©
2020 2022

Elucidation of exacerbation mechanisms and disease control of atopic dermatitis
unraveled from the microbiome
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We examined the skin immune response of Malassezia, a fungi constituting one

of the exacerbating microbiomes of atopic dermatitis, and assessed the impact on the microbiome of
worsening microbes newly isolated from the skin of patients with atopic dermatitis. As a result,
Malassezia was indicated as potentially contributing to both the exacerbation and suppression of
atopic dermatitis. The newly isolated Delftia species were thought to induce dysbiosis toward
Staphylococcus aureus by inhibiting the growth of coagulase-negative staphylococci, a major
component of normal skin. Furthermore, by focusing on the interaction between bacteria and fungi, it
became clear that inflammation induced by Staphylococcus aureus, an exacerbating factor, is
suppressed by the fungus Malassezia.
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