METTL14
compared with other cancer types in the analysis of The Cancer Genome Atlas (TCGA)
dataset [28-31]. The significance of METTL3 and METTL14 in AML progression was
further investigated by knockdown experiments of the AML cell line, which resulted
in the induction of apoptosis and cell differentiation [30,32,33]. The role of METTL3 in
tumorigenesis has been reported to promote the translation of c-MYC, BCL2, and PTEN in
MOLM-13, a human AML cell line [32]. Another report showed that METTL3 is recruited at
the transcription initiation site (TSS) by the CAATT enhancer binding protein zeta (CEBPZ),
which resulted in the enhanced translation of oncogenes SP1 and SP2 to maintain the
leukemic state [33]. In addition, METTL14 has been reported to play a critical oncogenic
role by increasing the mRNA stability and translational efficiency of MYB and MYC
through the m®A modification in the NB4 human AML cell line [30]. Therefore, METTL3
and METTL14 have drawn increased attention as attractive new therapeutic targets for the
treatment of AML.

As such, chemical inhibitors of METTL3-14 have been developed for the discovery of
novel mechanism-based anti-AML therapies. At first, the enzyme reaction product S-(5'-
adenosyl)-L-homocysteine (SAH) and non-selective nucleoside analog sinefungin (1) were
reported as the inhibitors of METTL3-14 [34,35]. Until recently, only a few SAM compet-
itive inhibitors of METTL3 have been developed, including adenine derivatives (2) [36],
UZH1a (3) [37], UZH2 (4) [38], and STM2457 (5) [39] (Figure 1). Although some SAM
competitive inhibitors have shown selective inhibition profiles in the methyltransferase
panel screening, allosteric inhibitors are preferred to avoid possible nonselective inhibitions,
since the SAM binding region was conserved in most of the methyltransferase enzyme
family [40-42]. In that sense, our group recently reported 4-[2-[5-chloro-1-(diphenylmethyl)-
2-methyl-1H-indol-3-yl]-ethoxy]benzoic acid (CDIBA) derivatives (6) as the first allosteric
inhibitor of METTL3-14 [43].

In this article, we report the discovery of eltrombopag as another allosteric inhibitor of
METTL3-14 identified by screening the drug library from the Korea Chemical Bank. Eltrom-
bopag was first reported as a thrombopoietin receptor (TPO-R) agonist for the treatment of
immune thrombocytopenia (ITP), and approved by the U.S. Food and Drug Administration
for the treatment of chronic ITP and aplastic anemia in 2008 and 2014, respectively [44—46].
Herein, we present the identification and characterization of eltrombopag as a METTL3-14
allosteric inhibitor, including the prediction of a putative binding site, anti-proliferative
effects on AML cell lines, and an analysis of the influences on the m®A abundance on a
cellular level. Furthermore, the molecular mechanism of eltrombopag was confirmed using
m®A-seq analysis.
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Figure 1. Chemical structures of current METTL3-14 inhibitors.

2. Results and Discussion
2.1. Enzyme Assay and Hit Identification of Eltrombopag as a METTL3-14 Inhibitor

To aid in the discovery of METTL3-14 inhibitors, we developed an enzyme-based bio-
luminescence assay protocol measuring the METTL3-14 enzymatic reaction product, SAH,
by converting it to adenosine triphosphate (ATP), which could be quantitatively detected
by the luminescence-mediated luciferase enzymatic activity. Then, the Michaelis—-Menten
of the kinetic parameters of METTL3-14 with SAM and RNA substrates were determined
as the Km values with 98.6 nM and 70.5 nM for SAM and RNA, respectively (Figure S1),
which are similar to those of the previously reported METTL3-14 assay systems [34,35].

Using the verified assay system, the drug compound library (2300 compounds) from
the Korea Chemical Bank was initially screened at 25 uM, identifying 20 hit compounds with
more than 70% inhibition (Figure 2A). After the exclusion of 9 false-positive compounds,
which inhibit the coupled enzyme reaction processes converting SAH to ATP (Figure S2A),
and further dose-response titration experiments of the true positive 11 compounds, el-
trombopag (7) was discovered as the most potent final hit compound with an ICs value
of 3.65 uM (Figure 2B,C)—which was previously reported as a thrombopoietin receptor
agonist [44]. The similar inhibitory potency (ICsy = 4.55 uM) of eltrombopag at METTL3-14
was additionally confirmed in a counter assay system using mass spectrometric analysis
that measured the m°®A level of the single strand RNA substrate (Figure 2D). Moreover, the
METTL3-14 inhibitory activity of eltrombopag was further clarified in the centrifugation
experiment, which could exclude the possible false-positive inhibition induced by colloidal
aggregation (Figure 52B).

To determine whether eltrombopag directly binds to the METTL3-14 complex, the
dissociation constant between eltrombopag and the METTL3-14 complex was measured
using surface plasmon resonance (Figure 3). As a result, the binding of eltrombopag
was observed in a concentration dependent manner with 13.2 uM of the calculated Kp
value, as shown in Figure 3, demonstrating that the inhibition of eltrombopag on the
METTL3-14 enzyme activity could occur by direct binding. To explore the selectivity
profile of eltrombopag for METTL3-14, seven other methyltransferase family enzymes were
investigated, resulting in a relatively low inhibitory activity of 10 uM eltrombopag on the
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SAM-dependent methyltransferases listed in Table 1. Taken together, our data suggest that
eltrombopag has selective inhibitory activity at the METTL3-14 complex by direct binding
to the enzyme protein.

A B

Primary screening
(single point at 25 uM)

> 70% inhibition
(28 compounds)

Hit confirmation
(triplicate at 25 uM)

o]
N OH
> 70% inhibition N H
1 (20 compounds) N\ X, N OH
N
o

False positive
(SAH - ATP process inhibition)

No inhibition Eltrombopag (7)
1 (11 compounds)
Conuntir:.::;i::pc cet - Eltrombopag
C Bioluminescence enzyme based assay D Mass spectrometric enzyme based assay
120
100 -
100
80 -
80
g & 60+
£ 60 e
b 2 401
S 40 5
= IC5, = 3.65 + 0.09 uM € 20- ICs = 4.55 + 0.13 uM
20
04
04
-20 4
-20 T T
1 10 1 10
uM pM

Figure 2. Identification of Eltrombopag as a novel inhibitor of the METTL3-14 complex through
library screening. (A) Eltrombopag was discovered as a METTL3-14 inhibitor through the de-
scribed procedure for screening of drug compound library. (B) Chemical structure of eltrombopag.
(C) Concentration-dependent enzymatic inhibitory activity of eltrombopag on METTL3-14 was
confirmed in a bioluminescence enzyme-based assay system with an ICs, value of 3.65 uM. (D) Enzy-
matic inhibitory activity of eltrombopag on METTL3-14 was confirmed in the mass spectrometric
enzyme based assay system with an ICs( value of 4.55 pM.

Table 1. Methyltransferase selectivity profile of eltrombopag at 10 uM.

Methyltransferase ~Remaining Activity (%) !  Control ICs9 (WM) 2 Control Compound

DOTI1L 90.0 +2.8 0.217 Chaetocin
G9a 99.0+3.3 0.762 SAH
MLL4 complex 709 24 5.09 SAH
PRDM9 130 + 4 4.16 SAH
PRMT1 96.1 £3.9 0.637 SAH
SETD2 973 +41 10.8 SAH
SMYD3 98.7+5.7 35.3 SAH

! The remaining activity is the percentage of enzymatic activity in the presence of 10 uM eltrombopag to the
buffer containing DMSO. 21Csp (50% inhibitory concentrations of activity) values were obtained based on the
concentration—response curves.
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Figure 3. The Binding affinity of eltrombopag was evaluated by measuring the equilibrium dissociation
constant (Kp value) to the METTL3-14 complex as 13.2 uM in surface plasmon resonance assay.

