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Abstract
Background MicroRNA-200b-3p (miR-200b-3p) plays a pivotal role in inflammatory responses and is implicated in 
various inflammatory disorders. In this study, we aim to explore the role of miR-200b-3p in the inflammatory response 
in heart failure (HF).

Methods Patients diagnosed with heart failure and age-matched healthy controls were studied. Peripheral blood 
samples from participants were collected for RNA-seq analysis to explore the expression profile of miR-200b-3p. The 
predictive value of miR-200b-3p and ZEB1 in the prognosis of heart failure was evaluated by analyzing the receiver 
operating characteristic (ROC) curve. Bioinformatics analysis and double luciferase reporter gene analysis were used 
to confirm the interaction between miR-200b-3p and ZEB1. Real-time quantitative polymerase chain reaction (QRT-
PCR) was used to detect the expression levels of miR-200b-3p and ZEB1 in cardiopulmonary bypass. Additionally, the 
effects of miR-200b-3p on myocardial cell line (H9c2) injury were evaluated by enzyme-linked immunosorbent assay 
(ELISA).

Results In the extracardiac circulation of HF patients, miR-200b-3p expression was significantly reduced, while ZEB1 
levels were notably elevated. Analysis of the ROC curve revealed that miR-200b-3p and ZEB1 have predictive value 
in the prognosis of HF patients. The double luciferase reporter experiment demonstrated that miR-200b-3p binds 
to ZEB1 and inhibits its expression. Overexpression of miR-200b-3p demonstrated a remarkable ability to alleviate 
inflammation and inhibit the damage to myocardial cells in vivo.

Conclusion MiR-200b-3p can target and inhibit ZEB1, reducing the inflammatory reaction of myocardial cells. The 
miR-200b-3p/ZEB1 network may be helpful in preventing and treating HF.
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Introduction
Heart failure (HF) is a prevalent global epidemic and a 
primary cause of sudden mortality. As the population 
ages, the incidence and prevalence of this condition con-
tinue to escalate [1, 2]. HF is a complicated condition that 
may be driven on by many factors, the most common of 
which include hypertension, age, diabetes, coronary heart 
disease, and obesity [3]. Over the last several decades, 
various treatment methods, such as pacing and defibril-
lation treatment, heart transplantation or mechanical 
assisted circulation support, have been widely used in 
HF [3]. However, insufficient research progress has been 
made on the pathophysiology and molecular mechanisms 
of HF, leading to a significant decrease in the quality of 
life for HF patients [4]. Consequently, gaining a com-
prehensive understanding of the intricate mechanisms 
underlying HF will help identify new targets and even 
expand the window for treating HF.

Numerous studies have illustrated that microRNAs 
(miRNAs) participated in various cellular processes. 
Within the miR-200 family, miR-200b-3p holds signifi-
cant importance [5, 6]. Prior investigations have illus-
trated that miR-200b-3p participated in regulating the 
prognosis of HF [7, 8]. Nevertheless, the precise func-
tion of miR-200b-3p in the onset and progression of HF 
remains limited, especially its signal transduction path-
way and its interaction with some mRNA in the progno-
sis of HF.

ZEB1, as a transcription regulatory factor, induces 
endometrial transformation and exerts a pivotal influ-
ence on both normal physiological and pathological pro-
cesses [9]. It was originally recognized as a DNA-binding 
protein that encompasses a homology domain along with 
two clusters of zinc fingers, which facilitate its interaction 
with two high-affinity binding sites located in the E-cad-
herin promoter region, thereby regulating the biological 
function of cells [10]. Research has found that ZEB1 can 
regulate IL-6 and IL-8 protein production, promoting 
inflammatory response. Inflammation assumes a close 
relationship with acute and chronic HF, and multiple 
inflammatory mediators are crucial to the progression of 
HF and cardiovascular disease [11]. Despite this recogni-
tion, the regulatory impact of ZEB1 on cellular immune 
inflammation in HF remains insufficiently explored. Con-
sequently, our study aims to clarify the regulating impact 
of miR-200b-3p on ZEB1, and further analyzed the bio-
logical role of this miRNA in the prognosis of HF.

