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Objective. The aim of this study was to systematically analyze
publications on pig genetics authored by Ukrainian researchers
and indexed in the Scopus database, with emphasis on identifying
the main research directions, methodological approaches,
frequently studied genetic polymorphisms, and pig breeds.
An additional objective was to assess how Ukrainian research in
pig breeding genetics is represented within the international
scientific space. Methods. A systematic literature search was
conducted in the Scopus database. The selection process
included identification, screening of titles and abstracts, and
eligibility assessment based on full-text analysis. Inclusion criteria
comprised original research articles and reviews focused on pig
genetics with at least one Ukrainian-affiliated author. Exclusion
criteria included conference abstracts, studies not directly related
to pig genetics and those violating ethical standards. Data
analysis focused on genetic markers, breeds, traits studied, and
methodological approaches. Results. The initial search yielded
126 records, of which 39 publications met the inclusion criteria
after screening and eligibility assessment. The dataset
demonstrated thematic heterogeneity, with 29 studies directly
addressing molecular genetic variability, predominantly through
analysis of single nucleotide polymorphisms. The most frequently
studied gene was MC4R, followed by RYR1, ESR1, PRLR, LEP,
and LEPR. Research was primarily conducted on Ukrainian Large
White pigs, with limited representation of other breeds. The main
areas of investigation included growth traits, reproductive
performance, and meat quality characteristics. Methodologically,
the majority of studies employed PCR-based approaches,
especially PCR-RFLP, while genome-wide approaches such as
sequencing and GWAS were absent. The analysis also indicated
a relatively small number of Scopus-indexed publications
compared to the broader range of national research.
Conclusions. Ukrainian research in pig genetics, as represented
in internationally indexed literature, is characterized by a focus on
candidate and causal gene polymorphisms and marker-assisted
selection. However, its international visibility remains limited, and
methodological approaches lag behind current global trends.
Future development requires both the adoption of genome-wide
technologies and increased integration into international scientific
publishing to enhance the accessibility and impact of Ukrainian
research.

Keywords: pig genetics, pig breeding, Ukraine, polymorphism,
SNP, marker-assisted selection, candidate genes, Scopus, PCR-
RFLP.
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Introduction. The intensification of animal production systems in the
context of global food security has positioned genetic improvement as a central
determinant of efficiency, sustainability, and product quality in livestock industries.
In pig breeding, advances in molecular genetics have enabled a transition from
phenotype-driven selection toward genotype-informed strategies, thereby
accelerating genetic gain and enhancing the precision of breeding
programs [1, 2]. Among these approaches, the identification and utilization of
DNA polymorphisms, the development of reliable genotyping platforms, and the
implementation of marker-assisted selection (MAS) have become important
tools [3]. While genomic selection has emerged as a dominant paradigm in
leading breeding systems worldwide [4-8], its adoption remains uneven,
particularly in countries where infrastructural, financial, and institutional
constraints limit large-scale genomic integration.

Within this global landscape, Ukrainian research in pig genetics represents
a distinctive case shaped by both strong scientific traditions in animal breeding [9]
and systemic challenges affecting the visibility and dissemination of research
outputs. Historically, Ukrainian scientists have contributed to the study of genetic
polymorphisms associated with economically important traits in pigs, including
growth performance, meat quality, and reproductive efficiency. These
investigations have primarily relied on candidate gene approaches, with particular
attention to polymorphic variants in genes such as MC4R, RYR1, ESR1, PRLR,
and others. The application of polymerase chain reaction (PCR)-based methods,
restriction fragment length polymorphism (RFLP) analysis, and related
genotyping techniques has enabled the characterization of allelic diversity within
both local and commercial pig breeds [10-12].

Despite these efforts, the international visibility of Ukrainian research in this
domain remains limited. A substantial proportion of scientific findings has
traditionally been disseminated through national journals and other locally
oriented publication channels that are not indexed in major international
databases. As a result, the global scientific community has only partial access to
the Ukrainian body of research. Publications indexed in Scopus constitute a key
interface through which Ukrainian studies become accessible to an international
readership, effectively shaping the external perception of national research
activity in pig genetics.

