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Elucidation for mechanism of dermatitis with model mice which develop dermatitis
spontaneously with S.aureus proliferation.

SASAKI, TAKASHI

3,600,000

Tmem79-/- Tmem79-/- 3 4
12

Tmem79-/-
Tmem79-/-

S.aureus

In this study, we established and analyzed Tmem79-/- mice. As a result of
Tmem79-/- mice analysis, we found Tmem79-/- mice developed dermatitis at 3~4 weeks, followed by
temporal improvement of dermatitis, but finally developed again severe dermatitis. The antibiotics
treatment improved the these biphasic dermatitis, suggesting that the skin microbiome abnormality
would be involved in the onset of dermatitis in Tmem79-/- mice. As a result of skin microbiota
analysis in Tmem79-/- mice, abnormal skin microbiota were found in biphasic dermatitis. Especially,
large number of S. aureus were proliferated in later phase of Tmem79-/- mice.
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Antibiotic treatments improved dermatitis in both 1st and 2nd dermatitis phases of Tmem79-- mice.
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