them were reconstructed based on sequences of the mitochondrial gene cyth (Lavrenchenko,
Verheyen 2006). Discordance between mitochondrial and nuclear phylogenies was showed for
some mammals, which can be explained by interspecific hybridization. Performed analyses of
phylogenetic relationships within the genus with using both mitochondrial (cyth) and nuclear
(Rag 1, IRBP, Dhcr24-7, Wis-7, Smo-9 n Nadsynl-4) markers allowed to suggest more complex
evolutionary scenario than supposed before. The reconstruction of Stenocephalemys evolution
assumes combination of the gradient and allopatric speciation and also allochronous processes of
the interspecific hybridization. Preliminary analysis of the amino acid sequences of the cyth gene
allowed us to suggest an adaptive character of the revealed cases of mitochondrial introgression.
This work was supported by the RFBR (Project Ne 15-04-03801).

I'eneTnueckasi cTpyKkTypa Buaa kadaH esponeiickuii B Pecnnyoiinke benapycs
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'y «Hayuno-npaxmuueckuii yenmp Iocyoapcmeennozo komumema cyOe6Hbix IKcnepmus3
Pecnybnuxu benapycvy, Munck, bBenapyco
‘PyIl «Hayuno-npaxmuuecxuii yenmp HAH Benapycu no sncusomuogoocmaeyy,
Koouno, benapyco
S [Oanwexkuii meduyunckuii ynusepcumem, kagedpa cydebnoii meduyunsi, I'oansck, onvua

B nonynsanusax aukux kabanoB (n=719) u nomamnux cBuHert (n=304) npoBeACHO U3yUYECHHE
JBYX THUNOB TeHeTHdeckoro mommmMoppuszma — 20 STR-mokycoB m 3 caliTOB OJHOHYKJICOTHUIHBIX
3aMeH (SNP-nonmumopdusm) B reHax peuenrtopa MeaaHokoptuHa 1 (MCRI) u siiepHOTo peLentopa
NRG6AI. MaccuB 00pa3nioB TUKAX KabaHOB c(hOpMUpPOBAH M3 BHIOOPOK, MOIYYEHHBIX H3 51 MecTa
oOuTaHUs TUKUX KUBOTHBIX (M3 51 ammMuHUCTpaTUBHOrO paiioHa bemapycu). MaccuB moManiHux
CBUHEN NMPECTaBIIEH 6 MOpoAaMU U3 § arpolpOMBIIIIEHHBIX Oprann3auuii benapycu.

[TokazaHo, 4TO MOMyJSALMU JIUKUX KaOaHOB HECYT TI'eHbl JTOMAIlHUX CBHUHEH. YPOBEHb
WHTPOTPECCUU JOMAIIHUX T'€HOB B JAMKYIO MOMyJsiiuio cocrasiser 6,8+0,9% nns rena MCRIn
1,5+0,5% nnst rena NR6AI, 4To 3HAYMTEILHO MEHBIIE, Y€M Y >KUBOTHBIX W3 lleHTpanbHOU U
OsxHoi1 EBponbl.

