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The reference to a relevant article has been added to the Introduction and the following sentence has been corrected from:

‘Although dozens of online repositories have been developed for storing microbiota genome, none of them documents the
function of gut microbiota.’

To

‘Although several online repositories have been developed for storing microbiota genome, few document the function of
microbiota, e.g. associations between microbiota and disease (32), and none focus on the function of gut microbiota.’

32. Janssens, Y., Nielandt, J., Bronselaer, A., Debunne, N., Verbeke, F., Wynendaele, E., Van Immerseel, F., Vandewynckel,
Y.P, De Tr¢, G., De Spiegeleer, B. (2018) Disbiome database: linking the microbiome to disease. BM C Microbiol., 18, 50.

This correction does not affect the results and conclusion of the study.
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