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INTRODUCTION

HPV infection drives nearly all cases of cervical cancer, a leading malignancy
reproductive age. Pregnancy induces profound hormonal,
microbiome changes that can favor viral
with HIV, these alterations are compounded by
t[;lthe risk of persistent HPV infection
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Fig.1. Living with HIV, pregnancy and HPV infection

METHODS
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Fig.2. Study methodology
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esions and cancer.
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RESULTS

Sixty one samples have been collected and analyzed. HPV was found in 39

samples . The most prevalent type of HPV were genotypes 44/55 (18%) and

16 (15%). HPV types 16 and 18 were identified in 6 and 4 samples,

5(—32spectivlely. Coinfection with more than one type of HPV was observed in
samples.
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Fig.3. HPV prevalence and multiple infection.

Preliminary analysis of the cervicovaginal microbiome demonstrated a
predominance of Lactobacillus iners, Gardnerella vaginalis and
Bifidobacterium scardovii across the study population. The alpha and beta
diversity analyses are being calculated.

This study stands out as one of the few to describe
the microbiome profile of pregnant women living
with HIV, exploring its relationship with HPV
infection. Additionally, it emphasizes the importance
of studying the vaginal microbiome in the context of
;alrilousi obstetric conditions, included the outcome of
eliveries.
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