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Abstract

Background
It has been demonstrated that ischemic preconditioning (IPC), and ischemic postconditioning (IPost)
have a signi�cant protective effect on myocardial ischemia/reperfusion (MI/R) injury by alleviating
oxidative stress and mitochondrial disturbances, although the underlying molecular mechanisms are not
clear. To demonstrate that cardioprotection against anoxia/reoxygenation (A/R) injury is transduced via
the Notch1/Hes1/VDAC1 signaling pathway.

Methods
Using proteomics techniques, liquid chromatography-electrospray ionization-tandem mass spectrometry
(LC-ESI-MS/MS) and tandem a�nity puri�cation (TAP), to screen for differentially expressed proteins
associated with Hes1, followed by standard bioinformatics analysis. The co-immunoprecipitation (Co-IP)
assay con�rmed an interaction between Hes1 and VDAC1 proteins. H9c2 cells were transfected with
Hes1 adenoviral N-terminal TAP vector (AD-NTAP/Hes1) and Hes1-short hairpin RNA adenoviral vector
(AD-Hes1-shRNA) to establish A/R injury, ischemic preconditioning (IPC), and ischemic postconditioning
(IPost) models, respectively. The expression of Hes1 and VDAC1 proteins were measured by western
blotting, while the levels of intracellular reactive oxygen species (ROS), mitochondrial membrane potential
(ΔΨm), and apoptosis were evaluated by �ow cytometry.

Results
AD-NTAP/Hes1 can activate the exogenous protein expression of Hes1, thus decreasing creatine
phosphokinase (CPK) and lactate dehydrogenase (LDH) activity and promoting cell viability. The study
found that VDAC1 was a potential target protein for Hes1 and the overexpression of Hes1 protein
expression downregulated protein expression levels of VDAC1, reduced ROS production, stabilized ΔΨm,
and inhibited apoptosis in H9c2 cells. Additionally, downregulation of Hes1 protein expression also
upregulated VDAC1 protein expression, increased ROS production, imbalanced ΔΨm, promoted cell
apoptosis, and attenuated the cardioprotection afforded by IPC and IPost.

Conclusions
The Notch1/Hes1 signaling pathway activated by IPC/IPost can directly downregulate the protein
expression of VDAC1 and consequently relieve A/R injury.

Background



Page 3/25

Ischemic heart disease has serious global consequences resulting in high levels of morbidity and
mortality 1. The most effective current treatment is myocardial reperfusion using thrombolytic therapy,
percutaneous coronary intervention, or coronary artery bypass grafting 2, 3. However, reperfusion itself can
induce additional impairment, known as MI/R injury 4. Target-oriented therapy of MI/R injury is of great
importance but remains challenging due to the ambiguity of its underlying mechanisms 5, the
pathophysiology of which mainly involves calcium overload, oxidative stress, and mitochondrial
dysfunction which induce cardiomyocyte apoptosis 6. Evidence suggests that MI/R leads to
mitochondrial dysfunction combined with excessive production of ROS and opening of mitochondrial
permeability transition pores (mPTPs) which can, in turn, exacerbate mitochondrial dysfunction, thereby
resulting in a self-amplifying vicious cycle 6, 7. Therefore, maintenance of mitochondrial function has
been identi�ed as an essential therapeutic target to prevent cardiomyocyte apoptosis during MI/R injury.

The well-conserved Notch1 signaling pathway can regulate a variety of intracellular processes, including
cell cycle regulation, cell differentiation, and apoptosis 8. Several studies have demonstrated convincingly
that activation of the Notch1 signaling pathway plays a key role in myocardial protection, and conversely,
its dysregulation promotes a variety of cardiac diseases, such as pulmonary hypertension, ventricular
septal defect, and perinatal cardiomyopathy 9–12. Recently, several pieces of evidence showed that Notch
signaling may play a pivotal role in the estrogen-mediated cardiac effects 13. For instance, estrogen
receptor β activation exerts its cardioprotective function through the Notch1/PI3K/Akt signaling cascade
14. Notch1 mediates preconditioning protection induced by protein-coupled oestrogen receptor in
normotensive and hypertensive female rat hearts 15. In a previous study, we revealed that Notch1
signaling was activated during myocardial IPC/IPost, thus enhancing cell viability and inhibiting
apoptosis 12, 16, 17. Moreover, activation of Notch1 signaling can stabilize ΔΨm and reduce ROS during
MI/R injury 18. Additionally, activation of the Notch1 signaling pathway can regulate mitochondrial fusion
and function, thereby preventing MI/R injury 19. It has been suggested that there is a close connection
between Notch1 signaling and mitochondrial function, but the precise molecular mechanism remains
unclear. Several studies have reported that the mitochondrial proteome could be modi�ed by activation of
the Notch1 signaling pathway 20. However, there is no evidence as to whether the pathway can preserve
mitochondrial function in MI/R injury via VDAC1. Hes1, which is a classical downstream target gene of
the Notch1 signaling pathway, encodes a repressive basic Helix-Loop-Helix that functions as a
transcriptional repressor 21, 22. Hes1 is associated with the PTEN/Akt signaling pathway that produces
antioxidant/anti-nitri�cation effects 23. It can also participate in the formation of the Hes1-Stat3 complex
which promotes Stat3 phosphorylation and HIF-1α activation, in turn preventing MI/R injury 24, 25. It has
been suggested that Hes1 may be a pivotal molecule between the Notch1 signaling pathway and other
endogenous factors or signaling pathways. In recent years, cardiovascular proteomics has �ourished,
becoming a key technique in modern biotechnology. Through the use of proteomics, differentially
expressed proteins in cardiovascular diseases can be studied and screened for functional studies and in-
depth validation 26. By combining multiple proteomics techniques, the function of target proteins can be
more accurately studied by combining the respective advantages of the different techniques 27.
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Here, we hypothesize that Notch1 may interact with the mitochondrial proteome through the downstream
target Hes1, thus preventing MI/R injury. Proteomics methods (LC-ESI-MS/MS and TAP) were utilized to
screen for differentially expressed ligand proteins of Hes1, and bioinformatics analysis was performed of
a particular differentially expressed ligand-protein that was potentially relevant to myocardial protection.
Interestingly, we found that the activated Notch1/Hes1 signaling pathway induced by myocardial
IPC/IPost was able to protect H9c2 cells against A/R induced injury via its interaction with VDAC1.

Materials And Methods
Reagents

Hes1 antibody was purchased from Abcam (Cambridge, UK), and VDAC1 and β-actin antibodies were
obtained from Santa Cruz (Dallas, Texas, USA). AD-Hes1-shRNA and AD-NTAP/Hes1 were provided by
Hanbio Biotechnology (Shanghai, China), and the NTAP tag was a tandem combination of streptavidin
binding peptide (SBP) tag and calmodulin binding peptide (CBP) tag, which loaded onto the pNTAP
vector through the InterPlay Adenoviral TAP system. ROS assay kits and mitochondrial staining kits
(5,5′,6,6′-Tetrachloro-1,1′,3,3′-tetraethyl-imidacarbocyanine, JC-1) were purchased from Invitrogen. CPK
and LDH assay kits were supplied by Jiancheng Bioengineering Institute (Nanjing, China).

