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[bookmark: _Toc2]Article summary:
1. This article presents LTRdigest, a novel software tool for automated annotation of internal features of putative LTR retrotransposons.
2. It uses local alignment and hidden Markov model-based algorithms to detect retrotransposon-associated protein domains as well as primer binding sites and polypurine tracts.
3. A work flow is proposed for the use of LTRdigest in de novo LTR retrotransposon classification, with an example analysis on the Drosophila melanogaster genome as a proof of concept.
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Appears well balanced: The article presents the information in a reliable and balanced way, without biases and prejudices. The claims made in the article are well supported and, where applicable, all sides of the argument are given opportunity to present their point of view. The article appears trustworthy and reliable.
[bookmark: _Toc4]Article analysis:
This article provides a detailed description of the novel software tool LTRdigest, which is designed to automate the annotation of internal features of putative LTR retrotransposons. The authors provide a thorough explanation of how the tool works, including its use of local alignment and hidden Markov model-based algorithms to detect retrotransposon-associated protein domains as well as primer binding sites and polypurine tracts. Furthermore, they propose a work flow for using the tool in de novo LTR retrotransposon classification, with an example analysis on the Drosophila melanogaster genome provided as a proof of concept.
The article appears to be reliable and trustworthy overall, providing clear explanations and evidence for its claims. The authors have provided detailed descriptions of their methods and results, along with references to relevant literature where appropriate. They have also presented both sides equally by providing examples from two different species (Mus musculus and Drosophila melanogaster). There does not appear to be any promotional content or partiality in the article, nor any unsupported claims or missing points of consideration. All possible risks associated with using this tool are noted throughout the article.
[bookmark: _Toc5]Topics for further research:
· LTR retrotransposon classification
· Retrotransposon-associated protein domains
· Primer binding sites
· Polypurine tracts
· Hidden Markov model algorithms
· De novo LTR retrotransposon annotation
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