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PE®EPAT

Juniiomuasi pa6ora: Bkiouaer 74 crpanul], 11 pucyHkos, 9 Ttabmun, 87
UCTOYHUKA.

KiroueBble c10Ba: MapKepsl, JOKYChl Y-XpoMocoMbl, STR-10KyChl, METOBI
JAHK-ananwuza.

O6bexT uceaenosanus: soiaenenue u ounctka JIHK, ammmdukanus JHK ¢
nomorsto peakiuu [1LP, yder u ananus pesynsratos JJTHK.

ean: MpoaHaIM3UPOBaTh NaHHBIE OHOJIOTHYECKOro obpas3lia Ha Halu4due
POINCTBEHHBIX  CBSI3€H, TIPOBECTH CpPAaBHUTENBHBIA aHANU3  HACIEACTBEHHBIX
IPU3HAKOB, JaTh OLEHOYHYIO XapaKTepUCTUKY pe3yJIbTaTaM.

Metoabl uccienoBanusi: BoiieneHne JIHK u3 o0pa3noB KpoBH, CIIOHBI C
nomomisio pearenta «Chelex-100» npomssonctea «Bio-Rad Laboratories» (CILA)
B COOTBETCTBHM C METOJUYECKHMMHU PEKOMEHIALUSIMU, aMIUTU(UKATOD «GeneAmp®
PCR System 2720», Habop peareHTOB Jyis aMILTU(pUKALUH «PowerPlex” Fusion 6C
System» u «PowerPlex Y23» mnpousBoactea «Promega Corporation» (CILIA),
cnierduynbix Kk JITHK dvenoseka. Paspenenve aMru@uIMpoOBaHHBIX (parMeHTOB
METOJIOM KalWUIIPHOTO 3JIeKTpodope3a B reHeTHuueckoM anHanuzarope «3500xL
Genetic Analyzer» («Applied Biosystemsy», CILIA). Yyer u ananu3 pe3yibTaToB
anekTpodopesa MPOBOAWIA C MOMOIIBIO TporpamMmHoro obecnedenus «Run 3500
Data Collection v. 1.0» u «GeneMapper™ ID-X Software v. 1.4».

PesyabTaThi:

18 JIHK 1 - ycTaHOBIIEHO HaIMUKe COBIANAIOIIMX AJUIEJIBHBIX BAPHAHTOB BO BCEX
23 wucciegyeMmbIX JioKycaX. TakuM oOpa3oM, C y4eTOM 3aKOHOB HacjeJIOBaHMs
reHEeTUYECKUX NMPU3HAKOB, OMOJOTHYECKAM OTLIOM peOEHKA MOXKET SIBIATHCS OJUH W3
CBIHOBEM pojuTeel MpearosaraeMoro OTia. BeposTHOCTb OHOJIOTHYECKOIO
POJICTBA IO JIMHUKM OTLA MEXAY PeOCHKOM U POIMUTENSIMU IIPEAIIoIaraeMoro oTia
cocraBisieT 99,99999997 % (unnexc poxacrea 3376072806).

[Tpu uccnenoBanuu Y-xpomocomuoit JIHK, BeimeneHHON U3 00pa3lioB CIIOHBI
U KpoBH peOeHKa U U3 00pa3LoB CIIOHBI U KPOBU OTL@ YMEPILEro MPEANOoIaracMoro
oTHa (OeAyIIKH), YCTAHOBJEHbI TI'€HETHMYECKUE XapaKTepUCTUKH, COBIIaJaroIIne
Mexay coboii. BeposTHOCTh OGHOJIOTMYECKOTO POJCTBa peOeHKa U OTLA yMEpILEro
IpeanojaraeMoro otia (IeayIIKu) Mo My»XCKoi THHUU cocTasiseT 99,979 %.

2. JJHK 2 — pesynbraThl MOATBEPXKAAIOT OHOJIOTHYECKOE  OTLIOBCTBO
IpearojiaraeMoro OTIla IO OTHOLIEHWIO K pebdeHKy (meBouke) BeposTHOCTh
OTIIOBCTBA cocTaBiseT 99,9999999999759 % (unnexc otuoseTsa 4,149 x 1012).

3 JHK 3 — pe3ynbTaThl HCKIIOYAIOT  OMOJIOTMYECKOE  OTLIOBCTBO
IperojgaraéMoro OTlia Mo OTHOUICEHHWI0 K peOeHKy, pOAMBLIEMYCsS y Marepud Ha
OCHOBAaHMM TIOJYYCHHBIX JAHHBIX CPaBHUTEJIBHOIO aHaju3a I[POrpaMMHOIO
obecrieyeHus: N0 MapKepHOW TEXHOJIOIHH.



PE®EPAT

Apimiomuas npana: yxmowae 74 craponak, 11 mamonkay, 9 Ttabumii, 87
KPBIHILIBL.

KarouaBpia cioBbI: Mapkepsl, jJoKyca Y-xpamacomsl, STR-10Kyca, MeTab!
JIHK-anamizy.

AG'exT nacaenaBanus: Bey3sieHHe i aubictka JIHK, ammmidikansi JHK 3
nanamorai paaxupli ITLP, ynik i ananis seinikay JJHK.

Mbra: mpaananizaBaup JanseHels OisurariuHaii  Y3opy Ha  HasyHacIb
POZHACHBIX CYBSI3sy, MPaBECLi MapayHalbHbl aHAJi3 CIaA4bIHHBIX MPBIKMET, NAallb
aLPHAYHYIO XapaKTapbICTHIKY BBIHIKAY.

