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Abstract: In order to explore the intracellular interacting protein of OsRPKI in rice, and describe the molecular
mechanism of OsRPKI involved in high-salinity stress, a yeast two-hybrid ¢cDNA library of rice root tip under high-salinity
stress was constructed by switching mechanism at 5’ end of the RNA transcript (SMART) technique. The base sequence of

OsRPK1 gene encoding intracellular region was obtained by

s B EA . 2018-10-29 PCR amplification, and the bait expression vector

BEETR . FEK A RREIEEI0H (31701409) ; ZHUE T BT 5T f (pGBKT7-OsRPKI-CD) was constructed. Then the
PRI H (1804207020111, 1804h07020156) ; % i 45 toxicity and self-activation activity of pGBKT7-OsRPKI1-CD
FIORELSF 2L 4700 H (1408085MKL63 ) ; 22 HIAE 4l B2 g
B I 75 4- BB HE 42 (1780101 )

EEBT A8 & (1986-) 3 , ZHZRA, WA, By BroT 5y, 3%
AR JE PR Iy B A BT B 4 T BT B AT, (Tel)
0551-62160151 ; ( E-mail ) zouyu0308@ 126.com, X H
M — 1, brary was 1.11x107 CFU, the recombinant rate was 96% ,

in yeast were detected. The intracellular interacting
proteins of OsRPKI were screened and the expression pat-
terns of candidate genes were analyzed under high-salinity

stress. The results showed that the capacity of the cDNA li-

BIRIEE . kK5 VL, ( E-mail ) peijiangzhang @ 126. com; 5K X, (E- and the polymorphism of the ¢cDNA fragments was good.
mail ) wzhang@ njau.edu.cn The bait vector pGBKT7-OsRPK1-CD was constructed suc-
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cessfully and tested to be no toxicity and no self-activation. The ¢cDNA library was screened by bait vector, and 11 important

candidate genes were found by sequencing and alignment analysis. Under high-salinity stress, eight candidate genes were

up-regulated. Inversely, two candidate genes were down-regulated. Besides, one candidate gene was up-regulated transient-

ly, and then the expression was inhibited significantly.
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RSP A 254 R 55 S 7 DST-LP2 &2 fe fe it
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PNLRR-RLK2 BE#9EAE A= ¥y a0 175 3 35, 74U
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YERRGE A KL, A 6 B EE R 600 pumol/ (m?
K 14 h, B0 10 h MIXHEEE N 75%,

RNA $2 8] TRIzol F1 FastTrack MAG mRNA
isolation Kit 4 H Invitrogen 23 F] , Library Construction
& Screening Kits 4 H Clontech 2NH]

1.2 KEAH*

1.2.1  #H A G KA K RNA 6932 BLZ mRNA
B 544k A 150 mmol/L NaCl ZbFRA= K 14 d
) HASHE KA 12 b R KRR S , IR AT 1 g
FRAAE N, I Trizol HEHUE RNA , 84N GG EE T
K OD g 1B 5 0D,/ 0Dy 8., 73 HT 5. RNA ()24l
FUF R, IF 1. 5% A0 5006 1 068 1 R 3k ARG Y00 A
RNA 19 58 %% &, % A FastTrack MAG mRNA
isolation Kit 73 B 3K15 mRNA |, F] F £ 403 6% B i
F 1. 5%BEBEWHEE RS B UK A 43 25 46 A6 /5 mRNA 119
Jo R B A

1.2.2 4k cDNA #94& m &L 44t PCR &4
WA 2 wg mRNA 1 1 wmol/L CDS I 51#, H
RNase-free H,0 #h 2 SUAFN 4 pl, IRA5 72 C
KA 3 min, K B2 HT 5 min, BEEFES O A 2
pl 5XFirst-Strand buffer .1 wl 20 mmol/ L A% 75 B i
(DTT) .1 pl 10 mmol/L Ji & % B¥ % 1 = Bk IR
(ANTP) F1 1 pl PowerScript ™RT J2 5% 5§ , 1R 5], 42
°C 7K 10 min, LA 1 pl SMART III-modified Oligo-
nucleotide , J€2J 5 42 C/K¥ 1 h,8RJ5 72 C/KE 10
min, Z |k cDNA 25 —#E A M., ZIRE G, A
1wl BB RS H,37 C/KI 20 min, DUEE A
BUAY 25— cDNA b #EHR # 17 K BE B PCR (LD-
PCR) P8 FEIFAECH 25,68 CHEMH 5 min, F X%
¢DNA , {#i i CHROMA SPIN™ TE-400 Column 4fi{k
WEE cDNA

