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B, . KEEEET WRKY42 WI5ER. TERES W-box HESHHEN R <683

(TTGACC/T) LAk, H i & 4 K B W-box il 3
TCAE ) V2 AFAE TR REAH S35 R 1 B35 3 1
X254 S P BE AT SR UE ], WRKY13 iR
AT LY PRIa~ AOS2 A LOX JEIH b0 &
W-box 5L W-box P4 456, FH eI BE A i 46
WEB T EANIZ M S A R RIS, X WRKY 28 1)
RSB AT W I, WRKY28 W] fg 5 /K FG N
X LI BRI 1R 5 R 0 A N TR R A L, AR A
WRKY 28 B#AR T X ARG J0m I b, e B R 56
IEM] T WRKY28 15 W-box #5745 409, WRKYS3
WEAYE W-box Fir4i &S], HWRIA WRKYS3
BB T KRG AR T, AR, 1R
WRKY53 831 F XA 3 AN I W-box, S
PR, W-box ME 5 WRKYS53 I 5% 5
FEAOG, 4 TR 5% ) LA o s 3 v 1) 1 428 e
U0, PR WRKY # R T se@ i 454 8 &
()5 51 D% B Ho A WRKY i b 1 i 2 DX 4
HEARIRIE.

1 P A2 55 B Ay 7 L T 7K R A AT e
Xa21 2 e 5 SO 1) KRG F Rl po ik SE R0, %
FEDGn s 52 AR R U, (e KB PR E R AT
PN TR Xa2l A5 A STE LR,
AR OB T 2GS eiwierh oo, s
XB3™, XBI0(WRKY62) ", XBI5™, XB24 12,
XB252FI N 5T 43 F AR H 1 BIP3®IAE . SRdlT )
WEFCIE I, 15 Xa2l A5 1 G W25 | W
XA21 B4 By V)RS Wl 45 i, 1% 451
BnT LR B A Mk vh HL4 S e sk - WRKY62
AR, ARG T XA21 A5 10 A BT
93 SN A IF ST K R HUIE M LER SR AL T — AN R AP A X
ARG IR MR REAH S N (1) N Rk, R
L2 A FEAH IR AE Xa21 A3 HIPUR  FE 52
HERBEEKILAEP B4, W PRI PRIb F1
PR10Z5W), $E/R1X 48 PR FE R AT BELE /K FE 599 R )
P i RIS HER . EEIH R IR, 8%
RS Xa2] AT e s DR - an o] P 4% R Ui PR A&
BT 1) 3 4

1k 11 BH A 51 565 (electrophoresis mobility shift assay,
EMSA) & f 58 % 55 DR 7~ R X G 45 A 1A% 48 5
% ARZTE— O RE TR R A . EERER AR
AEFARAR 2 Bl A 4 5% DX - A DNA (1) 25
Gy &ITIET BRI B R IA . 2010
4, Wienken 55U TAH B 454G AW 5r AR #Us)
HIK B R AR I R B, HE T T R Ak s ER

(microscale thermophoresis, MST), %+ A H A #
PEfRIAE . S@NIEH)T PTLARTGR B 32 th 4550
8o AEARI AP 53 1 AHEAE B AU ARk A T
N, Hh e fGE E S DNA A BL455%%, H
FEART KA e s S~ BIF 977 1 18 2 D v R AR

FEASSZE 4 ORI AR D, i 8 3 BT e
A (Western blotting, WB)% & £ 7 NME Xa21 N3
(R 7K AB BIL 1 A I A v e 34 ke AR AR A 1K) WRKY
B e, by AR R PR1A. PRIB. PR10A
SR REAH SR HE T K AR 5 A 09 BT EL AR S R v
I B2, AR b, ARSCR G 1K
WRKY42 e 3 K 1 (e s M AR KRR AL, R ILZHE
ESRERE 2L BUIE 1/ STER S Y da Bt 2 ) G Rt S =1
15 Xa21 A5 0 E R B S v 52 75 3 408
B, FAIA R L4 WRKY42 8 H i, il
I MST £ A 7 5 2205 B AH SCRE A E3 i
XA T A GRAAE, A TR WRKY 42 ¥is%
KI-F I Zhfe, JCHIEAE Xa21 /-3 /K REHL A M
T R DR PR A T RS,

