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ð³îäó ñòàíîâèâ 25,3-29,7 ä³á, ó ïøåíèö³ – 39,7-
45,0 ä³á.

Â³äïîâ³äíî äî ð³çíèõ òåìï³â ôåíîëîã³÷íî-
ãî ðîçâèòêó çì³íþâàëèñÿ é êàëåíäàðí³ äàòè 
íàñòàííÿ ôàçè òðóáêóâàííÿ. Â ñåðåäíüîìó, ó 
ôàçó òðóáêóâàííÿ ðàíí³ ïîñ³âè òðèòèêàëå âõî-
äèëè âïðîäîâæ 24 êâ³òíÿ-14 òðàâíÿ, ï³çí³ – 26 
êâ³òíÿ-21 òðàâíÿ. Ôàçà òðóáêóâàííÿ íà ïîñ³âàõ 
æèòà ïî÷èíàëàñü 12 êâ³òíÿ-13 òðàâíÿ. Ïøåíèöÿ 
çà äàòîþ íàñòàííÿ ôàçè òðóáêóâàííÿ çàéìàëà 
ïðîì³æíå ïîëîæåííÿ ì³æ äîñë³äæóâàíèìè ñîð-
òàìè òðèòèêàëå.

Íà ïî÷àòêîâèõ åòàïàõ âåñíÿíî-ë³òíüî¿ âåãåòà-
ö³¿ íàéá³ëüø ³íòåíñèâíèé ðîçâèòîê áóâ õàðàê-
òåðíèé äëÿ ñîðòó ‘ÀÄ 44’, ùî äîçâîëÿº âèêîðèñ-

òîâóâàòè éîãî â ñèñòåì³ êîðìîâîãî êîíâåºðà îä-
ðàçó ï³ñëÿ âèêîðèñòàííÿ çåëåíî¿ ìàñè æèòà. 

Çàëåæíî â³ä ñòðîêó ñ³âáè òà ñîðòó òðèâàë³ñòü 
ì³æôàçíîãî ïåð³îäó òðóáêóâàííÿ-êîëîñ³ííÿ íà 
ïîñ³âàõ òðèòèêàëå ñòàíîâèëà 17,7-23,0 äîáè. 
Íàéêîðîòøèì çàçíà÷åíèé ì³æôàçíèé ïåð³îä âè-
ÿâèâñÿ ó ðîñëèí ï³çí³õ ñòðîê³â ñ³âáè, ùî âêàçóº 
íà ïðèñêîðåíèé ñòàä³éíèé ðîçâèòîê òàêèõ ïî-
ñ³â³â. Â³äïîâ³äíî, øâèäê³ òåìïè ôåíîëîã³÷íèõ 
çì³í çóìîâëþâàëè ôîðìóâàííÿ ìàëîïîòóæíîãî 
òðàâîñòîþ, à îòæå é íåäîñòàòí³ ïðèðîñòè âåãåòà-
òèâíî¿ ìàñè.

Òàêèì ÷èíîì, ð³çí³ çà â³êîì ïîñ³âè â³äð³çíÿ-
þòüñÿ çà òåìïàìè ôåíîëîã³÷íîãî ðîçâèòêó âïðî-
äîâæ âåñíÿíî-ë³òíüî¿ âåãåòàö³¿. 
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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.


