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abundance of bacterial genera identified in vagi-
nal microbiota among patients with pelvic organ 
prolapse (POP). The data are categorized based on 
Gram staining characteristics (Gram-positive and 
Gram-negative bacteria), bacterial genus, number of 
isolates (n), percentage (%), phylum classification, 
and biological role (commensal or pathogen). A shift 
in vaginal microbiota composition in POP patients, 
characterized by reduced dominance of protective 
commensal Lactobacillus and increased presence 
of diverse pathogenic bacterial genera, particularly 
Gram-negative anaerobic and facultative anaerobic 
bacteria. This microbial imbalance (dysbiosis) may 
contribute to inflammatory processes and tissue 
vulnerability, potentially playing a role in the patho-
physiology of pelvic organ prolapse.

Table 3 present the association between age, du-
ration of menopause, and vaginal bacterial profiles 
among women with pelvic organ prolapse (POP). The 
presence and absence of Lactobacillus, Gardnerella 
vaginalis, Prevotella, Atopobium, and Fannyhessea 
vaginae were analyzed in relation to age categories 
and menopausal duration. Regarding age, Lactobacil-
lus was found in 14.3% of women aged ≤60 years and 
15.4% of those aged >60 years, with no statistically 

significant association observed (p = 1.000). Simi-
larly, no significant differences were found between 
age groups for the presence of Gardnerella vaginalis 
(p = 0.493), Prevotella (p = 0.737), Atopobium (p = 
0.142), or Fannyhessea vaginae (p = 0.142). These 
findings indicate that age was not significantly as-
sociated with the distribution of these bacterial 
genera in women with POP. In terms of menopausal 
duration, no significant associations were identified 
between the duration of menopause and the presence 
of Lactobacillus (p = 0.663), Gardnerella vaginalis 
(p = 0.382), Prevotella (p = 0.967), Atopobium (p 
= 0.618), or Fannyhessea vaginae (p = 0.393). Both 
women who had not yet reached menopause and 
those with menopausal durations of less than 5 years 
or 5 years and above showed comparable bacterial 
distribution patterns.

Table 4. show the non-POP, Gram-positive taxa 
were primarily derived from the phyla Bacillota, 
Fusobacteriota, and Campylobacterota. Lactobacillus 
dominated the Gram-positive community, identified 
in 83.3% of subjects, followed by Streptococcus 
(43.3%) and members of Fusobacteriota (16.7%). 
Gram-negative organisms in non-POP women origi-
nated from the phyla Bacillota and Legionella, with 

Table 3. Association Between Age, Duration of Menopause, and Vaginal Bacterial Profiles in Women With 
Pelvic Organ Prolapse.
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Lactobacillus
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(n = 39)
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(n= 21)
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(n = 39)

n (%) n (%) n (%) n (%) n (%) n (%) n (%) n (%) n (%) n (%)

Age

≤ 60 years 3 (14,3) 18 (85,7) 1,000 5 (45,5) 16 (32,7) 0,493 5 (23,8) 16 (76,2) 0,737 1 (4,8) 8 (20,5) 0,142 1 (4,8) 8 (20,5) 0,142

> 60 years 6 (15,4) 33 (84,6) 6 (54,5) 33 (67,3) 7 (17,9) 32 (82,1) 20 (95,2) 31 (79,5) 20 (95,2) 31 (79,5)

Duration of menopause

Not yet 0 (0) 4 (100) 0,663 1 (25,0) 3 (6,1) 0,382 1 (25) 3 (75) 0,967 0 (0,0) 4 (7,3) 0,618 0 (0,0) 4 (100) 0,393

≥ 5 years 1 (20) 4 (80) 2 (40,0) 43 (87,8) 10 (19,8) 41 (80,4) 5 (100,0) 46 (83,6) 9 (17,6) 42 (82,4)

< 5 years 8 (15,7) 43 (84,3) 8 (15,7) 3 (6,1) 1 (20) 4 (80) 0 (0,0) 5 (9,1) 0 (0) 5 (100)


