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Simple Summary: Cordycepin, an analog of adenosine, has shown anti-leukemic properties towards
leukemic stem cells (LSCs) by perturbing the leukemia−stroma association. However, the full
molecular picture has not been fully elucidated. In addition, Wnt/β-catenin signaling is required
for LSC development and maintenance in acute myeloid leukemia (AML). Here we show that
cordycepin downregulates the Wnt target genes MYC and PROM1 (CD133), critical factors in stem
cell maintenance, via re-expression of WIF1 and DKK1. The results provided offer new insights
into the molecular circuits involved in the cordycepin-mediated inhibition of Wnt signaling. This
mechanism of action of cordycepin has potential applications in treating AML.

Abstract: Wnt/β-catenin signaling is critically required for the development and maintenance of
leukemia stem cells (LSCs) in acute myeloid leukemia (AML) by constitutive activation of myeloid
regeneration-related pathways. Cell-intrinsic activation of canonical Wnt signaling propagates in
the nucleus by β-catenin translocation, where it induces expression of target oncogenes such as JUN,
MYC and CCND1. As the Wnt/β−catenin pathway is now well established to be a key oncogenic
signaling pathway promoting leukemic myelopoiesis, targeting it would be an effective strategy to
impair LSC functionality. Although the effects of the adenosine analogue cordycepin in repressing
β-catenins and destabilizing the LSC niche have been highlighted, the cellular and molecular effects
on AML–LSC have not been fully clarified. In the present study, we evaluated the potency and efficacy
of cordycepin, a selective repressor of Wnt/β-catenin signaling with anti-leukemia properties, on
the AC133+ LSC fraction. Cordycepin effectively reduces cell viability of the AC133+ LSCs in the
MUTZ−2 cell model and patient-derived cells through the induction of apoptosis. By Wnt-targeted
RNA sequencing panel, we highlighted the re-expression of WIF1 and DKK1 among others, and
the consequent downregulation of MYC and PROM1 (CD133) following MUTZ−2 cell exposure to
increasing doses of cordycepin. Our results provide new insights into the molecular circuits involved
in pharmacological inhibition mediated by cordycepin reinforcing the potential of targeting the
Wnt/β-catenin and co-regulatory complexes in AML.

Keywords: AML; cordycepin; WIF1; MYC; AC133+

1. Introduction

Our understanding of leukemogenesis has evolved considerably in the last decade,
revealing that transformed leukemic stem cells (LSCs) are functionally related to the
CD133+CD34+CD38-lymphoid-primed multipotential progenitors (LMPPs) [1–3]. LMPP-
like LSCs continuously produce CD34+38+ granulocyte/macrophage progenitor (GMP)-like
cells [1,4] as a direct consequence of constitutive activation in driving networks, such as
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the regeneration-associated Wnt/β-catenin signaling in bone marrow (BM) niche [2,5–9].
Cell-intrinsic Wnt/β-catenin signaling hyperactivation is thought to induce inappropri-
ate expression of target genes controlled by the Wnt responsive DNA elements (WREs)
such as MYC, JUN, CD44 and CCND1, which predict enhanced clonogenic potential and
unfavorable prognosis [10–17].

MYC is required for adult hematopoiesis [18–20] and plays a central role in G1/S
transition as an upstream modulator of cell cycle regulatory molecules [21]. MYC haploin-
sufficiency led to ineffective hematopoiesis by inhibiting HSC self-renewal and quiescence
and by promoting apoptosis [22]. Thus, MYC is critical for balanced hematopoiesis and is
frequently overexpressed in acute myeloid leukemia, likely by oncogenic Wnt/β-catenin
signaling through the specific WRE associated with the MYC promoter (MYC 5′ WRE),
leading to proliferation and terminal differentiation impairment of HSCs [16,23–26].

Furthermore, activation of the Wnt signaling pathway is required for the survival and
development of LSCs [5] and has been implicated in aberrant methylation of Wnt antago-
nists [27], such as Wnt inhibitory factor 1 (WIF1) and Dickkopf-1 (DKK1) in acute myeloid
leukemia [28]. Targeting Wnt signaling in leukemia represents an attractive therapeutic
strategy to suppress the leukemia-initiating properties of the CD44+CD133+ cells [29]. How-
ever, the lack of effective modulatory agents has limited this approach to date [30]. In recent
years, the anti-leukemia properties of cordycepin (also known as 3-deoxyadenosine), a
major active component of the fungi Cordyceps militaris and C. sinensis, have been suggested
by the impairment of Wnt/β-catenin signaling at different levels [31–33]. Therefore, the
purpose of the present study was to elucidate the molecular circuits involved in cordycepin-
mediated suppression of Wnt signaling in AC133+ leukemia cells. Our findings suggest that
cordycepin induces apoptosis through different levels of action; in particular, we highlight
the downregulation of MYC and PROM1 (CD133) mediated by the re-expression of WIF1
and DKK1.

MYC represents a complex problem in the control of cell proliferation, as it participates
in the regulation of all hallmarks of cancer [34]. The effective MYC down-modulation
demonstrated by cordycepin suggests the importance of further investigating its potential
use as an antileukemic adjuvant.

2. Materials and Methods
2.1. Cell Line and Primary Cell Cultures

AC133+-MUTZ-2 cells (DSMZ ACC 271) were grown in 60% alpha-MEM (Gibco)
medium, complemented with 20% fetal bovine serum (FBS), 20% vol conditioned medium
by 5637 cell line (DSM ACC 35), 1% penicillin/streptomycin, 1% of glutamine and 50 ng/mL
SCF (STEM CELL Technologies). All cells were grown at 37 ◦C in a humidified incubator
(Binder) with 5% CO2. Cell lines were routinely tested to exclude mycoplasma contam-
ination. Primary cell cultures originated from mononuclear cells obtained from patient
AML#526, and AC133+ cells were selected from patient AML#523. Patient samples were
collected at the Department of Hematology, ASST Grande Ospedale Metropolitano Ni-
guarda of Milan, with informed consent of the subjects. Primary cell cultures were kept in
an incubator at 37 ◦C and with 5% CO2 for 4 days before the experiment. The medium was
composed of 55% Alpha-MEM, 20% FBS, 25% vol conditioned medium by 5637 cell line
(DSM ACC 35), 1% of penicillin/streptomycin, 1% of glutamine and 50 ng/mL of SCF.