In this context, the present systematic review is designed to address several
interrelated objectives. First, it aims to identify and systematize Scopus-indexed
publications authored by Ukrainian researchers that focus on the genetics of pigs.
The review seeks to characterize the spectrum of studied genetic polymorphisms,
the methodological approaches employed for genotyping, and the extent to which
MAS is represented. Particular emphasis is placed on determining which pig
breeds have been investigated, how frequently specific candidate genes and
polymorphisms appear in the literature, and how research efforts are distributed
across different scientific groups and institutions.

In addition, the review aims to examine how Ukrainian research in pig
genetics is presented within the international scientific space. By focusing
exclusively on Scopus-indexed publications, it seeks to delineate the subset of
studies that are visible to researchers who do not have access to Ukrainian-
language sources. This approach is intended to provide a structured basis for
evaluating the thematic priorities, methodological orientations, and scope of
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Ukrainian contributions as they are communicated to a global audience. Through
these objectives, the review is positioned to contribute to a clearer understanding
of both the content and the international representation of Ukrainian research in
pig breeding genetics.

Methods. The methodology of this systematic review was designed to
ensure transparent, reproducible, and targeted identification of internationally
visible publications on pig genetics authored by Ukrainian researchers. The
primary source of bibliographic data was the Scopus database, and the search
strategy was constructed to capture publications at the intersection of pig
breeding and genetics while simultaneously limiting results to those affiliated with
Ukrainian institutions and published after 1990. The final search string was
formulated as: TITLE-ABS-KEY((pig OR swine OR porcine OR boar OR sow OR
piglet OR gilt) AND (gene OR genetic OR genome OR genotyping OR
polymorphism OR mutation)) AND AFFILCOUNTRY (Ukraine) AND PUBYEAR >
1990 AND PUBYEAR < 2026

The analysis was conducted in several sequential stages, conceptually
aligned with standard systematic review workflows [13—15]. At the identification
stage, all records retrieved from the database were compiled. During the initial
screening stage, titles and abstracts were evaluated to exclude publications not
directly related to pig genetics. In the subsequent eligibility assessment, full-text
articles were examined, where necessary, to confirm their relevance to the
objectives of the review. Inclusion criteria encompassed original research articles
and reviews focused on pig genetics that included at least one author affiliated
with a Ukrainian institution. Exclusion criteria comprised conference abstracts,
studies unrelated to pig genetics, and articles violating ethical standards.
Following the selection process, the final dataset of publications was subjected
to data analysis.

1. Structure of the literature dataset and its content

The search query yielded 122 unique scientific publications (after removal
of two duplicates identified in the Scopus database), while four additional
publications were identified in the Scopus database through manual review of the
author profiles of researchers included in the original dataset; these records were
not retrieved in the initial search due to missing country information in the Scopus
metadata. Following title and abstract screening, 52 publications were retained,
while the remaining records were excluded due to lack of relevance. Excluded
studies primarily focused on other biological objects (e.g., humans or guinea pigs),
belonged to unrelated scientific domains in which pigs were only indirectly
mentioned, or addressed aspects of pig production not related to genetics
(e.g., infectious diseases). Subsequent full-text assessment, including evaluation
of content relevance and compliance with ethical standards, resulted in
39 publications deemed eligible for further analysis.

The final dataset exhibited notable heterogeneity in both scope and
research focus. Specifically, three publications [16—18] addressed pig genetic
resources in a broad context, one study focused on cytogenetics [19], and two
publications represented reviews of individual pig genes [20, 21]. Two studies
investigated gene expression at the mRNA level [22, 23], while the other two [24,
25] were exclusively in silico analyses without laboratory research. The remaining
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29 publications constituted molecular genetic studies of pig genetic variability.
Within this subset, one study [26] examined microsatellite loci, one focused on
mitochondrial DNA [27], and one presented a comparative study of pig
somatotropin forms coded by different genes [28], while the majority (26 studies)
investigated single nucleotide polymorphisms (SNPs) in one or several
genes [29-51].

