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(Odk £ +7 *% 12 42 (base excision repair) (5 4 )
O 4825 % P42 f2 (long non-coding RNA, IncRNA) (5 4 )
®#cF PCR (digital PCR) (5 » )
() g 2k 7] %2 g2 % (comparative genomic hybridization ) (5 4 )
(#@) & # 4k A+ (retrotransposon) (5 4 )
NiE & 4 RNA 7' £ (alternative RNA splicing) (5 4 )
(b= # ¥ :F (co-translational translocation) (5 4 )
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- j298 7 3 PCR (methylation PCR) s 3P HF % R ~ 3 & F %
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~ i % ¢ F£ ¥ (chromatin remodeling) ? #.p 4 ¢ B & 4 2 35 248
o E AR B hke F]1F o (15 4)

PR AR A TR 2 B 2 H S A ¢ WA TFIREZ AP B e (10 4 )



