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Abstract

but also has very important effects on traits such as product quality,yield and nutritional value. According to the researches,the regulatory of

Flowering is very important for maize. It not only affects the adaptability of maize to growth area and resistances to various stresses,

maize flowering time can be divided into four pathways : photoperiod pathway, autonomous pathway, gibberellin pathway,and age pathway. The
four pathways are relatively independent,and there are also some mutual influence and interaction among them. Reviewing the regulation ap-
proaches of maize flowering time will be helpful for improving tropical germplasm resources to adapt to temperate zone in China and cultivating

good varieties.
Key words

FHAERS TAEP T 7 BOCE B, XA FEA L S AH
EIRERBVERA AR AR i X ST RS
PRSI AR A AR 3 BB/, BT oK
FEAES, HETDXT TR BTl B B 2N 2 B B KRR A
— KR

FRAER R iR S A AL A8 B A sk 4%
SN2 L A A A B, AE RS R B S AT TR
P2 AR TR . R R B TR R
28 3B DI AR T W32 1 B SR BE TR T 52
TF i B SR A I A O HE B AR I I AR 2 A= 1185
PEIEHEIE B, AP 7015 2 BB e A2 g A8 70 R 2 2L, 104k
TEIRALSS B AL DIERS B R H AL B R B A/ A
JCE A FAE RS BT AL AL R M R
45K

TFAEBAR AT TE — BRI TS 1 — R ABFSE
R BRI R I A 0], T AR08 e 7 ] I 245 1
2014 4EE A 554 LU FT (CO SOC P AEMI S
14 SECEE P S L BRI ST Y S AT AE TR IR 4% - Ot A )
wie A Ewie FRe REREE AR R T T
ZE SR, TR R R T A R AR R B 4 (1 1)
S HABREYIT AR B WF T SR AL 1 R S AR LU E 2
HIBIEFETT 1A o

TIHN R T ARABHEY KRS R AL R 45 5 I 1 S A

EER-N

T AT

i EE 2021-08-04

FREE(1995—) , %o, L RFTA, BB A, B 7 6
ARB/E, = BEAEH, AL, L, NFERS

Maize ; Flowering time ; Photoperiod ; Flowering regulatory network

TR, DOGRWEER 6], /258 B BAEA T, 7]
KRB H A W 26 m S HAT 30 i 42 OsGI-Hd1 - FT #I
OsGI-Ehd1-FT""*"™ | i Hd1 {2 CO JEH 59— ] P53
L322 OsGI W52 J5 23 9006 FT /3R 35, AT 4 Bk
OsGI-Hd1-FT AR ; 1M 73 b — %1l 28 B /K Ag B feAT 1A
IR K HRAMET ERdl 23 1R Hd3a f93R3%, OsGI T
2xpthl Ehdl pEI5 , BETTAL I — SRR IR s e o

FRIERAFIV A G , AR A SR S T B
R, ARG DR GT Al TR AR T 5 45 43k S JE
#3445 ( photoperiod pathway ) , H 3= & 15 ( autonomous path-
way ) \JREE R 42 (gibberellin pathway ) FI4E{3 1% (age path-
way ) PR RAR , LA FT-like JE[H ZCNS Jyrhs LATTAERR
TCHE DR ZMMA g AL G SEAR G R A I 465 Jr B oK I
FRAE A ) AR B AR R AR (1] 2) .
1 A& E

HeR AT AR B ) — DN IR S, iR
P 1] 1) JE SO AT JSCHY — b 24 b AR A0 1 A 05 A e
SGIEI o AEIAR AR 6 I AR AR B BT R A
R PR A ST AL T M is S A AL T AE
AR EH R, DRI A B B BRI 5 R : CO/
FT R AR EE e o msr 1 o i
LR, A RS R CO/FT 1y ki 2 B R 1044
TCI e F R T PR AT AR AR B — 5 B RSTE , CO BE K
P SR P AR AR P R 2D S IR B AR R VE L AR
A T SRR R T T BN 1] FT R D] st o 48
EEERNSMET, CORERIFRFTRERAM JkhRiK)5 FT



24

BHOR A A

2022 &£

PAF1-like complex

VIPZELFT
CDCTIPHP VIP4,5
VIPGELFBE

SWR1/SRCAP-llke complex YAN2 i
ATX1,2,7 compl
VANZ

s EMF2 g
_____ ELF5 = ~eCLF/SWN

Chromatin modification
Lo

circadian cfock -\‘x‘
DETY1 %
FRR3 A
Y
/._-\ RV l ELF3 ELF4 A
wx ¥ \
pt .1
\
e
-~ S ~ 3
\

FLD
FYEMSI

'+ Histone modification
SWP1/LDL1  AEFE

«—a Genelic and'or physical inleraction

—p Aclivalion andior stahilization
‘| = = = Indirect inleraction

—f  Inkibilion andfor degradalion

Current Opinion in Bictechnology

B 1 AN E
Fig.1 Flowering regulatory network in Arabidopsis
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Fig.2 Schematic diagram of maize-flowering pathway regulation network
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