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A corrigendum on
 Genomic evolution of BA.5.2 and BF.7.14 derived lineages causing SARS-CoV-2 outbreak at the end of 2022 in China

by Zhu, W., Wang, X., Lin, Y., He, L., Zhang, R., Wang, C., Zhu, X., Tang, T., and Gu, L. (2023). Front. Public Health. 11:1273745. doi: 10.3389/fpubh.2023.1273745




In the published article, there was an error in affiliations 2 and 3. The correct affiliations appears below.

“2Central and Clinical Laboratory of Sanya People's Hospital, Sanya, Hainan, China

3West China School of Public Health and West China Fourth Hospital, Sichuan University, Chengdu, Sichuan, China”.

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.
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