2. Main directions of genetic research in pig breeding in Ukraine

Publications investigating genetic variability in pigs within the framework
of population and association studies are of particular relevance. A substantial
proportion of these studies focuses on the distribution of SNPs in candidate and
causal genes across different pig breeds and their associations with economically
important traits. Consolidated information on the genes studied by Ukrainian
research groups (as well as Ukrainian scientists participating in international
collaborations), the pig breeds analyzed, and the productive traits evaluated is
presented in Table 1.

Table 1. Main studied genes, pig breeds and associations with productive traits

Gene Breed Studied associations with | Source
productive traits

Ukrainian Large White, English Large White,
Large Black, Landrace, Ukrainian Steppe Spotted,

CTSB | Ukrainian Steppe White, Myrhorod, Poltava Meat, N/A (population study) [10]
Meishan, Pietrain
Ukrainian Large White Meat quality parameters [11]
CTSD | Ukrainian Large White Meat quality parameters [12]
CTSF | Ukrainian Large White Meat quality parameters [12]
Ukrainian Large White, English Large White,
Large Black, Landrace, Ukrainian Steppe Spotted, N/A (population study) [10]

CTSK | Ukrainian Steppe White, Myrhorod, Poltava Meat,
Meishan, Pietrain
Ukrainian Large White Meat quality parameters [11]
Ukrainian Large White, English Large White,
Large Black, Landrace, Ukrainian Steppe Spotted,
CTSL | Ukrainian Steppe White, Myrhorod, Poltava Meat,
Meishan, Pietrain
Ukrainian Large White Meat quality parameters [11]
Ukrainian Large White, English Large White,
Large Black, Landrace, Ukrainian Steppe Spotted,

N/A (population study) [10]

CTSS | Ukrainian Steppe White, Myrhorod, Poltava Meat, N/A (population study) [10]
Meishan, Pietrain
Ukrainian Large White Meat quality parameters [11]
Ukrainian Large White Reproductive traits [29]
Ukrainian Large White, English Large White,
Large Black, Landrace, Ukrainian Steppe Spotted, .

ESR1 Ukr?ainian Steppe White, Myrhorod, Pgl‘t)avapMeat, N/A (population study) [10]
Meishan, Pietrain
Myrhorod, Poltava Meat Reproductive traits, selection [30]

indices

Ukrainian Meat Breed N/A (population study) [31]

FuT Growth traits, backfat

thickness [32]

Ukrainian Large White
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Continuation of the tabl.

Gene Breed Studied associations with | Source
productive traits
Ukrainian Large White, Myrhorod N/A (methodological study) [33]
Ukrainian Large White, English Large White,
GH Large Black, Landrace, Ukrainian Steppe .
Spotted, Ukrainian Steppe White, Myrhorod, N/A (population study) [10]
Poltava Meat, Meishan, Pietrain
GHRH Ukrainian Large White Meat quality parameters [11]
Ukrainian Large White, English Large White,
Large Black, Landrace, Ukrainian Steppe .
IGF2 Spotted, Ukrainian Steppe White, Myrhorod, N/A (population study) (10]
Poltava Meat, Meishan, Pietrain
Ukrainian Large White Meat quality parameters [12]
- . Growth traits, backfat
Ukrainian Large White thickness [34]
LEP Ukrainian Large White Meat quality parameters [35]
French Large White, Belgian Large White, .
French x Belgian crossbreed N/A (population study) [36]
Ukrainian Large White Meat quality parameters [11]
- . Growth traits, backfat
LEPR Ukrainian Large White thickness [34]
Ukrainian Large White Meat quality parameters [35]
Ukrainian Large White Backfat thickness [37]
Ukrainian Large White, English Large White,
Large Black, Landrace, Ukrainian Steppe .
Spotted, Ukrainian Steppe White, Myrhorod, N/A (population study) [10]
Poltava Meat, Meishan, Pietrain
. . Growth traits, backfat
Ukrainian Large White thickness, selection indices [38]
. . Growth traits, backfat
Ukrainian Large White thickness, selection indices [39]
Growth traits, backfat
MCc4R | Ukrainian Large White thickness, blood biochemical [40]
parameters
. . Growth traits, backfat
Ukrainian Large White thickness, selection indices [41]
Ukrainian Large White Reproductive traits [42]
Myrhorod N/A (population study) [43]
Ukrainian Large White x Landrace crossbreed fr;]ir;\(/\r/]tgst;alts, backfat [44]
N/A N/A (in silico study) [24]
French Large White, Belgian Large White, .
French x B%Igian crossb?eed ’ N/A (population study) [45]
muce | UKkrainian Meat Breed N/A (population study) 131]
NR6A1 | N/A N/A (in silico study) [24]
PRKAG3 | N/A N/A (in silico study) [24]
Ukrainian Large White, English Large White,
Large Black, Landrace, Ukrainian Steppe .
Spotted, Ukrainian Steppe White, Myrhorod, N/A (population study) [10]
PRLR Poltava Meat, Meishan, Pietrain
Myrhorod, Poltava Meat Reproductive traits, selection [30]
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Continuation of the tabl.
Gene Breed Studied associations Source
with productive traits
RYR1 Ukrainian Large White, Myrhorod, Poltava Meat | Viability of piglets [46]

