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A Corrigendum on 


Mitochondrial and apicoplast genome copy abundances of haemosporidian parasites are explained by host species and parasitic lineage
 By Brandler T and Chakarov N (2024). Front. Ecol. Evol. 12:1305418. doi: 10.3389/fevo.2024.1305418


In the published article, there was an error in the Funding statement. It was stated that no financial support was received for the research, authorship, and/or publication of this article. The correct Funding statement appears below.

The author(s) declare that financial support was received for the research, authorship, and/or publication of this article. We acknowledge the financial support of the German Research Foundation (DFG) and the Open Access Publication Fund of Bielefeld University for the article processing charge. This work was supported by the DFG, as part of the SFB TRR 212 (NC3) – Project numbers 316099922 and 396780709; DFG project number 398434413; and DFG project number 433069365. The funding body played no role in the design of the study and collection, analysis, interpretation of data, and in writing the manuscript.

The authors apologize for this error and state that this does not change the scientific conclusions of the article in any way. The original article has been updated.




Publisher’s note: All claims expressed in this article are solely those of the authors and do not necessarily represent those of their affiliated organizations, or those of the publisher, the editors and the reviewers. Any product that may be evaluated in this article, or claim that may be made by its manufacturer, is not guaranteed or endorsed by the publisher.

Copyright © 2024 Brandler and Chakarov. This is an open-access article distributed under the terms of the Creative Commons Attribution License (CC BY). The use, distribution or reproduction in other forums is permitted, provided the original author(s) and the copyright owner(s) are credited and that the original publication in this journal is cited, in accordance with accepted academic practice. No use, distribution or reproduction is permitted which does not comply with these terms.
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