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MOUCK JHK-MAPKEPOB, ACCOIIMMPOBAHHBIX C XO35IICTBEHHO
INEHHBIMHU ITPU3HAKAMM.
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[epcuk (Prunus persica (L)) sBiseTcs OAHUM W3 HamOoJiee BaKHBIX KOCTOYKOBBIX BHJIOB
yMepeHHOU 30HbI. [lo cBegeHusiM IIpojOBOILCTBEHHONW M CEIbCKOXO3AMCTBEHHOM OpraHU3alliu
OOH, miomank Mocagok, 3aHATHIX TOJ MMEPCHKOBBIE cansl B Poccuu, cocraBiseT 6 THIC Ta, 9TO
MO3BOJIIET TIPOM3BOIUTE 6619,2 kr/ra dpykroB (http://www.fao.org/faostat/ en/#data). [lepcux
MIPEBOCXOTHO TIOIXOHT JIJISl KICTIONH30BAHUS B TUETUIECKOM MEHIO, TaK KaK SBISICTCS TUTATEITFHBIM
MIPOIYKTOM, HO MPH 3TOM HU3KOKATOPUIHBIM. Taxke OH CUNTAETCS] HICTOYHUKOM IIEHHBIX BEIIECTB,
KOTOPBIE MPH YIIOTPEOICHUN MOTYT OKa3bIBaTh MOJOXKHUTEIHFHOE BIUSHUE Ha 310poBbe. K mpumepy,
ynoTpeOiIeHne MEPCUKOB MPEMSTCTBYET BO3HUKHOBEHHIO MOUYEKaMEHHOH Oose3Hu. OmHako Ha
JAHHBI MOMEHT HEJI0OCTATO4YHO MH(OpMAIMK O TOM, Kakue copTa Oojiee OoraTbl MUHEPalIbHBIMU
JJIeMEHTaMH, Kakue MeHee. MUpoBOe pacTeHHEBOACTBO, B TOM uucie U B Poccuu, opueHTHpOBaHO
Ha 3[I0POBBII 00pa3 )KHU3HU U NMOTpeOIeHNe POTYKTOB, KOTOPhIe MOTYT JaTh HEOOXOAUMBINA HAOOp
MUKPO3JIEMEHTOB, IIO3TOMY IIOBBIIICHHOE COEpPKaHUE MOJE3HBIX A 30pOBBS BEIIECTB BO
(pYKTax CTAHOBUTCS OJHHUM W3 BaXKHBIX IOKA3aTeIeH KOHKYPEHTOCIIOCOOHOCTH COPTOB.

B xomme XX Beka TOAXOABI TPATUITUOHHON CENEKIMH OBUTM JTOTIOHEHBI METOIaMHU
YCKOpEeHHOTO 0TOOpa Ha ocHOBe aHanmu3a monumopdusma JJHK. Oqun u3 Takux Mox010B — MapKep-
opuentupoBanHas cemekuuss (MOC) — ocHoBan Ha wucnois3oBanuu JIHK-mapkepos,
JTMAarHOCTHYECKUX Ul XO3SHCTBEHHO-LIIEHHBIX Npu3HaKkoB. s Toro uyToOnl paspaborars JIHK-
MapKepsl, CIIOCOOHbIE TOYHO MpeJcKa3aTh (EHOTHI, HEOOXOJUMO IPOBECTH IMPEABAPUTEIHHOE
KapTUPOBaHUE JIOKYCOB, KOHTPOIUPYIOUINX X03IiCTBEHHO-1IEHHBIC TPU3HAKH.

