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Logical analysis of cis-element function in a gene expression regulatory
mechanism
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With the aim of establishing a basic_technology to comprehensively
understand the regulatory mechanism of expression by transcription factors in the industrial
microorganism Aspergillus oryzae, the regulatory mechanisms of various transcription factors from A.

oryzae were analyzed. As a result, the binding consensus sequences of KojR, CreA, and AraR were
successfully identified. In addition, the machine learning approach logically demonstrated that not
only the binding site but also the surrounding DNA sequence environment may be involved in the
transcriptional regulatory mechanism of AoXInR in regulating the expression of genes located
downstream of the binding site.
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