Materials and methods
Main reagent
Myocardial cell line H9c2 (National Biomedical Experi-
mental Cell Resource Bank, USA), DMEM medium 
(Gibco, USA), Fetal bovine serum (FBS, Hyclone, USA), 
X-tremeGENE9 (Roche, Switzerland), double luciferase 

reporter gene detection system kit (Sigma, Germany), 
overexpression of miR-200b-3p vector (Genechem, 
Shanghai), ELISA kit (Mlbio, Shanghai), Polyclonal anti-
bodies (Abcam, USA), isoproterenol (Sigma, Germany).

Collection of sample tissues
The subjects were 100 patients diagnosed with heart fail-
ure at Yongchuan Hospital of Chongqing Medical Uni-
versity. The inclusion criteria were as follows: (1) adults 
over 18 years old, (2) diagnosed with heart failure (clini-
cally using the Framingham standard or echocardiogra-
phy), and (3) received follow-up care in the heart clinic 
for at least three months. The exclusion criteria included 
severe respiratory diseases, chronic inflammation, 
organic heart disease, and hyperthyroidism. The normal 
control group consisted of 50 age-matched healthy sub-
jects without cardiovascular disease or metabolic dis-
orders. This study received approval from the Medical 
Ethics Committee of Yongchuan Hospital of Chongqing 
Medical University. The peripheral blood of the patients 
was collected and separated into serum and blood cells. 
The blood cells were stored at -80  °C after adding the 
appropriate RNAlater solution.

RNA-seq analysis
RNA extraction from blood cells was performed using 
TRIzol reagent. Following quality inspection, a cDNA 
library was constructed. After passing the quality con-
trol, the Illumina HiSeq4000 platform was utilized for 
high-throughput sequencing. The sequencing process 
and result analysis were conducted by Beijing Nuohe 
Zhiyuan Company. Specifically, |log2(fold change, FC)| 
> 1 and P < 0.05 were used as cutoffs to screen differen-
tially expressed genes. An online website was employed 
to create heat maps. The KOBAS software was utilized 
to conduct KEGG pathway enrichment analysis on the 
genes associated with each distinct set of differentially 
expressed transcripts, and the screening threshold for 
significant differences was set to P < 0.05.

Cell culture and experimental grouping
H9c2 cardiomyocytes were cultured in DMEM medium 
containing 10% FBS and Penicillin-Streptomycin (80 U/
ml) at 37 °C and 5% O2. For the experimental setup, four 
distinct groups were established: the control group, ISO 
group, ISO-miR-NC group, and ISO-miR-200b-3p group. 
The control group utilized culture medium as the con-
trol and added 50 µM ISO. Following the instructions of 
the X-tremeGENE9 kit, the expression vector was trans-
fected into H9c2 myocardial cells. After 24 to 48 h of cell 
culture, well-growing cells were selected for subsequent 
experiments.
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QRT-PCR experiment
QRT-PCR was conducted following the protocols out-
lined in the SYBR fluorescence quantitative assay kit 
instructions. The QRT-PCR reaction was set for 40 cycles 
with an initial denaturation at 94 °C for 5 min, followed 
by denaturation at 94 °C for 20 s, annealing at 60 °C for 
1 min, and signal collection at 60 °C. To perform relative 
quantitative analysis, internal references such as GAPDH 
and U6 were utilized. The 2−ΔΔCT method was employed 
for data analysis in this study.

Bioinformatics prediction and double luciferase 
experiment
The binding sites of miR-200b-3p and ZEB1 were pre-
dicted using the online gene prediction website Star-
Base database. These cells were divided into four groups, 
namely ZEB1 (WT) + miR-NC group, ZEB1 (WT) + miR-
200b-3p group, ZEB1 (MUT) + miR-NC group, and 
ZEB1 (MUT) + miR-200b-3p group. The dual lucifer-
ase reporter vectors were transfected into cells, and cell 
lysate lysis and 10 µL LAR II reagent were added. As an 
internal reference, sea kidney luciferase was utilized, 
and the firefly luciferase activity was measured using an 
enzyme labeling instrument.

