PROFREP and DANTE: Repetitive elements annotation tools for genome assemblies
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Despite its high abundance, repetitive DNA still represents one of the least characterized parts of eukaryotic genomes. We developed new tools which utilize output from RepeatExplorer pipeline to perform localization and classification of repetitive elements on DNA sequences in a scale of whole assembled genomes. The main PROFREP (PROFiles of REPeats) tool uses sequence similarities to repeat libraries identified and characterized by RepeatExplorer to create repetitive profiles of individual repeat classes. Besides determining regions of repeats it also provides their quantitative representation. DANTE (Domain-based ANnotation of Transposable Elements) tool searches for conserved protein domains encoded by various types of mobile elements. Since this detection is more sensitive than search for nucleotide sequence similarities, it is used to complement results obtained by PROFREP.  DANTE is run as a part of the PROFREP pipeline, but it can also be executed separately in order to extract sequences of identified protein domains for downstream analysis.
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