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INTRODUCTION @ RESULTS

The vaginal microbiota (VM) plays a fundamental role in Among the results, the following microorganisms were identified:

maintaining gynecological health, being dominated under

el SRRty Shackin. o e LA Table 1 - Frequency of identified microorganisms

An imbalance of this microbiota (vaginal dysbiosis) is S

Category / Biological agent | n (cases) % Category / Biological agent | n (cases) %
associated with infections such as bacterial vaginosis,

a2\

candidiasis and mixed vaginitis, as well as impacts on

A 2

fertility, pregnancy and risk of infection by other STis, '\u, ,f/’ Normal flora - Lictobacks spp. 807 89.3 @ STl - C. trachomatis 7 0.8
In addition to assessing the presence of pathogens, the
study of the VM allows understanding the overall . Conditional anaerobes - Q STI - T. vaginalis 5 0.6
composition of the flora, its diversity and degree of \ :’: G. vaginalis, P. bivia, 523, 3579
epithelial protection. Molecular techniques, such as real- I Porphyromonas spp. ( "5 STI - N, gonorrhoeae 3 04
time PCR, enable the simultaneous identification of
multiple microorganisms, including commensals, enabling €2\ s

d y ( gé ) Fungi - Candida spp. 19 137 ST1 - M. genitalium 1" 12
a more preventive and personalized approach, e

* Virus - HSV-1 1 0.1

{/9\} | ;o,; | Mycoplasmas - M. hominis 69 7.6 5
<\
MATERIALS AND METHODS \:.*; Virus — HSV-2 2 0.2

Qg9 Atotal of 903 female samples, age >18 years, L~ i

fB) ccrvicovaginal, collected in LBC (CellPreserv®, {.:.y Unepliae waibbambenn, 277|307 W) Virus - cmv 19 21
Kolplast®, Sao Paulo, Brazil) were analyzed. NS g
Samples were received between Feb-Jul 2025
at a private laboratory in Séo Paulo.

f The assay uses quantitative real-time PCR - Table 1: Results of the Femofior Screen test, identified using data obtained at IPOGLab Laboratory, Sdo Paulo.
Femofior Screen® (DNA-Technology Research &
Production, LLC, Moscow, Russia®) to detect and
quantify 13 relevant microorganisms.

p The test indicates the degree of eubiosis or CONCLUSION

dysbiosis, and allows standardized clinical
interpretation based on validated

5 ; 3 The incorporation of tests to identify components of the VM in gynecological
microbiological algorithms. % ¢ 7 3 B
practice contributes to more accurate diagnoses, avoids empirical treatments
and improves the management of intimate health, especially in women with

recurrent symptoms, infertility or pregnancy planning.
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