2.2. Mode of Enzyme Inhibition and Predicted Binding Mode of Eltrombopag in METTL3-14

To understand the mechanism of action of eltrombopag in the METTL3-14 complex,
the tendency of its inhibitory activity was determined from a variation of ICs values of
eltrombopag depending on the different substrate concentrations. As shown in Figure 4,
the ICsp values of eltrombopag were not affected even when the concentrations of the
SAM and RNA substrates varied from 50 to 1600 nM and from 25 to 800 nM, respectively.
These results suggest that eltrombopag acts as a noncompetitive inhibitor, possibly by
binding to the allosteric site of METTL3-14 rather than to the catalytic active sites of the
SAM or RNA substrate binding pockets. Although allosteric modulators generally show
lower binding affinity than orthosteric ligands, they could have other advantages, such as
potentially higher selectivity and fewer side effects than orthosteric ligands [47]. Therefore,
further optimization studies of eltrombopag, to improve the binding affinity and inhibitory
activities based on its binding mode in METTL3-14, could achieve distinguished novel
inhibitors with higher selectivity than other SAM competitive inhibitors.
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Figure 4. Studies on the mechanism of action showed that eltrombopag inhibited the METTL3-14
complex in a noncompetitive manner. (A) ICsg values of eltrombopag at increasing concentrations of
SAM ranging from 50 to 1600 nM at fixed concentrations of RNA substrate (2 uM). (B) ICs5q values
of eltrombopag at increasing concentrations of RNA substrate ranging from 25 to 800 nM at fixed
concentrations of SAM substrate (3 uM).
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Next, in order to predict the allosteric binding site in which eltrombopag might
interact and bind, its inhibitory activities were evaluated first at various enzyme forms of
METTL3-14, such as each single form of METTL3 and METTL14 and the truncated form of
METTL3-14 with only the methyltransferase domain (Figure 5A). As a result, eltrombopag
maintained its inhibitory activity with an ICsq value of 7.04 uM in the single subunit enzyme
form of METTL3, whereas a dramatically reduced partial inhibition was observed in the
single subunit enzyme form of METTL14 with 59.3% at 36 pM. The profile of inhibitory
activities suggests that the main interacting enzyme form of eltrombopag might be the
METTL3 subunit rather than the METTL14 subunit. In the case of the truncated form of the
METTL3-14 complex, of which the crystal structure was reported, eltrombopag maintained
its full inhibitory activities with a 3.5-fold decreased ICsy value of 12.0 uM (Figure 5A).
Therefore, it could be predicted that some part of the binding regions for eltrombopag
might exist in the truncated form of the METTL3 monomer.

Val452

SAM

T
10
Concentration (uM)

METTL3-14 FL (IC, = 3.37 + 0.06 iM) 300 W
o METTL3-14 TR (ICy, = 12.0 + 0.6 M)
METTL3 (IC5, = 7.04 £ 0.78 M)

v METTL14 (59.3% inhibition at 36 M) -3.00 . j

Hydrophobicity Eltrombopag GIn496

Figure 5. Predicted binding mode of eltrombopag with the METTL3 crystal structure. (A) Inhibitory
activities of eltrombopag in various METTL3-14 enzyme forms (METTL3-14 FL: full length of
METTL3-14, METTL3-14 TR: truncated form of METTL3-14 consisting of a methyltransferase do-
main). (B) Hydrophobicity surface view at the predicted allosteric binding pocket with the docked
eltrombopag into METTL3 crystal structure (PDB: 5IL1 A chain). (C) Docking pose of eltrombopag
with METTL3 (the green dashed lines represent hydrogen bond).

Consequently, potential allosteric binding pockets were investigated in the METTL3
crystal structure (PDB: 5IL1 A chain) through computational cavity searching algorithms
using Allosite [48] and Discovery Studio software (version 3.5). As a result, a new allosteric
binding pocket—distinct from the SAM binding site—was simultaneously predicted by
both of the independent programs (Figure 5B). Then, a molecular docking experiment was
performed on eltrombopag at the predicted allosteric binding pocket using the CDOCKER
protocol of the Discovery Studio software. As illustrated in Figure 5B,C, eltrombopag was
successfully docked to the predicted binding pocket, displaying several interactions with
amino acids in the region. The putative binding modes include the hydrogen bonding
interactions between the backbone amide group of Asp499 and Cys500 residues, the
carboxylate group of Asp453, and the carboxamide group of Gln 496 with the carboxylic
acid, the phenolic alcohol, and the hydrazine of eltrombopag, respectively. Additionally,
some van der Waals interactions with aromatic groups of eltrombopag were predicted
with several hydrophobic amino acids, including Val452, Val485, and Val487. It might
be speculated that the putative binding could be further tightened by more interactions
with the missing domains from the full-length METTL3-14 complex, such as the zinc
finger domain.

The attempt of the X-ray analysis to verify the predicted binding site of eltrombopag
at METTL3 was unfortunately not feasible since it was hard to generate a crystal of eltrom-
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bopag with METTL3 due to the low water solubility of eltrombopag [49]. Therefore, the
interactions of eltrombopag in the predicted binding site of METTL3-14 were indirectly
investigated by evaluating the inhibitory activities of its derivatives, thereby disrupting the
hydrogen bonding donors of eltrombopag, such as carboxylic acid or the phenol groups,
which might be responsible moieties for the key interactions in docking results. Thus,
compounds 14a (removal of carboxylic acid), 14b (carboxylate methyl ester), and 14d (re-
moval of phenol group) were synthesized as Scheme S1 in the Supplementary Materials
and evaluated for their enzyme inhibitory activities.

As a result, compounds 14a,b exhibited a significant loss of METTL3-14 inhibitory
activities with only 23.3 and 23.7% inhibitions even at 60 pM, respectively, indicating that
the acidic proton of the carboxylic acid moiety of eltrombopag is essential for maintain-
ing the inhibitory activity (Figure 6). In addition, the importance of phenolic alcohol in
maintaining the inhibitory activity of eltrombopag was also confirmed and observed in
the 4-fold decreased inhibitory activity of compound 14d with an ICsy value of 15.3 pM.
Collectively, these results, consistent with the reduced docking scores in the molecular
docking experiments, indirectly support the predicted binding mode of eltrombopag in a
complex with METTL3.
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Figure 6. METTL3-14 enzymatic inhibitory activities of compounds 14a, 14b, and 14d with struc-
tural modifications to disrupt the predicted hydrogen bonding interactions between METTL3-14
and eltrombopag.

2.3. Cellular Activity Evaluation of Eltrombopag on Acute Myeloid Leukemia Cell Lines

Based on the close relationship of METTL3-14 for the proliferation of AML, the cellular
level of anti-leukemic potential associated with the inhibition of METTL3-14 was investi-
gated by the anti-proliferative activity of eltrombopag in MOLM-13 as an AML cell line
closely related with METTL3 for its growth [32,33]. As shown in Figure 7A, eltrombopag
exhibited the growth inhibition of the MOLM-13 cell line with a Gl5y value of 8.28 uM.
In addition, dose-dependent inhibition of m®A levels on poly-A*-enriched mRNA was
also confirmed in the MOLM-13 cell line after 24 h eltrombopag treatment (Figure 7B),
indicating that eltrombopag exhibited anti-leukemic effects on the MOLM-13 cell line by a
correlated reduction of the m®A levels through the inhibition of METTL3-14. The maximum
mPA inhibition by eltrombopag in MOLM-13 cells was shown to be 50% at 40 uM, which
was similar to those of the sSAtMETTL3 treated case (Figure 54) and the previously reported
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data (60-70%) with UZH1a [37]. Moreover, eltrombopag also showed the antiproliferative
effects against other AML cell lines, including MOLM-14, HL60, MV4-11, and THP-1, with
a range of Glsy values from 10~22 uM (Figure 7C).
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Figure 7. Anti-proliferative activity and cellular activity of eltrombopag on AML cell lines. (A) Anti-
proliferative activity of eltrombopag against the MOLM-13 cell line. A global methyltransferase
inhibitor, Sinefungin (1), was evaluated as a positive control in MOLM-13 cell line with a Gl value of
24.8 uM. (Gilteritinib, an FLT3 targeted anti-AML drug, showed a Gl5( value of 16.6 nM in Figure S3).
(B) Dose-response curve of m®A /A reduction on poly-A*-enriched mRNA after 24 h of MOLM-13
treatment with eltrombopag. (C) Anti-proliferative activities of eltrombopag against AML cell lines
including MOLM-14, HL60, MV4-11, and THP-1 cell lines.

The Steidl group has previously reported that eltrombopag displayed anti-proliferative
activity, inducing the differentiation of human acute myeloid cells, which have an indepen-
dent biological activity at the original target, TPO-R, without presenting a clear mechanism
of eltrombopag for anti-leukemic effects [50]. In the present study, we have demonstrated
that the mechanism of action of eltrombopag for its anti-leukemic effects would be direct
inhibition of METTL3-14 and a consequent decrease of the m®A levels of mRNA. In addi-
tion, the in—vivo anti-leukemic effect of eltrombopag, through prolonging the survival of a
mouse model transplanted with an AML cell line, has been reported in the abovementioned
paper [50]. Therefore, eltrombopag might be a starting point for the development of a novel
mechanism-based drug candidate for the treatment of acute myeloid leukemia through a
further optimization study of the chemical structure of eltrombopag based on its binding
mode in METTL3-14.

