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HanbGosee mepcrneKTUBHBIM METO/IOM BBISBJIEHUS T€HOMHBIX JIOKYCOB, AaCCOIMUPOBAHHBIX C
CEJIEKIITMOHHO 3HAYMMBIMH TPU3HAKaAMH, fABJISAETCS IMOJHOT€HOMHBIM aHaimm3 acconmanuii (GWAS).
AHasu3 reHOB-KaH/IU/IaTOB B BBIABJIEHHBIX JIOKYCaX ITIO3BOJIUT B ZJAJIbHENIIIEM MapPKUPOBATh CEJIEKITUOHHO
LIeHHbIE T€Hbl U BECTHU YCKOPEHHBIM OTOOp CEJIEKIIMOHHOTO MaTepuajia YCKOPEHHBIM CIOCOOOM IIpu
nomomu JHK-munarsoctuku. CoBpeMeHHbIE MeTOZbI UCCAeJOBAHUA IOCAe0BATEIbHOCTU MO3BOJIAIOT
9¢PEeKTUBHO NPHUMEHATh MeTOAbl TApPreTHOTO CEeKBEHHPOBAHUA T'€HOMOB PAa3JIMYHBIX COPTOB JJIsA
renHotunupoBanusa (GBS) u mocseyroero anaan3a acCouanui «reHOTUI-(PEHOTHII».

[espro TaHHON PabOThI OBLIIO BBIABUTH ACCOLMALINIO MEXK/y T€HOTUIIOM U (PEHOTHUIIOM I[€HHBIX
XO3ANUCTBEHHBIX IIPU3HAKOB U BECTH YCKOPEHHBIN OTOOD CEJEKIIMOHHOIO MaTepuayia YCKOPEHHBIM
crtiocobom tipu momoru JJHK-irmarnocTuky.

Ms1 mpoBesin ucciieioBanrie Ha 202 obpasimax MUPOBOUM KoJsultekiuu cou BUP, kKoHTpacTHO
OTJIMYAOIIUecs 110 (PEHOTUILY U paHee He YIACTBYIOIIKE B II0/ITOOHOM HccIe/JoBaHUM. Bblia ocyiecTBiieHa
KOMIUIEKCHasA deHoTumnmuyeckas oreHka 202 oO6pasnoB MHUPOBON KoJsuleKiuu cou BUP B ycioBusx
BJIQKHOTO cyOTpornuueckoro kinmara B 2023, 2024 rosy. Takske mbl ipoBesiu GBS reHotunuposanue 190
00pasmos cou s gaibHerero GWAS ucciieioBanusi, 3T 00pasiibl paHee He TeHOTUITUPOBAJIH.

Ucnons3oBanue metoa GWAS Ha paHee He M3y4yeHHBIX COpTax ¢ npuMeHeHueM Mertona GBS
FeHOTUIIMPOBAaHUA II03BOJIAeT HaM IIOJy4YUTh HOBYI0 wuHpopManuioo o SNP TIeHOB LeHHBIX
XO3MCTBEHHBIX Ipu3HaKoB. IlosyueHHble MaHHBIE MOMOryT B paspaborke JIHK-mapkepoB mis
YCKOPEHHOMU CeJIeKITUH.

Pa6ora BeIIIOJTHEHA B pamMKax acriupaHTckoi paborsl HTY «Cupuyc» npu nojgep:kke N2 075-15-
2022-323 ot 21.04.2022 "Co3maHue U pa3BUTHE HAYYHOTO [IEHTPAa MUPOBOTO YPOBHA "ArpOTeXHOJIOTUHN

Oymytiero”.
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The most promising method for identifying genomic loci associated with breeding-significant
traits is genome-wide association analysis (GWAS). Analysis of candidate genes in the identified loci will
further allow marking breeding-valuable genes and conducting accelerated selection of breeding material
in an accelerated manner using DNA diagnostics. Modern methods of sequence research allow the
effective use of targeted sequencing of genomes of various varieties for genotyping (GBS) and
subsequent analysis of genotype-phenotype associations.

The aim of this work was to identify the association between the genotype and phenotype of
valuable economic traits and conduct accelerated selection of breeding material in an accelerated manner
using DNA diagnostics.

We conducted a study on 202 samples of the world soybean collection of VIR, contrastingly
different in phenotype and not previously involved in such a study. A comprehensive phenotypic
assessment of 202 samples of the VIR world soybean collection was carried out in a humid subtropical
climate in 2023 and 2024. We also conducted GBS genotyping of 190 soybean samples for further GWAS
research; these samples had not been genotyped before.

Using the GWAS method on previously unstudied varieties using the GBS genotyping method
allows us to obtain new information about the SNP genes of valuable economic traits. The data obtained
will help in the development of DNA markers for accelerated selection.

The work was carried out as part of the postgraduate work of NTU "Sirius" with the support of No.
075-15-2022-323 dated 04/21/2022 "Creation and development of a world-class scientific center
"Agrotechnologies of the Future".
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