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miR172-AP2{ERIFIEHEMEKEZ B R
1 55 M) [ B9 A 5 i PR

IHE, A%, 242F, BBE KELR Z4E, x5

PN KA 2R B, TT 9548 AR 2L DR 20 2 R0 3 7 7 b 0 S 0 4 /AT 0 O A 66 IR 4 25 08 9 T 051 92 B 5/
WEAE AT AR P R 2 0, # 225009

#WE MicroRNA (miRNA)Z — K EFHIERE I AEgmID /N TRNA, JEid 58 FmRNAR: 78RR R4 &, F 40
F I mMRNAM RS HI L E#E, WAEEIRAEK KT . Kb, mR172FILEE R AP2FT i fis (i 3 K T N HEY T A,
MIR1727E 5, 3¢ J5 sl B /K P 5 AP2FAT R IA i, MM EM IR T B, DMEEA, RERMRLEE . 498
(SRF) DA i mi R 255 AR o 1% LRIR T I 4R SR miR172-AP2 M He e M A K R B 8 7 T B S B AT 9 ke

X8 miR172, APt Rl 7, LR, MWEKKE
EFE, AR, {MER, WBEE, KER, THIE, XI55 (2020). miR172-AP2RH Y A K & & B 55 m i 5t

HEfE. Y4 55, 205-215.

MicroRNA (miRNA)Z ZAZ/ET HAZ A+
2024 M2 EH IR I FEHASRNA, 7R3 % J5 7K1
W 4% B 3L 7] % i& (Carrington and Ambros, 2003;
Bartel, 2004). miRNATE =PI FH-FIRIR . R Al
PRAL S A KR G I R 5 e S v O P B AR (T
#7155, 2016; Saminathan et al., 2019; Miao et al.,
2019, 2020). 4+ miRNAAE BT FE 55 4 D 2 19 3
BRI, AL W) B RNASE & B 1% 5 T il — B FRAE R 2
P pri-miRNARIZ IR 51, KEELE BILT
ANIEFEANTE, HAES 3" 3 il iy A S S i A
polyAE E2(Rogers and Chen, 2013). pri-miRNA#R
5 B B 7 90 B BN AT T BT 2 S R ZE IR 4
F4, BT E 4% A 4 Dicer-like DCL1EE. XUBE4SE &
HEAEFHYLI UL R SR E O SEVIHI A A XX
SEKI BT AMIRNA (pre-miRNA). pre-miRNAR AN F4
5, RPN EDCLY . HYL1FISE#E— 5 8y Y] 4 22
nt ) miRNA-miRNA* — % & (Kurihara and Wata-
nabe, 2004; Jones-Rhoades et al., 2006; BRI,
2018), 1% " HAA ¥ S BHEN1 (HUAENHAN-CER1)

Wodke H 391: 2019-09-11; #2252 H#: 2019-12-19

O3 Ak ok 488 5 L B w M, B S 7E 3% 02 R A HST
(HASTY) [ /EH T i NUTER 5 A R (RISC)RFE, H
Hrp— & R AR EMIRNAR A EE Ak d, 5H A
FIFEARMRNAKE 7 14 25 4 Sk i 4 R L KF(Li et al.,
2005; Park et al., 2005; Brodersen et al., 2008; ik
RUZE, 2014),

mMiIRNAZ B, miR172 2% 5 54 2 B[ e
W RBGERI R 52 2 — (Park et al., 2002), HHE3E
A E i AP2/ERF (APETALA2/ethylene respon-
sive factor)J$#4 3¢ K 1. AP2/ERF4 3¢ K1 s Bt
¥, AILVFS5-MAKE T FHERSNH.
miRNA17 238 i F5 5 5L AR 45 7 PE 455 AP2/ERFIH)
mRNA, PImRNABT T AT EH 40 1 2 0 7 2008 32
AP2/ERFHEEER )ik, MM EHE AR Z EK K
HidfE(Jung et al., 2007; Zhu et al., 2009; I/ i
% 2018). UTHH, WL H TEMIRNA172-AP245H i 2
YR ERE NP, ERRURE . &
TV RGN 3 i 7 55 77 T B AR — R BRI 9 ik e (£ 4T
s 2016; RXBEHESE 2017; Luan et al., 2018;
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Saminathan et al., 2019), A& LImiRNA172-AP2#
P, EREAAPBmIR172FAP2MI 451 . T
HAERE AR, E AR A mIRNA172-AP2 5 Ht
S KR B K p O, RN R
SN AN G F R, FERIE 8 L HmIR172-AP2A5
SRR E KR E o PR,

