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i miRNA-106a-5P % PTEN (% 41 il /F Jil )8 55 . FER1L4
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W& T FEIFE kA kR R EEAEMY-, CAMRE
Bl HULC 1E24 ceRNA 7€ iF 9 th & ¥ — 22 1 /E - HULC
"5 cAMP [ oG 454 & M (eyclic AMP responsive ele-
ment binding protein, CREB) & miR-372 J& i, ¥ #5 [ 4% £
5 kA & . HULC RAEWN IR miRNA ¥ 45 1E
Mk miR-372 W I 6L, 24 HULC J+ 3% 5. i if MRE 5§
miR-372 T AMN5 4, 2 ik miR-372 XF cAMP R #i P 25 A i
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miRNA 7 4 (miRNA sponge) & — Flk MRE #9501 # I

458 R I 5 B B TR AR A N A B B SR A, T
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