[Tomumopdusm 16 STR-10KyCOB B MOMyJISIIUAX TUKOTO KabaHa MMEET TEPPUTOPHAIBHBIC
ocobenHoctu. Jlukue kabaHbl HE (QOPMUPYIOT €IUHOM MOMYJSIMU: MacCUBBI 00pas3IoB,
chOpMUpOBAaHHbIE HAa TEPPUTOPUH 6 aJIMUHUCTPATUBHBIX 00JACTEl CTpaHbl, CTATHCTUYECKU
JOCTOBEPHO PA3NUYAIOTCS MEXAy co0oi. MHOromMepHoe IIKaJIMpOBAHWE MAacCHBOB T€HOTHUIIOB,
c(hOpMUPOBAHHBIX IO THITY JICCHBIX HACAKICHUN, MO KIMMATUYECKHUM OCOOCHHOCTSM (TITyOHWHE
CHEKHOT'O MOKpPOBa), O MyHKTaM 0TOOpa Mpod M JIp. TaKKe BBISBIIET HEOJHO3HAUYHYIO KapTUHY,
YTO MOXKET OBITh OTPa)KEHUEM aHTPOMOTeHHON NedopMallii T€HETUYECKUX CTPYKTYP MOIYJISIIHMA
Ha MecTax. YacTOTBl BCTpPEUaeMOCTH aylefiell y JAMKOro KkabaHa ¥ JOMAIIHUX CBHHEH
CTaTHUCTUYECKH  JIOCTOBEpHO  paznuuaiorcsa. s cyaeOHO-3KCIEepTHOro  MCHOJB30BaHUS
HeoOxoauMo hopMUPOBaTh OAHKH JTaHHBIX YaCTOT aJuIeel OTASNBHO JUIS IUKUX W JIJIS JOMAITHUX
KUBOTHBIX. YacTOTHI BCTPEUAEMOCTH ajuleNiell MEXy OTAENIbHBIMH MOPOJaMU CBUHBU JOMAaIIHEH
TaKXKE pa3IMyaroTCs, YTO MOXKET OBITh HCIOJB30BAHO U  ONPEACTCHUS  IOPOJBI.
DKCIMEpUMEHTANIBHO JI0OKa3aHO, 4YTO maHednb u3 16 STR-nokycoB mpuromna mis TOCTOBEPHOMU
uaeHTHPUKAIMU O0pa3oB JMKOro KabaHa u JomamiHed cBUHBU. [Ipu 3TOM ToOKa3aHO, YTO
TeHOTUIIBl BCEX CHOCOB MEPBOrO IMOKOJICHHS Y [OMAIIHUX CBUHEH pas3inyaroTcs. DTO JaeT
BO3MOKHOCTh PEILEHUs 3a/laud O TEHETHYECKOM POACTBE 0co0el, KaK TUKUX, TaK U JOMAaIIHUX
JKUBOTHBIX. DKCIEPUMEHTAIBHO YCTAHOBJIEHO, YTO C HUCHojJb30BaHueM 16 STR-10KycoB MOXHO
OMpEeNENATh MPUHAIICKHOCTh HEU3BECTHOTO TE€HOTHUIA K MACCHUBY T€HOTHIOB [HUKUX WIH
nomanrHuX >KMBOTHBIX. Ha ocHoBe SNP-momumopduszma reHoB MCRI u NR6AI Takxe MOXKHO
muddepeHrpoBaTs OHoNorHYeckre oOpasipl Mo npoucxoxaeHuo. C tounocteio 98,83+0,33%
MpU 3asBJICHHOM YpOBHE cTaTtucThueckor 3HauyuMocTu p<0,01 nmns muddepeHmmanmm ITUKOTO
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kabaHa ot nomamHed cBuHbM MeTojoM IILIP-TIJIP® nocraTouHo HccienoBaHus MOJIUMOP(HBIX
BapHUaHTOB ABYX caiiToB — ¢.367A>G (reH MCIR) n g.299084751 C/T (ren NR6AI).

The genetic structure of the wild boar in Republic of Belarus

Kotova S.A.l, Rabcava A.A.l, Kipen V.N.l, Zhurina N.V.z, Gandzha A.I.z, Rebala K.3,
Tsybovsky I.S.!

!Scientific and Practical Centre of the State Committee of Forensic Examination, Minsk, Belarus
“Scientific and Practical Centre of the National Academy of Sciences on Animal Husbandry,
Zhodino, Belarus
Department of Forensic Medicine, Medical University of Gdansk, Gdansk, Poland

We investigated two types of genetic polymorphism — 20 microsatellite loci and 3 SNP sites
— in the genes of melanocortin receptor 1 (MCRI) and nuclear receptor NR6A41 in populations of
wild boar (n=719) and domestic pig (n=304). The wild boar specimen set was assembled from
selections obtained from 51 sites of natural habitat (51 administrative districts of Belarus). The
domestic pig specimen set comprised 6 breeds from 8 agricultural organizations in Belarus.
Domestic pig genes were detected in the wild boar populations. The level of introgression of
domestic genes in the wild population was 6.8+0.9% for MCR1 and 1.5+0.5% for NR6A 1, which is
significantly less than in animals from central and southern Europe. The polymorphism of 16 STR
loci in the wild boar populations was region-specific. Wild boars do not form a single population,
with the sample sets obtained from the 6 administrative regions statistically significantly different
from each other. Multidimensional scaling of genotype subsets formed according to forest types,
climate (snow cover depth), sites of sample collection, etc., produced equivocal results, which may
reflect anthropogenic deformation of genetic structures of the local populations.

The allele frequencies in the wild boar and domestic pig were significantly statistically
different. Therefore, forensic applications will require separate databases of allele frequencies for
wild and domestic animals. The allele frequencies in different domestic pig breeds were also
different, which may be used for breed identification. We provide an experimental proof that the
panel of 16 STR loci can be used for reliable discrimination between specimens from the wild boar
and domestic pig. Moreover, the genotypes of all first-generation sibs of domestic pigs were also
different. This opens a possibility to determine paternity testing of both wild and domestic animals.
We showed experimentally that the 16 STR loci can be used to assign an unidentified genotype to
the pool of wild or domestic animals. Based on SNP polymorphism of the MCRI and NR6AI genes,
it is also possible to differentiate biological specimens according to their origin. Thus, for
differentiation between the wild boar and domestic pig using PCR-RFLP with an accuracy of
98.83+0.33% at the level of statistical significance of p<0.01, it is sufficient to analyze polymorphic
variants of two sites, c.367A>G (MCIR gene) and g.299084751 C/T (NR6AI gene).
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