
High-throughput anaerobic culturing enabled the 
recovery of a large part of the diverse human gut 
microbiota and the creation of individual culture 
collections.

Genetic variation occurs between human 
populations living in different places, 
but little was known about variation 
in microbiomes. To investigate how 
gut microbiomes differ among human 
populations, Yatsunenko et al. characterized 
bacterial species in faecal samples from 

cohorts living in different regions, including 
the Amazonas of Venezuela, rural Malawi 
and US metropolitan areas. The authors 
found pronounced differences in the 
composition and functions in the gut 
microbiomes between these geographically 
distinct cohorts.

Regulatory T cells (Tregs) are crucial in maintenance 
of immune homeostasis. In 2013, three studies 
found that microbiota-derived short-chain fatty 
acids promote the expansion and differentiation 
of Tregs, revealing a form of chemical-mediated 
communication between the commensal microbiota 
and the immune system that affects immune 
mechanisms.
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Microbially-produced 
short-chain fatty acids induce 
regulatory T cell production
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