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A Correction on

Integrated 16S rRNA sequencing and metagenomics insights into
microbial dysbiosis and distinct virulence factors in inflammatory
bowel disease

by Wang, H., Wang, Y., Yang, L., Feng, J., Tian, S., Chen, L., Huang, W., Liu, J., and Wang, X.
(2024). Front. Microbiol. 15:1375804. doi: 10.3389/fmicb.2024.1375804

An incorrect number was provided for [National Science Foundation of Qinghai]. The
correct number is [Grant No. 2020-Z]-768].
The original version of this article has been updated.
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