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Following publication of the original article [1], an
error was identified in the Availability of data and mate-
rials section. The updated Availability of data and mate-
rials section is given below and the change highlighted
in bold typeface.
Datasets from 16S rRNA gene and shotgun metage-

nomic sequencing are archived at the Sequence Read
Archives (SRA) at NCBI under the BioProject accession
numbers PRJNA663550 and PRJNA663573.
The original article [1] has been corrected.
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