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The relationship between mitochondrial DNA and DNA methylation
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Abstract: Mitochondrial DNA (mtDNA) determines the primary nature of mitochondrial and plays an important
role in cell function. The damage of mtDNA is associated with aging, tumor and other diseases. DNA methylation
is a major way to regulate gene expression. mtDNA expression is regulated by nuclear DNA. mtDNA and nDNA

participating inmetabolic regulation and pathogenesy synergisticly. The relationship between mitochondrial

DNA and DNA methylation were reviewed here.
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mtDNA  FEARMR,  ANATTHE 40 i 5 20 23 [R] i A7 A1 58 AR
UM AR mtDNA - [RPIRASFR A 57 B« (3) BIE AL
M (threshold effect) : XA il — & o, &
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A A M 55 DR S v M 1 A0 S DNA JE 31 I g
BFEDNA AL A AW, G A
RNAT 42, Jrif DNA HIEEAb & iR 7E DNA HUJEHE S
fiti (DNA methyltransferase, Dnmt) FI/EFA T, LAS-
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76T Tfam JH 31 FRAZ PR R 7 -1 4546 X g 75 2
A Hhal FERIAL S, A Hpal I A7, $RH%



2 1 +

P, SE: ZRRIADNA 5 DNA FILAL R AR 293

PR R 1 DX 3k A 2 5 S T Fam i3 8 - RIS YT BR
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MR JE DNA SR, 185 R F AL 1) 0 5 ) 5
2o MR W] DA | ot A% RN 2 M st A5 A 1 1) A
tho FIFE, MERSLZSIEmntDNA MHG, FT
mtDNA KF Btk . mtDNA Sl KR 5848 1) RARTE
MR R AN R EEAER . Crott & 19
M CAAS L R R A A I R SR KR 20
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Z I B AR RICE A HE— 0 1 kiE .
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