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[TpyunHON NMPEapaCHOI0KEHHOCTH K PAKY JKEIylIKa C BBICOKUM PHUCKOM
ABJIIETCSL Psii T€HOB, OCHOBHblE W3 KoTopbix — CDHI, MLH1 u MSH?2.
CrneuuguyeckuM TeHOM-CYNpPeccCOpoM CeMEHHON (OopMbBI paka Kelryaka
cautaetcsi TeH CDHI1, mockoipKy €ro coMaThyecKue MyTallid MPHBOIAT K
norepe KOHTposss Haja poctoM kietkw [1]. SNP-ananmm3 sBisieTcss caMbIM
TOYHBIM MeTOJIOM OOHapyxeHus SNPS u myrauuii U Ja€T BO3MOXHOCTb HUX
BBISIBJICHHS HAa CaMBIX paHHUX CTaMSIX OIyXOJeBOM mporpeccud [2, 3].

Ananranuto metonukun SNP-anammsa mo reny CDH1 npoBoannu Ha 6aze
YO «I'ponnenckuii 'ocynapcTBeHHBIM ATpapHbId Y HUBEPCUTET» B OTPACIEBOU
Hay4YHO-HccienoBaTenbckon nadoparopun «JIHK-texnomoruit». MccienoBansl
oOpa3upbl Tkanu mnanueHToB |-l cremenn poacTBa, OAMH U3 KOTOPBIX —
OHKOOOJIFHOM, Ha MpeAMeT Haanuusa Mmytanuu reaa CDHL.

OKCNEPUMEHTAIBHBIM ~ MYTEM  MNOJ00Opaid  KOJHUYECTBO  PEAreHToB,
cocrapisitoux III{P-cmech. [logoOpaHbl TemmepaTypHble U BpPEMEHHbIE
napameTpsl npoBenaenus [1LP. s kaxmoro 3 SNPSCDHI ucnons3oBamu 2
npaiimepa — npsAMod M oOpatHbid. [IpsgmMoe cekBEeHUpOBAHHME MPOBOJUIU C
ncrons3oBannem ABIBigDye® Terminatorv3.1 CycleSequencingKit. Amamus
ObUT  OCymeCTBIEH ¢  Hcmojib3oBanueM 3500 GeneticAnalyzer
(AppliedBiosystems). OO6paGoTKy pe3yJbTaTOB MPOBOAMIM C IOMOIIBIO
SequencingAnalysisSoftwarev6.0.

Takum o0pazom, Oblla aJanTUPOBAHA METOAUKA JUISl BBISIBJICHHUS MYTallUH
B reie CDH1 wmeromom SNP-ananuza. IlogoOGpaHbl OJMMTOHYKICOTHIBI,
pEaKkMOHHas CMECh U PEAreHTHhI ISl IPOBEJICHUA KaueCTBEHHOro aHanu3a [11{P
rena CDHI, noarotroBieHsl MPOTOKOJIBI IJIs JadbHEUIIIET0 CEKBEHUPOBAHHUS Ha
renetrueckoMm anaymsarope ABIPrism 3500. MonekysipHO-TeHETUYECKU
aHalIM3 MaTepuaja BBISIBUJ HAJIMYUE KIMHUYECKHM 3HAYMMOM MyTanuid B
«KpUTHUECKUX» paiioHax rena CDH1.
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The amount of reagents for PCR-mixture picked up by experimental way.
PCR temperature and time modes were selected. Two oligonucleotide primers —
direct and reverse — were used for every CDH1 SNPs. Direct sequencing was
performed with ABI BigDye® Terminator v3.1 Cycle Sequencing Kit. Analysis
was carried out on 3500 Genetic Analyzer (Applied Biosystems). The results
were processed with Sequencing Analysis Software v6.0.

Methodology of identifying with SPN-analysis was adapted for CDH1
gene mutations. Oligonucleotides, reaction mixture and reagents were selected
for qualitative PCR analysis of CDH1. Sequencing protocols were prepared for
the following sequencing with ABI Prism 3500. Molecular genetic analysis of
the material revealed clinically important mutations in «critical regions» of
CDH1.

Field of application: medical science (oncology).
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