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The published article [1] has been retracted at the request and with the agreement of all authors.



Following publication, further data analyses showed that the hybridization signal, which forms the core of the paper, is most likely the result of cross-sample contamination.



First, the distribution of mitochondrial DNA (mtDNA) coverage among M. murinus samples is concerning and indicative of contamination. The authors’ previous analyses had shown that M. murinus mitochondrial DNA does not contain a RAD cutting site when digested with the restriction enzyme SbfI (besides very few individuals which may carry a mutation), while mtDNA of M. ravelobensis has a cutting site in the COI gene. Nevertheless, some samples of M. murinus show a very low mtDNA coverage and at least some (if not all) of these low mtDNA coverages were recently confirmed to be of M. ravelobensis origin, suggesting the presence of very low levels of contaminants (from laboratory work or barcode synthesis). This explanation is the most parsimonious one since proper hybrids should either show high coverage of the M. ravelobensis-type (if they are a maternal M. ravelobensis-type hybrid) or no coverage at all (if they are a maternal M. murinus-type hybrid).



The authors also recently leveraged properties of the minor allele coverage to infer the most likely ploidy of samples (i.e., identifying non-diploid individuals) and to inspect the individual profiles of previously inferred “hybrids”, using nQuire [2] and the R package ‘Vanquish’ [3]. These analyses revealed that most “hybrids” have a non-diploid signature and that, in particular, the individual with the highest levels of nuclear admixture in the manuscript shows a multimodal minor allele coverage distribution, likely originating from the mixture of two diploid samples from M. murinus and M. ravelobensis prior to RAD Sequencing, and not from hybridization. Taken together these tests leave little doubt that the original publication on hybridization between two sympatric mouse lemur species is compromised by some level of cross-sample contamination.



Consequently, and as a necessity following good scientific practice, the authors contacted the journal regarding the new findings and conclusions and asked for the retraction of the article. They apologize for any inconvenience caused by the retraction.



This retraction was approved by the Editor in Chief of the journal Genes.
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