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Bioinformatic investigation and prediction of gene regulatory elements in
pathogenic fungi

 

Understanding and modeling of gene regulation in fungi requires knowledge about transcription factors
(TFs) and transcription factor binding sites (TFBSs). The increasing number of sequenced genomes and
the huge amount of gene expression data together with the availability of computational methods allow to
predict TFs and TFBSs.

Novel methods for TFBS prediction will be applied and improved by integration the experimental findings
stored in databases. A novel tool integrating RNA-Seq data with prior knowledge to reverse engineer
regulatory networks will be created. RNA-Seq from fungal data will be exploited to refine the
understanding of the organization of regulatory elements. These elements will be studied and modeled in
pathogenic fungi. A special emphasis will be made on the regulation of secondary metabolite gene clusters,
which are in the research focus of the HKI.
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