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miRNA /-5 T —Fpi R Rk R, W 7E R IR 5% 5 /KP4 mRNA B s alfil e, 3Pk iz 364 30%10)
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ZRNES Q52

H 1993 4 Lee &% AL 2k dt 4k Py 8 Ik I
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R e R B W BoRE R gl i . A SR IA R
PE. miRNA 2 ] i3 i pip [ 4 F 25— miRNA
43 ¥ [ I 4004 22 A FE mRNA [ 08 11 & 45 2 fig
Yt miRNA A&7 5 FEAR 428 DA 5~ AH T AR )
SRR ML 2, SR miRNA [ X FhoAH B R 5
HURITHFTANE 28, BB 2 I Bor, SRR
SEKCE by P R R N D T
(transcription factor, TF)A18Y %X (splicing factor,
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F2AE DNA i T R IAFEE miRNA. TEHLA K
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FUREARYE, W] miRNA Al fig & —Fh S 5K L
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W — R VRN RIL, (HIPFFUENIX & 22
(DA A T A o A T A T oA SRS 20 v s b 1 A

(12215, Enright ZECHEI VAL BT A A, K
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Table 1 miRNA and the interacting transcription factor

#1 miRNA URSHEHERAWEREF

miRNA % ¢ Z 51 EY) ThRE il 5 miRNA AH B AF I 5 e 81
let-7 RE Wi L DAF-2#
lay-6 P28 TC A 27 TR s AR B 2l COG-1¢!
miR-273 P2 TC A A K 52 3% A0 BRI 1 i DIE-11
miR-7 AR Y6 18652 4 i Fr 431, PN YAN!
miR-1, miR-133 JULAH it fr 385 5 5 43 4 LB HAND2®, SRF®
miR-34a HHE T LiER=ILY| p5300
miR-17-92, miR-20 i LiER=ILY] E2F11"
miR-150 Btk 40 IR o BN LiER=ILY] C-MYB™
miR-210 O L g R A S E2F303
let-Ta TR IR I R AR A% ZBTB10, MYT-104

Zhou ZEPRA Ky, WIS TF Bl U L S0 5L 1]
mRNA [ miRNA ZIF0H] . HE 2 B g% I A
mRNA [FJ3R1k, AR5 1 AN i BE IR 1 A IR 9k,
1M TF-miRNA (1) 4H B AE FH 68 % 410 ) 2 BEAH DG 8
SRR TCRLAE G, ] A 240 P e e 15 81 5 5 3 v 23517
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AT A A — AR R IA, JF AR fe
EATVE G A A e P FAE R . Cui SE095) Hr
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RURUE 87 DR SR e s R 1485 67 /U 0 b, 3R
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miRNA PhFEIE BB S 4% 41, miRNA 15 %
AEARASEFE KU R T b, miRNA F1 TF JE &)
0 26 — ke P T 4 o K B AL R R R DR o, AR
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T — A 2 FE PR R % (feed forward loops,
FFL). H #r AT 1R 2R3 7 H7E 2 B A2 20 38
P, WIULAITE B 8 2 A R0 oRg T i 258 4 35

miRNA Fl TF 2 [H] & FFL Ak, A7 75K 2% 1) ) 15t
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25, ok B A SN 55 i 7SV 4 G TR R ) 3
DR] 28 1 423 9 2 BRI (R L.
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FHIFEERET
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miR-133 X ) o JUURE R LK K R 44 B 4%
YEF. LA L 39 BERN o3 A Jok R v ) — S8 OB
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Y25 T HIC miRNA PRI ZE . 760 L4
t, B 7 SRF 461 S miR-1-1 A1 miR-1-2 [l
1%, miR-1-1 Fl miR-1-2 FEAHI%% 5 X §- Hand2 Al
Notch [¥IFLHE Delta, M 177 52 1 45 40 H 1 344 58 5 55
AL, SRF HJ [A] i 15 5 miR-133a-1 1 miR-133a-2
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Fig. 1 miR-1 and miR-133a pathways in development
of cardiac or skeletal muscle®
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Fig. 2 Summary of the ASE bistable system
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Wk N B T C-MYC R I 45 E2F1 R
miR-17-92 K I8 & (1) 7% 5%, 1 % sk X E2F1 &
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Fig. 3 Regulatory networks controlled by miR-124
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Gene Regulation by Transcription Factors and Splicing Factors
Coupled With microRNAs in Animals”
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("The College of Life Science, Northwest Agriculture and Forest University, Yangling 712100, China;
YBeijing Institute of Radiation Medicine, State Key Laboratory of Proteomics, Beijing 100850, China)

Abstract microRNAs (miRNA), a class of recently discovered small RNA consisted of 22 nucleotides, can
regulate gene expression by binding to 3’-UTR of target mRNAs. miRNA can negatively regulate the expression of
target mRNA at post-transcription and translation level. It is speculated that nearly 30% of the animal genes are
regulated by miRNA. Along with the functional studies of miRNA, it is reported that the two important gene

expression regulation factors transcription factors and splicing factors have direct and/or indirect relationships
with miRNA. The relationship between miRNA, transcription factors and splicing factors will provide a new

insight of miRNA in understanding miRNA’s function and new clues for therapeutical application.
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