 

Cell culture and model establishment

H9c2 cardiomyocytes, obtained from the Cell Bank of Shanghai Institutes for Biological Sciences, were
cultured in Dulbecco’s modi�ed Eagle’s medium (DMEM; Hyclone) containing 4.5 g/L glucose and
supplemented with 10% fetal bovine serum (FBS; Hyclone, Logan, UT, USA), 100 U/ml penicillin and 100
mg/ml streptomycin (New Cell Molecular Biotech, Suzhou, China) in a humidi�ed incubator (37 ℃, 95%
air, 5% CO2).

The experimental design was as follows: (1) Control group: H9c2 cardiomyocytes routinely cultured as
described previously. (2) A/R group: The A/R model was established as previously described 28. Brie�y,
H9c2 cells underwent anoxia using a simulated anoxia buffer (6.0 mM NaHCO3, 98.5 mM NaCl, 0.9 mM
NaH2PO4, 10.0 mM KCl, 1.8 mM CaCl2, 1.2 mM MgSO4, 20 mM HEPES, and 40.0 mM Sodium lactate, pH
= 6.8) in a tri‐gas incubator with 95% N2 and 5% CO2 for 3 h at 37 °C.Then, anoxia buffer was changed to
reoxygenation buffer (20 mM NaHCO3, 129.5 mM NaCl, 0.9 mM NaH2PO4, 5.0 mM KCl, 1.8 mM CaCl2,
1.2 mM MgSO4, 20 mM HEPES, 5.5 mM Glucose, pH = 7.4) incubated with an 95% O2 and 5% CO2 for 2
h at 37 °C. (3) IPC group: The IPC model was established following the published protocols with a minor
modi�cation 12, 29, 30. Brie�y, under sterile conditions, H9c2 cardiomyocytes were preincubated for 15 min
in the simulated anoxia buffer in a hypoxic incubator (95% N2 - 5% CO2) as described above and then
incubated in simulated reoxygenation buffer in a high oxygen incubator (95% O2-5% CO2) for another 15
min. This process was repeated 3 times to induce anoxic preconditioning and then followed by the A/R
treatment as previously described in the A/R group. (4) IPost group: According to our previously published
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protocols with a minor modi�cation 12, 31-33. The IPost model was established as follows: At the end of 3
h of hypoxia, subsequently, H9c2 cardiomyocytes were exposed to 3 cycles of 15 min of reoxygenation
and then 15 min of hypoxia, and at last, followed by 2 h of reoxygenation. (5) A/R+AD-NTAP/Hes1 group:
H9c2 cardiomyocytes were treated as the cells in the A/R group then subsequently transfected with AD-
NTAP/Hes1. (6) IPC+AD-Hes1-shRNA group: H9c2 cardiomyocytes were transfected with AD-Hes1-shRNA
for 48 h then subjected to the same treatment as cells in the IPC group. (7) IPost+AD-Hes1-shRNA group:
H9c2 cardiomyocytes were transfected with AD-Hes1-shRNA for 48 h then treated the same way as cells
in the IPost group.

 

CPK, LDH release, and Cell viability assay

CPK and LDH release and the viability of cells in each experimental group were measured using an LDH
assay kit (Jiancheng Bioengineering Institute, Nanjing, China), CPK assay kit (Jiancheng Bioengineering
Institute, Nanjing, China), and a commercial CellTiter 96® Aqueous One solution cell proliferation assay
(Promega), respectively, in accordance, in each case, with the manufacturer's instructions.

 

Extraction and puri�cation of Hes1 ligand-protein by TAP

Total proteins were extracted from AD-NTAP/Hes1 infected H9c2 cardiomyocytes after 48-72 h, in
accordance with the InterPlay TAP puri�cation kit ( Agilent Technologies,USA) instructions. The total
number of infected H9c2 cardiomyocytes was approximately 3×108, while the quantity of reagents for
this experimental step was calculated based on 107 cells.

 

LC-ESI-MS/MS analysis

The peptides were separated using an LC-20AD nanoliter liquid chromatograph in accordance with the
manufacturer's instructions. The peptides were separated by liquid phase separation into a Q-EXACTIVE
mass spectrometer (primary mass spectrometry resolution: 70,000, secondary resolution: 17,500). Fifteen
parent ions with charges of 2+~5+ and peak intensities greater than 20000 were selected for secondary
analysis. The peptides were fragmented in HCD mode using a collision energy of 27, after which the
fragments were detected in Orbi software. The following parameters were used: Dynamic exclusion time:
chromatographic half-peak width duration; ion source voltage: 1.6 kV. Automatic gain control was
achieved using Orbi, by setting the mass-to-charge ratio range of the scan (primary: 350-2000; secondary:
100-1800).
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Standard bioinformatics analysis

The original mass spectrometry �les were converted into mass spectrometry peak �les and then searched
against sequences in protein databases, in this case the ipi_rat database (39925 sequences), using
protein identi�cation software Mascot 2.3.02. The search results were �ltered and quality controlled in
order to identify the proteins. The results of the identi�ed proteins were analyzed by functional
annotation, including gene ontology (GO) and Clusters of Orthologous Groups (COG) databases.

 

Co-IP assay

Proteins were collected from H9c2 cardiomyocytes, lysed in pre-cooled RIPA buffer then incubated with
an anti-VDAC1 or anti-GST-tag antibody ( as negative control) overnight at 4 °C. The proteins were then
incubated for 4-5 h at 4 °C with protein A/G agarose suspension (Merck Millipore, Germany) which was
pre-washed with cold PBS. The mixture was then centrifuged for 5 min at 4,000 g at 4 ℃, from which the
supernatant was collected for subsequent analysis and the pellet washed 3 times in pre-cooled PBS
followed by recentrifugation for 5 min at 4,000 g at 4 ℃ to obtain the immunoprecipitation complex. The
supernatant and immunoprecipitation complex were boiled in 1× SDS-PAGE sample buffer and then
prepared for Western blot analysis.

 

Western Blotting Assay

Proteins were isolated from H9c2 cardiomyocytes in accordance using a method described previously 34.
Protein concentration was measured using a Bradford assay (Beyotime). Protein samples (40 μg) were
separated using 10% SDS-polyacrylamide gel electrophoresis (SDS-PAGE) and then transferred to
polyvinylidene di�uoride membranes. Following blocking with 5% skimmed milk for 2 h at 37 ℃, the
membranes were then incubated with primary antibodies overnight against Hes1 (Abcam, Cambridge,
MA, USA), VDAC1 (Abcam), and β-actin (Cell Signaling Technology). The molecular weight of exogenous
NTAP/Hes1 and endogenous Hes1 is about 50 kDa and 35 kDa, respectively.The membranes were then
washed with 1×TBST 3 times then incubated with a secondary antibody (Cell Signaling Technology) for 2
h at room temperature. Finally, protein bands were visualized using enhanced chemiluminescence (GE
Healthcare, USA) after incubation with an enhanced chemiluminescence substrate and quanti�ed using a
Quantity One System image analyzer (Bio-Rad Laboratories, Hercules, CA, US).