To investigate the applicability of eltrombopag for combination therapy with current
AML drugs, we evaluated the antiproliferative activity of combination treatments of eltrom-
bopag and current AML drugs, including venetoclax, cytarabine, gilteritinib, and sorafenib,
against MOLM-13. The synergy scores for each combination were calculated using the
Highest Single Agent (HSA) model in the Synergyfinder software [51]. As a result, a clear
synergistic inhibitory effect of the venetoclax/eltrombopag combination was determined
with an average HSA synergy score of 11.68 and a peak value of 26.37 (Figure 8A,B). In
addition, this synergistic effect of the venetoclax/eltrombopag combination was further
confirmed from the analysis with the Zero Interaction Potency (ZIP), Loewe additivity
model, and Bliss independence models in the Synergyfinder software [51]. In the case of
the cytarabine/eltrombopag combination, a relatively weak synergistic effect was observed
with an average HSA synergy score of 6.86 (Figure 8C,D), which was consistent with the pre-
viously reported result that eltrombopag enhanced the anticancer effect of cytarabine [52].
However, the treatments with the combination of eltrombopag with gilteritinib or sorafenib
didn’t display a significant synergistic effect (Figure S5). Collectively, the results indicated
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Figure 8. Synergistic effect of the combination treatment of eltrombopag and current AML drugs,
venetoclax and cytarabine, on MOLM-13. (A) Dose-response matrix for the venetoclax/eltrombopag
combination in MOLM-13 cell line. (B) 2D synergy maps and calculated HSA synergy scores for the
venetoclax/eltrombopag combinations using Synergyfinder software. (C) Dose-response matrix for
the cytarabine/eltrombopag combination in MOLM-13 cell line. (D) 2D synergy maps and calculated
HSA synergy scores for the cytarabine/eltrombopag combinations using Synergyfinder software.

Red and green areas represent synergy and antagonism, respectively. All experiments were repeated
at least three times.

In clinical studies of eltrombopag, although monotherapy treatment didn’t show
any safety concerns, increased progression to acute myeloid leukemia was observed in
the combination treatment with azacitidine compared with the treatment of azacitidine
alone [53,54]. Therefore, attention to various safety concerns should be drawn when
attempting a combination therapy of drugs with eltrombopag.

2.4. Identification of Anti-Leukemia Potential of Eltrombopag at Molecular Level

To determine whether eltrombopag has anti-leukemia potential on a molecular level,
we performed N°-methyladenosine-sequencing (m®A-seq) using the eltrombopag-treated
MOLM-13 cell line and analyzed the differential m® A methylation sites in the transcriptome.
As shown in Figure 9A and Table S1, we identified 10,723 differential m®A methylation
sites, and 71% of them were hypomethylated, similarly to the previously reported METTL3
inhibitor STM2457 treatment [39]. Additionally, we found that about 30% of hyperme-
thylation was also detected when treated with eltrombopag or STM2457. To find out
whether this hypermethylation is specifically caused by chemical METTL3 inhibitors, we
obtained m®A individual-nucleotide-resolution cross-linking and immunoprecipitation
(miCLIP) sequencing results for the METTL3-deficient MOLM-13 cell line from the Gene
Expression Omnibus (GEO) database [32] and re-analyzed the differential m®A methylation
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sites. As a result, hypomethylation was predominant in the METTL3 knockdown cells, but
hypermethylation was also observed (Figure S6, Table S2). Our observations regarding
hypermethylation upon METTL3 inhibition suggest that it might be considered in the
development of anti-AML therapies.
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Figure 9. Eltrombopag reduces m®A levels in AML cells. (A) Distribution of significantly differentiated
m6A methylated peaks detected in MOLM-13 cell line with 25 uM of eltrombopag. If diff.log2.fc is
larger than 0 it is indicated as hypermethylation (blue), and if smaller than 0 it is indicated as hy-
pomethylation (yellow). (B) Top consensus motif in eltrombopag-treated differentiated m® A methylated
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peaks with HOMER. GGAC, a subset of the m®A common motif, was detected. (C) Distribution of
hypomethylated gene identity. Protein-coding, non-coding RNA (ncRNA), and pseudogenes (pseudo)
are shown in blue, yellow, and gray, respectively. (D) Common and unique hypomethylated peaks in
eltrombopag-treated or scMETTL3-treated MOLM-13 cell lines. A proportional Venn diagram was
drawn with VennDiagram. (E) Peak annotation of DMSO or eltrombopag-treated hypomethylation
with HOMER. TSS, transcription start site (from —1 kb to +100 bp); TTS, transcription termination
site (from —100 bp to +1 kb); UTR, untranslated region. (F) Gene ontology enrichment analysis of
eltrombopag-treated hypomethylation genes. The number of genes associated with the GO term is
shown at the end of the bar.

MPA RNA methylation tends to occur in the RRACH consensus motif [2,4]. To inves-
tigate the specificity of eltrombopag-regulated m®A methylation, we analyzed motifs in
differentially methylated peaks. Figure 9B shows that GGAC, a subset of the m®A common
motif, is highly enriched in its differential methylation sites. Since eltrombopag acts as a
METTLS3 inhibitor, we focused on the hypomethylation genes in subsequent analyses. We
further analyzed the types of hypomethylated genes, and, as a result, most of them were
protein-coding (~80%), noncoding-RNA (ncRNA), and pseudogenes accounting for 17%
and 3%, respectively (Figure 9C).

Next, we compared hypomethylated genes in eltrombopag-treated or METTL3 knock-
down cells. As shown in Figure 9D, a significant number of them overlapped, suggesting
that eltrombopag leads to gene hypomethylation through the METTL3 inhibitory effect.
In addition to the overlapping regions, there were eltrombopag-specific hypomethylated
genes, which may be due to eltrombopag not targeting METTL3 alone but inhibiting the
roles of other components of the METTL3-14 complex. To further examine the m®A peak
distribution affected by eltrombopag, we performed a peak annotation analysis. As a result,
hypomethylation in the 3'UTR and intron, in which the m®A peak is widely distributed,
was significantly decreased during eltrombopag treatment, whereas it was increased in the
promoter-TSS and non-coding region (Figure 9E, Table S1).

Finally, we applied gene ontology enrichment analysis to an in-depth study of the
biological process of differentially eltrombopag-treated hypomethylated genes. As shown
in Figure 9F, hypomethylated genes were highly enriched in apoptotic processes, cell
cycle and growth, and hematopoietic progenitor cell differentiation events, suggesting
that eltrombopag might be involved in the physiological processes of AML cells. A re-
cent study has shown that the N®-methyltransferase complex, including METTL3-14, is
recruited near the promoter and promotes RNA polymerase II pausing, leading to gene
regulation [55]. The eltrombopag-treated m°A peak distribution at the promoter-TSS and
transcription-related events shown in the GO analysis suggest that eltrombopag may affect
gene expression through the regulation of m®A RNA methylation around promoter-TSS
(Figure 9E, Table S3). Taken together, eltrombopag reduced m°A levels in the MOLM-13
transcriptome, indicating the anti-leukemia potential of eltrombopag on a molecular level.

3. Materials and Methods
3.1. General Methods for Chemistry

All reagents and solvents were obtained from commercial sources and used without
further purification. Eltrombopag (1) was purchased from Axonmedchem (SB 497115)
(Groningen, The Netherlands). The 'H and '3C Nuclear magnetic resonance (NMR) spec-
tra were recorded with a JEOL JNM-ECX 400p spectrometer at 400 MHz and 101 MHz,
respectively. All spectra were taken using CDCl3 and dimethyl sulfoxide (DMSO)-dg. Mass
spectroscopy was performed on a BEH C18 column (1.7 uM, 2.1 mm x 50 mm; Waters) and
maintained at 40 °C during separation under isocratic conditions (mobile phase A: mobile
phase B = 20:80) by using a Waters ACQUITY ultraperformance liquid chromatograph cou-
pled to a triple quadrupole mass spectrometer (Micromass Quattro Micro, Waters, Milford,
MA, USA). The mobile phase was as follows: A, water (LC-MS grade) with 0.1% formic acid
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(v/v); and B, CH3CN (LC-MS grade) with 0.1% formic acid (v/v); flow rate, 0.2 mL/min.
Synthetic procedures and characterization data for all the synthesized compounds are
provided in the Supplementary Materials.

3.2. Cloning, Expression and Purification of METTL3 and METTL14

For recombinant protein production, genes encoding the full-length and MTase do-
main of human METTL3 (residues 369 to 580) or METTL14 (residues 106 to 396) were
cloned between the Xbal and NotlI sites in the pVL1393 baculovirus transfer vector (BD Bio-
sciences, NJ, USA) with a thrombin-cleavable decahistidine (10x His) tag at the C-terminus
and N-terminus. The plasmids were transfected into Spodoptera frugiperda (5{9) cells
using BestBac 2.0 linearized baculovirus DNA (Expression Systems, Davis, CA, USA) and
Cellfectin II transfection reagent (Gibco, Waltham, MA, USA). The METTL3-METTL14
complex was obtained by co-infection of Trichoplusia ni (Hi5) cells with two recombinant
baculoviruses. The transgenic cells were cultured for 72 h at 28 °C and harvested by
centrifugation at 14,000x g for 10 min at4 °C.