2.2. Cell-Based Assays

MUTZ-2 cell line and primary cells were treated with different concentrations of
cordycepin (Sigma, Sofia, Bulgaria). The viability of cells after concentration and time-
dependent treatments was determined using both manual cell counting by 0.4% Trypan
Blue staining (Sigma Aldrich) and the standard MTT [3-(4,5-dimethylthiazol-2-yl)-2,5-
diphenyltetrazolium bromide] metabolic activity assay (Sigma Aldrich), performed in
96-well plates. Cell viability was measured by a methyl thiazole tetrazolium (MTT) assay
for 6 and 24 h. At the end of each culture period, 10 µL (1:10) of a 5 mg/mL solution of MTT
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was added to each well, followed by incubation at 37 ◦C for 3 h. Metabolically active, viable
cells converted MTT into a colored formazan, which was made soluble with a volume of
0.1 N HCl in anhydrous isopropanol equal to the volume of cell suspension (100 µL). Cell
viability was evaluated by measuring the absorbance at 570 nm, using an absorbance reader
(Multi-mode plate reader, PerkinElmer). The viability was expressed as the percentage of
optical density of treated cells compared to optical density of cells treated with the specific
vehicle. Each experimental condition was done in hexaplicate and repeated at least twice.
Apoptosis of the MUTZ-2 cell line was assessed by labeling cells with an eBioscience™
Annexin V-FITC Apoptosis Detection Kit (Thermofisher). MUTZ−2 cells were seeded in
12-well plates and treated with different concentrations of cordycepin (20, 50 and 100 µM),
for 48 and 72 h. The cells were then washed twice with PBS 1X and resuspended in a
binding buffer containing (1:40) Annexin V-FITC. All conditions were incubated for 15 min
at room temperature in a light-protected area, then cells were washed with binding buffer
and resuspended in a binding buffer containing 10 µL propidium iodide (20 µg/mL), and
then analyzed by flow cytometry (FACS Calibur; Becton Dickinson). The results were
analyzed with FACS, setting the excitation wavelength at 488 nm for both the dyes and
emission fixed at 530 nm for FITC and 655–730 nm for PI. Data were analyzed using FlowJo
software (v10, Treestar, Inc., San Carlos, CA, USA).

2.3. Transcriptomic Analysis

Total RNA was isolated from MUTZ-2 using an isolation Kit (ThermoFisher Scientific)
according to the manufacturer’s instructions. The quality and the yield of the extracted
RNA was evaluated using a Qubit 4 fluorometer in combination with an RNA HS Assay
Kit (ThermoFisher Scientific Inc., Waltham, MA, USA). RNA (200 ng) was reverse tran-
scribed, using an ImProm-II reverse transcription system (Promega, Tokyo, Japan) and
0.5 µg/reaction of random primer (Promega), according to the manufacturer’s instructions.
All samples within an experiment were reverse-transcribed at the same time, followed by
PCR endpoint utilizing Platinum™ Hot Start PCR Master Mix 1× and 0.5 µM of forward
and reverse WIF1 primers (Table S1) using 50 ng cDNA in a total volume of 20 µL. The
amplifications of WIF1 were performed as follows: 94 ◦C for 2 min, (94 ◦C for 15 s, 56 ◦C
for 15 s and 72 ◦C for 15 s) for 33 cycles and 4 ◦C 10 min. The PCR products were then
analyzed by electrophoresis through a 2% agarose gel.

2.4. Real-Time qPCR Analysis

Real-time qPCR was carried out using PowerUpTM SYBRTM Green Master Mix, ac-
cording to the manufacturer’s protocols. All samples (10 ng cDNA) were analyzed in
triplicate. The expression of MYC and WIF1 was normalized to the most stable reference
gene glyceraldehyde 3-phosphate dehydrogenase (GAPDH) by the StepOnePlus™ Real-
Time PCR System, and data were analyzed using the 2−∆∆Ct methods. PCR primers are
detailed in Table S1. Oligonucleotides for qPCR were designed using Primer 3 (https:
//bioinfo.ut.ee/?page_id=163&lang=en, version 0.4).

2.5. Ion AmpliSeq NGS WNT-Panel for Targeted Sequencing

Next-generation sequencing (NGS) for RNA analysis was performed on MUTZ-2
treated in triplicates with different concentrations of cordycepin (50 µM, 100 µM and 200 µM)
for 6 and 24 h, using a custom 179 gene Ion Ampliseq panel which was based on Ion Am-
pliseq RNA Wnt signaling panel (ThermoFisher Scientific) with additional amplicons (Panel
WG_IAD195199.20200413). The additional genes analyzed were: MARK4 (NM_001199867),
NDP (NM_000266), PROM1 (NM_001145847), MLLT11 (NM_006818), WNK2 (NM_006648),
TBL1XR1 (NM_024665), ROCK2 (NM_004850), LRRFIP2 (NM_001134369) and USP34
(NM_014709). RNA concentration was evaluated using a QubitTM 4 fluorometer in com-
bination with an RNA HS Assay Kit (ThermoFisher Scientific). Library preparation was
performed on an Ion Chef™ instrument following the AmpliSeq™ Kit for the Chef DL8 pro-
tocol (ThermoFisher Scientific #A29025) for automated preparation of libraries. Enriched
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samples were sequenced on the Ion S5 System Instrument using a 530 chip. Sequencing
results were preliminarily analyzed using Ion Torrent Suite 5.12.1. Coverage analysis was
performed using plugin AmpliseqRNA 5.12.0.1 to map the sequencing reads on target
regions. The reference library used was hg19 Ampliseq Transcriptome. Data analysis was
performed with the Transcriptome Analysis Console 4.0 software (TAC). We examined the
differential expression in all conditions, maintaining the subdivision by concentration and
hours of treatment. We compared the expression at each concentration to the untreated
control. Finally, we considered as significantly differentially expressed (SDE) genes those
genes having a p-value lower than 0.05, further selecting those genes with a negative
exponential value and an absolute log2FC value higher than or equal to 2. Fold-change
value can be used to estimate how many times a gene is up- or downregulated.

2.6. Immunoblot

The MUTZ-2 cells were treated with different concentrations of cordycepin (50, 100
and 200 µM) for 48 and 72 h. Total protein was extracted using RIPA buffer containing
100 mM Tris (pH 7.6), 1% Triton X-100, 150 mM NaCl, 2 mM PMSF, 10 mM Na3VO4,
100 mM NaF, 10 mM Na4P2O7 and 4 mM EDTA.

Protein fractions were separated by 10% SDS gel-electrophoresis and were transferred
to a polyvinylidene difluoride membrane by semi-dry blotting, following the protocols
from the manufacturer (Bio-Rad, Hercules, CA, USA). After overnight incubation with 5%
non-fat dry milk (NFDM) in TBS-T (10 mM Tris pH 7.5, 100 mM NaCl, 0,1% Tween-20), the
membrane was incubated with primary antibodies against MYC (1:1000, BETHYL) and
GAPDH (1:1000, BETHYL) at 4 ◦C overnight. Membranes were washed 3 times for 10 min
prior to incubation with the secondary antibody anti-rabbit HRP (1:5000, ThermoFisher
Scientific) for 30 min. Blots were washed 3 times with TBS-T and detected by enhanced
chemiluminescence reagents (Clarity Western ECL, Bio-Rad).

The MYC gene encodes a polypeptide with a predicted molecular weight of 49 kDa
but also demonstrates aberrant electrophoretic mobility in Western blotting to manifest an
apparent molecular weight of around 62 kDa (p62c-myc).

Data normalization is required to accurately compare target protein expression across
multiple samples in immunoblot analysis. Images were acquired on ChemiDoc MP Instru-
ment (Bio-Rad) by Image Lab Touch Software (2.4). To normalize target protein expression,
the band intensity of each sample is determined by densitometry analysis performed using
Image Lab Software (Bio-Rad). Then, the intensity of the target protein is divided by the
intensity of the loading control protein. This calculation adjusts the expression of the
protein of interest to a common scale and reduces the impact of sample-to-sample variation.
Relative target protein expression can then be compared across all lanes to assess changes
in target protein expression across samples calculating the fold change by dividing the
normalized expression from each lane by the normalized expression of the control sample
in the first lane.