 

ROS production assay

The production of ROS was measured using a ROS assay kit (Invitrogen, USA) in accordance with the
manufacturer's instructions, as we have described in our previous study 34. Brie�y, treated
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H9c2 cardiomyocytes were mixed with DMEM supplemented with 10  μM DCFH-DA (Invitrogen, USA) and
then incubated for 20  min at 37 °C in the dark. Fluorescence was monitored at excitation and emission
wavelengths (ex/em) of 485 and 528  nm by �ow cytometry (Becton Dickinson, USA).

 

Mitochondrial Membrane Potential (ΔΨm) assay

A mitochondrial staining kit (JC-1) (Invitrogen, USA) was used to measure ΔΨm concentration,
following the manufacturer's instructions, as we have described in a previous study 34. JC-1 was added to
a �nal concentration of  200 μM in H9c2 cardiomyocytes and then incubated in the dark for 20  min at 37
°C from which �uorescence was measured using �ow cytometry (Becton Dickinson, USA) at ex/em of
530/580  nm (red) and then at 480/530  nm (green), respectively. MMP was calculated from the ratio of
red to green �uorescence.

 

Flow cytometric analysis of apoptosis

An Annexin V-FITC/PI apoptosis detection kit (BD Biosciences, San Jose, CA, USA) was utilized to detect
the apoptosis of H9c2 cardiomyocytes. Brie�y, the H9c2 cardiomyocytes cells were trypsinized,
resuspended in 100 μL 1x binding buffer, and then incubated with 5 μL annexin V-FITC and 5 μL PI in the
dark for 15 min. Apoptosis was identi�ed in cells using a FACScan �ow cytometer using CellQuestTM

software (BD Biosciences, San Jose, CA, USA) by virtue of their green but not red �uorescence.

 

Statistical analysis

All values were presented as mean ± SEM. One-way ANOVA was used to compare the biochemical indices
of different groups. SPSS 18.0 was used for statistical analysis. A p-value less than 0.05 was considered
statistically signi�cant.

Results
AD-NTAP/Hes1 upregulated the expression of Hes1, decreased CPK and LDH activity, and increased cell
viability in H9c2 cells suffering A/R injury.

Firstly, AD-NTAP/Hes1 constructed in a previous study was transfected into H9c2 cells, in order that an
A/R injury model was established, allowing cell viability, and LDH and CPK activity to be measured in
different groups. The results demonstrated that Hes1 protein expression in the A/R group was slightly
higher than that of the Control group, although not statistically signi�cantly so, while there was greater
Hes1 protein expression in the A/R+AD-NTAP/Hes1 group than in the A/R group (p<0.01) (Figure 1A),
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indicating that AD-NTAP/Hes1 upregulates the expression of Hes1 protein after A/R injury. LDH, CPK, and
cell viability were measured to con�rm that AD-NTAP/Hes1 exhibited biological and myocardial protective
functionality (Figures 1B, 1C, and 1D). Compared with the Control group, CPK and LDH activity was
signi�cantly higher in the A/R group (p<0.01) but lower in the A/R+AD-NTAP/Hes1 group (p<0.01). Cell
viability of the A/R+AD-NTAP/Hes1 group was lower than that of the Control group but signi�cantly
higher than that of the A/R group (p<0.01). Therefore, AD-NTAP/Hes1 was able to upregulate the
expression of Hes1 protein following A/R injury, further reducing the CPK and LDH activity and enhancing
cell viability, thus exerting a cardioprotective effect.

Figure 1: Hes1 decreases CPK and LDH activity and increases cell viability in H9c2 cells suffering A/R
injury. (A) Western blotting was used to con�rm the exogenous NTAP/Hes1 and endogenous Hes1
upregulation in A/R+AD-NTAP/Hes1 cells. The molecular weight of exogenous NTAP/Hes1 and
endogenous Hes1 is 50 kDa and 35 kDa, respectively; (B-D) CPK and LDH activity and cell viability in
each group. ∗∗p <0.01 vs. Control group; ▲▲p < 0.01 vs. A/R group. Data are expressed as the mean ±
SEM, n = 5.

A/R: anoxia/reoxygenation; CPK: creatine phosphokinase; LDH: lacate dehydrogenase; NTAP: N-terminal
tandem a�nity puri�cation.

Extraction and screening of ligand-proteins (VDAC1) binding to Hes1 in H9c2 cells.

To explore the molecular mechanism of the cardioprotective effect of Hes1 protein, ligand-protein
complexes that potentially interact with Hes1 protein were screened using proteomics methods (TAP and
LC-ESI-MS/MS). Firstly, total protein extracted from H9c2 cells transfected with AD-NTAP/Hes1 was
puri�ed with an InterPlay TAP puri�cation kit then separated by SDS-PAGE then silver-stained. As show in
Figure 2A, Hes1 ligand protein was puri�ed by TAP Successfully. Line 1 is the protein supernatant after
binding streptavidin resin, Line 2 is the protein solution combined with streptavidin resin, Line 3 is the
protein supernatant after binding calmodulin resin, and Line 4 is the �nal eluate of Hes1 ligand protein
after puri�cation by TAP. The heterobands in Line 4 were obviously reduced, the molecular weight of
exogenous NTAP/Hes1 was about 50 kDa.

Subsequently, a total of 88 proteins containing 25 non-speci�c, 21 unknown, and 42 possibly interacting
proteins (Table 1) were characterized by LC-ESI-MS/MS. The functional annotations of the proteins were
conducted using GO and COG database (Figures 2B-E). Following the bioinformatics analysis and a
search of the literature, VDAC1 was �nally selected as the ligand-protein binding to Hes1 in follow-up
research. Co-IP experiments were performed to con�rm that Hes1 interacts with VDAC1, using anti-GST-
tag antibody as a negative control. As expected, Hes1 successfully co-immunoprecipitated with VDAC1
but failed to precipitate with GST-Tag, con�rming that Hes1 can interact with VDAC1 (Figure 2F).

Figure 2: Identi�cation and analysis of Hes1 ligand-protein. (A) SDS-PAGE colloidal silver staining veri�es
puri�cation by TAP, Line 1 is the protein supernatant after binding streptavidin resin, Line 2 is the protein
solution combined with streptavidin resin, Line 3 is the protein supernatant after binding calmodulin resin,
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and Line 4 is the �nal eluate of Hes1 ligand protein after puri�cation by TAP. The molecular weight of
exogenous NTAP/Hes1 and endogenous Hes1 is 50 kDa and 35 kDa, respectively. (B-D) GO classi�cation
chart (pie chart represents the percentage of items in total protein). (E) COG classi�cation chart. (F)
Western blotting identi�cation of Hes1 protein expression following Co-IP.