The purification of the human METTL3 and METTL14 complex was performed with
slight modifications [22]. Briefly, cells were re-suspended and broken using a sonicator
(6 cycles of 10 s on/10 s off, 40% amplitude, Branson, CT, USA) in a lysis buffer containing
20 mM Tris-HCI pH 8.0, 200 mM NacCl, 10 ng/mL DNase I and 0.1 mM phenylmethyl-
sulfonyl fluoride (PMSF). Cell debris was removed by ultracentrifugation at 240,000x g
for 1 h at4 °C, and the supernatant was loaded onto Ni-NTA affinity resin (Goldbio, MO,
USA). The resin was washed with 20 column volumes of lysis buffer containing 50 mM
imidazole. The protein was eluted with a 100-, 300-, and 500-mM imidazole gradient. After
cleavage by thrombin to remove the histidine tag, the protein was further purified by Hi-
Trap Q (GE Healthcare, Chicago, IL, USA) anion exchange chromatography and Superdex
200 Increase (GE Healthcare) gel filtration chromatography in a buffer containing 25 mM
Tris-HCl pH 8.0, 150 mM NaCl, and 3 mM DL-Dithiothreitol (DTT, Goldbio). Fractions
containing the complex protein were pooled and concentrated to an amount of 1 mg/mL
for functional assays. All purification steps were performed on ice or at 4 °C.

3.3. METTL3-14 Enzyme-Based Bioluminescence Assay (Screening Assay)

An enzymatic bioluminescence assay was established to identify the METTL3-14
inhibitor through screening. During the screening, all enzymatic reactions were performed
in 96-well plates using a reaction buffer (20 mM Tris pH 7.5, 1 mM DTT, 0.01% Triton
X-100, and 40 U of RNaseOUT (Invitrogen, Waltham, MA, USA) with a final reaction
volume of 20 uL. In total, a final concentration of 30nM of METTL3-14 was incubated
with 300 nM final concentration of SAM, 300 nM final concentration of RNA substrates
(5’-ACGAGUCCUGGACUGAAACGGACUUGU-3'), and serially diluted compounds at
23 °C for 1 h. Furthermore, 5 uL of 5% trifluoroacetic acid was added to each well to stop
the enzymatic reaction. After a 10-min incubation period, the reaction product, SAH, was
converted to ATP as a substrate of luciferase using the MTase-GloTM Methyltransferase
Assay kit (Promega, Madison, WI, USA). METTL3-14 activity was assessed by measuring
the luminescence using a Victor multilabel reader (PerkinElmer, Waltham, MA, USA).
The ICsy values were calculated by a nonlinear regression analysis using OriginPro 9.1
software (OriginLab).

To confirm the mechanism of action of eltrombopag in the METTL3-14 complex, 30 nM
METTL3-14 and serially diluted eltrombopag were reacted with various concentrations of
SAM or RNA substrate and saturating concentrations of the other substrate (3 utM SAM
or 2 uM RNA substrate) for 20 min. To evaluate the inhibitory activity in a single form
of METTL3 and METTL14, 1 uM of METTL3 and 300 nM of METTL14 were incubated
with 1 pM of SAM, 500 nM of RNA substrates, and serially diluted eltrombopag for 5 h. To
measure the inhibitory activity in the truncated form of the METTL3-14 complex, 1 uM
of the truncated METTL3-14 complex was reacted with 1 uM of SAM, 500 nM of RNA
substrates, and serially diluted eltrombopag for 5 h.
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3.4. METTL3-14 Enzyme-Based Bioluminescence Assay (False Positive Response Experiment)

To determine whether hit compounds are false positives that inhibit the coupled en-
zyme reaction processes converting SAH to ATP, 30 nM of METTL3-14, 300 nM of SAM, and
300 nM of RNA substrates were incubated at 23 °C for 1 h without a hit compound. After
incubation, 5 pL of 5% trifluoroacetic acid was added to each well to stop the enzymatic
reaction. Then, the hit compound was added to the reaction mixture at a concentration of
25 uM before the product SAH was converted to ATP. Finally, the reaction product, SAH,
was converted to ATP as a substrate of luciferase using the MTase-GloTM Methyltransferase
Assay kit (Promega). METTL3-14 activity was assessed by measuring the luminescence
using a Victor multilabel reader (PerkinElmer). If it shows the inhibitory activity in a false
positive response experiment, this hit compound is a false positive affecting the coupled
enzyme system.

To investigate whether the hit compound was a false positive, thereby causing colloidal
aggregation, a hit compound diluted in enzyme assay buffer was centrifuged at 15,000 x g
for 10 min at 4 °C. After centrifugation, the supernatant was used for the METTL3-14
enzyme-based bioluminescence assay as described above. According to this method, if it is
not possible to identify the inhibitory activity in a false positive centrifugation test, the hit
compound is a false positive that will lead to colloidal aggregation.

3.5. Mass Spectrometry Based METTL3-14 Enzyme Based Assay

The 30 nM of METTL3-14 was incubated with 300 nM of SAM, 300 nM of RNA
substrates, and serially diluted compounds at 23 °C for 1 h as described above. The
enzymatic reaction was stopped by heating at 80 °C for 10 min and centrifuged at 15,000 x g
for 10 min. Then, the reacted RNA in the supernatant was digested to nucleosides by using
2 units of nuclease P1 (NEB, Ipswich, MA, USA) and dephosphorylated by using 1 unit of
alkaline phosphatase (NEB) at 37 °C for 2 h.

The produced nucleosides were detected by reversed-phase high-performance liquid
chromatography on an ACQUITY BEH C18 column (1.7 uM, 2.1 mm x 50 mm; Waters)
coupled with mass spectrometry detection using an EVOQ Elite ER LC-TQ (Bruker, Billerica,
MA, USA). The adenosine and m®A were quantified using an MRM transition as follows:
m/z = 2679 -> 136.1 and m/z = 282.1 -> 150.1, respectively. (Retention time 5 min).
The m®A /A nucleoside ratio of the eltrombopag-treated sample was normalized to the
corresponding value of the DMSO treated negative control. The IC5( values were calculated
by a nonlinear regression analysis using OriginPro 9.1 software (OriginLab).

3.6. Surface Plasmon Resonance

The interaction between eltrombopag and the METTL3-14 complex was explored
using a Reichert SR7000DC instrument optical biosensor (Reichert Technologies, Depew,
NY, USA) equipped with a carboxymethyl dextran sensor chip (part no. 13206066, Reichert
Technologies). To activate the sensor chip, free carboxyl groups on the surface were
modified by injecting a mixture of 0.1 M of 1-ethyl-3-(3-dimethylaminopropyl) carbodiimide
hydrochloride and 0.05 M of N-hydroxysuccinimide at a flow rate of 10 uL/min to generate
a reactive succinimide ester surface. Then, the METTL3-14 complex (9.5 ug/mL; prepared
in 10 mM sodium acetate buffer, pH 4.5) was coupled to the sensor via free amine coupling
to the immobilized succinimide and followed by the quenching of the remaining activated
succinimide ester with 1 M of ethanolamine, pH 8.5. The eltrombopag was diluted in
PBS that was supplemented with 0.005% Tween, thereby maintaining a final 5% DMSO
concentration. The binding experiments were performed using a flow rate of 30 uL/min
with an association time of 5 min and a dissociation time of 7 min. The regeneration of the
surfaces was performed, when necessary, by 10 mM of NaOH. The Langmuir model of
the Scrubber2 software was used to determine the equilibrium dissociation constant and
kinetic dissociation and association constants.
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3.7. Selectivity Profiling

The selectivity profile of eltrombopag was investigated by testing the level of inhibition
in a methyltransferase panel. The inhibition of 7 RNA methyltransferase was tested at
Reaction Biology (Malvern, PA, USA) using a gold standard radioisotope-based MT assay
(MT HotSpot™) with 10 uM of eltrombopag in duplicate. SAH and chaetocin were used
as positive controls in the methyltransferase panel screening.

3.8. Allosteric Binding Pocket Prediction and Molecular Docking

The potential allosteric binding pocket in METTL3 was independently predicted based
on the METTL3 crystal structure (PDB ID: 5IL1 A chain) obtained from the Protein Data
Bank via the “From Receptor Cavities” protocol in the Discovery Studio 3.5 software and
Allosite 2.0 [48], which detects allosteric sites based on a structure-based machine learn-
ing method. After prediction, the protein preparation process was carried out using the
“Prepare Protein” wizard included in Discovery Studio and a radius of 15 A around the
predicted allosteric binding pocket was set as a binding site. For the molecular docking, lig-
ands applied with a CHARMM force field were docked into the above-predicted allosteric
binding pocket in METTL3 using the CDOCKER protocol in Discovery Studio.