2.7. Statistical Analysis

Data are presented as mean ± SEM or ratios among treatments and controls, in
independent experiments as indicated in the legends of the figures. Statistical analyses
were performed using GraphPad Prism 9 (GraphPad Software, USA; Biomatters, Ltd., NZ;
and GSL Biotech, USA). ANOVA tests and ANOVA and Tukey’s multiple comparisons test
were used for comparisons. A p-value < 0.05 was considered statistically significant.

3. Results
3.1. Modulation of Cell Viability after Treatment with Cordycepin on MUTZ-2 and Primary Cells

With the aim of evaluating the inhibitory effect of cordycepin on the Wnt signal in
the AC133+ leukemic stem component, we initially evaluated the MUTZ-2 cell line as the
only acute myeloid leukemia cell line enriched for the AC133+ marker [35]. Treatment of
the MUTZ-2 cell line with different concentrations of cordycepin (50, 100, 200 µM) and
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times (24, 48, 72 h) revealed that cordycepin can significantly reduce the cell viability in
a dose-dependent manner. We performed two different assays, including trypan blue
for manual cell counting (Figure 1A) and the methyl thiazole tetrazolium (MTT) assay
in MUTZ−2 cells (also including 20 µM of cordycepin) (Figure 1B). MTT results show
relative IC50 values of 14.58 ± 3.30, 22.59 ± 1.55 and 29.28 ± 2.12 µM, with R-squared
values of 0.8887, 0.9956 and 0.9956, respectively, for 24, 48 and 72 h. These results indicate
a remarkable drug effect even at 24 h after treatment, showing a 56.1% reduction in cell
viability at 20 µM of cordycepin (Figure 1B).
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Figure 1. Effects of exposure to increasing concentration of cordycepin on MUTZ−2 and primary
AML cell viability. (A) Cell viability was analyzed through Trypan blue cell count in MUTZ−2 cells
after cordycepin treatment at increasing concentrations (50, 100, 200 µM) for 24 and 48 h. (B) Dose-
and time-response cytotoxicity of the drug were analyzed by the methyl thiazole tetrazolium (MTT)
assay in MUTZ−2 cells treated with increasing concentrations of cordycepin (20, 50, 100 and 200 µM)
for 24, 48 and 72 h. Values are expressed as the percentage of viable cells for each condition relative
to controls. (C) MTT assay on mononuclear cells (MNCs) from an AML patient (AML#526) with
increasing concentrations of cordycepin (50, 100 and 200 µM) for 24 h. (D) MTT assay on primary
selected cells (AC133+) from an AML patient (AML#523) with increasing concentrations of cordycepin
(25, 50 and 100 µM) for 24 h. The relative IC50 for MUTZ−2 is shown as the mean ± SD (standard
deviation) of at least three independent experiments; the p-values are indicated in the graphs:
* p < 0.05; ** p < 0.01; *** p < 0.001; **** p < 0.0001; ANOVA and Tukey’s multiple comparisons test.

In addition, to confirm the results obtained for the MUTZ−2 cell line, cordycepin was
also tested on primary cells from different AML patients. The reduction in cell viability
was milder in mononuclear cells (MNCs) derived from patient AML#526 showing 77.68%
viability at the highest dose (200 µM) after 24 h (Figure 1C). Cordycepin was more effective
on AC133+ primary cells (AML#523) with p < 0.0001, compared to the MNCs. Analysis
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of AC133+ cells indicates that these cells were more sensitive to this drug, with a 29.65%
reduction in cell viability at the 100 µM dose after 24 h (Figure 1D).

3.2. Cordycepin Induces High Apoptosis Rates in MUTZ-2 Cells

Evaluation of apoptosis using Annexin V and PI labeling revealed that cordycepin can
induce significant levels of apoptosis (p < 0.0001) by increasing the drug dosage (20, 50,
100 µM) in a dose-dependent manner. Data show that this drug is more effective after 48 h
of treatment compared to 72 h, although it cannot be excluded that over longer periods of
time, cordycepin is degraded by falling below the efficacy threshold at the lowest treatment
concentrations. In addition, it seems that after 2 days of treatment with cordycepin, an
additional dosage of the drug is required to recover the efficacy (Figure 2).
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Figure 2. Effects of cordycepin on apoptosis in MUTZ−2. (Upper panel) Apoptosis was detected by
flow cytometry and the Annexin V/propidium iodide (PI) staining method in MUTZ−2 cells treated
with growing concentrations of cordycepin for 48 and 72 h. Bar graphs represent the mean ± SD
of at least three independent experiments. The p-values and cell lines are indicated in the graphs:
**** p < 0.0001; 2−way ANOVA and Tukey’s multiple comparisons test. (Lower panel) Represen-
tative dot plots are shown for each condition; the upper and lower right quadrants (UR plus LR)
cumulatively contain the apoptotic population (Annexin V+ cells).

3.3. Expression Analysis Revealed WIF1 Re-Expression and MYC Down-Modulation in MUTZ-2
Cells after Treatment with Cordycepin

To address relevant expression patterns in the Wnt pathway transcriptome, we per-
formed targeted AmpliSeq analysis in cordycepin-treated MUTZ-2 cells. Four groups of
cells were analyzed in triplicates (Repl. 1–3); the first group is the untreated cells, and
groups 2, 3 and 4 were treated with increasing concentrations of 50, 100 and 200 µM
cordycepin, respectively, and analyzed after 6 and 24 h of treatment.
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Targeted RNA sequencing technology enables a sensitive detection of significantly
differentially expressed (SDE) genes of the Wnt pathway including upregulation of WIF1,
PPP3R2, PRKCG, NANOG, LDLR, DKK1 and SOX2, and downregulation of MYC and
PROM1 was observed in the treated cells compared to the untreated ones (Figure 3, Table 1).

