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Kaiyuan Ji, Wenli Ma, Wenling Zheng

Institute of Genetic Engineering, South Medical University, Guangzhou, 510515,
China

Abstract:With the advancement of gene microarray, there is an exponential increase
in bioinformatics data. To explore the bioinformatics data and get meaningful analysis
become urgent in biomedical studies now. Qlucore Omics Explorer is a new software
for analyzing gene expression, microarray, real-time PCR, and DNA methylation as
well as other kinds of bioinformatics data. We review the basic function and
characteristics of Qlucore Omics Explorer, including the background, the import and
export of data, the window of software, application of software, as well as the future

perspectives of the applications of the Qlucore Omics Explorer.
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Figurel. The growth of sample records in GEO
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Figure2: Analysis results of Acute Lymphoblastic Leukemia data set on QOE
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Figure3: The window of QOE.
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