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Results

Table (1): Comparison between the two studied groups according to different types

Introduction

Acne vulgaris is a chronic inflammatory skin condition of the pilosebaceous units,
affecting 80 to 90% of adolescents. It has been proposed that environmental factors,
particularly the "Western-style" diet, play a part in the pathophysiology of acne. It has
been proposed that environmental factors, particularly the "Western-style" diet, play a part
in the pathophysiology of acne. A few recent research that examined the link between the
gut and acne discovered notable changes in the microbiome of acne patients compared to
healthy controls. Given the crucial involvement of mMTORC1 in the etiology of acne and
its influences on the composition of the intestinal microbiota, this offers a link for the gut
microbiota to affect acne pathophysiology.

Aim of the work,

The aim of this work was to study gut microbiota in patients with different clinical
presentations of acne vulgaris.

Patients and Methods

A total of patients were divided into two groups. The case group consisted of 30 acne
patients with different grades of severity presented to the outpatient clinic at the
Dermatology department in Alexandria Main University Hospital, and the control group
consisted of 30 healthy participants.
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Figure (1): GUT microbiome profile for Cases and control

Conclusion

Growing knowledge of the role of gut microbiomes in acne vulgaris may aid in
the creation of innovative treatments for this difficult ailment.

Our data showed notable changes in the microbiome of acne patients in particular
Bacteroides, Bifidobacterium, Lactobacilli, and Prevotella, compared to healthy
controls, highlighting the significant link between the gut microbiomes and acne
vulgaris, relatively irrespective of the acne severity and acne duration.

It is crucial to preserve the gut microbiome balance to decrease the chance of
acne vulgaris development.