1 
 

 
Figure 3. WNT−targeted RNA sequencing for gene expression analysis by AmpliSeq NGS comparing
untreated (control) cells and MUTZ−2 cells treated with cordycepin. (A) Representative correlation
heatmap between untreated (Repl. 1–3) samples and samples treated with 200 µM cordycepin for
24 h (Repl. 1–3). The heatmap shows the differentially expressed genes in the two groups considering
only those with an adjusted p-value < 0.05 and a |log2FC| ≥ 2. Samples (columns) and genes (rows)
are clustered using hierarchical clustering. The heatmap shows the 28 SDE genes for each considered
sample, and intensity indicates the ratio of mRNA expression levels detected. WIF1, PPP3R2, PRKCG,
NANOG, LDLR and SOX2 expression is upregulated in the treated samples, whereas MYC and
PROM1 are strongly downregulated in the same group compared to the controls. (B) Volcano plot for
the control and treated MUTZ-2 cells (p-value vs. fold-change ratio) shows the SDE genes highlighted
in red dots (genes with BH-adjusted p-value ≤ 0.05 and a log2FC ≥ 2). The horizontal dotted line
corresponds to p-value = 0.05 and the two vertical dotted lines to log2FC = ±2. The expression levels
(average log2) of the two genes, MYC (C) and WIF1 (D), most differentially expressed, among the
8 identified SDEs. The graphs show the expression values of the two most differentially expressed
genes among the 8 identified SDEs genes, MYC (C) and WIF1 (D) at different concentrations (50, 100,
200 µM) of cordycepin detected at 6 h and 24 h after treatment. Expression values for each point are
detailed in Table S2.
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Table 1. Significantly differentially expressed Wnt-Genes by Ampliseq transcriptomic analysis
following cordycepin treatment. The table shows the correlation between untreated samples (n = 3)
and samples treated with 200 µM cordycepin after 24 h (n = 3) from the AmpliSeq transcriptomic
analysis. The selected genes shown in the table are SDE genes in the two groups considering only
those with an adjusted p-value < 0.05 and a |log2FC| ≥ 2.

Gene Expression Avg (log2) Untreated 200 µM COR Fold Change

MYC 15.3 12.5 −7.1

PROM1 11.7 9.9 −3.4

WIF1 0.0 6.0 63.3

PPP3R2 0.0 6.0 62.7

PRKCG 0.0 4.5 30.7

DKK1 0.0 2.3 4.8

NANOG 3.3 6.4 8.6

SOX2 0.0 7.4 172.2

In addition, real-time qPCR was performed to confirm the result obtained by Ampliseq
transcriptomic analysis for the two major SDE genes, including WIF1, which is a relevant
antagonist of the Wnt signaling and MYC, a major agonist induced by the Wnt pathway
(Figure 4A,B). It is notable that WIF1 transcripts are undetectable in MUTZ−2 cells, and
cordycepin exposure results in a rapid dose-dependent activation of gene expression. The
expression-inducing effect for WIF1 after cordycepin exposure was also detectable by end-
point RT−PCR in MUTZ−2 after 24 h of treatment at increasing cordycepin concentrations
(50,100, 200 µM) (Figure S1).
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Figure 4. Quantitative expression analysis of MYC and WIF1 genes. MUTZ−2 cells were cultured
with increasing concentrations of cordycepin, and RNA was extracted after 6 h and 24 h. Subsequently,
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WIF1 (B) in the MUTZ−2 cell line. Undetermined Ct for untreated sample in WIF1 was considered
as 40 Ct for the calculations. Bar graphs represent the mean ± SD of at least three independent
experiments. Two-way ANOVA with Tukey’s multiple comparisons test was used for statistical
analysis; ** p < 0.01, **** p < 0.0001.
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Immunoblot Blot Analysis on MYC Protein following Cordycepin Exposure

In view of the relevant observation suggesting the down-modulation of MYC at the
transcriptional level following exposure to increasing doses of cordycepin, we evaluated
whether this observation was also confirmed at the protein level. For this purpose, we
performed three replicas of immunoblot analysis for MYC in MUTZ−2 cell line, treated
with increasing concentrations of cordycepin (50, 100, 200 µM) at 24 h to analyze the level of
MYC protein (Figures 5A and S2). Consistent with previous results, we observed a decrease
in MYC protein (p62c-myc) level in a dose-dependent manner after 24 h of exposure to
increasing doses of cordycepin. Consistent with previous results, we observed a significant
decrease in MYC level at the highest dose of cordycepin (200 µM) after 24 h (Figure 5B,
Table S3).
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Figure 5. Immunoblot analysis of MYC in MUTZ−2. (A) Representative immunoblot on protein
extracts of cultured MUTZ−2 cells with increasing concentrations of cordycepin (50, 100 and 200 µM)
after 24 h. Immunoblot analysis was performed in three replicates for each drug concentration with
antibodies against MYC and GAPDH introduced as equal loading control. (B) Bar graph represents
the densitometric readings of three MYC immunoblot replicates normalized to GAPDH. Bar graphs
represent the mean ± SD of three independent experiments. One-way ANOVA with Dunnett’s test
was used for statistical analysis; * p < 0.05. In Figure S2: Original western blots.

4. Discussion

There is a strong need to develop strategies that eliminate AML−LSCs through the
specific interference of the molecular functions that support them without affecting normal
hematopoietic stem cells (HSCs). Several works have highlighted the crucial role of the
Wnt/β-catenin pathway in activating an early stage of myeloid regeneration pathway in
LSC [2,5–9]. Targeting the LSC is a potential adjuvant treatment for acute myeloid leukemia
to overcome resistance to therapy and relapse [29,36]. Previous studies reported that cordy-
cepin induces protein degradation of β-catenin via GSK−3β signaling activation, promotes
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leukemia apoptosis and eliminates leukemia stem cell activity [31–33,37]. However, the
full picture by which cordycepin attenuates the Wnt/β−catenin signaling in leukemia has
only been partially investigated.

The aim of the present study is to elucidate the molecular circuits through which
cordycepin interferes with the Wnt pathway transcriptional program and at the same
time highlighting details of the mechanisms that maintain the abnormal autocrine Wnt
activity in LSC. Therefore, we evaluated the capacity of cordycepin to reduce cell viability
and induce apoptosis, and the Wnt-associated transcriptomic response in the leukemic
stem cell model MUTZ−2 cell line, which is enriched for AC133+ marker [35], and in
primary AC133+ and MNC AML cells. The results demonstrated that cordycepin exerted a
marked inhibitory effect on the MUTZ−2 and AC133+ cell proliferation, strongly inducing
apoptosis in a dose-dependent fashion.

