&

N H |

Al 'I
*\
K A K E

BxXc—19

HPHARBEMAER (RrHRERDR) HRARKSE
PR 2 54E 5129 ABUE

HERAES : 14301

MEER - EBEHEC)

FFZEAR - 2010~2012
RREES 22510220
MREEL (FIX) MWEERICEFIIES/ LFIEDO L R TLL AL TOREN

HEEES (EX) System level analysis of epigenomic regulation in mammalian embryo
MERKRE
FER ZE— (KUMAKI YUICHI)
RIMKE - EFEHARH - B
B EES : 50455341

WFZERCR OME. (Fn30) @ DNA O A F AT I DI AITMATH 505, £ OHEBER 72 R
WZDOWTIEREARIA RSN E N, £ 2T, DNA X F/U{bEEF %2 KB L 7= ES Mok Ok L 7=
HIRZERR A, SRR BRI 2 V. BRI & i U, @ s 3B O e A R ERfiD
J DU A RIpfEfiaiTo70, TORER, B T3RE, B A M AEERED B 51220 T,
DNA A F U bDiER LY b EE L CHRREOEOICKEFT 2 Z & @\ a R L W DNA 2 F
I DE RN T DI IER R B Z E LN LT,

WFZER R OME (I€30) : Cytosine methylation at CpG site of genomic DNA is indispensable
for mammalian development. However, a direct role of DNA methylation remains unclear.
To reveal the effect of DNA methylation, we performed genome-wide analysis of gene
expression and histone modifications of ES cells, differentiated mesodermal cells, nuclear
transferred TS cells deficient for DNA methyltransferases. We found that the effect of DNA
methylation loss on global expression profiles are modest, while global tendency of
promoter histone modifications, especially H3K27me3, is sensitive to DNA methylation.
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