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[bookmark: _GoBack]Introduction: Atopic dermatitis (AD) is a complex chronic inflammatory disease in which fungi are believed to act as aggravating factors. Thus, to investigate the composition of skin mycoflora is crucial for a better understanding of the etiology of AD. 
Objective: The aim of the study was to explore the skin mycobiome of AD patients and healthy volunteers using culture‐independent metagenomic sequencing.
Methods: The study included 30 AD patients and 30 healthy individuals. Samples from the creases of the elbows were collected from each patient with either a scalpel (AD subjects) or OpSite dressings (Smith & Nephew Education; UK). DNA was isolated using GeneMATRIX Environmental DNA & RNA Purification Kit (EurX; Poland). Metagenomic sequencing was performed using primers FungITS1 and FungITS2, as described previously (Fraczek et al., 2017, J Allergy Clin Immonol. 9:39).
Results: A total of 74 and 48 various taxonomic fungal families were found on the skin of AD and healthy individuals, respectively. In both groups, the most abundant were fungi of Thermoascaceae and Trichosporonacea. Among patients with AD, six families, i.e. Botryosphaeriaceae, Cladosporiaceae, Debaryomycetaceae, Saccharomycetaceae, Malasseziaceae and Sporidiobolaceae were represented at a higher frequency, when compared with healthy individuals.
Conclusions: A higher interpersonal fungal diversity, and a predominance of specific taxa was observed in AD patients when compared with healthy individuals. 
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