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Recent research on the impact of gut microbiota on multiple sclerosis (MS) has been extensive; however, the role of
microbial composition across several other key interfaces, such as the mouth and the skin, has received much less
attention. In a first step towards addressing this gap, we used Mendelian Randomization (MR) analyses, using genetic
variants as proxies for environmental exposures to estimate the causal relationship between a risk factor and an outcome.
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Our findings provide preliminary evidence supporting the hypothesis that skin microbiota might contribute to MS risk, and
both oral and skin microbial composition could affect disease severity, reinforcing the relevance of dysbiosis in disease
etiopathogenesis and broadening our insights beyond the gut. Exploring the influence of host-environmental interactions
on susceptibility and disease course may inform the development of novel preventive and therapeutic strategies.
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