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A Correction on

The composition and predictive function of the fecal microbiota in

female donkeys across di�erent reproductive cycles

by Xing, J., Jia, M., Zhang, G., Li, L., Liu, S., Li, G., and Liu, G. (2025). Front. Microbiol. 16:1565360.
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In the published article, there was an error with the wording of the Funding statement:

“This work received support from the National Key Research and Development

Program Project (2024YFD1300500) and the Natural Science Foundation of

Shandong (ZR2024QC125).”

The correct Funding statement appears below.

“The author(s) declare that financial support was received for the research and/or

publication of this article. This work received support from National Key R&D

Program of China (2024YFD1300500) and Natural Science Foundation of Shandong

(ZR2024QC125).”

The original article has been updated.
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