1 miR172M & B RIEFF R

MIRAT7 27EAE A (1) A B e« AE2% T T2 B 9 3 i 1 55
77 A A R (Wu et al., 2009; E4)74%,
2016; BXHEHESE, 2017; Luan et al., 2018; Samina-
than et al., 2019). miR1727E & ka4 b s 5 4R 57,
ESRAN R P miR172 5 51 (1450 H R0 K 5 vT REAN TR,
RAE RGO RBUR AR 7 51 s BEOR ST, I R FLAE
AR e a] G LA AL T 75 05 SR A4 Th RE

EIRMIRT72 565 B A A miRNA I 7 51 e B R
F, {HIhEE EIFAERT B E R . AR, miIR172% 5
JA BT 5 AL IR AE F ot 9 AR R, AT
W T EANRIE IR 25 7 % (Zhu and Helliwell,
2011; XI5 %5, 2018) . X1 A =X A 4 0 B 5
(Arabidopsis thaliana) /1 17 7£ 5 > miR172 /% 71, HP
miR172a-1. miR172a-2. miR172b-1. miR172b-2#!
miR172c (Chen, 2004). SRR FFmIR1728% B i 1)
FIEREASAR A, AEARHE H ik B A1 R A B AR A
AT N225 — 2 4EmiR172b-281miR172¢, ‘B
WEITAEK RS REhRIAE—HRM, H—REHE
miR172a-1. miR172a-2FImiR172b-1, ‘EA 1K %KL&
BEA R T AR KR BB, B ARG AR K BUA
F|I&{E (Jung et al., 2007). 75k M H LU 51,
B T AR ORI BImIR172( %%, AHER
FEAE MR AN A AR 2 rp R I B L Rk (X e
WESE, 2017). BT A 4 /K #8 (Oryza sativa) 147
E4mIR1724 52 (MiR172a—miR172d), "B AI17E 1 1Y
FoAR YL, H AR S RO R IA WA — 2 SR
. a0, mIRL72¢7E /KRR P AR IA(Zhu et al.,
2009). 5 b, miR1727ERY) - (1 2ak HA BE & [ i
5 5 (Zhu and Helliwell, 2011; #XBEHESE 2017).

2 AP2EFRETFHILHIFNINRE
S R T 1 B T B A2 TS 5 B R R 3 T X

A 5 MU Y 7 AP 22 6 SR TS B4 1) A e R e ¢
NI Z S5EK A KK E LI S5 EAE .
AP2/ERF#; 5 [N TR FAE R L 5 F T IAE K B
K (Jofuku et al., 1994). BEETFLMIABIERN, H
EVFZ YK R B IR T i 6 B .

AP2/ERF e 5 K 511 & A 14> 1160704 &
i % 3 2H A1 1 R S 1) AP2/ERF 45 4 33 (Riech-
mann and Meyerowitz, 1998). i%%% #1534 &
AT BB & AN TLF- 5 B & AT MalRig. BT
B AE VA H b R B B A ok BB AR,
e il e v T 5 H e 7 K K 1) HoAF (Nakano et
al., 2006). fR¥E LR LM 7 7, PG AP2/ERFA: 5%
it —2B 0 a5k, RIAP2. ERF. DREB
(dehydration-responsive element binding protein)#ll
RAV (related to ABI3/VP1) (Xie et al., 2019). AP2
WK & A2AAP2IERFEEF sk, T 82 5 —Y
WARERE; o, mHHARY, ZEXKRES S
VYR & & B A4 54 (Khanday et al., 2019;
Li et al.,, 2019a). RAVW. X% A 11~-AP2/ERF }¢1
A~B34E5 #4)1 (Swaminathan et al., 2008), %V % &
RS SHYIEER A B (Hu et al., 2004; Sohn
et al., 2006; Zhang et al., 2019; Zhao et al., 2019).
ERFFIDREB V. 5 & B AL 1% 1/~ AP2/ERF 45 14 35,
P2 B X ) 75 T AP2/ERF 45 #4451 55 14 11940 2 ik
& A, DREBIF 51X 24N B 43 7l & 4 2 R (Val)
A 2 1R (Glu), T ERFE S 73 7] 9 T 2 1K (Ala) Al
RAZ IR (Asp), DiRe B S 512 5 R Py B AR
YA AEA ) i (Dubouzet et al., 2003; Baumler et
al., 2019; He et al., 2019; Wang et al., 2019a).

