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Author Correction: mbDenoise: microbiome 
data denoising using zero-inflated probabilistic 
principal components analysis
Yanyan Zeng1, Jing Li1, Chaochun Wei1, Hongyu Zhao2,3* and Tao Wang1,3,4,5* 

Correction: Genome Biol 23, 94 (2022)
https://doi.org/10.1186/s13059-022-02657-3
 

   Following publication of the original article [1], the authors identified an error in               
the author name of Tao Wang. Their given name and family name were erroneously            
transposed.

The incorrect author name is: Wang Tao
The correct author name is: Tao Wang
The author group has been updated above and the original article [1] has been 

corrected.
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