Ukrainian Large White, English Large White,
Large Black, Landrace, Ukrainian Steppe
Spotted, Ukrainian Steppe White, Myrhorod,
Poltava Meat, Meishan, Pietrain

N/A (population study) [10]

Reproductive traits,

Landrace selection indices [47]
Reproductive traits,
Welsh selection indices [48]
Myrhorod N/A (population study) [43]
N/A N/A (in silico study) [24]
French Large White, Belgian Large White, .
French x Belgian crossbreed N/A (population study) (36]
SCD Duroc Intramuscular fat content [49]
- . Growth traits, backfat
SLC11A1 Ukrainian Large White thickness [50]
NRAMP1 h trai kf
( ) Ukrainian Large White g'i';\(’\r’]test;alts' backfat [32]
SYNGR2 | N/A N/A (in silico study) [24]
N/A N/A (in silico study) [25]
TERT Ukrainian Large White ls\lt/lﬁ\jilr)nethodologlcal [51]

Note. N/A — not available (corresponding data is not available from the study).

The most extensively studied gene in pigs by Ukrainian researchers is
MC4R (melanocortin 4 receptor). This gene was addressed in 11 of the studies
included in the present review [10, 24, 37—45]. All of these investigations focused
on the same SNP, rs81219178 (c.1426G>A), a missense polymorphism resulting
in the amino acid substitution D298N in the encoded protein [24]. This variant has
been analyzed for associations with a broad spectrum of productive traits,
including litter size (total number of piglets born and number born alive), litter
weight, birth weight, average daily gain, number of piglets at weaning, litter weight
at weaning, age at reaching 100 kg body weight, backfat thickness, body length,
selection indices, and certain biochemical blood parameters. Most association
studies were conducted in Large White pigs of various origins, although
population-level data for this polymorphism are available for a wider range of
breeds. Despite inconsistent evidence regarding its association with specific traits,
this polymorphism has remained a sustained focus of multiple research groups
over time.

Another frequently studied gene is RYR1 (ryanodine receptor 1) [10, 24, 36,
43, 46—-48], particularly the missense polymorphism rs344435545 (g.1843C>T),
which results in the R615C substitution in the receptor protein [24]. This variant
is widely regarded as causal for Porcine Stress Syndrome and is associated with
malignant hyperthermia [46], which underpins its continued research relevance.
However, among the Scopus-indexed publications analyzed in this review, only
several studies assessed its association with viability of piglets [46], reproductive
traits (including number of piglets born alive, total number born, and litter weight),
or selection indices [47, 48]. The remaining studies primarily addressed
population-genetic distributions or theoretical aspects of this polymorphism [10,
24, 36, 43].
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SNPs in the ESR1 (estrogen receptor 1) and PRLR (prolactin receptor)
genes have been examined in several studies [29, 30] for their associations with
reproductive traits in pigs, including the number of piglets born alive, total number
of piglets born, number of piglets at weaning, and litter weight at weaning. These
traits are hypothesized to be influenced by genetic variation in the respective loci.
Association analyses have been conducted primarily in Ukrainian Large White,
Myrhorod, and Poltava Meat breeds [29, 30], with additional population-level data
reported for several other breeds [10]. However, the overall strength of evidence
supporting these associations remains limited, largely due to constraints on the
number of available studies with strong associations.

