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Abstract

The current study highlighted the importance of using metagenomics as a
precise tool to analyze differences in oral microbiome composition between
healthy individuals and those suffering from oral diseases such as periodontitis,
gingivitis, and dental caries. The analysis revealed noticeable differences in the
diversity of bacterial communities between the two groups, with an observed
increase in the abundance of certain bacterial species associated with disease

conditions in patients compared to healthy individuals.

The current study was designed as the first local study to isolate and
diagnose Ligilactobacillus salivarius, Neisseria mucosa and Streptococcus
Oralis. As a pathogenic cause of oral diseases in patients visiting Al-Noor
Specialized Dental Center and Al Salam Hospital. A total of 100 saliva samples
were collected, all samples showed growth of different bacterial species except
five samples (5%) that did not show any growth.

These three main bacterial species that effectively isolated using modified
Brucella agar and comfiemed at the molecular level through 16S rRNA gene
sequencing.The obtained 16S rRNA gene sequences for each bacterial isolate
were then compared with those available in the NCBI data base and assigned the
accession numbers: PQ796883.1, PQ796884,1 ,PQ796886.1, PQ796887.1,
PQ796463.1, and PQ796462.1.

Both phenotypic and genotypic characteristics of these species were
determined using sequence analysis and colony morphology, Grame staining,

and biochemical assays.

Whole genome sequencing (WGS) was performed on L.salivariusSuAm?7 in
order to investigate its genetic characteristics. Whole-genome analysis revealed
the presence of antibiotic resistance genes mdeA and vanT. Additionally, no

genes related to nitrogen metabolism, secondary metabolism, motility,
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chemotaxis, photosynthesis, phages, plasmids, or nodule formation were

detected in the bacterial genome analyzed.

Using sensitivity tests study was carried out on saliva samples collected
from patients with oral disease in order to test the effects of natural compounds,
such as camel milk, aqueous and alcoholic clove extract, on the growth of
isolated oral bacteria, and also test if the physical treatments like light curing
and X-ray radiation, which are frequently employed in dental offices, affected

the growth of bacteria in the saliva of patients with oral illnesses.

The results demonstrated that each of alcohol Clove extract and Camel milk
has good inhibition to the growth of bacteria more than the aqueous Clove

extract which comparatively show minor inhibition.

The results demonstrated that the bacteria exhibited resistance to both

physical treatments (X-ray and light curing).




-

dadal)

b Al Jalanl 3383 51alS ua galisall il pladind Gaeal e Lllal) duall @S,
Glglls Bl gl S pdll (bl aleaal) (cimsally elana¥) ST G ol smg Soe S5
Gladinall £33 8 Aaaly GLAL 35a5 o O i M5 . GLu) Gusadis () acls
YLl adatyall Al §lsd) Gans Byd5 (B 80l Cilaag) Cua e sanal) G A
celana ) AL 5 lae gl (sl dacayall

Ligilactobacillus _asiiis Jre ) ciagd dulaa s J5l€ Aol sda Ciaadag
Al A e luwe Wyl UStreptococcus oralis 5 «<Neisseria mucosa s <salivarius
e o3 el ey QL) Gl panadnll 5l (68 Gumaball (aayall 5 pdll ey
e Ll LyaSll e it lsil sai il aaen el el (e A 100 4c sane b
(OS5 (gl el o (%5) e

Sl ans cJanad) Sy el alasialy Jlad < A yl) AN 40,0 ¢y Jie
bl 4)le coaisS TRNAL 16 cpa duded pladiuls Ssall dalasl) Pla e Lgusa e
bl alacai¥) Q651 e cliany « NCBIUly 53018 5 il élls aa lgrde Joanial) Ll
PQ796883.1 (PQ796884.1 (PQ796886.1 PQ796887.1 PQ796463.1 PQ796462.1.

el Jalas DA (e 35S0 1391 03] Aiaally duallall (ailiadl) apaas (gya 28
Al Akl Chlaa¥ls e Arnay clperinall Laglsi)gas

DLl e (Whole Genome Sequencing) Jwlll aguall Julis elya) a3 LS

dag oo el agiall Julaill CaiSy ()l \eailad Auha L. salivarius SuAm7

ol Slilany Aadiye i (o Caind algvanT. smdeA die 4o gal) claliaall dalhe il
Ayl Sl il ¢ Fgaall Jofiall ¢ Slaakll I3a) Sl (gelal a1 g )
Aldas 5 (3 (Sl sl b aBl sSSPl o(@ilaldl)

) paldiieg (Y cula Jie Gaulall CLS s il HLas dus cusl WS
bl m Osilan (e e 33AL Clall) e e Al jaall LS sa o Jaslly )
apailly A gual) dallaall Jie 405l Gladlall cal€ 1Y) L plaal ) A8l cdy sad

LSl s o 35— ol chle 3 TEC paannd s — ) 2t
ol Vs el 3 5asasall




B )

sai e aa Tadie 580 Legd Y1 cadag JoaSl) il Galiis e IS o bl @kl
o gl iy elal LS i Undie Bals 5edal 0 3Ll Jajall (alit sy 3 le ¢ Loyl
Jshll vie (4 gl Aallaally dind) 22391) 4505 ladlally salie e 5 daslie culS Lyl

..... ij _)\JBA.\ t\.&ﬂa\}“ :\.C)Aj\j GA‘,AJ\




GBlad) Ay sgan
el il el el
asiall Al / Juapall daals
Blad) asle pud

oa Agaall adll liajan (ard Jalsl) agiall Jubediy agiabisal

wall qlad

Gyl 3513 ada g

fale Al
;\:U.GA.A ;'-‘:\A\ / SQAS\ 3‘919

il
5y iSal) liuy|

SV A& 3gana Byl

22025 21447