1.2.3 XEWHE  aifb)E 9 NUEE cDNA FZk i1k
() pGADT7-Rec #& {4 [F] B % Ak I BF 1% 57 25 4 iy
Y187, K SD/-Leu (¢ 2 1R ) ik 2k 35 7 B& 47 0
BE BTN 100wl 8 7 BB 20 i, JF O A
TR B AR 8,30 CHIE R 3 d JRIEE %,
PR E BRI E T 4 CHMF T3 h,
ABUHEHINA S ml FRAFE LK 15 4> 5 mm (3 HS
B BB R R A B R R IR B o B R IR U T URAE
Wb, WO TR B T VR R AR TRCT e R 20 P
THEER AR T A0 2%

1.2.4 XEMET BS50 wl @IS HAEW, o

.S)’E

F& 10 %100 15 )5 & T SD/-Leu “F i b, 1k
pGADT7-Rec Fl SV40 K T PCR H BEAE A B X A
BEAb 23 34K pGADT7-Rec 1E N B X HE 30 °C f8]
BERIR 3 d, IRV S AT SRR AR b A TR s AL
it TSRS R A R (A i = T2
B U A AR B BEARESO AL AR SO A % =
25 AR AR Ak 1 B R R R R AR I Y e B BRx
100%) , BEALPEEL 24 A EE TR FATRE S, 0Bk
Jokz i O3 7 4 IO, A A R BRI 5 | 4
(T7-Primer: 5'-TAATACGACTCACTATAGGGC-3'; 3’
AD Primer: 5'-GTGAACTTGCGGGGTTTTTC-3") ¥EAT
PCR ¥ 1% , Krilli A R BE K/
1.2.5 4% %k # 4k pGBKT7-OsRPKI-CD # #) #
FIFHAELARAE SMART 43 B 7K R 28 32 AR 28 11 S ity
OsRPKI(NCBI &35 ; XP_015640180) i 55 1 i 4%
P 3, 1 R M P DX 8k 5 631 Z LR 56 969 & Jt
R, Bt 2 255 1T B XS 5L 7 31 . i |
¥ OsRPK1-CD-F: 5'-GCCGAATTCATGTTCTCTGA-
CAACCACGAG-3', & Ui 5| ¥ OsRPK1-CD-R. 5'-
CAGGTCGACCTACTTGGGCTTGACCTCAAAAT-3,
rTE BRSPS Eco R 1N Sal 1 VI
RLCRIZR 53 ) 5 10 i 2 A i A= 0 BR A )
. I E R E PrimeSTAR DNA B4 i LK f
RIS cDNA MRS T PCR ¥ 14, 4fifkf% PCR =
Y 5% 384K pGBKT7 [A]HH Eco R T H1 Sal T XU
I, B 0O FH T4 DNA B3R T 16 °C 24
4 h, EH YR AT T DHS o IR A2 5 40, 37
CHFEA G PRI P 54T PCR 973 | D) A
JPYSIE
1.2.6  pGBKT7-OsRPKI-CD &1 iFiH £k E A&
pGBKT7-OsRPK1-CD F175 #i{&k pGBKT7-Rec 437l %%
fe ik ABERRHEZ 25 AH109 H BEBUCPA V% 2= 50 ml
SD/-Trp (A28 ) AR 3E FR b, 30 C #2 K T 250
r/mind® 1% 5 77 24 h;600 g BIRELS min,ﬁjifﬁz
W5 5 ml SD/-Trp WRARKE F= L E B R, 4011
B T2 M
1.2.7 pGBKT7-OsRPKI-CD 8 #i&#m i 3k
& pGBKT7-0OsRPKI-CD %% A AH109 ( MAT«a) B FE,
PIFE A Y187 ( MATa) FFERY pGADT7-Rec 1E M 75 2k
X IR A5 A%E A Y2HGold kR pGBKT7-53 2
AT pGBKT7-Lam 2 A4 1 Ay A4 X6J HECRR B 4 X
PRI SD-1 Pl b AR K E AT A SR TRV, 43 0 PR3] 1 ml
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2XYPDA kK 7R3k v $2 2 X5 A K409, 1 000 ¢
B AR, B2 A 100 ml = A, A 2 ml 2x
YPDA AR FR3EH 30 °C,30 o/min, 45 18 h 5
WCHE RIS, B OB 9 TR A 43 591l Uk A T SD/-Leu/-Trp
H1 SD/-Ade ( BRI RS ) /-His ( 41 % /R ) /-Leu/-Trp 5
FRBLBE R B, 30 CREFRA PR R 2 d, WLEE