3 AP2&FRETFHRLPIFEEARES
miR1729{EA AR

% AP2/ERF V. 5 15 e 55 IR - i R ey s =X 4 A e A
BA— R . Flin, AP2IE KA 5 8 5) 7
gCAC(A/G)N(A/T)TcCC(a/g)ANG(c/t) i = 1 A 7o 4
SEA SRR R IE, M R B R
B\ AL ) K B 7 4% #6455 (Boutilier et al., 2002; Lei
etal., 2019; Wang et al., 2019b). RVAI i B T &
A AP2/ERF H1B3 £ ¥4 42, A it 7] i Jjil CAACA Al
CACCTGH: 7. ERFIEZ % F £ M- B A 3+ X 3
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GCC-box, DREB:. Z U AT 5 =5 Jily ai e 52 71 ¥4 175
S BTG (A/GCCGAC) 4S5 &, AT A i AR A
e i N (Dubouzet et al., 2003; Agarwal et al.,
2010; Mizoi et al., 2012; Baumler et al., 2019; Wang
etal., 2019a).

H AT, % H I miRNAFE PR % 77 35 4 )
GRS . AGOR B A SLUTTE  BUR G Bl AT
PR LEL) P 5 (B AR, 2013). miRNAT: ZLil ) 5y D41
= DRI RN A 171 o) 44 5 R 680 19 2 s A2 U 2 B R A
1B B AR 7 30U P T miRNA 5 58 5 I mRNA ) B Ab
TR RE Mo AE 67 B (Hutvagner and Zamore, 2002; Llave
et al., 2002; Schwab et al., 2005; Jung et al., 2007;
Zhu et al., 2009). miIRNA172 5 AP25 i 3k A ) H 4k
X 8 A T 53 UTRICDS X, F &7 AN
T AP2EL L R #H %, (HHAFAEHE 7> 5 4L I mRNA
5€ 4 B A T X L 47 89 U 8 5 14 B0 (Aukerman
and Sakai, 2003; Schmid et al., 2003; Chen, 2004,
Mathieu et al., 2009). 24 miRNAE = 1 1] 8 15 Xof 40 5k
DRIEAT Y I8, PR 5 30t o F) Rk A X (Zhu et
al., 2009). #itm, 7KAE o miRNA172 K& 3 48 5 K]
OsIDS1AIRSRE A5 E AR FLAE A )R 2 H 4L 47
hREE G FRE, dREEmR172H & T35
%R A M BT 0sIDS1 (OSINDETERMINATE
SPIKELET1)fIRSR1 (Rice Starch Regulatorl)#it
0T E AR B A AR, R WImiR172%)
AEFE A B A I SR k. 7E KK (Zea mays)
1, miR172i8 i BT ) #E 2 [ GL15 I mRNAK % £
KB IR AR K A A AR K Rl U (Lauter et al.,
2005). b4k, 7£ K E (Glycine max). &% % (Solanum
tuberosum) ML B 7 1 A S UHRE, BImiR17218
ok ) ) R R mRNASKR S A K KB
(Wang et al., 2014).