1 MR57E

1.1 KGR

IKFE(Oryza sativa L) IR AT A6 ANV 2
VG X 7K A SE 56 B (T AB 2R ). e BRI
93-11 ZhThkkE A 1. 24 5. 10 A1 15 cm A [ b
I e oy BEIWD . AR O A R B R i )
4021 SN MRS PTIE R R Xa21 2\ TP309 1M 3k
R A G RE AR, 38 B0 K A 8k 4 o AL
Ronald #5550 5 M HEM. JKAG 4021 #ew e, 4
5L Ohy 2h. 8h. 1d. 2d. 3d. 5d. 7d Al 10d 1)
m AR BT H E G 9 B4 Philippine Race 6
(PX099), i EFRFE B G 5K E Y E0 T
RATSEWFIT Bt AraxST 5tk DNA H 35 [ b/
KA 5 12 Ronald BUREEME, ¥ % TR # 4k
PX099 H kG 3k13 T PXO99AraxST kK, iZEkk
FINA avr 5 [F)ZTB0. 50f J Ak B (Mock) oA 7K A%
4021 $ERPZERAK. W R HUOM G S AR R, RAF
T=70°COKFEA . R R 0 35 7% oK RE T
FERh T 1L VE DL SCHR[26].

38 WRKY42 F:DX BT F IR BEAR A Jit kb DNA
(Accession number 4 AK110587, Clone name A
002-168-F03) | H A% 7K #& i [K 41 % Y 7 0> (Rice
Genome Resource Center)$&fit. 3 ik 4 14 pET30a.
K % #F 1 DH5a F1 BL21-Codon Plus i Z< 525 55
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A7, FRAEIPEANVIEE EcoR T« HindIl+ T4 DNA
Ligase 1l Ex Taq DNA Z& 45 M35 A 5 AE4) TR (K
YV BR A Al s 44k BT Fl His-tag beads 1 H GE
Healthcare Life Sciences.

1.2 WRKY42 EERERS

M Rice Genome Annotation Project (## E (http:/
rice.plantbiology.msu.edu/) T % WRKY42 & A [
RNA-Seq FPKM % #% , %04 9 5 70 il A
GSE6893 (i 1+ et J o fe /P FFh 7R &)
GSE6901(G¥i 45 it ). GSE11025( 4 800 212 44 ) Ml
GSE18361 ( #% & Ji W 12 % ). M /K # MPSS
(Massively parallel signature sequencing) ¥ % (http://
mpss.udel.edu/rice/)* N2 MPSS 4, 4t Hbrdk
DT PR S35 JEL
1.3 ZRMERKE&

WRKY42 £ 507 41K 1H 7K R ik D] 4 25040 e
(http://rice.plantbiology.msu.edu). F| Hi BEPITOPE
BAFCIRINPUR POE R, R A I B, H
BLASTP #4557k 8 8 11 0 A T ME—PEAS I, A
SE P SR 2 1K 41 ) LSASASSSFPSSVT. £ ik
JSC ST % B AE T AR ER 1 B AT B 2
SEK.

14 KEBEERRREREERRENEEN

WRAER KRB B R AP AR S, IR
1 T B (62.5 mmol/L TRIS-HCI pH 7.4, 10% 1
M, 0.1% SDS, 2 mmol/L EDTA, 1 mmol/L
PMSF, 5% B itk &WF), 250K FISE 10 min,
12 000 r/min 4°C 2§.(» 20 min, HU E3EEI A BE A
J. B RENE(WB) S /b 3 ik, AT
HSP (heat shock protein) & [ FUEAT R M S 555 0
FEIW S, SRR & WB RS AR T &
HESCHR[19].

1.5 SI¥&it

HIH Primer CE A5, ¥t T WRKY42 5]
4K cDNA IRy 38514, L5190 EcoR 1
BE DI 05, RSN Hind L BE V1AL 55, 519
e TAY TRCE R ARAR AR, EiEs
W%l 57 GCGAATTCATGGCGGATCCGTTC-
CCG 3", 5T 5" GCAAGCTTCTAGA-
GCAATCTTCCAG 3'.

