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To characterize the microbiology of suppurative PSD compared to HS gluteal lesions.

Bacterial culture results (Fig 1)

). Corynebacterium, Staphylococcus, Anaerococcus and Finegoldia were the most abundant genera in unaffected gluteal HS skinfolds and controls. The microbiome of PSDs and HS gluteal lesions was predominantly anaerobic, Prevotella, Porphyromonas, Fusobacterium, and Peptoniphilus being the main taxa. The relative abundance of skin commensals (Staphylococcus and Corynebacterium) was higher in HS lesions skin samples, probably due to the sampling method.

16S ribosomal gene amplicon sequencing sequencing results (Fig

The microbiology of suppurative PSD is typical of polymicrobial anaerobic abscesses and similar to that of gluteal HS lesions. As previously reported in HS 2-5 , Prevotella and Porphyromonas are the main anaerobic taxa, establishing a new link between the two diseases and suggesting common pathophysiological features.

The Microbiology of suppurative Pilonidal Sinus Disease:

another link with Hidradenitis Suppurativa

Intergluteal lesions are associated with Hidradenitis Suppurativa (HS) in up to 27% of cases and there are accumulating evidences suggesting that pilonidal sinus disease (PSD) may be a variant form of Hidradenitis suppurativa 1 . The microbiology of HS lesions has been recently characterized, showing that a specific anaerobic flora is associated with a vast majority of HS lesions 

  Fig3-Beta-diversity : principal component analysis using Bray-Curtis distance

  We compared the microbiology of 12 suppurative PSD to that of 17 intergluteal HS lesions, of 44 clinically non affected HS gluteal skinfold and of 16 in healthy subjects. Patients with PSD had no other skin lesions and were recruited at the Saint-Joseph Hospital Leopold Bellan clinic, a surgical specialized center in Paris. HS subjects and controls were recruited at the Dermatology Unit of the Centre Médical and at the ICAReB Platform of the Institut Pasteur, respectively. All sample were obtained by pus or surface skin swabbing, except for PSD samples that were obtained during surgery. No patients received antibiotics during the month preceding inclusion. All samples were analysed by prolonged bacterial cultures. 16S ribosomal RNA gene amplicon sequencing was performed on 50 randomly selected samples including 6 PSD samples.
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