3.9. Cell Culture and shMETTL3 Knockdown

The MOLM-13, MOLM-14, and MV4-11 cell lines were supplied by the Leibniz In-
stitute DSMZ-German Collection of Microorganisms and Cell Cultures GmbH (DSMZ)
(Braunschweig, Germany). The HL60 and THP-1 cell lines were supplied by the Korea
Cell Line Bank (KCLB) (Seoul, Korea). The MOLM-13, MOLM-14, HL60, MV4-11, and
THP-1 cells were cultured in RPMI 1640 medium (HyClone, Logan, UT, USA) with 10%
fetal bovine serum (Gibco) and 1% penicillin/streptomycin in 5% CO; at 37 °C in a humidi-
fied incubator. METTL3 shRNA was produced by transfection of sShARNA plasmid DNA
(Open Biosystems), psPAX2 (packaging plasmid), and pMD2.G (envelope plasmid) with
polyethyleneimine (PEI) reagent into HEK293T cells. After 24 h, the media were freshly
replaced, and 48 h after transfection the supernatant was passed through a 0.45 um filter
to obtain a viral supernatant. The viral supernatant was transfected into MOLM-13 cells
using a polybrene reagent.

3.10. Anti-Proliferative Assay Protocol

The MOLM-13, MOLM-14, HL60, MV4-11, and THP-1 cells were seeded in white
96-well clear bottomed plates with 100 uL of medium (5000 cells/well). The plated cells
were treated with serially diluted compounds and incubated for 72 h at 37 °C. After
incubation, 10 uL of EZ-cytox kit reagent from the EZ-cytox cell viability assay kit (DaeiLab,
Seoul, Korea) was added to each well and then incubated for 3 h at 37 °C. The absorbance of
metabolically active cells was measured at a wavelength of 450 nm using a Victor multilabel
reader (PerkinElmer). The G5y values were calculated by nonlinear regression analysis
using OriginPro 9.1 software (OriginLab).

3.11. Combinatorial Analysis of AML Drugs with Eltrombopag

The MOLM-13 cells were seeded in white 96-well clear bottomed plates with 50 pL of
medium (5000 cells/well). The plated cells were treated with serially diluted eltrombopag
and current AML drugs, including venetoclax, cytarabine, gilteritinib, and sorafenib, to
a final volume of 100 uL and incubated for 72 h at 37 °C. After incubation, 10 uL of EZ-
cytox kit reagent from the EZ-cytox cell viability assay kit (DaeiLab) was added to each
well and then incubated for 3 h at 37 °C. The absorbance of metabolically active cells
was measured at a wavelength of 450 nm using a Victor multilabel reader (PerkinElmer).
The synergy scores of each combination were quantified by the HAS model, ZIP model,
Loewe additivity model, and Bliss independence models using Synergyfinder software [51].
Positive or negative synergy scores obtained through these models represent synergy and
antagonism, respectively.
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3.12. Quantitative Analysis of m®A Level by Mass Spectrometry

The MOLM-13 cells were seeded in 10 cm? dishes at a density of 1.5 x 10° cells/mL
with 10 mL of complete medium. After 24 h, the plated cells were treated with the vehicle
(DMSO) or serial dilutions of eltrombopag and incubated for 24 h. Following incubation
in the cell culture incubator, total RNA was extracted using TRIsure™ (Bioline, Brisbane,
Australia) according to the manufacturer’s instructions. Then, poly-A*-enriched mRNA
was purified from the extracted total RNA using the Magnosphere™ ultrapure mRNA
purification kit (Takara, Shiga, Japan). One microgram of mRNA was digested to the
nucleosides using 2 units of nuclease P1 (NEB) and dephosphorylated using 1 unit of
alkaline phosphatase (NEB) at 37 °C for 2 h.

The produced nucleosides were detected by reversed-phase high-performance liquid
chromatography on an ACQUITY BEH C18 column (1.7 um, 2.1 mm x 50 mm; Waters)
coupled with mass spectrometry detection using an EVOQ Elite ER LC-TQ (Bruker). The
adenosine and m®A were quantified using MRM transition as follows: m/z = 267.9 -> 136.1
and m/z = 282.1 -> 150.1, respectively. (Retention time 5 min). The m®A /A nucleoside
ratio of the eltrombopag-treated sample was normalized to the corresponding value of the
DMSO treated negative control. The inhibition curves were plotted using OriginPro 9.1
software (OriginLab) and fitted using nonlinear regression analysis.

3.13. N°-Methyladenosine-Sequencing (m®A-seq) and Sequencing Data Analysis

mRNA was purified using a GenElute™ mRNA Miniprep Kit (SIGMA, MRN10-1KT,
St. Louis, MO, USA) according to the manufacturer’s protocol. Briefly, the total RNA
was mixed with 2 x Binding Solution and oligo(dT) beads, vortexed, and left for 10 min
at room temperature. The beads:mRNA complex was passed through a GenElute spin
filter / collection tube and washed twice with Wash Solution. The mRNA was eluted in an
Elution Solution incubated at 70 °C.

m®A-seq was performed using the EpiMark® N°-Methyladenosine Enrichment Kit
(NEB, E1610S). Briefly, 25 uL of Dynabeads™ Protein G (Invitrogen, 10004D) and 1 pL
of N®-Methyladenosine Antibody were incubated in a 4 °C rotator for 2 h. The purified
mRNA was fragmented at 95 °C for 10 min in a fragmentation buffer (100 mM Tris (pH 8.0),
8 mM MgCl,) with spike-in control RNA (m°®A and unmodified, 0.1 fmol of each RNA).
The fragmented RNA was concentrated with RNA Clean & Concentrator™-5 (ZYMO
RESEARCH, R1014, Irvine, CA, USA) and then 5% was saved as the input. The remaining
95% of the fragmented RNA was added to the beads/antibody complex. RNA was eluted
in Buffer RLT (QIAGEN, 79216, Hilden, Germany), followed by ethanol precipitation and
was used for sequencing library construction. All sequencing experiments were performed
in triplicate via Novaseq. Adapter trimming and QC were performed using Trim Galore.
Reads were mapped to hg38 by HISAT2 [56], and exomePeak [57] and HOMER [58] were
used to analyze the differential methylation peaks, motifs, and gene annotations.

4. Conclusions

In this study, we reported on the use of eltrombopag as a METTL3-14 allosteric in-
hibitor that was identified through the screening of a drug library from the Korea Chemical
Bank, and its mechanism of action was determined by various biochemical analyses. El-
trombopag exhibited selective inhibitory activity against the METTL3-14 complex with an
ICs5p value of 3.65 uM, and its direct binding to the enzyme complex was confirmed by the
analysis in surface plasmon resonance experiments. In addition, exploring the mode of en-
zyme inhibitory mechanisms revealed that eltrombopag acts as a noncompetitive inhibitor
interacting at a putative allosteric binding site predicted by molecular docking studies and
the main enzyme of its interaction was experimentally determined as the METTL3 subunit
rather than the METTL14 subunit. On a cellular level, eltrombopag showed anti-leukemic
activity in the relevant AML cell line, MOLM-13, in correlation with the reduction of méA
levels. Molecular mechanism studies of eltrombopag using m®A-seq analysis provided fur-
ther evidence of its cellular function by determining the hypomethylation of leukemogenic
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genes in eltrombopag-treated MOLM-13 cells and the overlapping of the pattern with those
of the METTL3-knockdown MOLM-13 cells. Taken together, in this study, eltrombopag
was identified as a METTL3-14 allosteric inhibitor with anti-leukemic activity against AML,
which could provide a potential opportunity for the development of new drug candidates
for AML via further optimization of the structure of eltrombopag at the binding site.

Supplementary Materials: The following supporting information can be downloaded at: https:
/ /www.mdpi.com/article/10.3390/ph15040440/s1, Scheme S1: Reagents and conditions: (a) Sodium
acetate, AcOH, reflux, 24 h; (b) R!-PhB(OH),, Pd(PPh3),, K,CO3, THF/water/EtOH, 60 °C, 18 h;
(c) Pd/c, THF/MeOH, rt, 3 h; (d) NaNO,, NaHCO3, MeOH, rt, 3 h; (e) KOH, MeOH, water, 60 °C,
18 h; Figure S1: Kinetic parameter determination of the METTL3-14 complex by using screening assay
system, Figure S2: Confirmation of false-positive potential, Figure S3: The anti-proliferative activity
of gilteritinib as positive control was confirmed a Gl value of 16.6 nM in MOLM-13. Figure S4: m®A
levels on poly-A+-enriched mRNA after 24 h of eltrombopag treatment (40 uM) or 4 days after post-
transduction of siRNA in MOLM-13, Figure S5: Analysis of combination treatment of AML drugs,
gilteritinib and sorafenib, with eltrombopag in MOLM-13, Figure S6: Distribution of significantly
differential m® A methylated peaks detected in ShAMETTL3-treated Molm-13 cells, Figure S7: NMR
spectrum of compound 14a, Figure S8: NMR spectrum of compound 14b, Figure S9: NMR spectrum
of compound 14d, Table S1: Differential m® A methylation sites and peak annotation in Eltrombopag-
treated Molm-13 cells, Table S2: Differential m® A methylation sites in SAMETTL3-treated Molm-13
cells, Table S3: GO enrichment analysis of differentially m® A methylated genes.

