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Preliminary exploration for a method of analyzing gene expression

profiles in myocardium cells of heart failure patients
WU Xiaoxia® , YING Xiaomin, LI Wuju, et al
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Beijing 100039, China

[Abstract) Objective To explore a method of identifying the same structural gene in different gene expression
profiles of human heart failure myocardium cells, Methods Fourteen available gene expression profiles in myocardium of
heart failure patients were selected. These patients suffered dilated cardiomyopathy and/or ischemic cardiomyopathy.
Over 1. 4 times differentially expressed structural and functional genes were screened out, A local database of these
genes with known nucleotide sequences was established. According to the Accession Number and other information of
genes provided in the profiles, the genomic location of these genes on the chromosome was performed by BatchGenAna.
The location information of different fragments of the same gene was shown in location map. Results Only 23 groups
of genes were obtained by the Accession Number in distinct profiles, and the different fragments of the same gene
were left out, By sequence comparison and genomic location, 51 groups of genes were identified, including different
fragments of the same gene. The genes mostly distributed on chromosome 1, 2, 9, 11, 12, 16. The coding region
and regulation region were also distinguished, Conclusion ~Genomic location is effective in identifying the different
fragments of the same gene, and in locating definitely the coding region and transcriptional regulation region. The ac-
curate sequences of genes in these regions will provide reliable information for further investigation of the functional
genomics.
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