Western blot experiment
Total protein was extracted from cell samples. The pro-
tein concentration was detected using the BCA kit. Load 
40 µg protein samples per lane (used for detecting NLRP3 
and ZEB1) were separated using 10% SDS-PAGE. Under 
the action of an electric field, proteins were transferred 
to the PVDF membrane. Seal the membrane with skim 
milk, dilute the primary antibody to a certain volume, 
and incubate it overnight at 4 °C. After washing, incubate 
with the corresponding secondary antibody for 2 h, and 

expose the target band in a chemiluminescent solution. 
Quantitative analysis of protein bands was performed 
using ImageJ software. Calculate the relative quantifica-
tion of proteins using GAPDH as a control.

ELISA experiment
Dilute the standard substance and detect antibodies 
according to the method described in the ELISA kit. Add 
cell supernatant and incubate for 1 h. Subsequently, add 
the enzyme-labeled reagent and incubate for 50  min. 
Next, add the substrate chromogenic agent and incubate 
for 15 min. Finally, terminate the reaction, gently shake, 
zero with a blank, and measure the OD values at 450 nm 
of each well in sequence using a microplate reader. Cal-
culate the levels of various inflammatory factors based on 
the standard curve and sample OD values.

Statistical analysis
SPSS 22.0 software was utilized to analyze all experi-
mental data. Continuous data were represented using 
the format mean ± standard deviation (x ± s). To compare 
between two groups, we employed the t-test. For com-
paring multiple groups, we utilized one-way ANOVA. 
Finally, for pairwise comparisons, we employed the 
LSD-T test. We consider P < 0.05 to represent a statisti-
cally significant difference.

Results
RNA-seq analysis of HF patients and normal controls
According to the different courses of HF patients, they 
were divided into acute HF (AHF) and chronic HF 
(CHF). The overall hierarchical clustering diagram of dif-
ferential mRNA is shown in Fig. 1. Fifty-one differentially 
expressed mRNAs were analyzed and screened, of which 
16 were upregulated and 35 were downregulated in the 

Figs. 1 RNA-seq analysis of HF patients and normal controls. mRNA differential expression heatmap (left) and KEGG evolutionary tree map (right)
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blood of HF patients. The upregulated genes include KIT, 
SLC40A1, ENDOD1, NFAM1, CD45, and ZEB1. KEGG 
enrichment analysis was carried out for mRNA candidate 
target genes, among which the most significant 7 path-
ways were: cell cycle, oocyte meiosis and maturation, 
protein interaction and cytokines, PPAP signal pathway, 
and motor protein (Fig. 1).

Bioinformatics prediction and validation of miR-200b-3p 
bound to ZEB1
We further predicted the potential binding sites between 
miR-200b-3p and ZEB1 using the online bioinformat-
ics StarBase database. The prediction results suggest the 
presence of a potential miR-200b-3p binding site in the 
3′UTR of ZEB1. In comparison to the ZEB1 (WT) + miR-
NC group, the relative luciferase activity was signifi-
cantly reduced in the ZEB1 (WT) + miR-200b-3p group, 
indicating a significant inhibition of luciferase activity 
in the ZEB1 (WT) + miR-200b-3p group. Notably, no 
significant difference was observed between the ZEB1 

(MUT) + miR-200b-3p and ZEB1 (MUT) + miR-NC 
groups (Fig. 2).

Expression and prognostic values of miR-200b-3p and 
ZEB1 in HF
To examine the levels of miR-200b-3p, ZEB1, BNP, and 
hsCRP among the control group, AHF group, and CHF 
group, qPCR and ELISA were used to detect the periph-
eral blood of HF patients. In the AHF and CHF groups, 
miR-200b-3p expression was significantly reduced com-
pared to the control group. Furthermore, HF patients 
exhibited significantly elevated levels of ZEB1, BNP, and 
hsCRP. To further assess the predictive efficacy of these 
four genes on HF patients, we constructed ROC curves 
and subsequently computed the AUC values. ROC analy-
ses demonstrated that the AUC values of miR-200b-3p, 
ZEB1, BNP, and hsCRP for HF patients were 0.654, 
0.8765, 0.8117, and 0.9506, respectively (Fig. 3).