Author Contributions: Conceptualization, J.-H.L. and Y.-C.K.; methodology, J.-H.L., N.C. and S.K;
validation, J.-H.L., N.C. and S.K,; formal analysis, ].-H.L., N.C. and S.K.; investigation, ].-H.L., N.C.
and S.K,; resources, M.S.]., H.S. and Y.-C.K.; writing—original draft preparation, J.-H.L., N.C. and
S.K,; writing—review and editing, M.S.J., H.S. and Y.-C.K,; funding acquisition, Y.-C.K. All authors
have read and agreed to the published version of the manuscript.

Funding: This research was funded by the GIST Research Institute (GRI) IIBR, grant number the
GIST in 2022.

Institutional Review Board Statement: Not applicable.
Informed Consent Statement: Not applicable.

Data Availability Statement: Publicly available datasets were analyzed in this study. The m®A-seq
and RNA-seq data created in this study are openly available in the NCBI Sequence Read Archive at
BioProject accession number PRINA807459.

Acknowledgments: The FDA-approved drug library was kindly provided by the Korea Chemical
Bank at Korea Research Institute of Chemical Technology (KRICT).

Conflicts of Interest: The authors declare no conflict of interest.

References

1. Desrosiers, R.C.; Friderici, K.H.; Rottman, EM. Characterization of Novikoff Hepatoma MRNA Methylation and Heterogeneity
in the Methylated 5" Terminus. Biochemistry 1975, 14, 4367-4374. [CrossRef] [PubMed]

2. Dominissini, D.; Moshitch-Moshkovitz, S.; Schwartz, S.; Salmon-Divon, M.; Ungar, L.; Osenberg, S.; Cesarkas, K.; Jacob-Hirsch, J.;
Amariglio, N.; Kupiec, M.; et al. Topology of the Human and Mouse M6A RNA Methylomes Revealed by M6A-Seq. Nature 2012,
485,201-206. [CrossRef] [PubMed]

3.  Harper, ].E.; Miceli, S.M.; Roberts, R.].; Manley, ].L. Sequence Specificity of the Human MRNA N6-Adenosine Methylase in Vitro.
Nucleic Acids Res. 1990, 18, 5735-5741. [CrossRef] [PubMed]

4. Meyer, K.D.; Saletore, Y.; Zumbo, P.; Elemento, O.; Mason, C.E.; Jaffrey, S.R. Comprehensive Analysis of MRNA Methylation
Reveals Enrichment in 3’ UTRs and near Stop Codons. Cell 2012, 149, 1635-1646. [CrossRef]

5. Fustin, J].-M,; Doi, M.; Yamaguchi, Y.; Hida, H.; Nishimura, S.; Yoshida, M.; Isagawa, T.; Morioka, M.S.; Kakeya, H.; Manabe,
I; et al. RNA-Methylation-Dependent RNA Processing Controls the Speed of the Circadian Clock. Cell 2013, 155, 793-806.
[CrossRef]

6. Zhao, X;; Yang, Y; Sun, B.-F; Shi, Y.; Yang, X.; Xiao, W.; Hao, Y.-].; Ping, X.-L.; Chen, Y.-S.; Wang, W.-].; et al. FTO-Dependent

Demethylation of N6-Methyladenosine Regulates MRNA Splicing and Is Required for Adipogenesis. Cell Res. 2014, 24, 1403-1419.
[CrossRef]


https://www.mdpi.com/article/10.3390/ph15040440/s1
https://www.mdpi.com/article/10.3390/ph15040440/s1
http://doi.org/10.1021/bi00691a004
http://www.ncbi.nlm.nih.gov/pubmed/169893
http://doi.org/10.1038/nature11112
http://www.ncbi.nlm.nih.gov/pubmed/22575960
http://doi.org/10.1093/nar/18.19.5735
http://www.ncbi.nlm.nih.gov/pubmed/2216767
http://doi.org/10.1016/j.cell.2012.05.003
http://doi.org/10.1016/j.cell.2013.10.026
http://doi.org/10.1038/cr.2014.151

Pharmaceuticals 2022, 15, 440 17 of 18

10.

11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

21.

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.
32.

33.

Zhao, B.S.; Roundtree, I.A.; He, C. Post-Transcriptional Gene Regulation by MRNA Modifications. Nat. Rev. Mol. Cell Biol. 2017,
18, 31-42. [CrossRef]

Wang, Y.; Li, Y,; Yue, M.; Wang, J.; Kumar, S.; Wechsler-Reya, R.J.; Zhang, Z.; Ogawa, Y.; Kellis, M.; Duester, G.; et al. N6-
Methyladenosine RNA Modification Regulates Embryonic Neural Stem Cell Self-Renewal through Histone Modifications. Nat.
Neurosci. 2018, 21, 195-206. [CrossRef]

Sui, X.; Hu, Y,; Ren, C.; Cao, Q.; Zhou, S.; Cao, Y.; Li, M.; Shu, W.; Huo, R. METTL3-Mediated m®A Is Required for Murine Oocyte
Maturation and Maternal-to-Zygotic Transition. Cell Cycle 2020, 19, 391-404. [CrossRef]

Wu, J.; Frazier, K.; Zhang, J.; Gan, Z.; Wang, T.; Zhong, X. Emerging Role of m® A RNA Methylation in Nutritional Physiology
and Metabolism. Obes. Rev. 2020, 21, €12942. [CrossRef]

Dorn, L.E.; Lasman, L.; Chen, J.; Xu, X.; Hund, T.J.; Medvedovic, M.; Hanna, ].H.; van Berlo, J.H.; Accornero, F. The N°-
Methyladenosine MRNA Methylase METTL3 Controls Cardiac Homeostasis and Hypertrophy. Circulation 2019, 139, 533-545.
[CrossRef] [PubMed]

Winkler, R; Gillis, E.; Lasman, L.; Safra, M.; Geula, S.; Soyris, C.; Nachshon, A.; Tai-Schmiedel, J.; Friedman, N.; Le-Trilling, V.T.K,;
et al. M6A Modification Controls the Innate Immune Response to Infection by Targeting Type I Interferons. Nat. Immunol. 2019,
20,173-182. [CrossRef] [PubMed]

Gu, J.; Zhan, Y,; Zhuo, L.; Zhang, Q.; Li, G,; Li, Q.; Qi, S;; Zhu, J.; Lv, Q.; Shen, Y,; et al. Biological Functions of M6A
Methyltransferases. Cell Biosci. 2021, 11, 15. [CrossRef] [PubMed]

Roignant, J.-Y.; Soller, M. M 6 A in MRNA: An Ancient Mechanism for Fine-Tuning Gene Expression. Trends Genet. 2017, 33,
380-390. [CrossRef] [PubMed]

Yang, Y.; Hsu, PJ.; Chen, Y.-S.; Yang, Y.-G. Dynamic Transcriptomic M6A Decoration: Writers, Erasers, Readers and Functions in
RNA Metabolism. Cell Res. 2018, 28, 616—624. [CrossRef] [PubMed]

Bi, Z.; Liu, Y.; Zhao, Y,; Yao, Y.; Wu, R;; Liu, Q.; Wang, Y.; Wang, X. A Dynamic Reversible RNA N6-methyladenosine Modification:
Current Status and Perspectives. J. Cell Physiol. 2019, 234, 7948-7956. [CrossRef] [PubMed]

Liu, J.; Yue, Y,; Han, D.; Wang, X.; Fu, Y,; Zhang, L.; Jia, G.; Yu, M,; Lu, Z.; Deng, X.; et al. A METTL3-METTL14 Complex Mediates
Mammalian Nuclear RNA N6-Adenosine Methylation. Nat. Chem. Biol. 2014, 10, 93-95. [CrossRef]

Ping, X.-L.; Sun, B.-F; Wang, L.; Xiao, W.; Yang, X.; Wang, W.-].; Adhikari, S.; Shi, Y.; Lv, Y.; Chen, Y.-S; et al. Mammalian WTAP Is
a Regulatory Subunit of the RNA N6-Methyladenosine Methyltransferase. Cell Res. 2014, 24, 177-189. [CrossRef]

Schwartz, S.; Mumbach, M.R.; Jovanovic, M.; Wang, T.; Maciag, K.; Bushkin, G.G.; Mertins, P.; Ter-Ovanesyan, D.; Habib, N.;
Cacchiarelli, D.; et al. Perturbation of M6A Writers Reveals Two Distinct Classes of MRNA Methylation at Internal and 5’ Sites.
Cell Rep. 2014, 8, 284-296. [CrossRef]

Wen, ]; Lv, R.; Ma, H.; Shen, H.; He, C.; Wang, ].; Jiao, E; Liu, H.; Yang, P; Tan, L.; et al. Zc3h13 Regulates Nuclear RNA M6A
Methylation and Mouse Embryonic Stem Cell Self-Renewal. Mol. Cell 2018, 69, 1028-1038.e6. [CrossRef]

Wang, Y.; Li, Y,; Toth, ].L; Petroski, M.D.; Zhang, Z.; Zhao, ].C. N6-Methyladenosine Modification Destabilizes Developmental
Regulators in Embryonic Stem Cells. Nat. Cell Biol. 2014, 16, 191-198. [CrossRef] [PubMed]