4h
1.2.8  BEF & 5 it 5 pGBKT7-0sRPKI-CD &
e TR AR AR 2 L =AM AImA S ml

A H 2235 2k pGBKT7-0sRPKI-CD HJ AH109
P ZRARAY 1 ml BERESCZE M 45 ml 2xYPDA/Kan
(50 pg/ml) , T 30 °C .30 r/min 24 F Bt X§20 ~ 24
h, BCXTE 1 000 r/min % i 2.0 10 min, 7 1 iE
W, SRIGFFINA YPDA (2x) W5 UeBERE41 1, 1 000 g
ZFIREC 10 min, 37 VSR K K TH BB 40
Jd,1 000 r/minZE i 850> 10 min, & FIEW ., MAZ
10 ml 2K B 7K 5 2 % £ 41 ffd, SD/-His/-Leu/-Trp/-
Ade 4 BB FRFLSEHISAT 150 pl B FREEREAI, 30 °C
Figia~6 d, PRI PE B TR V% . EHCR T 75 2 YPDA
WAREE TR BRG] Ja 4 A Beit AT PCR 973
K3 ( T7-primer-F ; 5'-TAATACGACTCACTATAGGGC-
3'; ADR-primer-R: 5’-GTGAACTTGCGGGGTTTTTC-
3o AR BT 500 bp A4 RE A TR Tk 3% 5
CRGE FHAE Y2 /10T 0y 45 SR NCBI 7R 26
R34 X, 3 F Uniprot 936 T80 56 PR S i

1.2.9 KAZZF PCR 447 3 it F OsRPKI F=1%
AR R EEX BHARKBERFRPERK
14 d, /1 150 mmol/L NaCl #4t¥# 0 h 0.5 h.3.0 h,
12.0 h,24.0 h.48.0 h J5 W AERR AL, WA
WS A Invitrogen INE) B Trizol IR 2 HU RNA s ¥
FH TaKaRa A W 2 % 5638 7 & & B cDNA, R H
SYBR Green PCR il &, Lk cDNA WA #EFT PCR
F8 o PCR UM ARFF:95 °C 10 min;95 °C 30 s, 60
C 305,72 °C 30 s, fHEFY 3G 40 A5 31, FIH
PG 7t PCR FEZTT 54 M E QuantPrime it
FESEMES I (£ 1), % actin fE NS IEHPY R
JH 27420 ek i TR iR | H A [ i)
T 150 mmol/L NaCl 2R Fik &,

2 RS0
21 SHALEFEKFTERRZE RNA REKE mRNA
K E

KR A K 14 d J5, 150 mmol/L NaCl 4b 3

£1 WHEZPCR3|Y

Table 1 Fluorescence quantitative PCR primers

GIL7Ep 7 SIMFSI(5—3")
Q-OsRPK1-F AAACGCAGCACTTCCATTTCAAC
Q-OsRPK1-R TTCCTATCCAATCGGAGAACTTCG
Q-2943-4-F TGGCATCTTGTAGCACCAGTGAAC
0-2943-4-R TGCTTGTCCACCACCAACCATC
0-2943-5-F GCTAAGGCCAAGGCGATCTA
0-2943-5-R ACATGGATTTCCAGCCACGAT
Q-2943-6-F ATGATGAGTTGGCCAGCAAGGG
0-2943-6-R TGATAGAGTTCTGGGTGGCTCCTC
0-2943-7-F ACATGTCACGTCTGTGTGTGTGTG
Q-2943-7-R ACAGCAGCTTGTATGCAATGTACG
Q-2943-11-F CTGGGGCAGATCAAGAAG
Q-2943-11-R ATGGACCACGTAGGAGAA
Q-2943-12-F GATGCCAACATCGCCCAAACTG
0-2943-12-R GCTACTCGCGTATCTGTGTGTG
0-2943-14-F ACTGGAATGGTACTGCCAGC
Q-2943-14-R ACCAAGGTTTCAGTGCCACA
Q-2943-27-F TCATCCTACCTGAAGAAG
0-2943-27-R CCTCTCAATCATGTTGTC
Q-2943-30-F TAAGTCTGGCGACGAGAGGAAG
Q-2943-30-R TCTGCGAGAGCAATGTCCTGAG
-2943-32-F TGCTGACACTACACAGCGTT
0-2943-32-R TGGCATCGACACAGTTCCAA
Q-2943-36-F TGGATGCAGATGCAAGATGTTCCC
0-2943-36-R ATTCCTCCAGAGCTCGCCTTGTTG
Q-Actin-F GACTCTGGTGATGGTGTCAGC
Q-Actin-R GGCTGGAAGAGGACCTCAGG