4 miR172-AP2IER I EME K LB
=k

4.1 EHREYNEREER

AP27E R A M40 B T Hh 4 R BN (A R S5 R A
PR RFIE A2 A 55 (Kunst et al., 1989). #lE I+ HI4E
AFEIEEE . e, HERALD 4% 28 s, HARAEHA.
BAIC =2 K% (Bowman et al., 2012). AP2J& T

ARE, MU S 5B 1RICE RS, & 5B3K
FLRIAP3HIPI (PISTILLATA)L: [/ 42 il 25 256 16 I 1)
TERG FE@E S HPiCREHRAG (AGAMOUS) 1R
FH 00 1] 2k 38 A0 o0 B2 19 2 & (Shannon and Meeks-
Wagner, 1993; Elliott et al., 1996). miR1727E#lF4
ESRE R EAMNBRIE, HmiR1721d KA E KL
WERKERE, Sap2 R (Park et al., 2002),
F BFE RIAE T miR172 B B P4 1 AP21) ik
(Aukerman and Sakai, 2003; Chen, 2004). 4%
AT R R, AP2RIATW F LR R THHEE
MR, 5miR17245 5 75 S 28 S 3 {6 48 B AL A bk
i} 5 & (Wollmann et al., 2010). L& miR172Ff1AP2
LR AR I R AR R, (P Sk [E AR o AR A
I P ERE, FEAEAR E R B KR E EE I (Ji et
al., 2011).
MiR172-AP2ELE R T /EU I I 2 58 B K
B 4%, 705 (Nicotiana tabacum) t 4 35U
o BRI miRA7 278 S B o Rk [F A 2 5 BUH
WM R B R, HSap2 RABKLE LI (Mlotshwa et
al., 2006), FHmMIR172-AP2HLHAEIE2% B K & %
J7 B RSV o BT 9T R B, miR172-AP215 8 A it
3% (Brassica campestris). K& #f(Sinningia specio-
sa)f1E ¥ (Rosa rugosa)&s W F a4 hth 2 516 4%
B K B [f17fi$% (Frangois et al., 2018; Li et al., 2019b;
Wang et al., 2019b). B4k, ZiAEE WA T3
THHEY . BN, KFEAP2 K K B 5t OsSNB I
OsIDSLLE /N ] /NAEHEAR A48 B TR 2 i o 2 v
RIFERAEH . OsSNBRAEFHMAKE 7. Hi
w1, AR NERE AR 3 GER, PR AR L, e
v R N T R B RN SRR A fEOSSNB HLR
AR FLAl b [F] i) R A OsIDS LI 23 i3k — 25 19 5 AH oL 3%
A, KEPEREMRIT2E S SHARE LT FH,
TE KL Ossnb R A 1A 1) K 7 (Lee and An, 2012;
Wang et al., 2015a), B miR1727] giE L A= AP2
JE K OsSNB 1 OsIDS1 1) 3 14 K 52 el 7K A& AL 45 B 1
KE. A ARAFRHRFHHEY TR, HICNRIELE,
B HERMERE PRI AEFE . KoK Its (tasselseed)s
AR TR P K HE AN IR A AT T B PE A, 3K
T A OME A6 FF 3E 177 JT 48 45 SE (Chuck et al., 2007;
Acosta et al., 2009). F|H B A RIS E K
RAZRsA M6 IT & H An £ 8 ve e, 45 2R TR X 27
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GRSy il T miR172 K HL#E 3 K 1DS1 28 4% i
#, RYImMIR172-AP2IHAE T K ]t € o A+
H =4 {F F(Chuck et al., 2007). TIDS1KI AR A
SR /N LRGSR, T A B /NP A 2 AN /N AR
(KF2%%). IDS1[AVEIEFSIDL (SISTER OF INDET-
ERMINATE SPIKELET 1)%4F ik — b1 igids158
TRPRA, RPX2ANEFTE BRI HE K E L~
I ThRE B ZnfEH (Chuck et al., 2008). RAE:
YRR e e A R, RITEAR e i
AR REZI, MR, st fE. Sk
Z (Hordeum vulgare) I 46 52 ¥ 45 14 tH AP2 XK R 1)
Clyl (Cleistogamy 1)k A%, 1%k K3 IA 152 5|
miR172{A4%; X ClylJ7 5 5miR17245 4 A UK
A RN, 2T HmMRNASmMIR17245 &, MG
SSmIR172 1R B AR VE A, BE i ™= A R N
M GVETF B, fe 2 R A6 2 K (Nair et al., 2009;
Anwar et al., 2018). #] ., miR172-AP2E 7L AN A
YRR AR sy, HxHEmeas sk E Rk
NE TR, miR172iE i IHIAP2 5 ik i 51 3 ik, #E i
BN AP2 5 [K] 5 B2R AN C S 3 A 1A () AR, e & $x
WA ERE M RIS R