Wang, X.; Feng, J.; Xue, Y.; Guan, Z.; Zhang, D.; Liu, Z.; Gong, Z.; Wang, Q.; Huang, J.; Tang, C.; et al. Structural Basis of
N6-Adenosine Methylation by the METTL3-METTL14 Complex. Nature 2016, 534, 575-578. [CrossRef] [PubMed]

Wang, P.; Doxtader, K.A.; Nam, Y. Structural Basis for Cooperative Function of Mettl3 and Mettl14 Methyltransferases. Mol. Cell
2016, 63, 306-317. [CrossRef] [PubMed]

Sledz, P; Jinek, M. Structural Insights into the Molecular Mechanism of the MO A Writer Complex. eLife 2016, 5, €18434. [CrossRef]
Chen, X.-Y.; Zhang, J.; Zhu, ].-S. The Role of MPA RNA Methylation in Human Cancer. Mol. Cancer 2019, 18, 103. [CrossRef]
Lan, Q.; Liu, PY.; Haase, J.; Bell, ].L.; Hiittelmaier, S.; Liu, T. The Critical Role of RNA MCA Methylation in Cancer. Cancer Res.
2019, 79, 1285-1292. [CrossRef]

Zeng, C.; Huang, W.; Li, Y.; Weng, H. Roles of METTL3 in Cancer: Mechanisms and Therapeutic Targeting. J. Hematol. Oncol.
2020, 13, 117. [CrossRef]

De Kouchkovsky, I.; Abdul-Hay, M. Acute Myeloid Leukemia: A Comprehensive Review and 2016 Update. Blood Cancer ]. 2016,
6, e441. [CrossRef]

Kwok, C.-T.; Marshall, A.D.; Rasko, J.E.J.; Wong, ].].L. Genetic Alterations of M6A Regulators Predict Poorer Survival in Acute
Myeloid Leukemia. J. Hematol. Oncol. 2017, 10, 39. [CrossRef]

Weng, H.; Huang, H.; Wu, H.; Qin, X,; Zhao, B.S.; Dong, L.; Shi, H.; Skibbe, J.; Shen, C.; Hu, C.; et al. METTL14 Inhibits
Hematopoietic Stem /Progenitor Differentiation and Promotes Leukemogenesis via MRNA M6A Modification. Cell Stem. Cell
2018, 22, 191-205.€9. [CrossRef]

Siegel, R.L.; Miller, K.D.; Fuchs, H.E.; Jemal, A. Cancer Statistics, 2021. CA A Cancer ]. Clin. 2021, 71, 7-33. [CrossRef] [PubMed]
Vu, L.P; Pickering, B.E; Cheng, Y.; Zaccara, S.; Nguyen, D.; Minuesa, G.; Chou, T.; Chow, A.; Saletore, Y.; MacKay, M.; et al.
The N6-Methyladenosine (M°A)-Forming Enzyme METTL3 Controls Myeloid Differentiation of Normal Hematopoietic and
Leukemia Cells. Nat. Med. 2017, 23, 1369-1376. [CrossRef] [PubMed]

Barbieri, I.; Tzelepis, K.; Pandolfini, L.; Shi, J.; Milldn-Zambrano, G.; Robson, S.C.; Aspris, D.; Migliori, V.; Bannister, A.J.; Han,
N.; et al. Promoter-Bound METTL3 Maintains Myeloid Leukaemia by M6A-Dependent Translation Control. Nature 2017, 552,
126-131. [CrossRef] [PubMed]


http://doi.org/10.1038/nrm.2016.132
http://doi.org/10.1038/s41593-017-0057-1
http://doi.org/10.1080/15384101.2019.1711324
http://doi.org/10.1111/obr.12942
http://doi.org/10.1161/CIRCULATIONAHA.118.036146
http://www.ncbi.nlm.nih.gov/pubmed/30586742
http://doi.org/10.1038/s41590-018-0275-z
http://www.ncbi.nlm.nih.gov/pubmed/30559377
http://doi.org/10.1186/s13578-020-00513-0
http://www.ncbi.nlm.nih.gov/pubmed/33431045
http://doi.org/10.1016/j.tig.2017.04.003
http://www.ncbi.nlm.nih.gov/pubmed/28499622
http://doi.org/10.1038/s41422-018-0040-8
http://www.ncbi.nlm.nih.gov/pubmed/29789545
http://doi.org/10.1002/jcp.28014
http://www.ncbi.nlm.nih.gov/pubmed/30644095
http://doi.org/10.1038/nchembio.1432
http://doi.org/10.1038/cr.2014.3
http://doi.org/10.1016/j.celrep.2014.05.048
http://doi.org/10.1016/j.molcel.2018.02.015
http://doi.org/10.1038/ncb2902
http://www.ncbi.nlm.nih.gov/pubmed/24394384
http://doi.org/10.1038/nature18298
http://www.ncbi.nlm.nih.gov/pubmed/27281194
http://doi.org/10.1016/j.molcel.2016.05.041
http://www.ncbi.nlm.nih.gov/pubmed/27373337
http://doi.org/10.7554/eLife.18434
http://doi.org/10.1186/s12943-019-1033-z
http://doi.org/10.1158/0008-5472.CAN-18-2965
http://doi.org/10.1186/s13045-020-00951-w
http://doi.org/10.1038/bcj.2016.50
http://doi.org/10.1186/s13045-017-0410-6
http://doi.org/10.1016/j.stem.2017.11.016
http://doi.org/10.3322/caac.21654
http://www.ncbi.nlm.nih.gov/pubmed/33433946
http://doi.org/10.1038/nm.4416
http://www.ncbi.nlm.nih.gov/pubmed/28920958
http://doi.org/10.1038/nature24678
http://www.ncbi.nlm.nih.gov/pubmed/29186125

Pharmaceuticals 2022, 15, 440 18 of 18

34.

35.

36.

37.

38.

39.

40.

41.

42.

43.

44.

45.

46.

47.

48.

49.

50.

51.

52.

53.

54.

55.

56.

57.

58.

Li, F; Kennedy, S.; Hajian, T.; Gibson, E.; Seitova, A.; Xu, C.; Arrowsmith, C.H.; Vedadi, M. A Radioactivity-Based Assay for
Screening Human M®A-RNA Methyltransferase, METTL3-METTL14 Complex, and Demethylase ALKBH5. J. Biomol. Screen 2016,
21,290-297. [CrossRef] [PubMed]

Buker, S.M.; Gurard-Levin, Z.A.; Wheeler, B.D.; Scholle, M.D.; Case, A.W.; Hirsch, J.L.; Ribich, S.; Copeland, R.A.; Boriack-Sjodin,
P.A. A Mass Spectrometric Assay of METTL3/METTL14 Methyltransferase Activity. SLAS Discov. Adv. Sci. Drug Discov. 2020, 25,
361-371. [CrossRef] [PubMed]

Bedi, RK.; Huang, D.; Eberle, S.A.; Wiedmer, L.; Sledz, P; Caflisch, A. Small-Molecule Inhibitors of METTL3, the Major Human
Epitranscriptomic Writer. ChemMedChem 2020, 15, 744-748. [CrossRef]

Moroz-Omori, E.V,; Huang, D.; Bedi, R.K.; Cheriyamkunnel, S.J.; Elena, B.; Aymeric, D.; Rzeczkowski, M.D.; Lars, W.; Pawet,
S.; Amedeo, C. METTL3 Inhibitors for Epitranscriptomic Modulation of Cellular Processes. ChemMedchem 2020, 16, 3035-3043.
[CrossRef]

Dolbois, A.; Bedi, R K.; Bochenkova, E.; Miiller, A.; Moroz-Omori, E.V,; Huang, D.; Caflisch, A. 1,4,9-Triazaspiro[5.5]Undecan-2-
One Derivatives as Potent and Selective METTL3 Inhibitors. . Med. Chem. 2021, 64, 12738-12760. [CrossRef]

Yankova, E.; Blackaby, W.; Albertella, M.; Rak, J.; De Braekeleer, E.; Tsagkogeorga, G.; Pilka, E.S.; Aspris, D.; Leggate, D.; Hendrick,
A.G,; et al. Small Molecule Inhibition of METTL3 as a Strategy against Myeloid Leukaemia. Nature 2021, 593, 597-601. [CrossRef]
Ianniello, Z.; Paiardini, A.; Fatica, A. N6-Methyladenosine (M6A): A Promising New Molecular Target in Acute Myeloid Leukemia.
Front. Oncol. 2019, 9, 251. [CrossRef]

Malone, T.; Blumenthal, R.M.; Cheng, X. Structure-Guided Analysis Reveals Nine Sequence Motifs Conserved among DNA
Amino-Methyl-Transferases, and Suggests a Catalytic Mechanism for These Enzymes. J. Mol. Biol. 1995, 253, 618-632. [CrossRef]
[PubMed]

