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    Abstract
In many fields of biomedical research, it is important to estimate phylogenetic distances between taxa based on low-coverage sequencing reads. Major applications are, for example, phylogeny reconstruction, species identification from small sequencing samples, or bacterial strain typing in medical diagnostics. We adapted our previously developed software program Filtered Spaced-Word Matches (FSWM) for alignment-free phylogeny reconstruction to work on unassembled reads; we call this implementation Read-SpaM. Test runs on simulated reads from bacterial genomes show that our approach can estimate phylogenetic distances with high accuracy, even for large evolutionary distances and for very low sequencing coverage. Phylogenetic trees reconstructed based on our read-based distances are largely in accordance with trusted reference trees.
Availability https://github.com/burkhard-morgenstern/Read-SpaM

Contact bmorgen{at}gwdg.de


Footnotes
	One author, Michael Gerth, wanted to be removed from the author list, since he felt that he did not contribute enough to be listed as an author.
In addition, we made slight modifications to the wording.
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