Figs. 2 miR-200b-3p directly targeted ZEB1. Binding sites between miR-200b-3p and ZEB1; The relative luciferase activity. aaa: P < 0.001, compared to 
the ZEB1 (WT) + miR-NC group
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Influence of miR-200b-3p on ZEB1 expression in H9c2 
cardiomyocytes
We further transfected the miR-200b-3p overexpression 
vector into ISO-induced H9c2 cells. Upon ISO induc-
tion, miR-200b-3p expression was remarkably decreased, 
while ZEB1 expression and NLRP3 expression were 
remarkably increased compared to the control group. 
Following transfection with the overexpression vec-
tor, compared to the ISO-miR-NC group, we observed 
a remarkable elevation in miR-200b-3p expression and 
a notable reduction in ZEB1 expression and NLRP3 
expressions in the ISO-miR-200b-3p group (Fig. 4).

MiR-200b-3p regulates inflammatory factors in H9c2 
cardiomyocytes
To elucidate the role of miR-200b-3p transfection on 
inflammatory factors in H9c2 cardiomyocytes induced 
by ISO, the levels of inflammatory factors in cells were 
detected using ELISA. Compared with the control group, 
cells induced by ISO exhibited a substantial increase in 
IL-6, IL-β1, and TNF-α levels. Notably, the overexpres-
sion of miR-200b-3p remarkably attenuated the levels of 
these three proinflammatory factors in comparison to the 
ISO-miR-NC group (Fig. 5).

Discussion
Heart failure (HF) cases are on the rise, and the absence 
of efficient therapies significantly impacts the associated 
mortality rate [12]. Recently, a large number of stud-
ies have highlighted the highly connected relationship 
between miRNAs and the progression of HF, suggesting 
their potential as therapeutic targets [13, 14]. Research 
has found that heart-related miRNAs protect the heart 
from the effects of pathological hypertrophy and HF by 
directly targeting downstream genes [15]. While the 
association between miR-200b-3p and various human 
diseases is well-known, its specific impact on HF remains 
ambiguous and is receiving increasing attention. In the 
present study, we aim to thoroughly clarify the function 
and mechanisms of miR-200b-3p on HF patients and 
ISO-induced H9c2 cardiomyocytes. Notably, our find-
ings demonstrate a significant reduction in miR-200b-3p 
expression in HF patients, suggesting a potential protec-
tive effect on HF.

Several investigations have validated the applicability 
of miR-200b as a biomarker for assessing visceral fibro-
sis in HF [7]. Additionally, several genes that directly tar-
get miR-200b-3p were discovered, such as HLF, SMAD2, 
TIMP4, and Notch1 [16–19]. At the same time, miR-
200b-3p targeting ZEB1 inhibits EMT and participates in 

Figs. 3 Expression and prognostic values of miR-200b-3p, ZEB1, BNP, and hsCRP in HF patients. AHF showed: a: P < 0.05, aaa: P < 0.001; CHF showed: bb: 
P < 0.01, bbb: P < 0.001, compared to the control group
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cancer invasion and migration. C-reactive protein (CRP) 
is believed to exacerbate myocardial injury, and the con-
centrations of hsCRP and BNP are independently asso-
ciated with HF and cardiovascular risk [20]. Hence, we 
detected levels of miR-200b-3p, ZEB1, hsCRP, and BNP 
in HF patients. Our findings demonstrated a notable 
downregulation in miR-200b-3p expression, while the 
expression of ZEB1, hsCRP, and BNP exhibited a nota-
ble upregulation. Moreover, employing clinical predic-
tive models, we demonstrated that miR-200b-3p, ZEB1, 

hsCRP, and BNP hold significant predictive value in 
determining the prognosis of HF patients.