4.2 BHEYR R
MiR172-AP2BLHLIA |2 2 il A o8 77 AR K ) A2 5
AR IR, AR A A KRR E. DR
T miR1728E 3 K64, 45 NAP2. TOEL.
TOE2. TOE3. SMZAMISNZ. 7El /g 7+ il %ik
mMiR172 £ 5| & # o 546 R 84, L8R 1) 1) B B
MIR172 LR R 22 S BUR A, (AR A 5% 55
TmiR172iE Rk M kL. RA FIR R b6 L R A H
Y5 miR172 1 Rk — B o FAE R A, R
MiR172-AP2BL L2 2 il 40 5 T+ T 48 1) 18] ) 3 R 4%
[A-F(Aukerman and Sakai, 2003).

KFEH, miR1723@ i 4 ] AP2 5 [X] OsIDS1 1
SNBIRIA KM T AT fL K Ehd1 (Early hea-
ding datel)# 4, M5 S I 1E(Lee et al., 2014).
T, RAEN A R ARE, B R EmiR17240
| SsAP2%K 1A MM i S H-4E(Li et al., 2019b). LLAL,
K E . A4 1 (Pharbitis nil) A1 R XA (Jatropha
curcas) ' th A miR172-AP2 5 Ht 2 5 JF fE I [a] 1 #2
)4 1E (Glazinska et al., 2009; Zhao et al., 2015;

Tang et al., 2018). A, FATHENI Y £ 2@ i
MiR172-AP2 4} {1 HL i 15 A6 IR 8] Sk S H 3 F A4
Kl A B AR K i U

IEAk, miR172-AP2HEAE Y E 77 AR K AR
W B AR i v R 5 EEEE B (Wu et al., 2009).
Biltn, GL15 (Glossy 15 )1/ il K Zh i 1) a2
WYL AR It 1) () AP2BE BT, H 3R 58 [A) 4 52 I miR1721
% (Moose and Sisco, 1994, 1996; Lauter et al.,
2005). #] L, miR172-AP2f L LEAE Y] P e 4 15
R PERBEER . AP2KIR IR A A, TEThAE L
B AL FIRE S, AT FL A LA R g A = 52 B v R
FREE FImiR172-AP2 FLAE R IT J& 73 1 1 1h & Fidg
BERTHE, T SZELE IEASHEE A

43 wIWEPRILZEMIREDRBIE K
MiR172-AP2BLHAT RSk B IS B EZE . L
Frh, miR172-AP25 B my i iod 115 B3 K B RS i
HRLKkdE. FAB, EAFULEARF (Auxin Re-
sponse Factor) ] 42 H.1E I 45 & FImiR17 2/ 14 %
F 35 FR] 1) 3 3 1 X SRE miR1 72384, 326 17 4100 )
UL RN AP2 K TOE3W KL, MARIMERLEE
(José Ripoll et al., 2015), /KFFAP2%:HRSR15EAF
SRR K TR R R K B R S = 0
(Fu and Xue, 2010). i#t—P 7k, RSR1IEZ %
miR172 i % K ¥ J& [X] (Wang et al., 2015a), {H
RSRLIAHE T Uik (R 5 UK R R R ARG 237 B 45
WEHIE . O HIRSRITE K FEAT b b AR IE, BEoR
MiR172-RSR1 5 B o i K LT A i J5t ) 52 1 AT BE K
EHEH, RU@EE A e HS A KR E ki m R
KRB - 45 L, miR172-AP2# He st 57 R A
YIRS R B ¥ RAAEER .

