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A Correction on

Evidence of WNV infection in migratory birds passing through Xinjiang,

China, using viral genome amplicon approach

by Tao, K., He, C., Zhang, T., Xiao, C., Du, L., Li, Z., Shao, D., Wei, J., Li, B., Qiu, Y., Ma, Z., and

Liu, K. (2025). Front. Microbiol. 16:1468530. doi: 10.3389/fmicb.2025.1468530

In the published article, there was an error in the legend for Figure 3D as published.

[(D) Phylogenetic analysis of WNV fragments. The phylogenetic analysis was performed

using the DNAstar software.]. The corrected legend appears below.

[(D) Phylogenetic analysis of WNV fragments. The phylogenetic analysis was

performed using the R code.].

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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