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Abstract

In general, it is well known that microRNA(miRNA) is composed of 19-22 nucleotide which can not be translated

into the protein. miRNA has been proved to be playing a vital role in cell differentiation and pathogenesis, and then
numerous computational methods of disease related miRNA has been proposed. In this paper, we constructed miRNA

network based on their target gene and suggest effective method of extracting disease related miRNA using miRNA

micro array data. From the experiment results obtained from the new algorithm proposed in this paper, it can be

seen that our proposed method shows more efficient performance compared to the results from the conventional

method.
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Fig. 3. Performance test results of experimental algorithm
(conventional algorithm vs. proposed algorithm)
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