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Abstract In this study, transcriptome analysis was conducted on the microarray data sets of peripheral blood
collected from patients with ischemic cardiomyopathy and controls. The analysis was carried out in two phases.
In phase 1, by comparing three sets of ischemic cardiomyopathy samples versus healthy controls, we identified
three key genes—fibroblast growth factor binding protein 2 (FGFBP2), glucose-fructose oxidoreductase domain
containing 1 (GFOD1), and megalencephalic leukoencephalopathy with subcortical cysts 1 (MLC1). These
were considered as the potential mRNA biomarkers candidates. In phase 2, two gene expression data sets were
collected on three points in time (the day of attack, 4-6 days of recovery, and 6 months of recovery). Differential
analysis of gene pathways revealed that the seizure and recovery group were involved in the inflammatory and

immune pathways compared with the control group. The seizure and recovery group (4-6 days) were involved

ks BEA: 2017-08-01  {&EIHHEA: 2017-08-14

ESWH: #YITEMTTRIA (JCYJ20150401145529007) 5 bt i BHEOH B 1F R 55 B (Z141102001814075) ;. RYITT A F KA
(CXZZ20151015163619907)

EZ I XEEGRIER), L, 2%, WA, By oY E B S @ RET KEUE, E-mail: zhliv@siatac.en: /R, W5
5y, WIS AR E .



70 £

Hi VN 2017 4E

in the metabolic pathways or nerve secretion compared with the 6 months of recovery group. The experimental
results show that the three potential mMRNA biomarkers (FGFBP2, GFOD1 and MLC1) can be involved different
pathways of ischemic cardiomyopathy, exhibiting continuous changes in the biological process.
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Fig. 1 Expression data from microarray experiments for chosen genes
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