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Introduction

HPV irrespective of HPV vaccination status
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g = zot720ts World Health Organization launched a global strategy

3" to accelerate the elimination of cervical cancer.
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Known risk factors for cervical cancer include Human
Papillomavirus (HPV) infection, immunodeficiency
virus (HIV) infection, smoking, and increased parity.
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Introduction

Poor oral hygiene and tooth loss are associated with an increased

IL-1B, IL-6, IL-8 Oral inflammation -
et risk of oral squamous cell cancer.
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, Tissue injury Data related to oral or salivary microbiota and cervical dysplasia
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Total cohort (n=67)
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i, Significantly decreased microbial community
° richness, diversity, and significant dissimilarity were
" T observed in participants with and without dysplasia

" " when compared to the control group.
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The relative abundance of Haemophlius and
Alloprevotella were significantly increased among
saliva samples from vaginal examination participants
than the healthy participants.
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The pathways of primary immunodeficiency, viral
carcinogenesis, proteoglycans in cancer, and retinoic
acid-inducible gene I (RIG-I)-like receptor signaling
pathways were significantly changed.
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Microbiota beta diversity between the pre-
dysplasia (+) and post-dysplasia (-)
participants was significantly altered.

Actinomyces was significantly increased in
the dysplasia group.

Actinomyces was found to be correlated with
increased RIG-I-like receptor signaling,
which is elevated in patients with dysplasia.
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The smokers had significantly altered salivary microbiota
beta diversity when compared with participants who never
smoked.

Actinomyces was once again significantly increased
among smokers compared to non-smokers.
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Combining cytology and HPV infection testing with the
oral Actinomyces abundance, the diagnostic ability
improved to the classification of AUC = 0.945.




*The salivary microbiota diversity and richness were significantly decreased among the participants who
underwent dysplasia screening.

*Significantly reduced salivary Haemophilus and Alloprevotella, as well as increased Actinomyces,
demonstrated high specificity in identifying cervical dysplasia.

*Three salivary microbiota types were identified, with type 2 (higher abundance of Prevotella and
Actinomyces) and type 3 (higher abundance of Haemophilus) mainly found in the pre- and post-dysplasia
groups.

*Smoking affects the salivary microbiota and is associated with an increased risk of cervical dysplasia.
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