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Development of micro RNA pathway analysis system
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Abstract: Micro RNA (miRNA) is a sort-chain RNA which is consist of 22-24 base in body. It plays an important role in
various regulatory actions in life activities. Furthermore, it also became apparent in recent years that it also contributes to the
plasticity of cancer cells. So that, the expression studies of miRNA are increasingly important. Although, a large amount of data
is generated using the latest measurement instrument such as NGS, a method is not established to estimate a suitable biological
pathway related to a disease from miRNA signature compared with that of mRNA and it becomes a bottleneck for miRNA study.
In addition, it is desired that such a biological pathway analysis software is widely and conveniently used for ‘wet’ researcher. In
this study, we attempted to miRNA pathway analysis to mRNA pathway analysis problem to estimate expression of miRNA from
that of mRNA using MiRaGE method [1]. As public data, we selected datasets named ‘Cancer Cell line Encyclopedia [2]’
(GSE36133) and ‘Open TG-GATEs [3]’ and so on. We discuss about a rationality of estimated expression of miRNA.
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