As previously reported, expression of DKK1, a Wnt/β-catenin antagonist, was stim-
ulated in the mesenchymal stem cells after cordycepin treatment, suggesting a possible
paracrine inhibition on the Wnt pathway [32]. In the present study, we provide evidence
for another hint of how cordycepin can interfere in the Wnt/β-catenin pathways. The
transcriptomic analysis revealed the upregulation of the Wnt inhibitor factor 1 (WIF1),
a major negative regulator of Wnt signaling, after cordycepin treatment [38]. In differ-
ent tumors, a hyper-methylation of the CpG island of the promoter of WIF1 is present,
leading to WIF1 silencing and the consequently enhanced activation of the Wnt signal-
ing [39,40]. Accordingly, the re-expression of WIF1 could be an important step in marking
the regaining control of the Wnt pathway. The molecular mechanisms by which WIF1
regains expression after cordycepin treatment is still unclear, however. Liu et al. [41] in-
vestigated how adiponectin (ADN), an adipokine, is able to promote WIF1 expression
by stimulating epigenetic activation. It is proposed that after treatment with ADN, speci-
ficity protein 1 (Sp1), a transcriptional factor negatively involved in WIF1 regulation, and
its target DNA methyltransferase 1 (DNMT1) decrease in protein concentration. Subse-
quently, the number of WIF1 methylated CpG islands is decreased, while WIF1 transcripts
and proteins are upregulated, suggesting a correlation between ADN concentration and
WIF1 expression [41]. Of interest, treatment in mice with extracts of a newly discovered
Cordyceps species exhibited elevated levels of adiponectin within the plasma [42]. The
re-establishment of WIF1 levels leads to the inhibition of the canonical Wnt pathway and
the consequent downregulation of its target genes. One of these downstream genes is the
proto-oncogene MYC. Through its dimerization with MAX, it has a role as a transcriptional
factor of numerous other target genes as well as being involved in the regulation of pro-
liferation, apoptosis, differentiation and cell cycle [43–45]. In AML, MYC is commonly
overexpressed due to different mechanisms and represents a poor prognostic factor giving
rise to therapy resistance and risk of relapse [25,26]. MYC deregulation plays different roles
in genomic instability, immortalization and escape from the immune system, and it is also
involved in the inhibition of myeloid differentiation [43,46,47]. Its downregulation can
impact the cell’s proliferation and fate, leading to apoptosis. Hence, it was suggested to
target MYC, directly or indirectly, as an AML treatment. Increasing numbers of studies
have focused on targeting MYC; however, several difficulties were found since MYC is a
downstream gene of different pathways. Moreover, the small molecules used to interfere
with the fundamental interaction between MYC and MAX showed unclear results [43,44].
We show, in this study, that cordycepin has the ability to reduce MYC expression and affects
the protein level at higher concentrations. MYC protein degradation is modulated by the
activity of ERK1 and GSK3β [48], both of which are impacted by cordycepin; it is therefore
likely that following exposure to cordycepin, the level and stability of the MYC protein,
tightly regulated by the ubiquitin–proteasome system (UBS) [49], is affected in a time- and
concentration-dependent manner, and/or that may be determined by a potential effect on
the translational control, as suggested in a previous study [50].

Of interest, we observed the increase in SOX2 expression following exposure to
increasing doses of cordycepin. The significance of this upregulation will require specific
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evaluation, but of interest is the observation that the overall survival was significantly better
for AML patients with high SOX2 levels [51]. In conclusion, cordycepin seems to affect LSCs
at different levels interfering with Wnt/β−catenin, necessary for self-renewal maintenance,
through the re-activation of WIF1 and DKK1 besides the subsequent suppression of MYC
expression (Figure 6).
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Figure 6. Speculative model of the cordycepin action on Wnt signaling. Cordycepin selectively
reduces β-catenin stability via GSK-3β [50] and induces re-expression of the major negative regulators
WIF1 and DKK1 inhibiting the expression of MYC in leukemia cells. WRE: Wnt-responsive elements;
WLS: Wnt-Wntless binding.

Further investigation is needed to identify the molecular mechanisms driving WIF1 re-
expression. Furthermore, the evaluation of the in vivo effect of cordycepin is necessary since
it is rapidly metabolized by adenosine deaminase (ADA) [32] and by the acid conditions of
the stomach [52].

5. Conclusions

This study confirmed that cordycepin has an effective ability to suppress proliferation,
inducing apoptosis of leukemia cells through a pleiotropic mechanism involving different
molecular components of Wnt signaling [31–33,53]. Thus, the efficacy of cordycepin,
highlighted in this and previous studies [31–33,54] suggests the possibility of its combined
use in an integrative medicine context for the treatment of AML as an effective resource
for LSC eradication, also as a result of the unsatisfactory impact obtained by other Wnt
inhibitors [30]. Therefore, improving the pharmacological formulation of cordycepin or
providing its injection with ADA inhibitor will permit a longer effect and the drug’s
ability to reach the affected district. Nonetheless, cordycepin has long been used as a food
supplement in traditional Chinese medicine, suggesting low side effects and a good safety
profile. This study supports the potential use of cordycepin in integrative oncology [55]
as an adjuvant for AML treatment due to its capacity to target leukemia stem cells as well
as its ability to act specifically on them, reducing cell viability and stimulating apoptosis
of LSCs.



Cancers 2023, 15, 3931 12 of 14

Supplementary Materials: The following supporting information can be downloaded at: https:
//www.mdpi.com/article/10.3390/cancers15153931/s1.

Author Contributions: Conceptualization, A.B.; Investigation, N.A., M.R.S. and A.B.; Methodology,
N.A. and L.E.B.; Resources, A.T.; Data curation, L.E.B. and A.B.; Writing—original draft, A.B.;
Writing—review & editing, A.B., N.A., M.R.S., A.T. and R.C.; Supervision, R.C. and A.B.; Project
administration, A.B.; Funding acquisition, R.C. and A.B. All authors have read and agreed to the
published version of the manuscript.

Funding: This research was supported by Fondazione Malattie del Sangue grant (FMS_2020-2022).

Institutional Review Board Statement: The study was conducted in accordance with the Decla-
ration of Helsinki, and approved by the Ethics Committee (N◦19-22.06.2018) of Grande Ospedale
Metropolitano Niguarda, Milan.

Informed Consent Statement: An informed consent for the use of primary material derived from
specimens obtained at diagnosis was approved by the Institutional Review Board (N◦19-22.06.2018).
Informed consent was obtained from all subjects involved in the study.

Data Availability Statement: The data presented in this study are available in this article and
Supplementary Material.

Acknowledgments: The authors would like thank Fondazione Malattie del Sangue Onlus (FMS
Onlus) for the continuous support and R. Brusamolino for financial support and helpful discussion.

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

References
1. Goardon, N.; Marchi, E.; Atzberger, A.; Quek, L.; Schuh, A.; Soneji, S.; Woll, P.; Mead, A.; Alford, K.A.; Rout, R.; et al. Coexistence

of LMPP-like and GMP-like Leukemia Stem Cells in Acute Myeloid Leukemia. Cancer Cell 2011, 19, 138–152. [CrossRef]
2. Beghini, A.; Corlazzoli, F.; Del Giacco, L.; Re, M.; Lazzaroni, F.; Brioschi, M.; Valentini, G.; Ferrazzi, F.; Ghilardi, A.; Righi, M.; et al.

Regeneration-Associated WNT Signaling Is Activated in Long-Term Reconstituting AC133bright Acute Myeloid Leukemia Cells.
Neoplasia 2012, 14, 1236–1248, IN44–IN45. [CrossRef]

3. Görgens, A.; Radtke, S.; Möllmann, M.; Cross, M.; Dürig, J.; Horn, P.A.; Giebel, B. Revision of the Human Hematopoietic Tree:
Granulocyte Subtypes Derive from Distinct Hematopoietic Lineages. Cell Rep. 2013, 3, 1539–1552. [CrossRef]

4. Hérault, A.; Binnewies, M.; Leong, S.; Calero-Nieto, F.J.; Zhang, S.Y.; Kang, Y.A.; Wang, X.; Pietras, E.M.; Chu, S.H.; Barry-Holson,
K.; et al. Myeloid Progenitor Cluster Formation Drives Emergency and Leukaemic Myelopoiesis. Nature 2017, 544, 53–58.
[CrossRef]

5. Wang, Y.; Krivtsov, A.V.; Sinha, A.U.; North, T.E.; Goessling, W.; Feng, Z.; Zon, L.I.; Armstrong, S.A. The Wnt/β-Catenin Pathway
Is Required for the Development of Leukemia Stem Cells in AML. Science (1979) 2010, 327, 1650–1653. [CrossRef]