1.6 EEYEBRERRFKIAGENL

DL AT /KR8 WRKY42 4K ¢cDNA [f))Jii ki DNA
ARERCHEAT PCR 4719, ¥ PCR /“#5 pET30a 2
&y Y], i E PCR KBV 1), &

AL KA DHSa, B FIE b s /N A KA
BEEE A A B 2w FE DRI 7 380 e, e ARk R
BL21-Codon Plus, 4% 1: 100 ¥ HuA50 4 5 7 i e 42
£ 100 ml % 50 mg/L RIBEE 2= 1 LB i i85 95 2
i, 37CIRGEIIRE Agw N 0.6~0.8, %1100
EE# A 100 mmol/L () IPTG, 37°C iE¥#% 9% 3 h,
B JE R, His-tag beads HEA4T £ 11 40
1k, SDS-PAGE #illl.
1.7 DNA &&IHRETRNEIT S5 &R

M Rice Genome Annotation Project % # /&
(http:/ rice.plantbiology.msu.edu) H , 3K 4 PRIa
(LOC_0s07g03710) 11 PR1b(LOC_0s01g28450)%k [
i 1.5 kb ) DNA J¥ 41, F| A PlantCARE %X
(http://bioinformatics.psb.ugent.be/webtools/plantcare/
html/)B5360 23 41 3L 5 20 1 X g i X oo, et
5 W-box 7EW ) 25 bp KIS RIF4, 45
4o W-1a 1 W-1b, W-la £ PRIa If] 1366~
-1342, %1k : 5 CTTGATGTATTATTGACC-
CGGTAGT 3', W-1b i J PRI1b 1-1286~ -1262,
J£%1 2k 5 GGTATAACATGTTTGACCATGTTTG 3'.
¥ W-box M0 551 TGAC 5848 k) CCTA (U R %)
25 T 7R ) SR A AH NV 1) 2 A 4 %E W-1am T W-1bm,
W-1am ] ¥ 51 & 5" CTTGATGTATTATCCTACC-
GGTAGT 3', W-1bm [f1/7 %1% 5" GGTATAAC -
ATGTTCCTACATGTTTG 3'. A% 1FHRET BS65
5 2 4 W-box, 1 5 WRKY %% 5% K 1 KF ¢ 45
AU6373 - BS6S Al mBS6S 1741435 K 5" ATC-
GTTGACCGAGTTGACTTT 3’ il 5/ ATCGTCCT-
ACGAGTCCTATTT 3'. 5 Fif )74 B A FIHR
— IR AW TR B AT PR A 74 k.
1.8 KSR

J NT. LabelFree i #JK 8 (MST) 1 [H]AH B
Y& H 43 HT4X (#% & Nano Temper 28 &) 42 7)) % /K #%
WRKY42 £ 1515 45 7 W-box 1) 5 4% 11 I 4R £
BS65. W-la il W-1b A H 58 HREF 1 45 6 AT A
WL AW T7 V2 W OCHR[39],  H A 2 5 1 i 22
Rk F . AR F WRKY42 & A ik JE AR AR
(50 wmol/L), VREREN I E AN, AT K B
FERIIN, RNV ZEM K 25 mmol/L HEPES(pH 7.9)-
1 mmol/L EDTA. 5 mmol/L DTT. 50 mmol/L NaCl
AU10% H . IREHESBANEBHE T, 2a5M
JCIUR B v AR IR R, R MST R4k
W WRKY42 £ B B RO, ANFERFEM S G
Yoy 1 2 W96 T IR K Bl V1 5 00 A 7= A 5
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W, AT EIERAF AN FIRAH EAE DGR, RAEM
WA 5 AR UEE H OriginPro 8.5(OriginLab) it 1T
S BT R A5 2R 28 S (Hill equation) V45 fi# 25 54
(Ky)» KRG S0% M ER 11T 6 M 11 35 A% 7 1R
WL

2 ZERESH

2.1 7KFE WRKY42 £H

JKFE WRKY42 J&T WRKY #58K 1 1 S0 1)
JG, A ARIE R B, % 2K 0% L W WRKY 62,
WRKY28. WRKY71 1 WRKY76 25 #57r /K Fa i fs
I R A AR R Y AR T, WRKY42 B 5t T
MSU locus 5 4 050226430, H cds 551 K & 4
762 bp, ZwhH 1 T RE R 27 ku, FERIA]
750 S oR i WRKY42 18] cds 77 51 & AN T 2L 11,
WP EHEMANIC, X WRKY42 55K 1 Bt
X T R IAE-389~ ~370 A7 & A 2 R IET)
W-box A TTAH A7
2.2 WRKY42 BERBIEEF

h T f# WRKY42 BE N 1) 5%, F-ATTM Rice
Genome Annotation Project U ¥ FE F 4 T & T
RNA-seq 7K WRKY 42 BN (W) e s i, 45 3%
W, WRKY42 FEAELCZ) . 2 &, 20
Ryt | KRR I A sk (5 5, Hhies)
T 0T E P e SR AT R A i (R D).

