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Introduction: Psoriasis is a chronic, immune-mediated inflammatory skin disease. Gut
microbiota is implicated in the maturation of the host immune system and in many metabolic
pathways. Dysbiosis has important functional consequences and is implicated in many
diseases. 

Objective: The aim of this study was to investigate whether there were differences in gut
microbiota in psoriasis patients vs non-psoriasis controls and between psoriasis severity
groups.  

Patients and methods: 55 untreated plaque psoriasis patients (28 with mild disease and 27
with moderate to severe disease defined by PASI and BSA ≥10 and IGA ≥3) and 27 non-
psoriasis healthy controls matched to moderate to severe psoriasis patients by sex, age and
BMI were included. Fecal microbial diversity and composition were analyzed using the
Illumina MiSeq sequencing platform by targeting the hypervariable V3-V4 regions of the
16S rRNA gene. Bioinformatic analysis was performed.  

Results: Biodiversity (alfa diversity) did not differ between psoriasis patients and non-
psoriasis controls. Comparing the principal phyla detected, we found that psoriasis patients
differ from non-psoriasis controls in the observed community structure, but only differences
in the relative abundances of Firmicutes and Bacteroidetes were significant (p < 0.05). The
linear discriminant analysis (LDA) effect size (LEfSe) method revealed that the genus
Faecalibacterium and Blautia were higher in psoriasis patients and Bacteroides and
Paraprevotella in non-psoriasis controls (p < 0.05, LDA score > 2). According to psoriasis
severity, we found that severe psoriasis patients had lower biodiversity than mild psoriasis
patients (p: 0.049). No differences for beta diversity were found.

Conclusion: These results demonstrated that there were differences in gut microbiota in
patients with psoriasis. Thus, the role of the gut microbiome in psoriasis pathogenesis and



the associated immune response merits further study.
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