Polymorphisms in a range of genes have also been investigated in relation
to meat quality parameters, including intramuscular fat content, protein, ash,
water content, pH, and other physicochemical characteristics of pork [11, 12, 35].
These studies have focused on genes encoding cathepsins (e.g., CTSB, CTSD,
CTSF, CTSK, CTSL, and CTSS), as well as LEP (leptin) and its receptor LEPR,
GHRH (growth hormone-releasing hormone), and IGF2 (insulin-like growth
factor 2). Notably, these investigations [11-12, 35] have predominantly been
conducted in Ukrainian Large White pigs and are largely attributable to a single
research group, with results disseminated across multiple publications.

Several additional genes have been addressed in isolated studies. For
instance, polymorphisms in MUC4, FUT1, and SLC11A1, which are considered
candidates for influencing resistance to infectious diseases, have been
investigated in several works [31, 32, 50]. However, these studies primarily report
population genetic characteristics or associations with growth traits and backfat
thickness, while direct analyses of disease resistance phenotypes remain absent.
Similarly, recent studies [24, 25] have employed in silico approaches to predict
the functional relevance of polymorphisms in genes such as TERT, PRKAGS3,
SYNGR2, and NR6A1. Nevertheless, association studies linking these variants
to productive traits in Ukrainian pig populations have not yet been reported in
Scopus-indexed publications.

3. Current status of genetic research in pig breeding in Ukraine:
issues and prospects

The majority of genetic studies in pig breeding, as represented in Scopus-
indexed publications, have been conducted by research groups affiliated with
several key scientific institutions. Leading positions are held by the Institute of Pig
Breeding and Agroindustrial Production of the National Academy of Agrarian
Sciences of Ukraine (Poltava, Ukraine); Poltava State Agrarian University
(Poltava, Ukraine); and the Institute of Grain Crops of the National Academy of
Agrarian Sciences of Ukraine (Dnipro, Ukraine), among others. At the level of
individual contributions, the most prolific authors include Balatsky Viktor
(14 publications), Saienko Artem (14 publications), Tsereniuk Oleksandr
(10 publications), and Vashchenko Pavlo (8 publications), who frequently appear
as co-authors in overlapping collaborations.

The vast majority of studies have been conducted on the Ukrainian Large
White pig breed, as well as on Large White populations of other geographical
origins. Other breeds, including Myrhorod, Landrace, and Poltava Meat pigs, are
represented far less frequently. Consequently, most association data are
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available for Ukrainian Large White pigs. The principal focus of these studies
includes growth performance traits, reproductive characteristics of sows, and
meat quality parameters.

A key limitation is the relatively small number of studies available in Scopus-
indexed sources. At the same time, analysis of reference lists within these
publications indicates that the actual volume of research on pig genetics in
Ukraine is substantially larger. A significant proportion of studies appears to have
been published in journals not indexed in Scopus, resulting in fragmented
international visibility and limited accessibility for the global scientific community.
As a consequence, for certain genes and breeds, only population-level studies
without association analyses were identified within this review. It is plausible that
complementary association studies exist outside the indexed publications or that
some research efforts did not progress beyond the population-genetic stage.