6. Siapati, E.K.; Papadaki, M.; Kozaou, Z.; Rouka, E.; Michali, E.; Savvidou, I.; Gogos, D.; Kyriakou, D.; Anagnostopoulos, N.I.;
Vassilopoulos, G. Proliferation and Bone Marrow Engraftment of AML Blasts Is Dependent on β-Catenin Signalling. Br. J.
Haematol. 2011, 152, 164–174. [CrossRef]

7. Lane, S.W.; Wang, Y.J.; Lo Celso, C.; Ragu, C.; Bullinger, L.; Sykes, S.M.; Ferraro, F.; Shterental, S.; Lin, C.P.; Gilliland, D.G.; et al.
Differential Niche and Wnt Requirements during Acute Myeloid Leukemia Progression. Blood 2011, 118, 2849–2856. [CrossRef]

8. Soares-Lima, S.C.; Pombo-de-Oliveira, M.S.; Carneiro, F.R.G. The Multiple Ways Wnt Signaling Contributes to Acute Leukemia
Pathogenesis. J. Leukoc. Biol. 2020, 108, 1081–1099. [CrossRef]

9. Kang, Y.A.; Pietras, E.M.; Passegué, E. Deregulated Notch and Wnt Signaling Activates Early-Stage Myeloid Regeneration
Pathways in Leukemia. J. Exp. Med. 2020, 217, e20190787. [CrossRef]

10. He, T.C.; Sparks, A.B.; Rago, C.; Hermeking, H.; Zawel, L.; Da Costa, L.T.; Morin, P.J.; Vogelstein, B.; Kinzler, K.W. Identification
of C-MYC as a Target of the APC Pathway. Science (1979) 1998, 281, 1509–1512. [CrossRef]

11. Wielenga, V.J.M.; Smits, R.; Korinek, V.; Smit, L.; Kielman, M.; Fodde, R.; Clevers, H.; Pals, S.T. Expression of CD44 in Apc and Tcf
Mutant Mice Implies Regulation by the WNT Pathway. Am. J. Pathol. 1999, 154, 515–523. [CrossRef]

12. Shtutman, M.; Zhurinsky, J.; Simcha, I.; Albanese, C.; D’Amico, M.; Pestell, R.; Ben-Ze’ev, A. The cyclin D1 gene is a target of the
β-catenin/LEF-1 pathway. Proc. Natl. Acad. Sci. USA 1999, 96, 5522–5527. [CrossRef]

13. Hoffman, B.; Amanullah, A.; Shafarenko, M.; Liebermann, D.A. The Proto-Oncogene c-Myc in Hematopoietic Development and
Leukemogenesis. Oncogene 2002, 21, 3414–3421. [CrossRef]

14. Röhrs, S.; Kutzner, N.; Vlad, A.; Grunwald, T.; Ziegler, S.; Müller, O. Chronological Expression of Wnt Target Genes Ccnd1, Myc,
Cdkn1a, Tfrc, Plf1 and Ramp3. Cell Biol. Int. 2009, 33, 501–508. [CrossRef]

15. Salvatori, B.; Iosue, I.; Damas, N.D.; Mangiavacchi, A.; Chiaretti, S.; Messina, M.; Padula, F.; Guarini, A.; Bozzoni, I.; Fazi, F.; et al.
Critical Role of C-Myc in Acute Myeloid Leukemia Involving Direct Regulation of MiR-26a and Histone Methyltransferase EZH2.
Genes Cancer 2011, 2, 585–592. [CrossRef]

https://www.mdpi.com/article/10.3390/cancers15153931/s1
https://www.mdpi.com/article/10.3390/cancers15153931/s1
https://doi.org/10.1016/j.ccr.2010.12.012
https://doi.org/10.1593/neo.121480
https://doi.org/10.1016/j.celrep.2013.04.025
https://doi.org/10.1038/nature21693
https://doi.org/10.1126/science.1186624
https://doi.org/10.1111/j.1365-2141.2010.08471.x
https://doi.org/10.1182/blood-2011-03-345165
https://doi.org/10.1002/JLB.2MR0420-707R
https://doi.org/10.1084/jem.20190787
https://doi.org/10.1126/science.281.5382.1509
https://doi.org/10.1016/S0002-9440(10)65297-2
https://doi.org/10.1073/pnas.96.10.5522
https://doi.org/10.1038/sj.onc.1205400
https://doi.org/10.1016/j.cellbi.2009.01.016
https://doi.org/10.1177/1947601911416357


Cancers 2023, 15, 3931 13 of 14

16. Rennoll, S. Regulation of MYC Gene Expression by Aberrant Wnt/β-Catenin Signaling in Colorectal Cancer. World J. Biol. Chem.
2015, 6, 290–300. [CrossRef]

17. Zhou, C.; Martinez, E.; Di Marcantonio, D.; Solanki-Patel, N.; Aghayev, T.; Peri, S.; Ferraro, F.; Skorski, T.; Scholl, C.; Fröhling, S.;
et al. JUN Is a Key Transcriptional Regulator of the Unfolded Protein Response in Acute Myeloid Leukemia. Leukemia 2017, 31,
1196–1205. [CrossRef]

18. Wilson, A.; Murphy, M.J.; Oskarsson, T.; Kaloulis, K.; Bettess, M.D.; Oser, G.M.; Pasche, A.C.; Knabenhans, C.; MacDonald, H.R.;
Trumpp, A. C-Myc Controls the Balance between Hematopoietic Stem Cell Self-Renewal and Differentiation. Genes Dev. 2004, 18,
2747–2763. [CrossRef]

19. Laurenti, E.; Varnum-Finney, B.; Wilson, A.; Ferrero, I.; Blanco-Bose, W.E.; Ehninger, A.; Knoepfler, P.S.; Cheng, P.F.; MacDonald,
H.R.; Eisenman, R.N.; et al. Hematopoietic Stem Cell Function and Survival Depend on C-Myc and N-Myc Activity. Cell Stem Cell
2008, 3, 611–624. [CrossRef]

20. Dolores Delgado, M.; León, J. Myc Roles in Hematopoiesis and Leukemia. Genes Cancer 2010, 1, 605–616. [CrossRef]
21. Satoh, Y.; Matsumura, I.; Tanaka, H.; Ezoe, S.; Sugahara, H.; Mizuki, M.; Shibayama, H.; Ishiko, E.; Ishiko, J.; Nakajima, K.; et al.

