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Analysis of combination of inducing factors for fungal secondary metabolism
genes and prediction of inducing conditions

Machida, Masayuki
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Secondary metabolism genes often have diverse expression conditions and are
generally difficult to be expressed. Thus, we have constructed reporters to measure transcription
strength of genes in Aspergillus oryzae using EGFP and secretory luciferase, and have found only the

latter worked in terms of quantitative measurement. By using the reporter above, we analyzed
transcription induction of various secondary metabolism genes including those predicted by
bioinformatics based on transcriptome analyses. It was found that most of the genes were induced by
solid-state cultivation, high osmotic pressure and long cultivation time. So, we have constructed
deletants of some member genes in the HogA signaling cascade. Together with the reporter we have
developed, important information in terms of induction of secondary metabolism genes especially by
osmotic stress was obtained.
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