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Investigation of transcriptome responses upon exposure to diverse environmental
changes in Aspergillus fumigatus

Takahashi, Hiroki
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Microorganisms have to survive in a wide variety of ecological niches
through the adaptation to diverse environmental stresses. It is of great importance to reveal the
responses to the environmental stresses in microorganisms. In this study, | studied the
transcriptome responses in filamentous fungi Aspergillus fumigatus by using NGS technology. 1
analyzed the transcriptome upon exposure to diverse environmental stresses. In particular, 1|
identified the stress-responsive genes as the genes with highly variable expressions, which could be

prerequisite for the adaptation. Through this study, I systematically classified the co-expressed
genes.
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