FRIR B AN e S R AR R kg, i v]
HHIAE R . {EETE (Medicago sativa)H & 25 iE L
miR166 f1miR169% 5 {98 & & 11 1f#% (Combier et
al., 2006; Boualem et al., 2008). [ ikt (Lotus
corniculatus) /(A 5L tHFE B, miR171. miR397 Al
miR156 5 HLJ8 A A « I 218 e A [ 0 RE 70 % U1 AR
> (De Luis et al., 2012; Wang et al., 2015b). £ K&
Hif %A miR482. miR1512. miR1515. miR156 }%
miR167 34 A LA . 25 248 K AR 1) B & (Li et al.,
2010; Wang et al., 2015c¢). [A1, miRNATE S BHEY)
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ghyg AL AR [ U B R R R E AR
ZHT R SR B, AR B AL B3/ ) R AR
miR1723% 1% & 3% I (Subramanian et al., 2008),
FL7E B2 HR 98 R miR172¢ 1= J£ 32 15 (Wang et al.,
2009). 1fifE K5 H iR EmMIR172cH] i JFE I 1 1)
TG AR TR KA, TG AR 2 & (Yan et
al., 2013). Ah, miR172i8 v] 45 4598 K T (NF) [ %
ik (Martin et al., 2009). 40, miR172 ) # % A
GMNNCL1ZwtS 1N AP ik e skl -+, 7l B &
5 B 45 8 R 1 5 I ENODA4O ) J3 3 1 31 1 =1
Fik, INmiiE45 %% H (Wang et al., 2014). 14k,
F 8 FImiR172 H & £ 1X % F|11~AON (autoregula-
tion of nodulation) 4 J& H %15 5 (], 3 B
mMiR172-AP2H5 He 1] i /2 5 A NF ATAON/E 53 i 1
KT A SRR R, miR1721E3% 5 (Phaseolus
vulgaris) 1 ik 55 5 ARME AR IR T o 72 o [F A R
HEE/EH(Holt et al., 2015; Nova-Franco et al.,
2015), KM miR172-AP2EHAE % S RME Y458 K
FeA [ U7 R DB X DR ST o 3 B T miR172-
AP 4% T RME ) 45 [ A L, KRk =
I 47 22 g 0[] S8 R a8 A WL ER) g AT 5 i 428 T 5% 1)
SEHE, FEA B TR FE R L S TR A SR

44 BIEREAREDHTER
ARAFHEYI R 5 R BT Ry BE S Al
RLECFIRL 3T Z, M AR A 22 R 1R
Wi, 77K RGPt R A miR172 5 80— U A A 2 25
A FAEEE AR, E IR B A H L R
Do [RZ, MIRTT2TF MBI — . ZIRE IR H 5
TR H BRI, #— PR, AP25KIEELH
SNBAHIOSTOELS ik Tk £ A 5 miR172
IE#F A, 1575 SNB5OsTOELH fiE 2 miR172 (1) #
£ [F(Wang et al., 2015a).

I FH 4 5 TR 20 SR 10 93 BT 485 4 482 4% A6 o B 014
2 ) K 22 RORL 55 f) £ [l Zeo (ZEOCRITON), Bk
F AP H A RPN HVAP2 . K3 S RE R 77 E
J& i T HVAP2EE K I miRA72 R I A7 s 2 AR R A8, M
9855 IR 7206 LRk (R 2, 3 RSl 4 e 52
I RS /NRAEAE 7 1% 73 A7 BT 8 (Houston et al.,
2013). /N HIQEEDR AN ML 2 ) BIAb L IR, Fs i)/
FWRME . R B ARR = 2 AN I AR SR

FER e pE LS IR, QLB TAP2KK R, HHKIA
EMRNAJK F- 5 miR172 1 81 1) 14 #% (Simons et al.,
2005; Liu et al., 2018). miR172-AP2# 1 R AF}
WY b2 5 R, RUTLDIR MR . IR
WA I E R RS ) T, JR4EiE
A SRR 2 SRR R R BE B, A4S it
Do i W= /v R 0 L S VA 2 8 Nl = = W R 2
IH b A B A

5 miR172-AP21&k & S5ia4iEmE
Mg Rz

TEADAG 2N W vT DAk 10 358, R st L A0 HH AR 1Y)
522 BRI 73 1 IR LI R RO % Fh IR ST I8 o V7
Z AR, MIRNATERL ) R Foh A 4 A A 4
AR B AR . miR172/E ImIRNAZ ik
ORI — 51, H B S RIAZARR . SR+ 548
Z R IaE S, R E ] I s AP L S5 (R
Z 5HE Y0 RS AP A S 8 (Zhou et al., 2008; Fra-
zier et al., 2011; Yang et al., 2013; Candar-Cakir et
al., 2016). 44X, miR172-AP2f] B ki RIL 5
RELA) o 288 T FLme) J97 (1 300 858 DR 185 DD AH G . f R I R,
ABA 3535 il v S miR172 5 HE RE K SNZ 3t %
%o miR172bid ik sisnz A& 4 ABA [ 1538 i
(R R 18 5 HIF B iR 1 72588 1 42 o) HL 1 3 R SNZ
KA NG TTXBE a1 K. (Zou et al., 2013).