A positive trend is the increase in the number of publications in the analyzed
dataset during the 2020s, suggesting improved international representation of
recent Ukrainian research in pig genetics. However, a major methodological
limitation remains evident. Most studies rely on PCR-based approaches,
particularly PCR-RFLP. While these methods are suitable for analyzing individual
polymorphisms in candidate or causal genes and can support MAS, they are
limited in scope [52, 53]. Notably, this methodological framework in pig genetics
in Ukraine has remained largely unchanged from the early 2000s to the present.

In contrast, none of the analyzed studies employed sequencing
technologies (including Sanger sequencing or next-generation sequencing),
microarray-based genotyping, or genome-wide association studies (GWAS),
which are standard in contemporary international research [54-58]. This
methodological gap constrains the ability to investigate genetic variability at the
genome-wide level and Ilimits the implementation of genomic selection
approaches, which are generally more effective than marker-assisted strategies
[2, 5, 59]. Accordingly, an important prospect for the development of pig genetics
research in Ukraine is the transition toward large-scale, genome-wide
methodologies. The adoption of advanced genomic tools would enable more
comprehensive analyses of genetic architecture and facilitate alignment of
Ukrainian research with current international standards in animal breeding
science.

Conclusions. This systematic review summarizes pig genetics research
conducted by Ukrainian scientists and represented in the Scopus database,
reflecting the segment of national research visible to the international scientific
community. The analyzed studies are predominantly focused on candidate gene
approaches, particularly single nucleotide polymorphisms in genes such as
MC4R, RYR1, ESR1, PRLR, LEP, LEPR, and others in relation to growth,
reproductive, and meat quality traits. Most investigations are focused on the
Ukrainian Large White breed, while the thematic structure of the studies reflects
a consistent orientation toward MAS, supported by PCR-based genotyping
methodologies.

At the same time, the overall number of Scopus-indexed publications
remains relatively small, which constrains the international visibility of Ukrainian
research. This limited representation does not fully reflect the actual volume of
scientific work conducted within the country, as a substantial proportion of studies
is disseminated through non-indexed sources. As a result, the global scientific
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community has access only to a partial and potentially fragmented view of
Ukrainian research in pig genetics.

Methodologically, the orientation of most studies on individual candidate
genes, without integration of genome-wide approaches, including sequencing
and GWAS, highlights a gap relative to current global standards and constrains
the implementation of genomic selection. Overall, further development of the field
requires both methodological advancement toward genome-scale analyses and
increased integration into international publication practices to enhance the
visibility and impact of Ukrainian research in pig breeding genetics.
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FEHETUKA Y CBUHAPCTBI: Ornsa YKPAIHCbKUX OOCNIIKEHb Y MDKHAPOOHUX HAYKOBUX
NYBNIKALIAX