COG: cluster of orthologous groups; Co-IP: co-immunoprecipitation; GO: gene ontology; SDS-PAGE:
sodium dodecyl sulfate polyacrylamide gel electrophoresis.

Table 1
Identi�cation of proteins

Sample Total number
of spectra

Number of
identi�cation
spectra

Identify the number
of peptides

Identify the number
of proteins

TAP puri�ed
protein

7239 360 145 88

TAP: tandem a�nity puri�cation.

Relationship between Hes1 and VDAC1 in H9c2 cells.

Although Hes1 interacts with VDAC1, as demonstrated by the results above, the mechanism by which
Hes1 affects the expression of VDAC1 remains unclear. To further explore the in�uence of Hes1 on
VDAC1, we established A/R, IPC, and IPost models to analyze the expression of Hes1 and VDAC1 proteins
by western blotting after transfecting H9c2 cells with AD-NTAP/Hes1 and AD-Hes1-shRNA, respectively
(Figure 3). Interestingly, compared with the Control group, Hes1 expression in the A/R group was slightly
higher, but not signi�cantly so, while VDAC1 expression was signi�cantly upregulated (p<0.01).
Compared with the A/R group, Hes1 expression in the IPC, IPost, and A/R+AD-NTAP/Hes1 groups was
signi�cantly upregulated, while VDAC1 was correspondingly signi�cantly downregulated (p<0.01). We
can conclude that IPC, IPost, and AD-NTAP/Hes1 activate Hes1 and downregulate VDAC1 expression. In
contrast, in the IPC+AD-Hes1-shRNA and IPost+AD-Hes1-shRNA groups, Hes1 protein expression was
downregulated and the expression of VDAC1 protein upregulated (p<0.01, IPC+AD-Hes1-shRNA group vs.
IPC group, IPost+AD-Hes1-shRNA group vs. IPost group). This, therefore, con�rmed that AD-Hes1-shRNA
is able to inhibit the activation of Hes1 in IPC and IPost and upregulate the expression of VDAC1. In
summary, we can speculate that the Notch1/Hes1 signaling pathway directly downregulates the
expression of VDAC1, thereby exhibiting cardioprotective functionality.

Figure 3: Relationship between Hes1 and VDAC1 in H9c2 cells. Western blotting was used to measure the
expression of Hes1 and VDAC1 in each experimental group. ∗∗p <0.01 vs. Control group; ▲▲p < 0.01 vs.
A/R group; ##p<0.01 vs. IPC group; ■■p <0.01 vs. IPostC group. Data are expressed as the mean ± SEM, n
= 3.

IPC: ischemic preconditioning; IPostC: ischemic postconditioning; VDAC1: voltage dependent anion
channel 1.
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Hes1 inhibits ROS generation and plays a protective role in IPC and IPost.

To verify the relationship between myocardial protection and Hes1/VDAC1, we further examined the
change in ROS generation. As shown in Figure 4, the generation of ROS in the A/R group was signi�cantly
higher than that in the Control group (p<0.01), while ROS generation in the IPC, IPost, and A/R+AD-
NTAP/Hes1 groups was signi�cantly lower than that in the A/R group (p<0.01). In the AD-Hes1-shRNA
treatment group, ROS generation was signi�cantly higher (p<0.01, IPC+AD-Hes1-shRNA group vs. IPC
group, IPost+AD-Hes1-shRNA group vs. IPost group). The results demonstrate that Hes1 can inhibit the
generation of ROS and plays a protective role in IPC and IPost, possibly related to the direct
downregulation of VDAC1 expression mediated by the Notch1/Hes1 signaling pathway.

Figure 4: Effect of Hes1 on the generation of ROS in ischemic myocardial cells. (A) ROS �ow cytometry;
(B) histogram of ROS generation. ∗∗p <0.01 vs. Control group; ▲▲p < 0.01 vs. A/R group; ##p<0.01 vs. IPC
group; ■■p <0.01 vs. IPostC group. Data are expressed as the mean ± SEM, n = 3.

ROS: reactive oxygen species.

Hes1 stabilizes ΔΨm of A/R-injured H9c2 cells and plays a role in the myocardial protection in IPC and
IPost.

ΔΨm was calculated using the ratio of the number of cells in the upper right quadrant to the lower right
quadrant in a graph of red and green �uorescence. As displayed in Figure 5, the red/green �uorescence
ratio of the A/R group was lower than that of the control group (p<0.01). The red/green �uorescence ratio
of the IPC, IPost, A/R+AD-NTAP/Hes1 groups was higher than that of the A/R Group (p<0.01). In the AD-
Hes1-shRNA treatment group, the red/green �uorescence ratio decreased (p<0.01, IPC+AD-Hes1-shRNA
group vs. IPC group, IPost+AD-Hes1-shRNA group vs. IPost group). These results suggest that Hes1
stabilizes the ΔΨm in ischemic cardiomyocytes and plays a role in the protection in IPC and IPost. This
effect may be related to the direct downregulation of VDAC1 expression by the Notch1/Hes1 signaling
pathway.

Figure 5: Effect of Hes1 on the ΔΨm of ischemic myocardial cells. (A) Flow cytometric analysis of ΔΨm;
(B) ΔΨm bar graph. ∗∗p <0.01 vs. Control group; ▲▲p < 0.01 vs. A/R group; ##p<0.01 vs. IPC group; ■■p
<0.01 vs. IPostC group. Data are expressed as the mean ± SEM, n = 3.

ΔΨm: mitochondrial membrane potential.

Hes1 can reduce apoptosis in A/R injured H9c2 cells and participate in protection in IPC and IPost.

The effect of Hes1 on the apoptosis of A/R injured H9c2 cells (Figure 6) was tested. Compared with the
Control group, apoptosis was signi�cantly increased (p<0.01) in the A/R, IPC+AD-Hes1-shRNA, and
IPost+AD-Hes1-shRNA treatment groups but reduced in the IPC, IPost, and A/R+AD-NTAP/Hes1 treatment
groups p<0.01). The results suggest that Hes1 reduces apoptosis in A/R injured H9c2 cells and
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participates in protection in IPC and IPost. Thus, Hes1 may directly downregulate VDAC1 expression via
the Notch1/Hes1 signaling pathway.

Figure 6: Effect of Hes1 on apoptosis in ischemic cardiomyocytes. (A) Flow cytometric analysis of
apoptosis; (B) Histogram of apoptosis. ∗∗p <0.01 vs. Control group; ▲▲p < 0.01 vs. A/R group; ##p<0.01
vs. IPC group; ■■p <0.01 vs. IPostC group. Data are expressed as the mean ± SEM, n = 3.

Discussion
As morbidity due to myocardial infarction has increased combined with the widespread use of
revascularization therapy, MI/R injury has now become a common pathophysiological phenomenon in
clinical practice, resulting in the presentation of arrhythmias, myocardial electrical shocks, and heart
failure 35. Therefore, mitigation of MI/R injury has now become an urgent clinical issue.

