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Correction: Microbiome 10, 224 (2022)
https://doi.org/10.1186/s40168-022-01421-w

Following the publication of the original article [1], the 
author reported an error in the abstract section.

Two lines above Conclusions, in the abstract section, 
"According to thinctiis diston” should be changed to 
“According to this distinction”.

The original article has been corrected.
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