Sun, Q.; Huang, M.; Wei, Y. Diversity of the Reaction Mechanisms of SAM-Dependent Enzymes. Acta Pharm. Sin. B 2021, 11,
632-650. [CrossRef] [PubMed]

Lee, J.; Kim, S.; Jin, M.S.; Kim, Y. Discovery of Substituted Indole Derivatives as Allosteric Inhibitors of méA-RNA Methyltrans-
ferase, METTL3-14 Complex. Drug Dev. Res. 2022. online ahead of print. [CrossRef] [PubMed]

Erickson-Miller, C.L.; DeLorme, E.; Tian, S.-S.; Hopson, C.B,; Stark, K.; Giampa, L.; Valoret, E.I; Duffy, KJ.; Luengo, J.L.; Rosen, J.;
et al. Discovery and Characterization of a Selective, Nonpeptidyl Thrombopoietin Receptor Agonist. Exp. Hematol. 2005, 33,
85-93. [CrossRef]

Townsley, D.M.; Scheinberg, P.; Winkler, T.; Desmond, R.; Dumitriu, B.; Rios, O.; Weinstein, B.; Valdez, ].; Lotter, ].; Feng, X.; et al.
Eltrombopag Added to Standard Immunosuppression for Aplastic Anemia. N. Engl. ]. Med. 2017, 376, 1540-1550. [CrossRef]
Wang, J.; Dai, M.; Fu, Q.; Chen, S. Eltrombopag for the Treatment of Refractory Thrombocytopenia Associated with Connective
Tissue Disease. Sci. Rep. 2021, 11, 5459. [CrossRef]

Lu, S.;; He, X; Ni, D.; Zhang, J. Allosteric Modulator Discovery: From Serendipity to Structure-Based Design. J. Med. Chem. 2019,
62, 6405-6421. [CrossRef]

Huang, W.; Lu, S.; Huang, Z.; Liu, X.; Mou, L.; Luo, Y.; Zhao, Y,; Liu, Y.; Chen, Z.; Hou, T.; et al. Allosite: A Method for Predicting
Allosteric Sites. Bioinformatics 2013, 29, 2357-2359. [CrossRef]

Jayagopal, B.; Murugesh, S. QBD-Driven HPLC Method of Eltrombopag Olamine: Degradation Pathway Proposal, Structure
Elucidation, and in Silico Toxicity Prediction. J. Pharm. Biomed. Anal. 2021, 203, 114231. [CrossRef]

Roth, M.; Will, B.; Simkin, G.; Narayanagari, S.; Barreyro, L.; Bartholdy, B.; Tamari, R.; Mitsiades, C.S.; Verma, A.; Steidl, U.
Eltrombopag Inhibits the Proliferation of Leukemia Cells via Reduction of Intracellular Iron and Induction of Differentiation.
Blood 2012, 120, 386-394. [CrossRef]

Zheng, S.; Wang, W.; Aldahdooh, J.; Malyutina, A.; Shadbahr, T.; Tanoli, Z.; Pessia, A.; Tang, J. SynergyFinder Plus: Toward Better
Interpretation and Annotation of Drug Combination Screening Datasets. Genom. Proteom. Bioinform. 2022. online ahead of print.
[CrossRef] [PubMed]

Argenziano, M.; Tortora, C.; Paola, A.D.; Pota, E.; Martino, M.D.; Pinto, D.D.; Leva, C.D.; Rossi, F. Eltrombopag and Its Iron
Chelating Properties in Pediatric Acute Myeloid Leukemia. Oncotarget 2021, 12, 1377-1387. [CrossRef] [PubMed]

Dickinson, M.; Cherif, H.; Fenaux, P.; Mittelman, M.; Verma, A.; Portella, M.S.0.; Burgess, P.; Ramos, PM.; Choi, J.; Platzbecker, U.
Azacitidine with or without Eltrombopag for First-Line Treatment of Intermediate- or High-Risk MDS with Thrombocytopenia.
Blood 2018, 132, 2629-2638. [CrossRef] [PubMed]

Basood, M.; Oster, H.S.; Mittelman, M. Thrombocytopenia in patients with myelodysplastic syndromes—Still an unsolved
problem. Mediterr. |. Hematol. Infect. Dis. 2018, 10, e2018046. [CrossRef] [PubMed]

Akhtar, J.; Renaud, Y.; Albrecht, S.; Ghavi-Helm, Y.; Roignant, J.-Y.; Silies, M.; Junion, G. M6A RNA Methylation Regulates
Promoter- Proximal Pausing of RNA Polymerase II. Mol. Cell 2021, 81, 3356-3367.e6. [CrossRef] [PubMed]

Kim, D.; Paggi, ]. M,; Park, C.; Bennett, C.; Salzberg, S.L. Graph-Based Genome Alignment and Genotyping with HISAT2 and
HISAT-Genotype. Nat. Biotechnol. 2019, 37, 907-915. [CrossRef]

Meng, J.; Cui, X.; Rao, M.K; Chen, Y.; Huang, Y. Exome-Based Analysis for RNA Epigenome Sequencing Data. Bioinformatics
2013, 29, 1565-1567. [CrossRef]

Heinz, S.; Benner, C.; Spann, N.; Bertolino, E.; Lin, Y.C.; Laslo, P; Cheng, J.X.; Murre, C.; Singh, H.; Glass, C.K. Simple
Combinations of Lineage-Determining Transcription Factors Prime Cis-Regulatory Elements Required for Macrophage and B
Cell Identities. Mol. Cell 2010, 38, 576-589. [CrossRef]


http://doi.org/10.1177/1087057115623264
http://www.ncbi.nlm.nih.gov/pubmed/26701100
http://doi.org/10.1177/2472555219878408
http://www.ncbi.nlm.nih.gov/pubmed/31585521
http://doi.org/10.1002/cmdc.202000011
http://doi.org/10.1002/cmdc.202100291
http://doi.org/10.1021/acs.jmedchem.1c00773
http://doi.org/10.1038/s41586-021-03536-w
http://doi.org/10.3389/fonc.2019.00251
http://doi.org/10.1006/jmbi.1995.0577
http://www.ncbi.nlm.nih.gov/pubmed/7473738
http://doi.org/10.1016/j.apsb.2020.08.011
http://www.ncbi.nlm.nih.gov/pubmed/33777672
http://doi.org/10.1002/ddr.21910
http://www.ncbi.nlm.nih.gov/pubmed/35040501
http://doi.org/10.1016/j.exphem.2004.09.006
http://doi.org/10.1056/NEJMoa1613878
http://doi.org/10.1038/s41598-021-84493-2
http://doi.org/10.1021/acs.jmedchem.8b01749
http://doi.org/10.1093/bioinformatics/btt399
http://doi.org/10.1016/j.jpba.2021.114231
http://doi.org/10.1182/blood-2011-12-399667
http://doi.org/10.1016/j.gpb.2022.01.004
http://www.ncbi.nlm.nih.gov/pubmed/35085776
http://doi.org/10.18632/oncotarget.28000
http://www.ncbi.nlm.nih.gov/pubmed/34262648
http://doi.org/10.1182/blood-2018-06-855221
http://www.ncbi.nlm.nih.gov/pubmed/30305280
http://doi.org/10.4084/mjhid.2018.046
http://www.ncbi.nlm.nih.gov/pubmed/30002802
http://doi.org/10.1016/j.molcel.2021.06.023
http://www.ncbi.nlm.nih.gov/pubmed/34297910
http://doi.org/10.1038/s41587-019-0201-4
http://doi.org/10.1093/bioinformatics/btt171
http://doi.org/10.1016/j.molcel.2010.05.004

	Introduction 
	Results and Discussion 
	Enzyme Assay and Hit Identification of Eltrombopag as a METTL3-14 Inhibitor 
	Mode of Enzyme Inhibition and Predicted Binding Mode of Eltrombopag in METTL3-14 
	Cellular Activity Evaluation of Eltrombopag on Acute Myeloid Leukemia Cell Lines 
	Identification of Anti-Leukemia Potential of Eltrombopag at Molecular Level 

	Materials and Methods 
	General Methods for Chemistry 
	Cloning, Expression and Purification of METTL3 and METTL14 
	METTL3-14 Enzyme-Based Bioluminescence Assay (Screening Assay) 
	METTL3-14 Enzyme-Based Bioluminescence Assay (False Positive Response Experiment) 
	Mass Spectrometry Based METTL3-14 Enzyme Based Assay 
	Surface Plasmon Resonance 
	Selectivity Profiling 
	Allosteric Binding Pocket Prediction and Molecular Docking 
	Cell Culture and shMETTL3 Knockdown 
	Anti-Proliferative Assay Protocol 
	Combinatorial Analysis of AML Drugs with Eltrombopag 
	Quantitative Analysis of m6A Level by Mass Spectrometry 
	N6-Methyladenosine-Sequencing (m6A-seq) and Sequencing Data Analysis 

	Conclusions 
	References

