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INTRODUCTION

• Oro-genital ulceration presents frequently in

Behçet’s patients and appears to influence

disease outcome.

• Hypothesis: Dysregulation of the genital and oral

microbiome together with a dysregulation of

immune responses plays a role its

aetiopathogenesis.

• 153 BS patients’ samples; 70 matched oral and

genital samples (Female: Male, 58:12; mean age,

42±13.9: 39.3±10.3), plus 12 samples were not

matched and 1 sample was discarded; 16s rRNA

sequencing were applied for all the samples.

V1/V2 and V3/V4 regions used for analysis and

investigate the hypothesis.

• Bacterial diversity of genital and oral

samples in BS patients using V1/V2 and

V3/V4 regions

• The alpha diversity of genital and oral samples

was significantly different; p value= 0.015.

However, when the patients groups were

considered: (O_U vs O_nU) and (G_U vs G_nU)

the result was not significant.

• The beta diversity analysis showed that the

microbial community’s composition of oral and

genital samples was significantly different, and

they shared a few bacterial taxa (pseudo-

F=12.6892, p value< 0.001).

• Amplicon Sequence Variants (ASVs) shared

between oral and genital samples
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CONCLUSION

• Analysis of V1/V2 compared to V3/V4

based on bacterial taxa

• Analysis of V1/V2 compared to V3/V4 
based on patients’ age and gender 

• Analysis of V1/V2 compared to V3/V4 
based on patients’ medication & clinical 
outcomes

Alpha and beta diversity were significantly different
between genital and oral samples. However, there
were no significant differences between ulcer and no
ulcer groups. Our findings suggest Streptococcus,
Veillonella, Gardnerella, Lactobacillus, Atopobium,
Peptoniphilus, Corynebacterium and Staphylococcus
as microbial markers of BS activity.
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