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FrAneiugIuvae epigenetics

Epigenetics Lun1siasundasmaiugnssuiifidnvauzdsroaingugiu (heritable)™ ?
nalnues epigenetics azdsnasian1siUasuulasinmweddi®ia Tnglddoliinnnuudsuwlas
vosaeugnIINRaiL® uinsisuulasiiintufdinadunasioidesananmindon (dual
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. DNA methylation
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A8 nsununefianunsathudlunnsinszd DNA methylation Tushuisiiaule lneay
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n. msldeulsddnsunzusnaiiia methylation [methylation-sensitive restriction
enzyme (MSRE)-based fragment analysis]
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. mmswﬁaz@jma [single-based extension (SBE) system]
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Uinaiduetiesiianildlunisinude ¢ uilundu®®

f. Bisulfite Sanger sequencing

frldlunisasaauuumnanesuris (multiplex epigenetic assay) tHu3sTmunzdmdy
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d. Bisulfite pyrosequencing
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9. Quantitative gPCR-based analysis
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Timngauiun1sns1ang epigenetic aalu”

2. NGS 38 massively parallel sequencing

Duweluladmsmsadduasiusnssuguiiaes Tuselovilunsnmadduansiugnesy
aedu™ uifiusylovdoghannluniansans epigenetic iiosnanuaninsaluniseiudoyaids
U3ua (read counts) AsauAgutaya (high read depth) wazanusansIavaneswtalaluam
W 1 uiilesandoyannmsiinsgidiuummama e19vzdesendensinsesiteyanadn
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inluueeslfuanig”

%. Mass Spectrometry (EpiTYPER technology)”
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technology) Haze19M3599 CpG Iuﬁﬂwmzﬁlﬂuﬂfju cluster naMABAILUUY CpG ﬁagﬂnﬁﬁumn
anaillonaivzasianuluans DNA fragment et dwalinuaziBenveinisnsisanas®
NaNIENUVBY bisulfite conversion
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Cell type-specific DNA methylation effects

Tunmmeiesgimainveaieideviowadiuondevdnnisvesniseiud methylation
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