T2 i T iE S miR172e 19 £ ik, R W i % &
miR172e 3 AJ . 25 1Y s 40w 7+ o0 T R 1Pt . dk—2
R, T RIETE SGl (GIGANTEA)R ALk
miR172e {17 & LA 1] T L HE R TOEL I 3R IA, i
MM TOE1 8 H S WRKY44 1) TAE, fr & LG HE
YIS AE IR E (Han et al., 2013). £ KEHid®
£ mIRNA172c 5, filt 5 GMNNC 185 7] 14 58 K 5 (1)1 £
P Rz, THmIR172[(R A 50S R IAEGmMNNCLY)
W5 T K H ) E BUR M (Sahito et al., 2017). B4k,
7207 3 b it R 0A K S miR172¢ th AT 3 25 1 5 10
TEXF 5 AR 8 4T %2 P (Zou et al., 2013). R
H B0 AT 0 TF A1 K 5 H miR 1724 5 (1 AE 1 v Jo
ST AN T RE AR, (HTE SRR
S 7K G A /N 27 4 1 AR A v (A DRI FLAT 4 R AR A
FERHRIE W Z T, AR B BAR G F L ) AT
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5 M. #lan, &F#(Musa nana)ifi 24
i fEmiR172[1 KA & B3 1, Y5 H#ENmiIR172
A REAE ¥ SR R H RS HhC B TR AR ()
2018). It4h, fEZi(Lycopersicon esculentum) i
FiEmiR172aFImiR172b . 25 48 51 1 H % 3500 58 %
M, BES TS DimiR172-AP2 H %
O IE IR A2 A 5 (Luan et al., 2018).

25 b, miR172-AP2H YA AE 4 Wi B 25 P A ) 1
JEA= Py ie ok FE G T RE AR AR 57, 5 H AT T H
FHUR I FCIE AR N o FE DU 38 845 5 9F
WAL miIR172-AP2 i e, DLE— 25 S}
TR B N R T R IA R IR 2 Hb, AR
FAEY) P R 2% T BE AN HLER BIF 72 56 R R G5k

6 IRE

AR, miR172-AP2{A#E B IER ) E KK E T i
KEEHOA RERE. BEAEDIFEITmMiR172-
AP2IEIZ: 5 YL B R E . NP, Rk
RE R B AR 2 AT (1) thah, AT E
JEmiR156-SPLALHL % 1) 73 7 HLi A 1 15 Wi A
iR(Wu et al., 2009; Aguilar-Jaramillo et al., 2019).
R, B ZemiR172-AP2EHL H i ¥ £ £l 2%
I AR A5 ) B o 51200, miR172-AP 245 B 7E e A s
A RANED H IAE T A WIS 22, 1w 45 B LE ] B
SEOTHTIET, BRI BRI RN AR SR
IRk, J A I AT B 0L R I o R I ) T A AR

kKR H B E W R

WY

BE1  miR172-AP2H5 5 2 55 A M i) A A A A M B i 3
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Figure 1 The processes of plant growth and development, and stress response regulated by miR172-AP2 module
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Advances in the Regulation of Plant Growth and Development and
Stress Response by miR172-AP2 Module
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Abstract MicroRNA (miRNA), a kind of regulatory non-coding small RNA, induces degradation of target mRNA or in-
hibits its translation by specific or non-specific binding, thereby regulating plant growth and development. AP2, the target
of miR172, encodes transcription factors that are unique to plants. miR172 regulates the expression of AP2 at the
post-transcriptional or translational levels, thus regulating plant floral development, phase transition, spikelet morphology,
tuber and fruit development, nodulation in legumes and stress response. Here we summarize the recent advances in the
regulation of plant growth and development by miR172-AP2 regulatory module.
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