HRAR 12 h, f FH Trizol i #2HUE RNA, & RNA
B 25 5 RSN 66 BETHR N OD g0/ OD 4 fE
1.92, I FEHCAY RNA BE VA7 B i, 1% A i oAt
Y (R T MEZEAE) 15 4, I BARE BT Y 0D,
(B A5 3 S PRAR B B RNA Ji vk B R 556
ng/wlo 1.5% %) B Jig W58 I HL Uk R I 5L RNA 45

(F 1A) B ,28S F118S il i 52, o, &
RNA SERMEAUT 288 257 I SE BEZ2 18S 1Y 2 1%,
5S A1 A5 BE B, W AL RNA [EfR s /b, A
X5 & FasiTrack MAG mRNA isolation Kit 7325241k
A% mRNA, 1.5% 9 B R M I F Tk 45 2R (14 1B)
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N, mRNA 57 B IRECIR , 25445 e 5B 0 7F 2. 0 kb
BRI, 5P mRNA A & AR R, v] LASEA T )5 S5

1 2 3 4 M

5.0kb

3.0kb
2.0kb

1.5 kb
1.0 kb

A B

M:DNA marker;1~3: &k RNA;4: Z0fLJ5 1 mRNA,

BE1 #HEMEEHNAEIRAE RNA(A) R4 S5H mRNA(B)

Fig.1 Electrophoresis of total RNA (A) isolated from rice root
tip after salt stress, and purified mRNA (B)

2.2 ¥k cDNA AR S4k

DL mRNA AR S 5 556 1055 — 5% cDNA i
K IEES PCR(LD-PCR) ¥4 5K 15 BUAE cDNA |, XU
cDNA HI 1.5%3FBEWEEER IR 730, S5 (&1 2) &
IR AT RRECIR, SR KN E B AE L5~ 5.0
kb, RUIRFER/NHUR R F B RNA B 5t il
J] CHROMA SPIN™ TE-400 Column #fi {k XU 4%
cDNA , B2tk =Py ml 1T IR S 4,

1 M

5.0kb

3.0kb
2.0kb

1.5kb
1.0kb

M:DNA marker;1:LD-PCR #"H3R15 5 XU%5E <DNA
E 2 LD-PCR ¥ iR BHIMHE cDNA
Fig.2 Synthesized dscDNA by long distance PCR( LD-PCR)

23 BEVNRZXENHERERE

FIH SMART [ 5 8 21 47 A 2l Ak J5 i Xk
¢DNA H Bt 584Kk pGADT7-Rec I:#; fL 1} Y187
JRAZS YN, 2855 SD/-Leu BRI B IR FLGf 6,3 d A2
BRI AR S BBk o B P S T
T 400 ml KB, WHL 100 wl B, FBEE 1 ml,
WCICEE 16 46 x25 A6 I A FESOb , 355 1 B 1 11 25

JFE,100 /&S5 212 AN EERETE , A5 B8 1 ml
8.48x 10"l , £ & SCAE M g 2ok, [l i ek
pGADT7-Rec F1 SV40 K T PCR F BtAE M BHYEXT R
Ak 25 3R pGADTT-Rec 1E R B PEXT R 1595 3 d
JE SCHE TR VK, T 1 B TR AR A, #2261 ¢ 100 AT HE
B, R E] SD-Leu $5 575 o K13 B, ds cD-
NA F Bi5#4K pGADTT-Rec L5405 K MY 52
Bl 370 4, IR SCOEAR 111107 CFU,
t,SV40 K T PCR Ml pGADT7-Rec F:544L )5 i 70 [
BN 148 4>, 25 384K pGADT7-Rec AL )5 1 T [ %
KA, 97% su AR & [ I8 8 240 /5 1) pGADT? Jit
WL, R E— 25 AT SCPE B A T A 0, DA SC I v B
BLPkIE 24 A~ oa e, S HEE RS BORE , FH pGADTT7 #hfk
RS9 T7 A1 3" AD #E47 PCR §74%, 255 (A
4) oK, 23 S sa BER I ) A B, H v Be K/ 2 7 1
B3R E0.75~2.00 kb, FEAEPLE 1.00 kb £
A UL SO A R BE2 Bl FRFEE ., UE
LN 96% , 1 S H 4 R = T 80% 11 it i
ZOR UMY B R KRR AR A AR IS cDNA AL SCE
M PEZS AR AN A R B /NI BIAR HE cDNA SC
FEELSR, ] 0 o 5 R a8 B9 OsRPK1 ity B
YRS 5T,

