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A Correction on

Detection of differentially expressed genes in spatial transcriptomics
data by spatial analysis of spatial transcriptomics: A novel method based
on spatial statistics

by Qiu, Z., Li, S., Luo, M., Zhu, S., Jiang, Y., and Wang, Z. (2022). Front. Neurosci.
16:1086168. doi: 10.3389/fnins.2022.1086168

Author Zhijian Wang was erroneously not assigned as a corresponding author. The
correct corresponding authors are Zhijian Wang and Yongjun Jiang.

The order of authors in the author list of the published paper was erroneously given as:
Zhihua Qiu, Shaojun Li, Ming Luo, Shuanggen Zhu, Zhijian Wang and Yongjun Jiang.

The correct author list reads: Zhihua Qiu, Shaojun Li, Ming Luo, Shuanggen Zhu,
Yongjun Jiang and Zhijian Wang.

The original version of this article has been updated.
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