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WRKY Transcription Factors in Regulation of Stress Response in Plant
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Kunming 650223 )

Abstract: 'WRKY transcription factor families are characterized by a highly conserved WRKYGQK domain and involved in plant
development, metabolism, answering to comprehensive biotic or abiotic stress. Recently, the research of WRKY transcription factors
concentrate on stress response signaling network in different species. It reviewed progress of WRKYs members, and indicated that WRKY
transeription factors play a heavy role in plant growth and regulating stress response. At the same time, there is less reported of WRKY's function
in plant species besides model plant Arabidopsis thaliana and most of them focus on systematic research and analysis. In addition, numerous
networks of WRKY transcription factors are still unclear.
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PgWRKYS . PgWRKYS. PgWRKY9) — H W A FiH
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PR X I £ L s A B Ay 1 7,
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HI ', CmWRKY10 58 i3t ABA 42k P45 45 16 10+
S 22 M 5 fEH m R IR VR DREBIA. DREB2A .
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S IR AR R N kI BB 5 A AR SRR T,
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AtWRKY41 18 3 B8 45 ABI3 18 8 8 Fh 7 rp i 36
TR LA B Rh AR IR A B 7 CaWRKY6
AT LAE CaWRKY40, i AR iy — N 1E P84 R -1
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WRKY 2 5 S|7K #5 i 7 B fFp IR o, 38 i
Xt WRKY 9 b 225 R 806 15 54 9 1L & P
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AtWRKY6. AtWRKY22. AtWRKYS53 2 5 #| #4
Yy gE gk A s ep VY WRKYS3 WEAHE b T
M F i % i M AtWRKYS4. AtWRKYS7 il
AtWRKY70 [FIRELEM: Fr 522 i im0 k4]



70 4 % ¥ A @ 48 Biotechnology Bulletin

2016,Vol.32,No.10
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W, AR —AS ST SRR A K R A 5SS
R FEAKRE I IE OsWRKY42 S E R
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TSI A N LR A rp AT 116 > WRKY JEH
Hodp 30 M E M EEEMISE WRKY JEH, TaWRKY7,
16, 24, 36. 39, 68. 71, 74, 89, 96, 114, 115
1116 fRATREEA 1T R SAGs, FERIRE I 01
1L FRIK TaWRKY7, 18 RERGALFAAE T L S Fr 52
ErFE IR 5 AR AT AR ABA S, [RIASRHE
AT BRI K 23 S B e AR X T SR A T
AtWRKY6 W] L4 B 34555 W-box I MR8 5155
T2 2 AR TR R A 5 SRR, atwrky6 AR TR
1 F K AtWRKY6 5 3 AR AR 43 391 28 B e R 4E R
TR WA, R ST WRKY46
e S IR T R TR0, Fe HEia RN A6, s
Fe JLRTEMPIIR A MARFIZE 4558 112,

WRKYs %% 5% [K F ] 4 GaWRKY1. AaWRKY]I ,
WRKY3. WRKY6 F1 WRKY33 #} % 5 ¥l Z Fh £ 9y
ARG BRI, AR TR, SERAEY
PR R IS E s L RS
AT FE, ML S A2 (Taxus chinensis ) W 73 5 B
MeJA Wi 13 5% 53% IR F~ TeWRKYAL, TEARANA] DL S
PEHb 5 P> DBAT &K 8 F | W-box TG 454,
M DBAT % it 8 A2 Bt A 4 F 2o 78 v 10 S e il 0
CIWRKY1 J&F e WA H Ry JA 5%, EAYie
SEMEWRILE )G S AR R, I FRIK GIWRKYT RefE I
B 40 B R AR R R BT s T
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KR WA B a0 TR, 8 ST S A R
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ol sg AR R
4 WRKY #REFHERFIAE
41 TEHH

TE R B B AR s R, UK RS WRKY62 I

WRKY76 %% 53 [ 111 3k A7 A2 ol AR B 2, J g AR
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WMk S168 F1 S250 137 5. W R 1k o7 55, 119 98 A5 Uil 12
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Hi i F3K WRKY46 0] LLYE T PAMP i o $12 i 4 47 5k
AbHCE DL, WRKYS Fl WRKY4S VE R HI*T T 1%
FANEE (P. syringae ) JEA S5 AE 9 G R4 DR 7 AR R
ETI B IEREE T, A1 4 P58 AR R R Bk
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B A0 M T 25 2 AF 10 10 Ak 17 40 52 1oz 1) 155 5
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DIt MAPK3 Fil MAPK6 B2k 25 GA IEYIG AL,
I HXY A KR B Sk E2/EH. B
HIHGE SR, EARRPIFE] MAPK J2 A i FH i
PRI R BRI ik WRKY KRR, I HIRZAEM
B TR RS B
5 REERZE

WRKYs Z 5 2489y 4E iy A W 24 J5 1T, 78
FEE A A TG Bl A A F AN AT sl VR
S A A RE I . FAERS ] DA
P AR R FUKIR A 2 Sl S S
YA R B S PrB . WRKYs Fl SA| JA %
YR Z RAEE R 25 S S i w4, I H
TEREY) 32 BRI R a2, Bl T5 . k.
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