Matepianu X MixHapogHoi HayKoBO-NPaKTUYHOT KOHdepeHLii MoNoaNX BYEHUX i cnevianicTis

piony cramoBuB 25,3-29,7 mi6, y mmenuii — 39,7-
45,0 mi6.

BigmoBigmo g0 pisHHMX TeMIiB (eHoJoTiuHO-
ro PO3BUTKY 3MiHIOBaNHCA @I KaJleHTapHi gaTu
HacTaHHs (asu TpyOKyBaHHsA. B cepemHbOMY, V
¢asy TpyOKyBaHHS paHHI IOCiBM TPUTHUKAJE BXO-
IUJIW BOPOMOBXK 24 KBiTHa-14 TpaBHA, misHi — 26
KBiTHA-21 TpaBHA. Pasa TPpyOKyBaHHA Ha IOciBax
sKuTa mounHasack 12 xBiTHa-13 TpaBuA. Ilmrenus
3a JaTol0 HacTaHHA (pasu TPYyOKyBaHHsS 3aiiMaJia
OPOMisKHEe IIOJOXKEeHHS MidK JOCJiI:KyBaHUMU COpP-
TaMi TPUTUKAJIE.

Ha mouaTkoBUX eTamax BeCHSHO-JITHBOI BereTa-
1ii Ha#biaBINT iHTEHCUBHUI PO3BUTOK OYB Xapak-
TepHUH nuas copty ‘All 44°, 0 m03BOJIAE BUKOPHUC-
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TOBYBATU HMOTO B CHCTE€Mi KOPMOBOT'O KOHBEEpa OI-
pasy Iicjda BUKOPUCTAHHA 3€JIEHOI Macu JKUTa.

3aJjIeKHO BiJl CTPOKY CiBOM Ta COPTY TPHUBAJIICTD
Mixk(pasHoro mnepiony TpyOKyBaHHS-KOJIOCIHHS Ha
mociBax TpuTuKajge cramosuaa 17,7-23,0 moGu.
Haifikoporimum 3asdHaueHuil MiskdasHuil nepiox Bu-
SABUBCA y POCJUH IIi3HIX CTPOKiB ciBOM, IT[0 BKasye
Ha IPUCKOPEHUM CcTamiiHuii pPO3BUTOK TaKUX IIO-
cieiB. Bigmosigmo, mBuaki Temmu (eHOJOTriuHmX
3MiH 3yMOBJIIOBAJIU (HOPMYBaHHSA MAJIOMOTYKHOTO
TPaBOCTOIO, & OTKe ¥ HeJZOCTATHI MPUPOCTHU BereTa-
TUBHOI MAacHu.

TaxuMm ymHOM, PisHi 3a BiKOM IIOCiBM BimpisHA-
IOThCA 3a TeMIamMu (DEHOJIOTIYHOTO POSBUTKY BIIPO-
IIOBK BECHAHO-JIITHLOI Bererarrii.
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DIVERSITY ANALYSIS OF THE WINTER WHEAT COLLECTION
IN FOREST-STEPPE OF UKRAINE

One of the current problems of modern breed-
ing is the expansion of genetic diversity of wheat
by genes of resistance to biotic and abiotic stress
factors, yield potential and grain quality. The ba-
sis of modern adaptive plant breeding is the ex-
tensive use of global genetic resources and their
systematization based on the creation of genetic
collections with identified agronomic and adaptive
traits. According to the EURISCO Catalog, the
world’s genetic banks contain 110,809 accessions
of the genus Triticum aestivum and 199,204 acces-
sions of the genus Triticum.

Modern breeding programs have significantly
the narrow genetic diversity of wheat, thereby
increasing the vulnerability of plants to abiotic
and biotic factors. Searching and creation of new
source material using ecologically and geographi-
cally distant samples only in scientific institutions
are being investigated.

The use of collection samples of different eco-
logical and geographical origins as crossing pa-
rental forms with different genetic control makes
it possible to observe the maximum yield of new
valuable recombination and transgressions.

In order to study the diversity, the traits man-
ifestation in the Left Bank Forest-Steppe condi-
tions and the search for new varieties as a source
material for breeding program we formed collec-
tion from 328 samples from 26 countries (Ukraine,
Austria, Azerbaijan, Bulgaria, Belarus, Canada,
Czech Republic, Germany, Estonia, France, Great

Britain, Croatia, Hungary, Iran, Kazakhstan, Lat-
via, Mexico, Netherlands, Poland, Romania, Rus-
sia, Saudi Arabia, Serbia, Sweden, Tajikistan, Tur-
key and United State of America). In 2020-2021
vegetation year was investigated 180 samples from
20 countries. Collection was evaluated from next
trait: field winter resistance, plant height, resist-
ance to Septoria, waxiness of flag leaf, flag leaf
width, stem diameter, head length, spikelet num-
ber, grains number, grain weight from head and
thousand grain weight.

The significant variance and geographical af-
filiation were found from next traits: winter re-
sistance ability, heading date, field resistance to
Septoria. Head productivity (grain number and
grain weight), plant height and other morphologi-
cal traits more difficult to differentiate from geo-
graphical origin.

For diversity analysis we have used PCA-
methods (principal component analysis). Principal
component analysis has been gaining popularity
as a tool to bring out strong patterns from com-
plex datasets. Together, PC1 and PC2 have been
describe 46.73% of the total variation in the ex-
periment. PCA diagrams helps to determine the
place of winter wheat sample on biplot diagram
and to analyze their place under complex of traits
(vectors on the diagram). The analysis of PCA bi-
plot diagram to allow confirm the significant dif-
ference between German gene pool and Ukrainian
gene pool from the set of traits.
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