Mitochondria, that have been recognized as key triggers of MI/R injury, are abundant in cardiomyocytes
and provide more than 90% of the energy supply. Mitochondria not only promote cardiomyocyte death by
inducing apoptosis or necroptosis in MI/R injury, but also trigger and regulate many pathological
processes, such as calcium overload, oxidative stress, and immune response 36–38. Recent studies show
that the mitochondrial quality control system plays an important role in preserving mitochondrial
structure and function, improving mitochondrial biochemical processes and signal transduction, and
regulating mitochondria-dependent programmed cell death 39–41. They are therefore a potential target for
cardioprotective intervention 18, 42.

Since the concept of IPC and IPost was proposed 30 years ago, it has been demonstrated that both of
them have a signi�cant protective effect on MI/R injury by activating multiple signaling pathways 43.
Interestingly, these signaling pathways have a common endpoint, which is the mitochondria7. Vélez et al.
44 demonstrated that IPC can act on mitochondria through the PI3K signaling pathway, thereby
promoting ATP synthesis and cellular autophagy and reducing mitochondrial damage, thus exerting a
protective effect on cardiomyocytes. González et al. 45 found that IPC and IPost exert myocardial
protection by acting on mitochondria through PKC-ε/VDAC, reducing mitochondrial permeability. IPC
activates downstream protective pathways against I/R injury by triggering the opening of mitochondrial
Cx43 HCs 46. In contrast, a reduction in mitochondrial Cx43 content was shown to abolish IPC-mediated
cardioprotection 47. These reports suggest that the endogenous protection mechanisms of IPC and IPost
are closely related to mitochondrial regulatory mechanisms.

Hes1 is a transcription factor regulated by the Notch1 signaling pathway and acts as a crosstalk hub
between Notch1 signaling and a variety of other signaling pathways 21, 22, 48. Cancer studies have
demonstrated that the Notch1/Hes1 signaling pathway is involved in cancer genesis and progression
through crosstalk with other oncogenic signaling pathways such as PI3K-Akt 49 and NF-κb 50, and the
WNT signaling pathway 51. Studies in neuroprotection have demonstrated that the Notch1/Hes1



Page 12/25

signaling pathway has cross-talked with the NF-κb pathway against cerebral ischemia-reperfusion injury
52. The Notch1/Hes1 signaling pathway can activate the PI3K/Akt signaling pathway and regulates the
PTEN/Akt signaling pathway through Hes1 to reduce ROS generation, stabilizing ΔΨm, which ultimately
reduces apoptosis, thus exerting a myocardial protective effect 12, 17. Therefore, we speculate that Hes1
may be a bridge between the Notch1 signaling pathway and other endogenous factors or signaling
pathways. Based on our previous �ndings that activation of the Notch1 signaling pathway regulates
mitochondrial fusion and function to prevent myocardial ischemia-reperfusion injury 19, we further
speculate that Notch1/Hes1 may mediate mitochondrial function via linking with particular mitochondrial
proteins. Interestingly, we identi�ed the expected outer mitochondrial membrane protein VDAC1 using a
Co-IP assay and MS analysis. No studies have so far demonstrated a connection between Hes1 and
VDAC1 and thus, we have identi�ed for the �rst time a direct molecular target of the Notch1/Hes1
signaling pathway located in mitochondria.

Rigaut et al. 53 �rst proposed the TAP technique to obtain speci�c protein complexes close to their natural
state after two consecutive a�nity puri�cations using a special protein tag. After years of improvement
and optimization by other researchers, it is now widely used for the study of protein-protein interactions in
proteomics. Currently, TAP technology has superior speci�city, sensitivity, and reliability and so obtains
more closely interacting proteins, which are more closely related to physiological protein interactions.
TAP-MS coupling technology has become a common means to identify protein interactions, characterize
protein complexes, and complete protein networks 54. It has been used to validate mixed lineage kinase
domain-like kinases, such as mixed lineage kinase domain-like protein and heat shock protein 90 55. We
identi�ed a total of 88 proteins of which 25 were non-speci�c proteins, 21 that were unknown in the
database, and 42 possibly-interacting proteins, including VDAC1, using TAP and LC-ESI-MS/MS
proteomic techniques.

VDAC is located in the outer mitochondrial membrane and has three isoforms (VDAC1-3) in mammalian
cells. VDAC1 is the most widely expressed protein, followed by VDAC2, then VDAC3 56. VDAC1 plays
many important functions in cells, including maintaining mPTP stability, regulating mitochondrial
morphological structure, and participating in mitochondrial-mediated apoptosis 57, 58. Huang et al. 59

found that cyathin-R mediates apoptosis through VDAC1 in Bax/Bak-de�cient cells, a process that is
dependent on VDAC1. Martel et al. 60 demonstrated that VDAC1 interacts with multiple molecules, such
as nicotinamide adenine dinucleotide, lipids, GSK3, Bax, Bcl-2, and adenine nucleotide translocase. Their
interactions also demonstrate the decisive role of VDAC1 in cell fate. Liao et al. 61 found that VDAC1
protein expression was upregulated during myocardial injury, and resveratrol, an active monomer in
traditional Chinese medicine, can also exert myocardial protective effects via the downregulation of
VDAC1 protein expression, decreasing CPK and LDH activity, inhibiting caspase-3 activity, reducing
apoptosis, and ultimately reducing the area of myocardial infarcts.

We then demonstrated that IPC and IPost can activate Notch/Hes1 and regulate VDAC1 expression levels,
thereby attenuating A/R injury in H9c2 cardiomyocytes. Because previous studies have demonstrated
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that VDAC1 is a critical protein in mitochondrial-mediated apoptosis 62, we hypothesized that Notch/Hes1
may inhibit apoptosis via regulation of VDAC1. We further demonstrated that overexpression or silencing
of Hes1 could correspondingly ameliorate or exacerbate apoptosis in cardiomyocytes in A/R injury, which
was accompanied by a decrease or increase in VDAC1 expression. We further demonstrated that Hes1
overexpression corresponded to reduced apoptosis in cardiomyocytes in A/R injury, accompanied by
decreased VDAC1 expression, reduced ROS production, and improved ΔΨm stability, whereas silencing
Hes1 reversed these effects.

Conclusions
In summary, the study demonstrated that IPC and IPost can activate the Notch/Hes1 signaling pathway
in hypoxia/reoxygenation-induced injury of H9c2 cardiomyocytes. The molecular mechanism of this
process may be the direct binding of Hes1 to, and the negative regulation of the mitochondrial protein
VDAC1, reducing ROS production, stabilizing ΔΨm, and ultimately reducing H9c2 cardiomyocyte
apoptosis.