M. 0. MNeka
XapkiecbKull HauioHanbHUl yHisepcumem imeHi B. H. KapasiHa
nn. Ceobodu, 4, m. Xapkis, YkpaiHa, 62022

Mema. Memoro yboz2o OocnidxeHHs b6yrio cucmemamuyHo npoaHanisyeamu mnybnikauii 3
2eHemuKu ceuHel, HarnucaHi yKpaiHcbKumu OocrniOHUKamu ma rnpoiHoekcoeaHi 8 6a3i daHux Scopus, 3
aKUEHmMOM Ha BU3HA4YeHHSI OCHOBHUX HarpsMkie docnioxeHb, MemodonoeidHux nidxodig, 4Yacmo
docnidxysaHUX eeHemu4YHUX roniMopghiamie ma ropid ceuHel. [Jodamkosoo memoro Oyrno ouiHumu, siK
YKpaiHCbKi OOCiOXKEeHHS 8 2arny3i 2eHemuKu ceuHel npedcmasrieHi 8 MiXXHapoOHOMY HayKO8OMY MPOCMOPI.
Memodu. Byrio nposedeHo cucmemamuyHuUl nowyk fimepamypu 8 6asi daHux Scopus. lNpoyec s8idbopy
eKoyvas ideHmucbikauito, CKpuHiHe Ha3g ma aHomauil, a MmakoXx OUiHKy npudamHocmi Ha OCHO8I
nogHomexkcmogoeo aHasnidy. Kpumepiam exknoqeHHs gidnosidanu opueiHanibHi 0ocniOHUYbKIi cmammi ma
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025150u, npucssyeHi eeHemuyi cauHed, npuHalMHi 3 00HUM asmopoM, agbinitiosaHum 8 YkpaiHi. Kpumepisim
BUK/TIOYEHHS 8idnoeidanu me3u KoHgepeHUil, OO0CiOXKeHHS, WO He os’s3aHi 6e3nocepedHbo 3
2eHEeMUKOK csuHel, ma mi, 8 KUX MopyweHi emuy4Hi cmaHOapmu. AHaniz daHux 6ys 3ocepedxeHull Ha
2eHemUuYHUX Mapkepax, nopodax, 0ocnidxysaHux o3Hakax ma memodosnoeidHux rnioxodax. Pesynbmamu.
lMoyamkosul nowyk dae 126 3anucu, 3 skux 39 nybnikauili gidrnosidanu KpuMepisM BKIIHOYEHHS MiCrs
CKPpUHiHey ma ouyiHku rpudamHocmi. Habip daHux npodemMoHcmpysag memamuyHy 2emepo2eHHICMb,
npudomy 29 OocnidxeHb 6e3rnocepedHbO  CmMOoCy8arnucs MOMEKYNSPHO-2EHEMUYHOI  MiHIu8ocmi,
repesaxHo aHarisy 00HOHyKIeomudHuUx rnosimopagbiamie. Halibinsw docnidxysaHum eeHom bys MC4R, 3a
Hum criidysanu RYR1, ESR1, PRLR, LEP ma LEPR. [ocnidxeHHs npo8odusucsi NepesaxHo Ha C8UHSIX
YKpaiHcbkoi eesnukoi 6irnoi nopodu, 3 obmexxeHuM npedcmasieHHsIM iHwux rnopio. OCHOBHUMU HarnpsiMKamu
docnidxeHHs1 Bynu 03Haku pocmy, pernpodykmusHa 30amHicmb ma XxapakmepucmuKku sikocmi m’sca.
MemodornoeiyHo binbwicme 0ocnidxxeHb sUKopucmosysaru nidxodu Ha ocHosi /1P, ocobnuso MN/IP-P®,
modi sik nidxo0u, crpsiMosaHi Ha MOBHO2eHOMHUU aHarni3, maki sik cekeeHysaHHsi ma GWAS, 6ynu gidcymHi.
AHariz makox roka3sae 8iOHOCHO He8esluUKY KirlbKicmb nybnikayil, npoiHOekcosaHuUx y Scopus, rMopieHsIHO 3
wupwum crieKmpom HauioHasnbHUx 0ocrioxeHb. BucHo8KuU. YKpaiHCcbKi O0CrniOx)eHHs 8 2anysi 2eHemuKu
ceuHel, npedcmasrneHi 8 MiXHapoOHO iHOeKkcoeaHil nimepamypi, Maromeb GQOKYC Ha nonimMopghiamu
KaHOuUdamHuUX ma Kay3arnbHUX 2€Hi8, a MaKoX Ha Mapkep-acoyitiosaHy cenekuito. OOHak ix MixHapoOHa
sudumicmb 3anuuaembcsi 0bMexeHo, a MemodorsioaidHi nidxodu eidcmaromp 8i0 CyyacHUX C8Imo8ux
meHOeHUil. MalbymHil po3euUMoOK euMazac 5K 6rpo8adXXeHHsS MOBHO2EHOMHUX MexHosoeil, mak i
rocurneHHs iHmeepauii 8 MixHapoOHi Haykoei nybnikauii dna nidsuweHHs docmyrnHocmi ma ennusy
YKpaiHCbKUX OOCIOKEHb.

Knro4doei crnoea: zeHemuka ceuHel, cguHapcmeo, YkpaiHa, nonimMopghiam, SNP, mapkep-
acoujitiosaHa cernekuisi, kaHoudamHi eeHu, Scopus, TIP-IAP®.
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