LZHRAFRIEE, J. Anhui Agric. Sci. 2022,50(5) :15-17

moA RENXEBTEEMERLZERNIEARER

MR 0 NE R (et TREE, T 400044)

FEE  No-FIIRH (m6A) & iz mRNA 35 6 ARG, EARF i L i A KX R P RBEE R AW T he, Y T L
KAEHEXERGRNR, LAY P S iAo T RN — AR R A, MR T m6A TR AR AN KL E S Y
PRk, EEME T R AMY A REFH FOAER AR B AT AL P, § RN mOA T AL AEAL M) F 69 4F A AL A &
RSN E N BRI R SRR

KEEE RNA 46 N6-F IRAMRF (m6A ) s F I AL Mt A KA H
HESES Q943.2 NXERERIRE A

XERS 0517-6611(2022)05-0015-03

doi: 10. 3969/]. issn. 0517-6611. 2022. 05. 005 FERRI S (A RRSS ) 04D (OSID) ; &
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Abstract N6-methyladenosine (m6A) is the most abundant internal modification of eukaryotic mRNAs and plays an important biological
function in the growth and development of humans and other mammals. It also plays a crucial regulatory role in plants, and its function and mo-
lecular regulatory mechanisms in plants have been the focus of research. The basic composition of m6A methylation and its corresponding com-
ponents in animals and plants are summarized, its role in plant growth and development is emphatically described, and the existing problems
are discussed in order to study the mechanism of m6A methylation in plants and improve plant productivity and cultivate excellent varieties for

theoretical basis.
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