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Model of mRNA transcription and transcriptional factor binding
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Functions of cell are defined by temporal and special regulations of
transcriptional networks in our body. Recently, massively parallel DNA sequencer realizes that we easily
measure global gene expressions and binding of transcriptional factors on a genomic DNA. However,
researchers had carried out simple integration of mRNA quantity and transcription factor binding to

understand a transcriptional regulation. Thus, I study to develop statistical and physical models of mRNA
transcription for quantitative description and understanding of transcriptional networks.
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