XK BRSO (R e s s o AR W, KA
IERAERKE RS, WRKY42 fEM A A6 AR
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Table 1 Transcription abundance of rice WRKY42
gene in different tissues detected by RNA-seq

Library description FPKM
Embryo- 25 DAP 0
Endosperm- 25 DAP 0
Seed- 10 DAP 0
Seed-5 DAP 0

Anther 0.663
Pistil 0
Post-emergence inflorescence 0
Pre-emergence inflorescence 0

Leaves-20 days 0.718

Shoots 3.869

Seedling four-leaf stage 0.326

FPKM: Reads per kilobase of exon model per million mapped reads;

DAP: Days after pollination.

Ja A e R, A ERR S AN R R B 1
S IR BRA (B 1a). WRKY42 T2 AI
RIS, HRA AL EEX WRKY 42 %
BAEm(E 1b). KBS E R 3 5 (WY3)F
KT95-418(KT95)H, 7KFE4&E0i # (rice stripe virus,
RSV)Z 42 15'F WRKY42 (5% L (E 1c).
TE2Z B RO R AR G J5, WRKY42 [ stho b
WK 1d). BeAh, MIKHE MPSS 95 2511 4 1 4L
WU, FE/KAE S MR R B (Xathomonas oryzae
pv. oryzae, Xoo)fLﬁEﬁ%'E':P s AEEPN B MRS
24 h, WRKY42 [1He3A Pk B AR ).
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Fig. 1 Relative transcriptional intensity of WRKY42 at different developmental stages and treatments

(a) Inflorescence and seed developmental stage. R: Root at 7-day-old seedling; Sam: Shoot apical meristem; Y: Young leaf; M: Mature leaf; Pl:
upto3cm; P2: 3~5cm; P3: 5~10cm; P4: 10~15cm; P5: 15~22cm; P6: 22~30cm; S1: 0~2DAP; S2: 3~4 DAP; S3: 5~10
DAP; S4: 11~20 DAP; S5: 21~29 DAP. (b) Abiotic stress treated rice seedlings. CK: 7-day-old seedling; D: Drought stress; S: Salt stress;
C: Cold stress. (c) Stripe virus infected rice. WY3: Wuyujing 3; KT95: KT95-418. O: Uninfected; B : RSV infected. (d) Magnaporthe oryzae

strain Guy11 innoculated rice root. dpi: Days post innoculation. [J : Mock inoculated; Il : Guyl1 inoculated.
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2.3 WRKY42 ERREKEHFHBIFRIEEE

TR WRKY42 & A A P T, 3R
A 5850 M T A R S ) KR B, BOK G 1 9
(BR2350 0 10 20 50 10 A1 15 cm) iy F #5514y BE
UIEREEYE PR T N & ] S g 7o O e e |
i, FH WRKY42 & [ RE = pr R 4T WB A I
(K 2). &2 AT 0L, WRKY42 5 AL KRS 1 )
(RIS BRI AR, BEE /KR AR LR IA E R Wi
E, AR(EAR IR, BRI SIS 5 40 T
JREEIS K, AT REULIN () WRKY42 & AR AL T 1B
Wi, AT LA 4y, FRATHE e A0 s E ok
WRKY42, WRKY42" fll WRKY42".

10 15 Ti Bt Fw Fi

kan 1 2 5

60—

40—

22—

HSP — | e e e e s |

Fig. 2 WRKY42 protein abundence at different
developmental stages of rice leaves
Total proteins were isolated from rice leaves at different developmental
stages. WB analysis were carried out using anti-WRKY42 antibody.
Lane ]~ 5 are shoots at seedling stage in height of 1, 2, 5, 10 and 15 cm,
respectively. Ti: Leaves at tillering stage; Bt: Leaves at booting stage;
Fw: Leaves at flowering stage; Fi: Leaves at filling stage. The abundance

of HSP protein was used at equal loading marker (Lower panel).