Abbreviations
AD-Hes1-shRNA   Hes1-short hairpin RNA adenoviral vector

AD-NTAP/Hes1   Hes1 adenoviral N-terminal TAP vector

A/R:             anoxia/reoxygenation

COG:             cluster of orthologous groups

Co-IP:            co-immunoprecipitation

CPK:             creatine phosphokinase

GO:              gene ontology

IPC:              ischemic preconditioning

IPost:             ischemic postconditioning

JC-1:             5,5′,6,6′-Tetrachloro-1,1′,3,3′-tetraethyl-imidacarbocyanine

LC-ESI-MS/MS:  liquid chromatography-electrospray ionization-tandem mass spectrometry

LDH:             lactate dehydrogenase

MI/R:             myocardial ischemia/reperfusion

mPTPs:            mitochondrial permeability transition pores



Page 14/25

ROS             reactive oxygen species

SDS-PAGE:        sodium dodecyl sulfate polyacrylamide gel electrophoresis

TAP:             tandem a�nity puri�cation

ΔΨm            mitochondrial membrane potential

Declarations
Ethics approval and consent to participate

Not applicable.

 

Consent for publication

Not applicable.

 

Availability of data and materials

The data used to support the �ndings of this study are available from the corresponding author upon
request. 

 

Competing interests

The authors declare no con�icts of interest. 

 

Funding

This study was supported by the National Natural Science Foundation of China (No.81960059), the
Natural Science Foundation of Jiangxi, China (No.20192BAB215003) and the Academic and Technical
Leader Plan of Jiangxi Provincial Main Disciplines (No.20204BCJL23056).

 

Authors’ contributions

Lijun Wang, Huang Huang, and Jichun Liu provided substantial contributions to the conception and
design of this study and drafted the article or critically revised it for important intellectual content. Lijun



Page 15/25

Wang, Songqing Lai, Xueliang Zhou, Qing Wan, Yong Luo, Huaxi Zou, Qicai Wu, and Li Wan performed
data acquisition, data analysis, and interpretation. All authors gave �nal approval of the version to be
published and agreed to be accountable for all aspects of the work in ensuring that questions related to
the accuracy or integrity of the work are appropriately investigated and resolved.

 

Acknowledgements

Not applicable.

References
1. Katz D, Gavin MC. Stable Ischemic Heart Disease. Ann Intern Med. 2019;171(3):ITC17–32.

2. Bhatt DL. Percutaneous Coronary Intervention in 2018. JAMA. 2018;319(20):2127–8.

3. Patel MR, Calhoon JH, Dehmer GJ, Grantham JA, Maddox TM, Maron DJ, et al.
ACC/AATS/AHA/ASE/ASNC/SCAI/SCCT/STS 2017 appropriate use criteria for coronary
revascularization in patients with stable ischemic heart disease: A report of the American College of
Cardiology Appropriate Use Criteria Task Force, American Association for Thoracic Surgery, American
Heart Association, American Society of Echocardiography, American Society of Nuclear Cardiology,
Society for Cardiovascular Angiography and Interventions, Society of Cardiovascular Computed
Tomography, and Society of Thoracic Surgeons. J Thorac Cardiovasc Surg. 2019;157(3):e131–61.

4. Hausenloy DJ, Barrabes JA, Bøtker HE, Davidson SM, Di Lisa F, Downey J, et al. Ischaemic
conditioning and targeting reperfusion injury: a 30 year voyage of discovery. Basic Res Cardiol.
2016;111(6):70.

5. Davidson SM, Ferdinandy P, Andreadou I, Bøtker HE, Heusch G, Ibáñez B, et al. Multitarget Strategies
to Reduce Myocardial Ischemia/Reperfusion Injury: JACC Review Topic of the Week. J Am Coll
Cardiol. 2019;73(1):89–99.

�. Ibáñez B, Heusch G, Ovize M, Van de Werf F. Evolving therapies for myocardial ischemia/reperfusion
injury. J Am Coll Cardiol. 2015;65(14):1454–71.

7. Boengler K, Lochnit G, Schulz R. Mitochondria "THE" target of myocardial conditioning. Am J Physiol
Heart Circ Physiol. 2018;315(5):H1215–31.

�. Siebel C, Lendahl U. Notch Signaling in Development, Tissue Homeostasis, and Disease. Physiol Rev.
2017;97(4):1235–94.

9. Zhou XL, Wu X, Xu QR, Zhu RR, Xu H, Li YY, et al. Notch1 provides myocardial protection by
improving mitochondrial quality control. J Cell Physiol. 2019;234(7):11835–41.

10. Zhou XL, Zhu RR, Liu S, Xu H, Xu X, Wu QC, et al. Notch signaling promotes angiogenesis and
improves cardiac function after myocardial infarction. J Cell Biochem. 2018;119(8):7105–12.



Page 16/25

11. MacGrogan D, Münch J, de la Pompa JL. Notch and interacting signalling pathways in cardiac
development, disease, and regeneration. Nat Rev Cardiol. 2018;15(11):685–704.

12. Zhou XL, Wan L, Xu QR, Zhao Y, Liu JC. Notch signaling activation contributes to cardioprotection
provided by ischemic preconditioning and postconditioning. J Transl Med. 2013;11:251.

13. da Silva JS, Montagnoli TL, Rocha BS, Tacco MLCA, Marinho SCP, Zapata-Sudo G. Estrogen
Receptors: Therapeutic Perspectives for the Treatment of Cardiac Dysfunction after Myocardial
Infarction. Int J Mol Sci. 2021;22(2):525.

14. Du M, Shan J, Feng A, Schmull S, Gu J, Xue S. Oestrogen Receptor β Activation Protects Against
Myocardial Infarction via Notch1 Signalling. Cardiovasc Drugs Ther. 2020;34(2):165–78.

15. Rocca C, Femminò S, Aquila G, Granieri MC, De Francesco EM, Pasqua T, et al. Notch1 Mediates
Preconditioning Protection Induced by GPER in Normotensive and Hypertensive Female Rat Hearts.
Front Physiol. 2018;9:521.

1�. Zhou XL, Fang YH, Wan L, Xu QR, Huang H, Zhu RR, et al. Notch signaling inhibits cardiac �broblast
to myo�broblast transformation by antagonizing TGF-β1/Smad3 signaling. J Cell Physiol.
2019;234(6):8834–45.

17. Zhou XL, Wan L, Liu JC. Activated Notch1 reduces myocardial ischemia reperfusion injury in vitro
during ischemic postconditioning by crosstalk with the RISK signaling pathway. Chin Med J (Engl).
2013;126(23):4545–51.

1�. Paradies G, Paradies V, Ruggiero FM, Petrosillo G. Mitochondrial bioenergetics and cardiolipin
alterations in myocardial ischemia-reperfusion injury: implications for pharmacological
cardioprotection. Am J Physiol Heart Circ Physiol. 2018;315(5):H1341–52.

19. Dai SH, Wu QC, Zhu RR, Wan XM, Zhou XL. Notch1 protects against myocardial ischaemia-
reperfusion injury via regulating mitochondrial fusion and function. J Cell Mol Med.
2020;24(5):3183–91.

20. Basak NP, Roy A, Banerjee S. Alteration of mitochondrial proteome due to activation of Notch1
signaling pathway. J Biol Chem. 2014;289(11):7320–34.

