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chain reaction (PCR) targeting the 16STRNA gene. Molecular results verified
that all isolates belonged to Facklamia hominis. This represents the first
documented clinical isolation of this species in Iraq, marking a significant
scientific achievement. The isolates were officially deposited in the National
Center for Biotechnology Information (NCBI) database under accession
numbers PV719694.1, PV719695.1, PV719696.1, and PV719697.1.
Furthermore, phylogenetic analysis was conducted using MEGA v6.0 along
with heatmap profiling, revealing genetic relatedness with previously reported
global strains, as well as distinct mutations suggestive of local genetic

adaptation to the environmental conditions of Iraq.

Additionally, Facklamia hominis isolates were subjected to antimicrobial
susceptibility testing against a panel of clinically relevant antibiotics to assess
resistance patterns. Results showed variable levels of susceptibility and
resistance, underscoring potential therapeutic challenges posed by this
organism. The antibacterial efficacy of several plant extracts and essential oils
with known antimicrobial activity was also evaluated, demonstrating diverse
inhibitory responses. These findings highlight the possible role of natural
compounds as complementary or alternative options in managing infections

caused by this pathogen.

This study represents a substantial contribution to the scientific
understanding of Facklamia hominis, documenting its presence for the first
time in Iraq, characterizing its phenotypic and molecular features, and
analyzing its antimicrobial and phytochemical susceptibility patterns. The
clinical relevance of this organism is emphasized, particularly its potential to
cause infections and harbor resistance mechanisms that may compromise
conventional therapies. Consequently, the results provide a foundation for
further research into this emerging bacterium and its ecological and clinical

interactions with both environment and host.
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Abstract

A total of 200 diverse clinical samples were collected between December
20, 2024, and March 23, 2025, with the aim of isolating and identifying
atypical Gram-positive bacteria. These samples originated from various body
fluids, including urine, sputum, and high vaginal swabs (HVS), in addition to
pus from wound and burn swabs. The specimens were obtained from both
inpatients and outpatients, encompassing males and females across different
age groups, and were collected from seven major hospitals in Nineveh
Governorate: Al-Salam Teaching Hospital, Mosul General Hospital, Al-
Jumhouri Teaching Hospital, Al-Batool Teaching Hospital, Al-Shifaa
Hospital, the Specialized Center for Burns and Plastic Surgery, and the

Research Hospital in Mosul.

The findings revealed a wide spectrum of microorganisms, comprising
both Gram-positive and Gram-negative bacteria as well as fungi, with
noticeable variation in isolation rates depending on sample type and clinical
source. Gram-negative isolates totaled 75 (39.5% of all samples),
predominantly belonging to common genera such as Escherichia coli, Proteus
spp., Klebsiella spp., and Pseudomonas spp. Fungal isolates accounted for 6
samples (3%), mostly Candida spp., while 16 samples (8%) showed no
detectable microbial growth. In contrast, Gram-positive isolates comprised
103 strains (51.5%), representing several bacterial genera, most notably
Streptococcus  spp., Enterococcus spp., Staphylococcus spp., and
Lactobacillus spp. Among these, four atypical strains of Facklamia hominis
were isolated for the first time—two from urine samples and two from vaginal

swabs.

Phenotypic identification was performed using conventional methods
and biochemical tests, complemented by automated analysis with the

VITEK®2 system, in addition to molecular confirmation via polymerase
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