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Aex 22 220 AMH U2 miRNA JF mRNA O Wed 228 mRNA = Cleavage & CF.
0lZd=2 RNA interference ¢t &tCt.

DNA methylation

—

3|27 X RNA = DICER Ol &2l™ double strand RNA JF =ICH OIMIZFXI RNA = single strand RNA L CF.

20 ds RNAJF MZACH 0l242 miRNA 2k StCH. 2F 20 O NT OIC.
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ds RNA JF 2allE 8t JIE0| 8 £22 =0 It methyltransferase 2l =22 DNA NT WA AMEAIS
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0140l DNA methylation O|Ct.
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epigenetics 2| &£ StJFXI= histone variant(HZ)0|C}.
CtE0l= non coding RNA OICh.
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RNA-
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DNA methylation 2t Histone modification 0| Z2&3dt0{ Lt A4 0|
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S| = S2sH o OIZAH ZASEN
HH2 MMOZ epigenetics 0l0FI| L.
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