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R 15.8°C, AFHIRRK 2424.8 hy IR H D AT s B SRR REIRE & B ER A F 5 N3
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D5 FE PR CG-DMGs 1 CHG-DMGs H1 43 7l 585 2| 1 AN 53R 55 8 St 2 2 O O B, Forp 148
> Promoter/exon/intron [X [¥] CG-DMEGs i [a] i $% T #iy #i[X PDS B HEAQ A2 LR & AR
AfriEsl. (450 st BRERFEE T, FMEMIEE@T CHH 288! DNA HE: A2 57 1& NI AR,
A FE AN SE 0 B A7 LR AL CG il CHG 287 DNA FH AL /KCSP 3% 7 Hon i 20 58 058 b« &A= 30
M, hyper-Promoter-CHH-DMRs @ ¥ 5L BA(E 5. AFDE A m B DL Y E (KR s R4
M) GRS AL T RN B A ) & MY s T 2 I & A2 VS IR, Promoter/exon/intron-CG-DMR
s SRR T HEEA R AriE S AR R R E, a0 A K DA R A e R AR SRR AR AE . BT 45 IR
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