2.4 WRKY42 ERRAEKIES Xoo BEIER I HY
FKIEEE

W WBAREAS M T /KA 4021 LEE Rl 1A
995 T i AN [ B T) 5 WRKY42 28 A5 1 32 (1] 3a).
M 3a ATLLE H, WRKY42 & (5 A B H G 3
RIFUR, sl k208 2 rE S 1, 55
AR TR A, IR LB 454 T TR oK
T 50 ku 9 4507 (bn ¥ WRKY42). & T Lb#¢
WRKY42 & AR AEA R KA -Xoo HAE K. H1 1) F=
JEARAE, FATE T 3 /NI E £1(Ohy 3d F 5d) 11
Fedt, BT HAEPUR(R: 4021-PX099). B (S:
4021- PXO99AraxST) %} (M:  4021-H,0) )% )3 1
(R IE =10 (K 3b). K 3b 45 IR, WRKY42

BRI B N (R IA T DA AL, 3497E
TN G B 4y o B 4k WRKY42", {HAE
Mock FFARK I BZ 4571, A KN R, w0
TR 45 WRKY42" 1] fig & WRKY42 ) 3
. R 3 NI R A Mock £F S, H
WRKY42 1) 3 15 & 5 A — 30, Ul 8 X
WRK Y42 5 5 RF I8 B AT B 5.

(@) ku

1 2 3 4 5 6 7 8 9

60—

«—WRKY42
40—

TWRRYS
22—

HSP — | o o = e e o o =]

(b) 0h 3d 5d
kn R S MR S MR S M

60—

«—WRKY42"

«~—WRKY42*
«~—WRKY42

Fig. 3 WRKY42 protein abundance in the interactions
between rice and Xoo
(a) WRKY42 protein abundance in the incompatible interactions
between rice and Xoo. Rice leaf samples were collected at different time
points after inoculation of Xoo. Lane /~9: 0h,2h,8h,1d,2d,3d,54d,
7 d and 10 d, respectively. Total proteins were isolated and separated by
SDS-PAGE, WB analysis were carried out using anti-WRKY42
antibody. (b) Comparison analysis of WRKY protein abundance among
incompatible, compatible and mock treatments. Samples were collected
at 0 h, 3d, and 5d time points post inoculation with Xoo; R: Incompatible
(4021-PX099); S: (4021-
PXO099AraxST); M: Mock control (4021-H,;0). Total proteins were
isolated and separated by SDS-PAGE, WB analysis were carried out

interaction Compatible interaction

using anti-WRKY42 antibody. The abundance of HSP protein was used

at equal loading marker (Lower panel).

2.5 WRKY42 EHRBRINRIER G

h T A WRKYA2 (AR, FRAlT
SOl IEKIA T KRG WRKY42 85 1 5. LA A /K R
WRKY42 4= cDNA {1 JUki DNA AT PCR
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o1, # PCR P25 pET30a g4k 4r HIXEY), &
LG A AT R, T BB B X PCR 7™ ) &
R D) J5 AL FORLBEAT LUK A I (] 4a). 45 SRR,
P3Py B OINRE A U, 2 ROk £ W A
Ja, AR EEIEER, & PTG 3 Xi5E,
SDS-PAGE 5l (/& 4b). Wi frx, 5XHEARLE,
IPTG 53 Ja 76 B AT 1 384 B 8 i 25 2
RIS, oy RS WS, X BT Al S
PAF SRR . RO R IE 44 pET30a T

(2) (b)

kb U S

.

o

Pe Pu

6—
3
2

15—~
1—

0.75—~

0.5—+

ku

«— 60 -

«~ 40 -

22 -

KILE AT 6xHis b2 MA & E A, XHBt
His b3 25 0 PUARBEAT T WB A (K] 4¢), 45 R
N, REF I PRAE S, e g, Dl
Raifh B FURFE S B RS, UESRA T
KL aitb i WRKY4 B (. K 4d =2 H
WRKY42 53 044 K I 5 21 2 38 B (1 1) 45 2
EHERT L, BARAEAAGHTRE i P A2 1 e A
RS 4T, Halifb 51 WRKY42 H A —14
i, AREINAEE, W T A SRS

(d)

ku

— 60 —»

o~ 40 —
-9

“— 22 —

Fig. 4 WRKY42 gene cloning and protein expression
(a) PCR amplification and recombinant plasmid verification by restriction enzyme digestion. M: DNA Marker; I:
WRKY42; 2: EcoR I and Hind Il digested WRKY42 recombinant plasmid. (b) WRKY42 protein expression and purification detected by
SDS-PAGE. (¢) WB detection of expressed WRKY42 recombinant protein using anti-His antibody. (d) WB detection of expressed WRKY42

Amplification product of

recombinant protein using anti-WRKY42 antibody. U: Un-induced E. coli total protein; S: Supernatant of sonicated E. coli protein after induced by

IPTG; Pe: Pellet of sonicated E. coli protein after induced by IPTG; Pu: Purified WRKY42 recombinant protein.

