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In this research project, the purpose is to derive a probabilistic model
describing the dynamics in which the regulatory relationship between the transcriptional regulatory
factor and its target gene group is changed depending on the modulator from observed expression data

and to identify functional ncRNAs controlling the transcriptional activity of various
transcriptional regulators. As a result of applying the proposed method to simulation data and
actual data, the following results were obtained. (A) Discovery of noncoding RNA that controls the
oncogene MYC, and (B) development of a large-scale analysis pipeline for the comprehensive search of
modulator factors, and construction of a transcriptional regulatory network atlas.
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