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Study on specific target genes of heart failure after acute myocardial infarction
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(1.Graduate School, Tianjin Medical University, Tianjin 300070, China;2. ICU of Tianjin TEDA International Cardiovascular Hospital ,
Tianjin, 300457, China)

Abstract Objective: To systematically compare the differential genes(mRNA and miRNAs) between patients with heart failure after
acute myocardial infarction and non-heart failure patients in the bioinformation database,and to verify the key differential genes in the
clinic. Methods: In the hasic study,based on the GEO database( GSE59867 ), 17 patients with acute myocardial infarction were followed
up for 6 months after the onset of heart failure.The difference of gene expression between heart failure patients and non—heart failure
patients were analyzed,and the gene expression network of heart failure patients was constructed. In the clinical study,61 patients with
acute myocardial infarction diagnosed by pathology from January 2018 to December 2020 at TEDA international cardiovascular hospital
were retrospectively divided into heart failure group and non—heart failure group according to heart failure. The difference of characteristic
gene expression was verified by ELISA method. Results: The basic research showed that 703 differentially expressed genes (mRNAs),
including 567 up-regulated genes and 136 down-regulated genes,were displayed in patients with heart failure, compared with patients
without heart failure after acute myocardial infarction. SPI1,MCUR1,ZBTB7A,IRF8 and PPARG demonstrated the most significant
increase. Meanwhile, patients with heart failure showed 12 different miRNAs,including 5 up-regulated miRNAs and 7 down-regulated
miRNAs. MiR-133,miR-124-3 and miR-9-1 decreased significantly,the differences were statistically significant (P<0.05).Clinical
studies showed that the expression levels of SPI1,MCUR1,ZBTB7A,IRF8 and PPARG were significantly increased in patients with heart
failure (SPI1 : 1=4.36,P<0.01 ; MCUR1 :1=4.98, P<0.01 ; ZBTB7A :1=3.77,P<0.01 ; IRF8:=3.12, P<0.01 ; PPARG:1=5.13, P<0.01 ).
Conclusion: Some differentially expressed genes (SPI1,MCUR1,ZBTB7A,IRF8 and PPARG ) may be used as potential clinical markers
in patients with heart failure,, compared with patients without heart failure after myocardial infarction.
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Fig1 Differential gene analysis of heart failure group in patients with acute myocardial infarction
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Tab 1 Detection of differentially expressed genes(x+s )
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