ZEB1 can activate endoplasmic reticulum stress signal 
transduction and block induced apoptosis, cardiomegaly, 
and HF [21]. In our investigation, we revealed upregula-
tion of NFAM1, CD45, and ZEB1 in the peripheral blood 
of HF patients using RNA-seq. KEGG enrichment analy-
sis showed significant enrichment in signaling pathways, 
including the cytokines and PPAP pathway. ZEB1 is an 
important downstream target of miR-200b-3p, which 

Figs. 4 Influence of miR-200b-3p on ZEB1 expression. aa: P < 0.01, aaa: P < 0.00, compared to the ISO and control groups; bb: P < 0.01, bbb: P < 0.001, 
compared to the ISO-miR-200b-3p group
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has also been validated in our experiments. According to 
reports, ZEB1 can promote the release of inflammatory 
mediators and promote the progression of myocardial 
injury [22]. To elucidate the effects of miR-200b-3p tar-
geting ZEB1 on the inflammatory response mechanism 
in cardiomyocytes, we performed miR-200b-3p over-
expression experiments in H9c2 cardiomyocytes. Our 
experimental outcomes confirmed that miR-200b-3p 
overexpression resulted in a reduction in ZEB1 expres-
sion and decreased levels of inflammatory factors.

Conclusion
In summary, our study confirms the downregulation of 
miR-200b-3p expression and the upregulation of ZEB1 
expression in patients with HF. Furthermore, we have 
identified that miR-200b-3p binds to ZEB1, leading to 
a negative regulation of its expression. Additionally, 
miR-200b-3p overexpression exhibits a notable ability 
to reduce the release of inflammatory factors, thereby 
attenuating the inflammatory response of myocardial 
cells. Hence, the miR-200b-3p/ZEB1 pathway emerges as 
a promising therapeutic approach for HF.

Abbreviations
HF  Heart failure
miRNAs  microRNAs
FC  Fold change
FBS  Fetal bovine serum
AHF  Acute HF
CHF  Chronic HF
CRP  C-reactive protein

Acknowledgements
Not applicable.

Author contributions
All authors read and approved the final manuscript.

Funding
The authors have not received any funding support.

Data availability
All data generated or analysed during this study are included in this. Further 
enquiries can be directed to the corresponding author.

Declarations

Competing interests
The authors declare no competing interests.

Ethics approval and consent to participate
This study was approved by the Medical Ethics Committee of Yongchuan 
Hospital of Chongqing Medical University. Written informed consent was 
obtained from all individuals included in this study.

Consent for publication
Not applicable.

Conflict of interest
There are no potential conflicts of interest to disclose.

Received: 12 September 2023 / Accepted: 9 March 2024

References
1. Van Dyke M, Greer S, Odom E, Schieb L, Vaughan A, Kramer M, Casper M. 

Heart Disease Death Rates among blacks and whites aged ≥ 35 years - United 
States, 1968–2015. MMWR Surveill Summ. 2018;67(5):1–11. https://doi.
org/10.15585/mmwr.ss6705a1.

2. Ayesta A, Martínez-Sellés H, Bayés de Luna A, Martínez-Sellés M. Predic-
tion of sudden death in elderly patients with heart failure. J Geriatr Cardiol. 
2018;15(2):185–92. https://doi.org/10.11909/j.issn.1671-5411.2018.02.008.

3. Tanai E, Frantz S. Pathophysiology of heart failure. Compr Physiol. 
2015;6(1):187–214. https://doi.org/10.1002/cphy.c140055.

4. Mazurek JA, Jessup M. Understanding heart failure. Heart fail clin. 
2017;13(1):1–19. https://doi.org/10.1016/j.hfc.2016.07.001.

5. Sulaiman SA, Ab Mutalib NS, Jamal R. miR-200c regulation of metastases in 
Ovarian Cancer: potential role in epithelial and mesenchymal transition. Front 
Pharmacol. 2016;7:271. https://doi.org/10.3389/fphar.2016.00271.

6. Zhong X, Zheng L, Shen J, Zhang D, Xiong M, Zhang Y, He X, Tanyi JL, Yang F, 
Montone KT, Chen X, Xu C, Xiang AP, Huang Q, Xu X, Zhang L. Suppression of 
MicroRNA 200 family expression by oncogenic KRAS activation promotes cell 
survival and epithelial-mesenchymal transition in KRAS-Driven Cancer. Mol 
Cell Biol. 2016;36(21):2742–54. https://doi.org/10.1128/MCB.00079-16.

7. Jin ZQ. MicroRNA targets and biomarker validation for diabetes-associated 
cardiac fibrosis. Pharmacol res. 2021;174:105941. https://doi.org/10.1016/j.
phrs.2021.105941.