21. Rani A, Greenlaw R, Smith RA, Galustian C. HES1 in immunity and cancer. Cytokine Growth Factor
Rev. 2016;30:113–7.

22. Dhanesh SB, Subashini C, James J. Hes1: the maestro in neurogenesis. Cell Mol Life Sci.
2016;73(21):4019–42.

23. Pei H, Yu Q, Xue Q, Guo Y, Sun L, Hong Z, et al. Notch1 cardioprotection in myocardial
ischemia/reperfusion involves reduction of oxidative/nitrative stress. Basic Res Cardiol.
2013;108(5):373.

24. Bhoopathi P, Chetty C, Dontula R, Gujrati M, Dinh DH, Rao JS, et al. SPARC stimulates neuronal
differentiation of medulloblastoma cells via the Notch1/STAT3 pathway. Cancer Res.
2011;71(14):4908–19.

25. Qiang L, Wu T, Zhang HW, Lu N, Hu R, Wang YJ, et al. HIF-1α is critical for hypoxia-mediated
maintenance of glioblastoma stem cells by activating Notch signaling pathway. Cell Death Differ.



Page 17/25

2012;19(2):284–94.

2�. Lam MP, Ping P, Murphy E. Proteomics Research in Cardiovascular Medicine and Biomarker
Discovery. J Am Coll Cardiol. 2016;68(25):2819–30.

27. Monti C, Zilocchi M, Colugnat I, Alberio T. Proteomics turns functional. J Proteomics. 2019;198:36–
44.

2�. Tian M, Xie Y, Meng Y, Ma W, Tong Z, Yang X, et al. Resveratrol protects cardiomyocytes against
anoxia/reoxygenation via dephosphorylation of VDAC1 by Akt-GSK3 β pathway. Eur J Pharmacol.
2019;843:80–7.

29. Liu D, He M, Yi B, Guo WH, Que AL, Zhang JX. Pim-3 protects against cardiomyocyte apoptosis in
anoxia/reoxygenation injury via p38-mediated signal pathway. Int J Biochem Cell Biol.
2009;41(11):2315–22.

30. Marber MS. Ischemic preconditioning in isolated cells. Circ Res. 2000;86(9):926–31.

31. Zhu HL, Wei X, Qu SL, Zhang C, Zuo XX, Feng YS, et al. Ischemic postconditioning protects
cardiomyocytes against ischemia/reperfusion injury by inducing MIP2. Exp Mol Med.
2011;43(8):437–45.

32. Wang Y, Hao Y, Zhang H, Xu L, Ding N, Wang R, et al. DNA Hypomethylation of miR-30a Mediated the
Protection of Hypoxia Postconditioning Against Aged Cardiomyocytes Hypoxia/Reoxygenation Injury
Through Inhibiting Autophagy. Circ J. 2020;84(4):616–25.

33. Chen J, Gao J, Sun W, Li L, Wang Y, Bai S, et al. Involvement of exogenous H2S in recovery of
cardioprotection from ischemic post-conditioning via increase of autophagy in the aged hearts. Int J
Cardiol. 2016;220:681–92.

34. Huang H, Lai S, Luo Y, Wan Q, Wu Q, Wan L, et al. Nutritional Preconditioning of Apigenin Alleviates
Myocardial Ischemia/Reperfusion Injury via the Mitochondrial Pathway Mediated by Notch1/Hes1.
Oxid Med Cell Longev. 2019;2019:7973098.

35. Kalogeris T, Baines CP, Krenz M, Korthuis RJ. Ischemia/Reperfusion Compr Physiol. 2016;7(1):113–
70.

3�. Wang J, Toan S, Zhou H. New insights into the role of mitochondria in cardiac microvascular
ischemia/reperfusion injury. Angiogenesis. 2020;23(3):299–314.

37. Wang J, Zhu P, Li R, Ren J, Zhou H. Fundc1-dependent mitophagy is obligatory to ischemic
preconditioning-conferred renoprotection in ischemic AKI via suppression of Drp1-mediated
mitochondrial �ssion. Redox Biol. 2020;30:101415.

3�. Wang J, Zhu P, Li R, Ren J, Zhang Y, Zhou H. Bax inhibitor 1 preserves mitochondrial homeostasis in
acute kidney injury through promoting mitochondrial retention of PHB2. Theranostics.
2020;10(1):384–97.

39. Wang J, Zhou H. Mitochondrial quality control mechanisms as molecular targets in cardiac
ischemia-reperfusion injury. Acta Pharm Sin B. 2020;10(10):1866–79.



Page 18/25

40. Wang J, Toan S, Zhou H. Mitochondrial quality control in cardiac microvascular ischemia-reperfusion
injury: New insights into the mechanisms and therapeutic potentials. Pharmacol Res.
2020;156:104771.

41. Tan Y, Mui D, Toan S, Zhu P, Li R, Zhou H. SERCA Overexpression Improves Mitochondrial Quality
Control and Attenuates Cardiac Microvascular Ischemia-Reperfusion Injury. Mol Ther Nucleic Acids.
2020;22:696–707.

42. Lesnefsky EJ, Chen Q, Tandler B, Hoppel CL. Mitochondrial Dysfunction and Myocardial Ischemia-
Reperfusion: Implications for Novel Therapies. Annu Rev Pharmacol Toxicol. 2017;57:535–65.

43. Hausenloy DJ, Yellon DM. Ischaemic conditioning and reperfusion injury. Nat Rev Cardiol.
2016;13(4):193–209.

44. Vélez DE, Hermann R, Barreda Frank M, Mestre Cordero VE, Savino EA, Varela A, et al. Effects of
wortmannin on cardioprotection exerted by ischemic preconditioning in rat hearts subjected to
ischemia-reperfusion. J Physiol Biochem. 2016;72(1):83–91.

45. González Arbeláez LF, Ciocci Pardo A, Fantinelli JC, Mosca SM. Cyclosporine-A mimicked the
ischemic pre- and postconditioning-mediated cardioprotection in hypertensive rats: Role of PKCε.
Exp Mol Pathol. 2016;100(2):266–75.

4�. Leybaert L, Lampe PD, Dhein S, Kwak BR, Ferdinandy P, Beyer EC, et al. Connexins in Cardiovascular
and Neurovascular Health and Disease: Pharmacological Implications. Pharmacol Rev.
2017;69(4):396–478.

47. See Hoe LE, Schilling JM, Tarbit E, Kiessling CJ, Busija AR, Niesman IR, et al. Sarcolemmal
cholesterol and caveolin-3 dependence of cardiac function, ischemic tolerance, and opioidergic
cardioprotection. Am J Physiol Heart Circ Physiol. 2014;307(6):H895–903.

4�. Tyagi A, Sharma AK, Damodaran C. A Review on Notch Signaling and Colorectal Cancer. Cells.
2020;9(6):1549.

