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Role of different transcription factor families in the regulatory networks of

drought and salinity tolerance in plants
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Abstract: Plant adaptation to drought and high salt environment is a complex biological process, involving cross
regulation of multiple signaling pathways, in which transcription factors play important roles in regulating the
resistance to salt and drought. Based on the recent research, this review focuses on the cross and integrative
functions of transcription factors (MYB, bZIP, WRKY, NAC, AP2/ERF, and etc.) that control and modulate high
salt and drought stress adaptive signaling pathways of ABA, ROS, SnRK2 and H,0,, which will provide a more

effective improvement way to enhance plant resistance to salt and drought by genetic engineering.
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RIS LEA B ARIFRE ™, 1Ah, H% AtbZIP24-
GFP fil & & A R R R RoR, $hif S0l gt
SR AR A0 B A% B R E AL TR R R AR, xR
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i & BA SCEAE A, d i T B R R R R

ZR1R 5 SnRK2 B HWEEAH EAER, B, BT
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TR R LR REAT « B B R SRR R 7
HON 6 A = AR ST ) WRKYGQK 22 3L 82 5 411,
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WRKY #3% [R 115 R Sh bt R AE R £ 2 S
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e SR AR B S 5 5 S i e A e s AR U
HLH/ABAR 72 H B # & 1125 ABA {5 5l B 1 28
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SR IR -l 3 % i R A A ) B A T SOD Al 4R
1L POD 25470 4801 25 DR 1) 28 a8 R0 vy 28 4 o) 240 g v
ROS (R E, 1o RIEZIE R 54 B R R vk 2 i AR
P HS R AN S AL o BB 52 RE G e, 2N
ThWRKY4 /5 [ 4t J % A5 #5355 14 45 K7 1 HC A A
Bidr 2, s WRKY %K 752 551k
36 977 0 S LA K ROS A5 145 5 388 i o 1) 28 XL
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AT 32 1 52 5 ROS Wi R () WRKY 15 # 5% [H 1
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NAC (N-acetylcysteine) % 5 [Kl - HIHRFIE 2 H N
Ui fe AR ST 11 NAC S5 #4938, A 5 NS5, F
C sty AR S Sl IX . NAC 25 &
R LA 45 A DNA 157, (Hrliiid —2/EA,
M S A T RE I NAC i — %1k 5 DNA
gha

NAC #x TR 21, HANZSE5EYT
RE BiIAMAY RS, T 2MEihdeE
Yl E N B R, aKRE R iR
fiif &k i Kl SNACI. SNAC2. ONAC063. ONACO045,
ARG TR )T 545 S LR ATAF]. AINAC2. ANACO19,
ANACO55 F1 ANACO72, 5% AmNACI %K, £
KA () ZmNACT FER%E P H winid ok #4388
Tt RIK %2 NAC s R 7 AT AR 2 ¥ Fh b 5 0 fiif
Ehvemng, HoH U2 NAC B H 722 Mk
EVIPE R RS, W+ NAC-type (NAM,
ATAF1,2, CUC2) #% 3% K T SINAC1 7] i . £ $§
ABA. FHIR. FREFE. LIGENEIZREYREE
e, RZFESRE TS5 2 %ES
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ERDI0. KINI. RD22 F1 RD294 (3% i54E M4 5
R EVE 7Y, T KA ONACS F1 ONACG ¥ 55 7K
PRIRIB W AT ABA. 5. Hh s 55 R
FriF s, RHEIXFAN NAC # %K 172514
e R S5 ABA 15 55 S8 A5G 5 it
— WKL, P R  R A S B T X 4
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ANACO55 7] 45 3 JL PR P v AR AR S e R R0 S g
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