8. Qiang L, Hong L, Ningfu W, Huaihong C, Jing W. Expression of miR-126 and 
mir-508-5p in endothelial progenitor cells is associated with the prognosis 
of chronic heart failure patients. Int J Cardiol. 2013;168(3):2082–8. https://doi.
org/10.1016/j.ijcard.2013.01.160.

9. Zhang P, Sun Y, Ma L. ZEB1: at the crossroads of epithelial-mesenchymal tran-
sition, metastasis and therapy resistance. Cell Cycle. 2015;14(4):481–7. https://
doi.org/10.1080/15384101.2015.1006048.

10. Fontemaggi G, Gurtner A, Damalas A, Costanzo A, Higashi Y, Sacchi A, Strano 
S, Piaggio G, Blandino G. deltaEF1 repressor controls selectively p53 family 

Figs. 5 Effect of miR-200b-3p on inflammatory factors in ISO-induced H9c2 cardiomyocytes. aa: P < 0.01, aaa: P < 0.00, compared to the control group; bb: 
P < 0.01, bbb: P < 0.001, compared to the ISO miR-200b-3p group

 

https://doi.org/10.15585/mmwr.ss6705a1
https://doi.org/10.15585/mmwr.ss6705a1
https://doi.org/10.11909/j.issn.1671-5411.2018.02.008
https://doi.org/10.1002/cphy.c140055
https://doi.org/10.1016/j.hfc.2016.07.001
https://doi.org/10.3389/fphar.2016.00271
https://doi.org/10.1128/MCB.00079-16
https://doi.org/10.1016/j.phrs.2021.105941
https://doi.org/10.1016/j.phrs.2021.105941
https://doi.org/10.1016/j.ijcard.2013.01.160
https://doi.org/10.1016/j.ijcard.2013.01.160
https://doi.org/10.1080/15384101.2015.1006048
https://doi.org/10.1080/15384101.2015.1006048


Page 8 of 8Wei et al. Journal of Cardiothoracic Surgery          (2024) 19:271 

members during differentiation. Oncogene. 2005;24(49):7273–80. https://doi.
org/10.1038/sj.onc.1208891.

11. Shirazi LF, Bissett J, Romeo F, Mehta JL. Role of inflammation in Heart 
failure. Curr Atheroscler Rep. 2017;19(6):27. https://doi.org/10.1007/
s11883-017-0660-3.

12. McMurray JJ, Pfeffer MA. Heart failure. Lancet. 2005;365(9474):1877–89. 
https://doi.org/10.1016/S0140-6736(05)66621-4.

13. Shah P, Bristow MR, Port JD. MicroRNAs in heart failure, Cardiac Trans-
plantation, and myocardial recovery: biomarkers with therapeutic 
potential. Curr Heart Fail Rep. 2017;14(6):454–64. https://doi.org/10.1007/
s11897-017-0362-8.

14. Qiao L, Hu S, Liu S, Zhang H, Ma H, Huang K, Li Z, Su T, Vandergriff A, Tang J, 
Allen T, Dinh PU, Cores J, Yin Q, Li Y, Cheng K. microRNA-21-5p dysregulation 
in exosomes derived from heart failure patients impairs regenerative poten-
tial. J Clin Invest. 2019;129(6):2237–50. https://doi.org/10.1172/JCI123135.

15. Yang W, Han Y, Yang C, Chen Y, Zhao W, Su X, Yang K, Jin W. MicroRNA-19b-1 
reverses ischaemia-induced heart failure by inhibiting cardiomyocyte apop-
tosis and targeting Bcl2 l11/BIM. Heart Vessels. 2019;34(7):1221–9. https://doi.
org/10.1007/s00380-018-01336-3.

16. Hu P, Guo J, Zhao B, Zhang Z, Zhu J, Liu F. CircCHD2/miR-200b-3p/HLF Axis 
promotes Liver cirrhosis. J Environ Pathol Toxicol Oncol. 2022;41(4):1–10. 
https://doi.org/10.1615/JEnvironPatholToxicolOncol.2022041823.