Roles for C-Myc in Self-Renewal of Hematopoietic Stem Cells. J. Biol. Chem. 2004, 279, 24986–24993. [CrossRef]
22. Sheng, Y.; Ma, R.; Yu, C.; Wu, Q.; Zhang, S.; Paulsen, K.; Zhang, J.; Ni, H.; Huang, Y.; Zheng, Y.; et al. Role of C-Myc

Haploinsufficiency in the Maintenance of HSCs in Mice. Blood 2021, 137, 610–623. [CrossRef]
23. Bolouri, H.; Farrar, J.E.; Triche, T.; Ries, R.E.; Lim, E.L.; Alonzo, T.A.; Ma, Y.; Moore, R.; Mungall, A.J.; Marra, M.A.; et al. The

Molecular Landscape of Pediatric Acute Myeloid Leukemia Reveals Recurrent Structural Alterations and Age-Specific Mutational
Interactions. Nat. Med. 2018, 24, 103–112. [CrossRef]

24. Gao, L.; Saeed, A.; Golem, S.; Zhang, D.; Woodroof, J.; McGuirk, J.; Ganguly, S.; Abhyankar, S.; Lin, T.L.; Cui, W. High-Level MYC
Expression Associates with Poor Survival in Patients with Acute Myeloid Leukemia and Collaborates with Overexpressed P53 in
Leukemic Transformation in Patients with Myelodysplastic Syndrome. Int. J. Lab. Hematol. 2021, 43, 99–109. [CrossRef]

25. Ahmadi, S.E.; Rahimi, S.; Zarandi, B.; Chegeni, R.; Safa, M. Correction to: MYC: A Multipurpose Oncogene with Prognostic and
Therapeutic Implications in Blood Malignancies. J. Hematol. Oncol. 2021, 14, 121. [CrossRef]

26. Gajzer, D.; Logothetis, C.N.; Sallman, D.A.; Calon, G.; Babu, A.; Chan, O.; Vincelette, N.D.; Volpe, V.O.; Al Ali, N.H.; Basra, P.; et al.
MYC Overexpression Is Associated with an Early Disease Progression from MDS to AML. Leuk. Res. 2021, 111, 106733. [CrossRef]

27. Valencia, A.; Román-Gómez, J.; Cervera, J.; Such, E.; Barragán, E.; Bolufer, P.; Moscardó, F.; Sanz, G.F.; A Sanz, M. Wnt Signaling
Pathway Is Epigenetically Regulated by Methylation of Wnt Antagonists in Acute Myeloid Leukemia. Leukemia 2009, 23,
1658–1666. [CrossRef]

28. Ghasemi, A.; Ghotaslou, A.; Mohammadi, M.; Abbasian, S.; Ghaffari, K. Methylation of the Wnt Signaling Antagonist, Wnt
Inhibitory Factor 1 and Dickkopf-1 Genes in Acute Myeloid Leukemia at the Time of Diagnosis. Zahedan J. Res. Med. Sci. 2016, in
press. [CrossRef]

29. Jin, L.; Hope, K.J.; Zhai, Q.; Smadja-Joffe, F.; Dick, J.E. Targeting of CD44 Eradicates Human Acute Myeloid Leukemic Stem Cells.
Nat. Med. 2006, 12, 1167–1174. [CrossRef]

30. Pepe, F.; Bill, M.; Papaioannou, D.; Karunasiri, M.; Walker, A.; Naumann, E.; Snyder, K.; Ranganathan, P.; Dorrance, A.; Garzon, R.
Targeting Wnt Signaling in Acute Myeloid Leukemia Stem Cells. Haematologica 2022, 107, 307–311. [CrossRef]

31. Ko, B.S.; Lu, Y.J.; Yao, W.L.; Liu, T.A.; Tzean, S.S.; Shen, T.L.; Liou, J.Y. Cordycepin Regulates GSK-3β/β-Catenin Signaling in
Human Leukemia Cells. PLoS ONE 2013, 8, e76320. [CrossRef]

32. Liang, S.M.; Lu, Y.J.; Ko, B.S.; Jan, Y.J.; Shyue, S.K.; Yet, S.F.; Liou, J.Y. Cordycepin Disrupts Leukemia Association with
Mesenchymal Stromal Cells and Eliminates Leukemia Stem Cell Activity. Sci. Rep. 2017, 7, srep43930. [CrossRef]

33. Wang, Y.; Mo, H.; Gu, J.; Chen, K.; Han, Z.; Liu, Y. Cordycepin Induces Apoptosis of Human Acute Monocytic Leukemia Cells via
Downregulation of the ERK/Akt Signaling Pathway. Exp. Ther. Med. 2017, 14, 3067–3073. [CrossRef]

34. Das, S.K.; Kuzin, V.; Cameron, D.P.; Sanford, S.; Jha, R.K.; Nie, Z.; Rosello, M.T.; Holewinski, R.; Andresson, T.; Wisniewski, J.;
et al. MYC Assembles and Stimulates Topoisomerases 1 and 2 in a “Topoisome”. Mol. Cell 2022, 82, 140–158.e12. [CrossRef]

35. Kratz-Albers, K.; Zuhlsdorf, M.; Leo, R.; Berdel, W.E.; Buchner, T.; Serve, H. Expression of AC133, a Novel Stem Cell Marker,
on Human Leukemic Blasts Lacking CD34- Antigen and on a Human CD34+ Leukemic Cell Line: MUTZ-2. Blood J. Am. Soc.
Hematol. 1998, 92, 4485–4487.

36. Thakral, D.; Gupta, R.; Khan, A. Leukemic Stem Cell Signatures in Acute Myeloid Leukemia- Targeting the Guardians with Novel
Approaches. Stem Cell Rev. Rep. 2022, 18, 1756–1773. [CrossRef]

37. Park, C.; Hong, S.H.; Lee, J.Y.; Kim, G.Y.; Choi, B.T.; Lee, Y.T.; Park, D.I.; Park, Y.M.; Jeong, Y.K.; Choi, Y.H. Growth Inhibition of
U937 Leukemia Cells by Aqueous Extract of Cordyceps Militaris through Induction of Apoptosis. Oncol. Rep. 2005, 13, 1211–1216.
[CrossRef]

38. Ko, Y.B.; Kim, B.R.; Yoon, K.; Choi, E.K.; Seo, S.H.; Lee, Y.; Lee, M.A.; Yang, J.B.; Park, M.S.; Rho, S.B. WIF1 Can Effectively
Co-Regulate pro-Apoptotic Activity through the Combination with DKK1. Cell Signal 2014, 26, 2562–2572. [CrossRef]

39. Poggi, L.; Casarosa, S.; Carl, M. An Eye on the Wnt Inhibitory Factor Wif1. Front. Cell Dev. Biol. 2018, 6, 167. [CrossRef]
40. Rim, E.Y.; Clevers, H.; Nusse, R. The Wnt Pathway: From Signaling Mechanisms to Synthetic Modulators. Annu. Rev. Biochem.