B3 BEINRAXLEERTLETE
Fig.3 Identification of the capacity of yeast two hybrid library

2.4 E{HEK pGBKT7-OsRPKI-CD Bt L E

FETFAEL M s SMART 43 #7 7K RS 28 52 A 88 11 3%
OsRPKI(NCBI %35 . XP_015640180) 1) 2 {1 it
gERA I B E M X3 (CD) AR 631 F LR E] 969
QIR E , Wit R s YY1 OsRPKI-CD T
G, 7 28 1% Bt B B I FRL VK 43 15 05 s KN R
1 000 bp Ze45, STMIfEL 020 bp AHAF(E 5) .

PCR 4" 8 OsRPKI-CD , [5] Bof ¥ 175 1 3 3k 4R A&
pGBKT7 FEATAUEGFYI , T4 14 $2 [l 4 4 J5 ¥4 e 7 401
ki pGBKT7-OsRPKI-CD , 41 FURI % fk DHS5 o T BK
PREUCBA M 2R TE B FORLE AT Eco R T AN Sal 1 XU
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M: 100 bp DNA ladder marker; 1 ~24 3 A BEI PCR 7249
E 4 STEHRNF R PCR &N
Fig.4 Detection of the cDNA library insert fragments by PCR

amplification

S0 (B 6) Won, BEY) = KNS BUMEAHAT . 1%
WRBAPE SERE 4T DNA M7, 25 8 5 NCBI %04 4 vh
B FS—3%, W pGBKT7-0sRPKI-CD 5 32k %
PR HE ST

M1 1

2000 bp

1 000 bp
750 bp

500 bp

250 bp

M1 :DNA marker;1:PCR ¥ 4% OsRPKI-CD.,
Bl 5 PCR ¥ OsRPKI-CD
Fig.5 PCR amplification production of OsRPKI-CD

SD/-Leu/-Trp

SD/-Ade/-His/-Leu/-Trp

L

5000 bp
2500 bp

1 000 bp

250 bp

M2 . DNA marker;2; fil7 pGBKT7-OsRPK1-CD ;3 :Eco R 1 fl Sal 1
XUEE Y kL pGBKT7-0sRPKI-CD,,

B 6 pGBKT7-OsRPKI-CD =40 G WEGHI L E

Fig.6 Identification of pGBKT7-OsRPKI-CD by enzyme digestion

2.5 FERIEHME pGBKT7-0OsRPKI-CD H B i
i RN S A T

W5 i 1 % 38 2 A& pGBKT7-0sRPKI-CD % A
AH109 ( MATa ) T ¥k 1, pGADT7-Rec 25 #% 14 5% A
Y187(MATa) FEHEH , B X HE 2 4 ( pGBKT7-53 ) Al
BRI BB 244 ( pGBKT7-Lam ) %% A Y2HGold Bkt
55 7) B, FRYEXT B pGBKT7-53/pGADT7-T 7E
SD/-Leu/-Trp F SD/-Ade/-His/-Leu/-Trp & 37 6l [
R e H AT, JF BAE SD/-Ade/-His/ -
Leu/-Trp/X-Gal & 57 6l f B 7M. I K i 6500V
BAEXT B8 pGBKT7-Lam/pGADT7-T HAELE SD/-Leu/ -
Trp & 7 B FE A 14 K, pGBKT7-OsRPKI-CD/
pGADT7-T B2 S5 BAPEXT BAHR] , 358 pGBKT7-0s-
RPKI1-CD AT B 3G 161 .