17. Janiak M, Paskal W, Rak B, Garbicz F, Jarema R, Sikora K, Włodarski P. TIMP4 
expression is regulated by miR-200b-3p in prostate cancer cells. APMIS. 
2017;125(2):101–5. https://doi.org/10.1111/apm.12638.

18. Qiu W, Wang Z, Chen R, Shi H, Ma Y, Zhou H, Li M, Li W, Chen H, Zhou H. 
Xiaoai Jiedu Recipe suppresses hepatocellular carcinogenesis through the 

miR-200b-3p /Notch1 axis. Cancer Manag Res. 2020;12:11121–31. https://doi.
org/10.2147/CMAR.S269991.

19. Zhou WJ, Wang HY, Zhang J, Dai HY, Yao ZX, Zheng Z, Meng-Yan S, Wu K. 
NEAT1/miR-200b-3p/SMAD2 axis promotes progression of melanoma. Aging. 
2020;12(22):22759–75. https://doi.org/10.18632/aging.103909.

20. Scirica BM, Cannon CP, Sabatine MS, Jarolim P, Sloane S, Rifai N, Braunwald 
E, Morrow DA, PROVE IT-TIMI 22 Investigators. Concentrations of C-reactive 
protein and B-type natriuretic peptide 30 days after acute coronary 
syndromes independently predict hospitalization for heart failure and 
cardiovascular death. Clin Chem. 2009;55(2):265–73. https://doi.org/10.1373/
clinchem.2008.117192.

21. Yao Y, Lu Q, Hu Z, Yu Y, Chen Q, Wang QK. A non-canonical pathway regulates 
ER stress signaling and blocks ER stress-induced apoptosis and heart failure. 
Nat Commun. 2017;8(1):133. https://doi.org/10.1038/s41467-017-00171-w.

22. Ren YS, Li HH, Yao JC, Tan YJ, Pan LH, Peng T, Zhao LL, Zhang GM, Yue J, Hu 
XM, Liu Z, Li J. Application quantitative proteomics approach to identify 
differentially expressed proteins associated with cardiac protection medi-
ated by cycloastragenol in acute myocardial infarction rats. J Proteom. 
2020;222:103691. https://doi.org/10.1016/j.jprot.2020.103691.

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

https://doi.org/10.1038/sj.onc.1208891
https://doi.org/10.1038/sj.onc.1208891
https://doi.org/10.1007/s11883-017-0660-3
https://doi.org/10.1007/s11883-017-0660-3
https://doi.org/10.1016/S0140-6736(05)66621-4
https://doi.org/10.1007/s11897-017-0362-8
https://doi.org/10.1007/s11897-017-0362-8
https://doi.org/10.1172/JCI123135
https://doi.org/10.1007/s00380-018-01336-3
https://doi.org/10.1007/s00380-018-01336-3
https://doi.org/10.1615/JEnvironPatholToxicolOncol.2022041823
https://doi.org/10.1111/apm.12638
https://doi.org/10.2147/CMAR.S269991
https://doi.org/10.2147/CMAR.S269991
https://doi.org/10.18632/aging.103909
https://doi.org/10.1373/clinchem.2008.117192
https://doi.org/10.1373/clinchem.2008.117192
https://doi.org/10.1038/s41467-017-00171-w
https://doi.org/10.1016/j.jprot.2020.103691

	miR-200b-3p relieved inflammation in patients with heart failure by regulating ZEB1 expression
	Abstract
	Introduction
	Materials and methods
	Main reagent
	Collection of sample tissues
	RNA-seq analysis
	Cell culture and experimental grouping
	QRT-PCR experiment
	Bioinformatics prediction and double luciferase experiment
	Western blot experiment
	ELISA experiment
	Statistical analysis

	Results
	RNA-seq analysis of HF patients and normal controls
	Bioinformatics prediction and validation of miR-200b-3p bound to ZEB1
	Expression and prognostic values of miR-200b-3p and ZEB1 in HF
	Influence of miR-200b-3p on ZEB1 expression in H9c2 cardiomyocytes
	MiR-200b-3p regulates inflammatory factors in H9c2 cardiomyocytes

	Discussion
	Conclusion
	References


