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A Correction on

Identification of novel lipid metabolism-related biomarkers of aortic
dissection by integrating single-cell RNA sequencing analysis and
machine learning algorithms

By Li Z, Deng Y, Xiao F, Sun J, Zhao Q, Zheng Z and Li G (2025) Front. Immunol. 16:1681989.
doi: 10.3389/fimmu.2025.1681989

An incorrect grant number was provided for “Beijing Natural Science Foundation”.
The correct number is “L258027”.
The original version of this article has been updated.
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