Mertaabl pacaenaBanus: BeutywHHe JIHK 3 y3opay KpeiBi, cImiHBI 3
nanamorain paareHta «Chelex-100» BeiTBOpyacti «Bio-Rad Laboratories» (3ILIA) y
ainaBeJHACLl 3 METaJbIMHBIMI paKaMeHmaubisiMi, ammummdukarop «GeneAmp PCR
System 2720», naGop poarentay 1t ammidikausti «PowerPlex Fusion 6C System»
i «PowerPlex Y23» BeitBopuacti «Promega Corporation» (3I1IA), criensipiunsx 1a
AHK uanasexa. [Nanzen ammimduuupoBaHHbIX (parMeHTay MeTajgaM KarispHara
anexTpaapasy ¥ reHeTHIYHBIM aHamizatapsl «3500xL Genetic Analyzer» («Applied
Biosystems, 311IA). Viik i anani3 Beiixay anexTpadapaIzy MpaBoj3iii 3 garmaMmorai
nparpamHara 3adecrsusnss «Run 3500 Data Collection v. 1.0» i «GeneMapper ID-X
Software v. 1.4».

Bbiniki:

L. AHK 1 - ycranoynena HasyHacup CynajalbHBIX aUleJbHBIX BapbISHTAY Ba
yeix 23 pmocnenmbix jokycax. TakiM dblHam, 3 yJdikaM 3aKOHAy AaTPEIMAHHS ¥
Criaa4ybIHY TeHETBIYHBIX MPBIKMET, OisnariyHpiM OambkaM [I3isi Moxa 3'syiasiua
aJI31H 3 CBIHOY OalbKOy MepkaBaHara Garbki. Beparoguacip Gisuaridsara cBasiTsa
na Jinii 6aneKi maMix g3inem i 6aupkami MepkaBaHara 6aipki ckinagae 99,99999997
% (indKe cBasiuTBa 3376072806).

IIper nacnenaBansi Y-xpamacomuait JIHK, Bbiazenenait 3 ysopay ciiHbl i
KpBIBI I3ilsni i 3 y3opay ciuiHbl i KpbiBi Gaipki mamepsiara MepkaBaHara OaifbKi
(A3s/1y1i), yCTaHOYIEHBI TIeHETBIYHBIS XapaKTaphICTBIKi, SKif CYyNajarolb Mamix
caboil. Beparonnacup Gisnariunara cpasurBa msinsmi i Gaupki mameprara
MepkaBaHara OanpKi (I3s1yI1i) na My >KublHCKaM JIiHii cknagae 99,979 %.

2. JHK 2 - pemiki nansspmkaronp Oisiariunae 6GanbKoycTBa MepKaBaHara
Gaupki na anHOCiHAX ma H3iusni (u3syubiHIpl) BeparoaHacip GanbKoycTBa CKiIanae
99,9999999999759 % (inmskc Gapkoycrsa 4,149 x 1012).

3. JIHK 3 — BeIHiKi BeIK/IIOUarOLpb Oisiiariunae GambkoycTBa MepKaBaHara GambKi
na aJjHOCIHaxX Ja J3ILALi, ski HapaJ3iycs ¥ Mali Ha majgcTaBe aTphIMaHbIX Aa3eHbIX
napayHajibHara aHajisy IparpaMHara 3a0ecrisT49HHs 11a MApKEPHON TIXHAJIOTII.



ABSTRACT

Thesis: includes 74 pages, 11 figures, 9 tables, 87 sources.

Key words: markers, loci of the Y-chromosome, STR-loci, DNA analysis
methods.

Object of study: DNA extraction and purification, DNA amplification by PCR
reaction, accounting and analysis of DNA results.

Objective: to analyze the data of the biological sample for the presence of
family ties, to conduct a comparative analysis of inherited traits, to give an
assessment to characterize the results.

Methods: selection of DNA from samples of blood, saliva, with help a reagent
«Chelex-100%» productions «Bio-Rad Laboratoriesy» (USA) in accordance with the
methodical recommendations, amplifier «GeneAmp® PCR System 2720», a set of
reagents for amplification «PowerPlex” Fusion 6C System» and «PowerPlex Y23»
productions «Promega Corporation» (USA), specific to human DNA. Diffirentiation
of amplified fragments by method capillary electrophoresis in a genetic analyzer
«3500xL Genetic Analyzer» («Applied Biosystems», USA). Accounting and analysis
of the results of electrophoresis was carried out using software «Run 3500 Data
Collection v. 1.0» and «GeneMapper™ ID-X Software v. 1.4».

Results:

1. DNA I — installed the presence of matching allele variants in all the 23 studied
loci. Thus, taking into account the laws of inheritance of genetic traits, the biological
father of the child may be one of the sons of the parents of the alleged father. The
probability of biological kinship along the line father between the child and the
parents of the alleged father is 99.999997 % (relationship index 3376072806).

In the study of Y-chromosomal DNA isolated from samples of saliva and blood
of the child and from samples of saliva and blood of the father of the deceased
alleged father (grandfather), established genetic characteristics, matching among
themselves. The probability of biological relationship between the child and the
father of the deceased alleged father (grandfather) in the male line is 99.979 %.

2. DNA 2-results confirm the biological paternity of the alleged father to the child
(girl) the probability of paternity is 99.999999759% (paternity index 4,149 x 1012).
3. DNA 3-results exclude the biological paternity of the intended father towards
the child was born to the mother, based on the obtained data of comparative analysis
of software on marker technology.