2022, 91, 571–598. [CrossRef]

https://doi.org/10.4331/wjbc.v6.i4.290
https://doi.org/10.1038/leu.2016.329
https://doi.org/10.1101/gad.313104
https://doi.org/10.1016/j.stem.2008.09.005
https://doi.org/10.1177/1947601910377495
https://doi.org/10.1074/jbc.M400407200
https://doi.org/10.1182/blood.2019004688
https://doi.org/10.1038/nm.4439
https://doi.org/10.1111/ijlh.13316
https://doi.org/10.1186/s13045-021-01111-4
https://doi.org/10.1016/j.leukres.2021.106733
https://doi.org/10.1038/leu.2009.86
https://doi.org/10.17795/zjrms-5874
https://doi.org/10.1038/nm1483
https://doi.org/10.3324/haematol.2020.266155
https://doi.org/10.1371/journal.pone.0076320
https://doi.org/10.1038/srep43930
https://doi.org/10.3892/etm.2017.4855
https://doi.org/10.1016/j.molcel.2021.11.016
https://doi.org/10.1007/s12015-022-10349-5
https://doi.org/10.3892/or.13.6.1211
https://doi.org/10.1016/j.cellsig.2014.07.026
https://doi.org/10.3389/fcell.2018.00167
https://doi.org/10.1146/annurev-biochem-040320-103615


Cancers 2023, 15, 3931 14 of 14

41. Liu, J.; Lam, J.B.B.; Chow, K.H.M.; Xu, A.; Lam, K.S.L.; Moon, R.T.; Wang, Y. Adiponectin Stimulates Wnt Inhibitory Factor-1
Expression through Epigenetic Regulations Involving the Transcription Factor Specificity Protein 1. Carcinogenesis 2008, 29,
2195–2202. [CrossRef]

42. Huang, C.W.; Hong, T.W.; Wang, Y.J.; Chen, K.C.; Pei, J.C.; Chuang, T.Y.; Lai, W.S.; Tsai, S.H.; Chu, R.; Chen, W.C.; et al.
Ophiocordyceps Formosana Improves Hyperglycemia and Depression-like Behavior in an STZ-Induced Diabetic Mouse Model.
BMC Complement. Altern. Med. 2016, 16, 310. [CrossRef]

43. Brondfield, S.; Umesh, S.; Corella, A.; Zuber, J.; Rappaport, A.R.; Gaillard, C.; Lowe, S.W.; Goga, A.; Kogan, S.C. Direct and
Indirect Targeting of MYC to Treat Acute Myeloid Leukemia. Cancer Chemother. Pharmacol. 2015, 76, 35–46. [CrossRef]

44. Huang, M.J.; Cheng, Y.C.; Liu, C.R.; Lin, S.; Liu, H.E. A Small-Molecule c-Myc Inhibitor, 10058-F4, Induces Cell-Cycle Arrest,
Apoptosis, and Myeloid Differentiation of Human Acute Myeloid Leukemia. Exp. Hematol. 2006, 34, 1480–1489. [CrossRef]

45. Kalkat, M.; Resetca, D.; Lourenco, C.; Chan, P.K.; Wei, Y.; Shiah, Y.J.; Vitkin, N.; Tong, Y.; Sunnerhagen, M.; Done, S.J.; et al. MYC
Protein Interactome Profiling Reveals Functionally Distinct Regions That Cooperate to Drive Tumorigenesis. Mol. Cell. 2018, 72,
836–848.e7. [CrossRef]

46. Mudgapalli, N.; Nallasamy, P.; Chava, H.; Chava, S.; Pathania, A.S.; Gunda, V.; Gorantla, S.; Pandey, M.K.; Gupta, S.C.;
Challagundla, K.B. The Role of Exosomes and MYC in Therapy Resistance of Acute Myeloid Leukemia: Challenges and
Opportunities. Mol. Aspects. Med. 2019, 70, 21–32. [CrossRef]

47. Pippa, R.; Odero, M.D. The Role of MYC and PP2A in the Initiation and Progression of Myeloid Leukemias. Cells 2020, 9, 544.
[CrossRef]

48. Farrell, A.S.; Sears, R.C. MYC Degradation. Cold Spring Harb. Perspect. Med. 2014, 4, a014365. [CrossRef]
49. Sun, X.X.; Li, Y.; Sears, R.C.; Dai, M.S. Targeting the MYC Ubiquitination-Proteasome Degradation Pathway for Cancer Therapy.

Front. Oncol. 2021, 11, 679445. [CrossRef]
50. Ioannidis, P.; Courtis, N.; Havredaki, M.; Michailakis, E.; Tsiapalis, C.M.; Trangas, T. The Polyadenylation Inhibitor Cordycepin

(3′dA) Causes a Decline in c-MYC MRNA Levels without A€ecting c-MYC Protein Levels. Oncogene 1999, 18, 117–125.
51. Picot, T.; Aanei, C.M.; Fayard, A.; Flandrin-Gresta, P.; Tondeur, S.; Gouttenoire, M.; Tavernier-Tardy, E.; Wattel, E.; Guyotat, D.;

Campos, L. Expression of Embryonic Stem Cell Markers in Acute Myeloid Leukemia. Tumor Biol. 2017, 39, 1010428317716629.
[CrossRef]

52. Qin, P.; Li, X.K.; Yang, H.; Wang, Z.Y.; Lu, D.X. Therapeutic Potential and Biological Applications of Cordycepin and Metabolic
Mechanisms in Cordycepin-Producing Fungi. Molecules 2019, 24, 2231. [CrossRef]

53. Jeong, J.W.; Jin, C.Y.; Park, C.; Hong, S.H.; Kim, G.Y.; Jeong, Y.K.; Lee, J.D.; Yoo, Y.H.; Choi, Y.H. Induction of Apoptosis by
Cordycepin via Reactive Oxygen Species Generation in Human Leukemia Cells. Toxicol. Vitr. 2011, 25, 817–824. [CrossRef]

54. Radhi, M.; Ashraf, S.; Lawrence, S.; Tranholm, A.A.; Wellham, P.A.D.; Hafeez, A.; Khamis, A.S.; Thomas, R.; McWilliams, D.; De
Moor, C.H. A Systematic Review of the Biological Effects of Cordycepin. Molecules 2021, 26, 5886. [CrossRef]

55. Guggenheim, A.G.; Wright, K.M.; Zwickey, H.L. Immune Modulation from Five Major Mushrooms: Application to Integrative
Oncology. Integr. Med. 2014, 13, 32–44.

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.

https://doi.org/10.1093/carcin/bgn194
https://doi.org/10.1186/s12906-016-1278-7
https://doi.org/10.1007/s00280-015-2766-z
https://doi.org/10.1016/j.exphem.2006.06.019
https://doi.org/10.1016/j.molcel.2018.09.031
https://doi.org/10.1016/j.mam.2019.10.001
https://doi.org/10.3390/cells9030544
https://doi.org/10.1101/cshperspect.a014365
https://doi.org/10.3389/fonc.2021.679445
https://doi.org/10.1177/1010428317716629
https://doi.org/10.3390/molecules24122231
https://doi.org/10.1016/j.tiv.2011.02.001
https://doi.org/10.3390/molecules26195886

	Introduction 
	Materials and Methods 
	Cell Line and Primary Cell Cultures 
	Cell-Based Assays 
	Transcriptomic Analysis 
	Real-Time qPCR Analysis 
	Ion AmpliSeq NGS WNT-Panel for Targeted Sequencing 
	Immunoblot 
	Statistical Analysis 

	Results 
	Modulation of Cell Viability after Treatment with Cordycepin on MUTZ-2 and Primary Cells 
	Cordycepin Induces High Apoptosis Rates in MUTZ-2 Cells 
	Expression Analysis Revealed WIF1 Re-Expression and MYC Down-Modulation in MUTZ-2 Cells after Treatment with Cordycepin 

	Discussion 
	Conclusions 
	References