B nocnemHue roabl 1uis MoMcKa acColMauii My (PEHOTHIIOM U T€HOTHUIIOM UCTIONb3YeTCS
MMOJIHOTCHOMHBIN aHanmu3 accommanuii (GWAS, genome-wide association study), KOTOpBbIH
3HAYUTENBHO PACIIUpsET TeHEeTHYeCKoe pa3HOOOpa3ue JOHOPOB IIEHHBIX Npu3HakoB. OOHUM U3
yCIIOBUH, HEOOXoAMMBIX I nipoBeacHuss GWAS sBiseTcss pa3HOPOIHOCTh BBIOOPKH, TTOCKOIBKY
METOJT YYBCTBHUTEJICH K HAIMYUIO OOJBIIOrO KOJHYECTBA POACTBEHHBIX 00pasmoB. Komekius
nepcukoB Huxurckoro Boranmdeckoro Cana cocramisier 6onee 3 Toeicsa ¢opM U coptoB. B 2021
rofy OBUI MPOBEJEH aHAIN3 BBIOOPKH, COCTOSBINEH U3 85 cOpTOB M GOPM MEPCUKOB N3 KOJUIEKITUH
Hukurckoro boranmdeckoro cama, ¢ momompbio SSR mapkepoB. MccnemoBanHOE T€HETHYECKOE
pa3sHoOOpa3ue IMoKasano ee pa3sHOpoAHOcTh. BriOopka Opima pacmmpena no 200 copToB s
nanpHemero uccienoBanust MeronoM GWAS, naHHBIE TEHOTHNHUPOBAHHUA MJII  KOTOPOTO
IJTAHUPYETCS TONYYUTh ¢ moMmollsio aHanm3a GBS (reHoTMnUpoOBaHHE MyTEM CEKBEHHUPOBAHUA,
genotyping-by-sequencing) TpW HWCIONB30BaHUM Tapbl SHAOHYKJIea3 pecTpukiuu Mspl/Pstl.
Cozanue MoAXoAsllel BHIOOPKH MO3BONIMT ¢ ToMoibldo GWAS BBISBISATH JIOKYCHI K Cpasy
HECKOJIBKUM XO35IIICTBEHHO-LICHHBIM ITpU3HaKaM. JIaHHBIHM 3Tan cokpaniaeT BpeMs U JeslaeT NpoLecc
ceJIEKIIUY 0oJiee NMHAMUYHBIM.
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SEARCH FOR DNA MARKERS ASSOCIATED WITH ECONOMICALLY DESIRE
TRAITS.
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The peach (Prunus persica (L)) is one of the most important stone fruits species in world
production. According to the UN Food and Agriculture Organization, the area under peach orchards
in Russia is 6 thousand hectares, which allows the production of 6619.2 kg/ha of fruit
(http://www.fao.org/faostat/en/#data). Peach is excellent for use in a diet menu, as it is a nutritious
product, but at the same time low in calories. It is also considered a source of valuable substances
that, when consumed, can have a positive effect on health. For example, the use of peaches prevents
the occurrence of urolithiasis. However, at the moment there is not enough information about which
varieties are richer in mineral elements, which are less. World crop production, including in Russia,
is focused on a healthy lifestyle and the consumption of products that can provide the necessary set
of microelements, so the increased content of healthy substances in fruits is becoming one of the
important indicators of the competitiveness of varieties.

At the end of the 20th century, traditional breeding approaches were supplemented by
accelerated selection methods based on the analysis of DNA polymorphism. One of these approaches,
marker-assisted selection (MAS), is based on the use of DNA markers that are diagnostic for
economically desire traits. In order to develop DNA markers capable of accurately predicting the
phenotype, it is necessary to preliminarily map the loci that control economically desire traits.

In recent years, to search for associations between the phenotype and genotype, genome-wide
association study (GWAS) has been used, which significantly expands the genetic diversity of donors
of valuable traits. One of the conditions necessary for conducting GWAS is the heterogeneity of the
sample, since the method is sensitive to the presence of a large number of related varieties. The peach
collection of the Nikitsky Botanical Garden includes more than 3 thousand accessions. In 2021, a
sample of 85 varieties and forms of peach from the collection of the Nikitsky Botanical Garden was
analyzed using SSR markers. The studied genetic diversity showed its heterogeneity. The sample was
expanded to 200 varieties for further study by GWAS, genotyping data for which is planned to be
obtained using GBS analysis (genotyping-by-sequencing) using a pair of Mspl/Pstl restriction
endonucleases. Creating a suitable sample allow using GWAS to identify loci for several
economically desire traits at once. This stage reduces time and makes the selection process more
dynamic.
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