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DNA methylation is one epigenetic strategy for gene
regulation in living organisms. In this study, the ex-
pression of soybean isoflavone synthase (GmIFS) trans-
gene in TO transgenic wheat plants was investigated
at the RNA and the final product genestin level. TO
plants showed variations in the GmIFS expression.
Methylation status of the exogenous promoters (35S
or Oleocin (OL)) proximal sequence was investigated
in TO plants using bisulphite sequencing to disclose
their methylation in parallel with the GmIFS level of
expression. Results concluded that the high GmIFS
expressers of TO plants exhibited high methylation of
exogenous promoter proximal sequences as well as low
expression of DNA methyltransferases (Mets). Variation
in GmIFS was associated with the level of methylation
in the 35S or OL promoters. High expression of GmIFS
was negatively correlated with methylation level of 35S
and OL promoter proximal regions. In 35S promoter,
methylation level of the CpG sites —56 and —88 is
strongly linked to GmIFS expression and is involved
in the regulation of GmIFS gene. In OL promoter,
the CpG site could be involved in the regulation of
the GmIFS. Wheat Met3 expression varied among TO
transgenic plants. Its expression profile could explain the
regulation of GmIFS transgene by methylation.

Key words: Transgenic, Wheat, Epigenetic, Methylation,
Promoter, DNA methyltransferase.

METUIITOBAHHA EK30TEHHUX [TPOMOTEPIB
PEI'YJIIO€ TPAHCTEH CMHTA3U I30DJIABOHY
COI (GMIFS) Y TPAHCTEHHIN MILEHUWLI TO
(TRITICUM AESTIVUM)

MetumoBanuss JHK — 1e omHa 3 emireHeTMYHMX
cTpaTeTiii peryJsilii TeHiB y XXUBUX OpraHizMax. Y 11bo-
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MY IOCIIIKEHHi OyJ0 IPOBEIeHO BUBYEHHS €KCIIpeCii
TpaHcreHy cuHTas3u i3odmaBoHy coi (GmIFS) y TO
pociMHaxX TpaHcreHHoi mineHuui Ha piBHi PHK Tta
PiBHi TeHiCTMHY y KiHLeBOMYy MpoayKTti. TO pocauHu
MPOAEMOHCTPYBaJIM  BimMiHHOCTI ekcripecii GmIFS.
CraTyc MEeTWIIOBaHHS MPOKCUMaJIbHUX MOCTiIOBHOCTE
ek3oreHHUX mpomotepiB (35S abo oneosun (OL)) y
TO pociamHax moCHimXyBaaud 3a BUKOPUCTaHHS Oi-
CyJbITHOIO CEKBEHYBAHHS 3 METOKO BUSIBICHHS iX-
HbOTO METUJIIOBAHHSI OJHOYACHO 3 DPiBHEM eKcIpecii
GmlIFS. Pesynbratv MpoaeMOHCTpYyBajiv, IO 3HAYHI
exkcripecopu GmIFS TO pocinH Manu BUCOKUIA piBeHb
METUJTIIOBAHHST TTPOKCUMAJIbHUX TTOCTIIOBHOCTEM €K30-
TeHHOTO MPOMOTEepa, a TAaKOX HU3bKUI PiBEHb eKCIIpe-
cii merunrpancdepas JHK (Mets). BinmiHHOCTI B
GmIFS Oynu moB’s3aHi 3 piBHEM METUJIIOBaHHS B
npomorepax 35S ab6o OL. Bucokuii piBeHb ekcripecii
GmIFS MaB HeratuBHy KOpeJslil0 3 piBHEM MeETH-
JIIOBaHHSI TIPOKCHMAJIBHUX OUITHOK IIpomoTepa 35S i
OL. ¥ npomortepi 35S piBeHb MeTUIIOBaHH: caiiTiB CpG
—56 i —88 cyrreBO moB’sa3aHmii 3 ekcrpeciero GmIFS
i 3anyueHuit no peryssuii reHy GmIFS. ¥ npomotepi
OL caiir CpG Moxe OyTH 3ajlydeHUId JIO pPeryJsiil
GmIFS. Excrnpecigs Met3 mmenuii Oyia pi3HOIO IS
pizHux TO TpaHcreHHUX pocauH. MoXxuBo, MPOodilb
il exkcrpecii mosicHioe peryisnito TpaHcreHy GmlIFS
LJISIXOM METUJTIOBAHHSI.

Karouoei caosa: TpaHcreHHUI, MIIEHUIS, CTTeHETHY-
HUI, METWIIOBAHHS, IpoMoTep, MeTriTpaHcgepasza JHK.
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