26 WRKYR ERRESREHAXEEIRHFEX
W-box HIZE S HFES

o FEAR G (PR) I R E R Ls 1 B b R 8
EER, A2 iERY, /KIE PRIaw PRID 55
SEPUR I R AR AR, LA ORI B 1 BRIk /K
1E Xa21 A FPUR R P B 2 . &3t
X BRI R, PRIaw PRIb A
i R AE A K % T Webox, A T A
WRKY42 5 PRla~ PRIb 7EXNfE LIOQHENE, Tk
& T PRIa F1 PRI1b J3 3+ X AL 7 W-box [f)—
BUSERAT IR, DL SCHERRIE ) BS65 (il A1 2 A
W-box) Ky %f Hi, FH MST £ R T WRKY42 £
HJit S W-box 45, &KW 5. K 5ak
WRKY42 #1575 BS65 M4 AikEe, &5 3 Rk
Hy 4= 1 BS6S [ LIS I, H9 s 5 AR A8
AN, AREN S IR E A /R R, UiH] WRKY42

AT LGS A BS6S, Mk 2k v 5 ) WRKY42
TS BS6S R FIf# & H 4k 31.0 pmol/L, 4t
W-box [ #% 0 7 41 1 TGAC 4 & CCTA J&
(mBS65), M5 WRKY42 & 1R AL 4, %HdE
YHET WRKY42 5 BS65 [ 454 & W-box 5 7 ¥
HSIFTHOBIN . BESS, Rl T WRKY42 54405 1%
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Fig. 5 The binding properties of WRKY42 with W-box containing oligonucleotides
(a) WRKY42 protein interact with BS65 and mBS65. @ : BS65; O : mBS65. (b) WRKY42 protein interact with W-1a and W-lam. @ : W-1a; O :
W-1am. (¢) WRKY42 protein interact with W-1b and W-1bm. @ : W-1b; O: W-1bm.
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Fig. 6 A working model of WRKY transcription factors in the interactions between rice and Xoo

Data revealed by WB analysis are represented by dashed lines. Y2H interaction results are represented by double-headed arrow. Arrows indicate

validated genetic interactions that positively regulate the pathway and blunted lines indicate validated genetic interactions that negatively regulate the

pathway. Data revealed in the current research are highlighted by the red arrows.
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Characterization of Transcription, Expression and Binding Properties
With W-box of Rice Transcription Factor WRKY42 Gene"
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Abstract WRKY is one of the largest families of transcription factors in plants. In this paper, transcriptional
analysis revealed that the transcription of rice WRKY42 gene was occurred at seedling stage and anther, while the
expression of WRKY42 protein was detected in the leaf blade at all growth stages. In the process of Xa2l-
mediated resistance to bacterial blight, the induction of WRKY42 protein was apparent in the late stage after
inoculation; further comparison among incompatible (R), compatible (S) and mock control (M) reactions revealed
similar expression pattern between R and S interactions, and the abundance of WRKY42 in both R and S
interactions was significantly greater than that in mock control reaction. This evidence suggested that WRKY42
protein may play a role in the interactions between rice and Xoo. Next, the WRKY42 protein was expressed in
E. coli. The purified WRKY42 protein was used to investigate its binding capacity with cis-elements in the
promoter region of downstream genes using microscale thermophoresis (MST) technique. It was found that the
WRKY42 protein binds to W-box-containing oligonucleotide derived from the promoter region of PRIq and PR1b
specifically, and their dissociation constant (Ky) were 73.3 wmol/L and 58.3 wmol/L, respectively. Taken together,
the data provide direct evidences for the function of WRKY42 to regulate downstream pathogenesis-related genes,
and further support that WRKY 42 play a role in the process of rice resistance to Xoo. In the last, a working model

of WRKY transcription factors in rice-X oo interactions was proposed.

Key words rice, WRKY transcription factor, bacterial blight, Western blotting, microscale thermophoresis,
W-box
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