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standard (DSTU ISO/IEC 17011).

Conclusions. Thus, it can be concluded that compliance with OECD GLP requirements is a
mandatory condition for obtaining appropriate accreditation for a laboratory in the field of
healthcare. Considering all this, an effective comparison between the Principles of Good Laboratory
Practice of the Organisation for Economic Cooperation and Development (OECD GLP) and
ISO/IEC 17025 is relevant, taking into account the historical background and goals of both
documents.
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Introduction. The physiological significance of bacteria of the genus Lactobacillus for the
human body and its exceptional importance in the functioning of the macroorganism-microbiome
ecosystem have been proven by numerous studies and are beyond doubt.

At the same time, the state of the colonic microbiome in children aged newborn to infancy
(8 to 90 days) has concise information only in North America. In Bukovina, the issue remains
unaddressed by researchers.

The aim of the study was to determine the role of Lactobacillus bacteria in the formation of
the colonic microbiome and their role in nonspecific anti-infective protection of children in the first
critical period of immune system development.

Materials and methods. The microbiological conventional method was used to isolate and
identify 27 strains of different taxons of Lactobacillus - L. acidophilus (86 - 68.25%), L. casei (15-
11.90%), L. plantarum (10-7.94%), L. helvetisus (10-7.94%), L. gasseri (3-2.38%) and L.
fermentum (2-1.59%), which made it possible to classify the colon microbiome of these children as
Firmicutes type. Clinical material was taken from 126 children with age less than 3 months.

Results. The isolated and identified bacteria of the genus Lactobacillus have a narrow
spectrum of antagonistic action against primary pathogenic (S. flexneri, S. sonnei, S. typhi, S.
typhimurium), opportunistic (S. aureus, MRSA, C. freundii, E. aerogenes, K. pneumoniae, Proteus
and others) bacteria and yeast-like fungi of the genus Candida. The highest level of antagonistic
activity (92.35% * 3.37%) was observed in L. acidophilus, other taxons - 77.43+2.87% -
89.93+2.97%.

The inhibitory effect of lactobacillus against clinical strains of Staphylococus was found to
be from 63.27+£4.17% to 68.43+3.74%, S.typhi - from 61.67+£3.29% to 81.32+4.91%, depending on
the Lactobacillus taxon.

Conclusions. Isolated and infected bacteria of the genus Lactobacillus from the feces of
children during the birth period produce factors of nonspecific anti-infective protection: cultivation
of these bacteria in sterile milk for 18 hours leads to an increase in lysozyme by 88.02%, lipase
activity by 89.04% and amylase by 2.04 times. A universal adaptive mechanism that has evolved
during the evolution of the autochthonous microbiota, which expands the capabilities of
microorganisms to master new environmental niches is adhesion to target cells (enterocytes) with
the help of specific adhesin proteins. The isolated bacteria of the genus Lactobacillus belong to the
medium-adhesive and highly co-adhesive.
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Introduction. The microbiome of the genitourinary system contains more than 10% of the
microbiota of the entire body of a fertile mature woman. It has of exceptional importance in
maintaining the health of not only a woman as a separate organism, her reproductive function, but
also takes an active influential part in the formation of the microbial health of newborns, which
means a support of development of the human population in general. During the natural course of
pregnancy and childbirth, the vulvovaginal microbiome abundantly contaminates the newborn's
body and is actively involved in the process of constructing its microbial system, the initial stage of
which occurs long before birth due to the formation of a special placental microbiome. The
existence of a placental microbiota is debated. The human placenta has historically been considered
sterile and microbial colonization was associated with adverse pregnancy outcomes. However, in
2014, bacterial DNA-based evidence was presented for a universal low-biomass placental
microbiota even among placentas from term pregnancies.

The aim of the study was to determine the role of bacteria in the formation of vulvovaginal
microbiome of pregnant women.

Materials and methods. Using the bacteriological and mycological convection method, 734
strains of bacteria (539 strains) and yeast-like fungi of the genus Candida (195 strains) were
isolated and identified in 258 pregnant women during the entire period of pregnancy in
vulvovaginal contents. Among them, 404 (55.04%) are obligate anaerobic bacteria and 330
(44.96%) bacteria and yeast-like fungi of the genus Candida belonging to facultative anaerobic and
aerobic microorganisms. The coefficient of anaerobiosis of the vulvovaginal microbiome is 1.22,
which indicates the absence of significant disturbances of the microbiome in the examined pregnant
women.

Results. Autochthonous obligate anaerobic bacteria of the genera Lactobacillus (100%),
Bifidobacterium (16.28%) and Propionibacterium (6.98%) play a significant role in the formation
of the vulvovaginal microbiome of pregnant women according to the Quorum Sensing system of
self-regulation of the biotope. Their activity in the vulvovaginal microbiota of pregnant women is
78.71%, and that of the last opportunistic bacteria is only 21.29%. (3.7 times less), which
contributes to the normal course of pregnancy.

Among opportunistic microorganisms, yeast-like fungi of the genus Candida occupy the
largest place (permanence index 75.58%), including C. albicans (67.44%), followed by bacteria of
the genus Lactobacillus (100%). Trichomonas vaginalis was often found (6.98%). Significantly
different were isolated S. aureus (12.02%), P. melaminosenica (10.85%). Other representatives of
opportunistic bacteria are rarely found in the vulvovaginal contents - from 0.39% to 8.14%,
depending on the taxon.

Conclusions. The vaginal microbiome of participants was comparative stable throughout
pregnancy. No obvious differences in composition from what has been described in other pregnant
cohorts were observed, and in most cases, participants maintained a consistent microbiota
throughout their pregnancy.

Bizuwok L1,
OCOBJIMBOCTI HETATUBHOTI'O BILUIMBY 3MIH KJIIMATY HA SIKICTh IUTHOI
BOJIU TA if BE3INEYHICTbD JIJI51 31J0POB’SI HACEJIEHHSA
Kadgeopa zcicienu ma exonoaii
bykosuncoxuii 0eporcasrnuii meouunuil ynisepcumem

Beryn. @yHaaMeHTaIbHOIO 3arpo3010 30POB'T0 JIIOJIEH € 3MiHa KiimMary. 30UIbIIyeThCs
9acTOTa Ta IHTEHCUBHICTh HECHPUSATIMBHX TIOTOAHMX Ta KIIMAaTHYHUX SBHII: IITOPMH,
eKCTpeMalibHa CIIeKa, IOBEHi, MOCYXU Ta JICOBI MOXKEXi. Y KOHTEKCTI 3MIHM KJIIMaTy OJHUM 3
HaWBaXUIMBIIIMX JETEPMIHAHT 370POB’S € MUTHA Boja Ta ii Oe3neka. 3MIHU B CTPYKTYpl OmajiB i
MiABUILEHHS TeMIepaTypu MOXYThb BIUIMHYTHM Ha BOAy 1 ii Oe3meky, M0 NPHU3BOIUTH [0
MiABUILEHOTO PU3HKY 3aXBOPIOBAHb, IO MEPEIAIOTHCS Yepe3 BOIY.

Meta pocaizxenns. [IpoananizyBatu ocoOIMBOCTI HEraTUBHOTO BIUIMBY 3MiH KJIIMaTy Ha
SIKICTh MIUTHOT BOAM Ta 11 0€3MEYHICTH IS 37I0POB’ Sl HACETICHHS.
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