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Differences in microbial communities
according to T2D

" Functional and compositional
richness are correlated

. : " Functional richness was not

o 0 150 20 250 0% 085 0% 097 0% 099 statistically different according to

Species Richness diabetes status nor was it correlated
L with glycemic markers, inflammation,
satiety, or diet

We and others have shown the gut Observed # S s ke A
microbiome is linked to metabolic i -
health (Figure 1), but is highly
population-specific'?

= Refugee populations face higher risks
of metabolic diseases, but are
underrepresented in current research
on the gut microbiome?
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