49. Herranz D, Ambesi-Impiombato A, Sudderth J, Sánchez-Martín M, Belver L, Tosello V, et al. Metabolic
reprogramming induces resistance to anti-NOTCH1 therapies in T cell acute lymphoblastic leukemia.
Nat Med. 2015;21(10):1182–9.

50. Espinosa L, Cathelin S, D'Altri T, Trimarchi T, Statnikov A, Guiu J, et al. The Notch/Hes1 pathway
sustains NF-κB activation through CYLD repression in T cell leukemia. Cancer Cell. 2010;18(3):268–
81.

51. Kay SK, Harrington HA, Shepherd S, Brennan K, Dale T, Osborne JM, et al. The role of the Hes1
crosstalk hub in Notch-Wnt interactions of the intestinal crypt. PLoS Comput Biol.
2017;13(2):e1005400.

52. Liang W, Lin C, Yuan L, Chen L, Guo P, Li P, et al. Preactivation of Notch1 in remote ischemic
preconditioning reduces cerebral ischemia-reperfusion injury through crosstalk with the NF-κB
pathway. J Neuroin�ammation. 2019;16(1):181.

53. Rigaut G, Shevchenko A, Rutz B, Wilm M, Mann M, Séraphin B. A generic protein puri�cation method
for protein complex characterization and proteome exploration. Nat Biotechnol. 1999;17(10):1030–2.



Page 19/25

54. Völkel P, Le Faou P, Angrand PO. Interaction proteomics: characterization of protein complexes using
tandem a�nity puri�cation-mass spectrometry. Biochem Soc Trans. 2010;38(4):883–7.

55. Jacobsen AV, Lowes KN, Tanzer MC, Lucet IS, Hildebrand JM, Petrie EJ, et al. HSP90 activity is
required for MLKL oligomerisation and membrane translocation and the induction of necroptotic cell
death. Cell Death Dis. 2016;7(1):e2051.

5�. Shoshan-Barmatz V, Pittala S, Mizrachi D. VDAC1 and the TSPO: Expression, Interactions, and
Associated Functions in Health and Disease States. Int J Mol Sci. 2019;20(13):3348.

57. Shoshan-Barmatz V, Maldonado EN, Krelin Y. VDAC1 at the crossroads of cell metabolism, apoptosis
and cell stress. Cell Stress. 2017;1(1):11–36.

5�. Shoshan-Barmatz V, Krelin Y, Chen Q. VDAC1 as a Player in Mitochondria-Mediated Apoptosis and
Target for Modulating Apoptosis. Curr Med Chem. 2017;24(40):4435–46.

59. Huang L, Han J, Ben-Hail D, He L, Li B, Chen Z, et al. A New Fungal Diterpene Induces VDAC1-
dependent Apoptosis in Bax/Bak-de�cient Cells. J Biol Chem. 2015;290(39):23563–78.

�0. Martel C, Wang Z, Brenner C. VDAC phosphorylation, a lipid sensor in�uencing the cell fate.
Mitochondrion. 2014;19:69–77. Pt A.

�1. Liao Z, Liu D, Tang L, Yin D, Yin S, Lai S, et al. Long-term oral resveratrol intake provides nutritional
preconditioning against myocardial ischemia/reperfusion injury: involvement of VDAC1
downregulation. Mol Nutr Food Res. 2015;59(3):454–64.

�2. Shoshan-Barmatz V, Nahon-Crystal E, Shteinfer-Kuzmine A, Gupta R. VDAC1, mitochondrial
dysfunction, and Alzheimer's disease. Pharmacol Res. 2018;131:87–101.

Figures
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Figure 1

Hes1 decreases CPK and LDH activity and increases cell viability in H9c2 cells suffering A/R injury. (A)
Western blotting was used to con�rm the exogenous NTAP/Hes1 and endogenous Hes1 upregulation in
A/R+AD-NTAP/Hes1 cells. The molecular weight of exogenous NTAP/Hes1 and endogenous Hes1 is 50
kDa and 35 kDa, respectively; (B-D) CPK and LDH activity and cell viability in each group. ∗∗p <0.01 vs.
Control group; ▲▲p < 0.01 vs. A/R group. Data are expressed as the mean ± SEM, n = 5. A/R:
anoxia/reoxygenation; CPK: creatine phosphokinase; LDH: lacate dehydrogenase; NTAP: N-terminal
tandem a�nity puri�cation.
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Figure 2

Identi�cation and analysis of Hes1 ligand-protein. (A) SDS-PAGE colloidal silver staining veri�es
puri�cation by TAP, Line 1 is the protein supernatant after binding streptavidin resin, Line 2 is the protein
solution combined with streptavidin resin, Line 3 is the protein supernatant after binding calmodulin resin,
and Line 4 is the �nal eluate of Hes1 ligand protein after puri�cation by TAP. The molecular weight of
exogenous NTAP/Hes1 and endogenous Hes1 is 50 kDa and 35 kDa, respectively. (B-D) GO classi�cation
chart (pie chart represents the percentage of items in total protein). (E) COG classi�cation chart. (F)
Western blotting identi�cation of Hes1 protein expression following Co-IP. COG: cluster of orthologous
groups; Co-IP: co-immunoprecipitation; GO: gene ontology; SDS-PAGE: sodium dodecyl sulfate
polyacrylamide gel electrophoresis.
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Figure 3

Relationship between Hes1 and VDAC1 in H9c2 cells. Western blotting was used to measure the
expression of Hes1 and VDAC1 in each experimental group. ∗∗p <0.01 vs. Control group; ▲▲p < 0.01 vs.
A/R group; ##p<0.01 vs. IPC group; ■■p <0.01 vs. IPostC group. Data are expressed as the mean ± SEM,
n = 3. IPC: ischemic preconditioning; IPostC: ischemic postconditioning; VDAC1: voltage dependent anion
channel 1.
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Figure 4

Effect of Hes1 on the generation of ROS in ischemic myocardial cells. (A) ROS �ow cytometry; (B)
histogram of ROS generation. ∗∗p <0.01 vs. Control group; ▲▲p < 0.01 vs. A/R group; ##p<0.01 vs. IPC
group; ■■p <0.01 vs. IPostC group. Data are expressed as the mean ± SEM, n = 3. ROS: reactive oxygen
species.
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Figure 5

Effect of Hes1 on the ΔΨm of ischemic myocardial cells. (A) Flow cytometric analysis of ΔΨm; (B) ΔΨm
bar graph. ∗∗p <0.01 vs. Control group; ▲▲p < 0.01 vs. A/R group; ##p<0.01 vs. IPC group; ■■p <0.01
vs. IPostC group. Data are expressed as the mean ± SEM, n = 3. ΔΨm: mitochondrial membrane potential.
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Figure 6

Effect of Hes1 on apoptosis in ischemic cardiomyocytes. (A) Flow cytometric analysis of apoptosis; (B)
Histogram of apoptosis. ∗∗p <0.01 vs. Control group; ▲▲p < 0.01 vs. A/R group; ##p<0.01 vs. IPC group;
■■p <0.01 vs. IPostC group. Data are expressed as the mean ± SEM, n = 3.