SD/-Ade/-His/-Leu/-Trp/X-Gal

1:pGBKT7-53/pGADT7-T; Il ;pGBKT7-Lam/pGADT7-T; Il ; pGBKT7-OsRPKI1-CD/pGADTT-T,,
Bl 7 pGBKT7-OsRPKI-CD BB #iEIIE
Fig.7 Identification of pGBKT7-OsRPKI-CD for auto-activation
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fifi % A
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2.6 FHIE/KFEEER L cDNA XEHH OsRPKI
BREEERR

A HF kAR pGBKT7-0sRPKI-CD 1Y %
RS & A pGADTT Bk i SRR IR A5 6 )5, 4%
FEY R A T SD/-Trp/-His/-Leu/-Ade 15 7 3 -
1,30 CHEFE 4 d Zoh7, BREUE AR T ~2 mm (HER T,
P88 5 SR UTOR EFT PCR AT, 4558 (1K 8) BR,

PHEIRAT 0 25l KN E B FET50~2 000 bp, A
PCR ¥ IS 4517 1Y 68 A~ 5 5w b o R HUTURE , H5 1k
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LRI 7 9 JEA T D BE ST , 840 T B 4 ik 2R 1
AN 2 o,

M 13 14 15 16 17 18 19 20 21 22 23 24

2000 bp —
1000bp —= 750 pp

500 bp =

~—250b
— 13065

M:100 bp DNA ladder marker; 1 ~24 i A Bt H) PCR 77 %),
8 #B4 cDNA ZEHAN F B E) PCR il 45 R
Fig.8 PCR identification of insert fragments in the cDNA library

%2 L OsRPK1-CD AFEFEZNESTFZEEARER

Table 2 The information of partial candidate proteins interacting with OsRPKI-CD by yeast two-hybrid screening

SEREMENES B BRER GenBank % 5E5 Bl
2943-4 KT XM_015778795  TEAEWIAE K KT R 5 H A B0 i # h Ok #4582 ]
2943-5 SIRMFHEEN OsMT4e  AK105219 TERTEHER (ROS) IR, BAT B A 7 A e SRR 1 bl 3508 i ok
2043-6 I S T AK059771 PP IR 2 JIIRAT - R ( AMP)
2943-7 T30 7 2K 1 AK060132 Z 5HEY WA K
2943-11 HE iR 25 1 A FAD2 AK103618 LA SR SIS T | B 0 5 AR 4 1 i e 12324
2943-12 YR AK065000 W 2T 4 K KA 0 W R
2943-14 ABC #1271 €2 XM_015779966  Z SAHYME S
2943-27 S e PR ¥ AF030517 mRNA FHF I 02 2 22 R HE 14 4 feh
2943-30 14-3-3 &1 GF14-d XM_015761572 ¥ T )= DNA 45Tl
2943-32 HE R XM_015791884  JKffEHE M, KR O-HHELE Y

2943-36 &R MAFIZE A OsMT2h AK070937

FAT R BT B 1 b SR BRI o, T e 2 S SRR R T AR K
B AR & A AR A (2]

2.7 JKiEEEMET OsRPKI 539 FEEEME
KB

K9 s, RMHAEK 14 d BB ROKRS H A
& 150 mmol/L#% NaCl 4 FHO~ 48.0 h, OsRPK1
ZrnEh A A S A A 12.0 h IR AR R,
RIGFRIA T NS TR, 2943-5( &R s E N
OsMT4c) 2943-6 (B H B 1) . 2943-7 (JWr36
M) \2943-11 (JEITR 22 Al FAD2) 294312

(LF4E £ ) 2943-14 (ABC iz E 1 €2) ,2943-30
(14-3-3 [ GF14-d) 1 2943-32 (HAE 11 ) 8 /M
PRI A7 R a5 61K . 2943-5 7E 3.0 h W FF
AiF Sk R IR B AE 48.0 h 1A 3 Hix K5 2943-6
2943-12 fl 2943-14 3 A fE e L H R AKX 5
OsRPKI AN —%(;2943-7 2943-11 F11 2943-30 3 4>
g B A (1 e 38 8 43 AE 3.0 h 3.0 h #1 0.5 h i}
KB K 52943-32 2 EhWhiB R 221 5 3535,48.0 h
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B et ® 25 o
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junn = = 44
=4 S 1S < 3
Z 2 1.0 & 2
~ 2+ =} El
g 0.5 1F
0 L 0 0
337 2943-6 fg [2943-7 101 043-11
B30 1 iz o 14f
Hoast w lor X
® W®l4r 1
22 z 1 B
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Z 10r % 4r 2z
AR # e
0 0
1601 ar 1.4r
‘ 2943-12 2943-14 ‘ 2943-27
MH 140+ UIE | ]BH 1.2 T
120k 93 H1op
K X #® T
& 100 ' ol = 08
E 401 = = 2 o06F
2 : 2
£ 20} Z 1t = 04r
g El & 02 i
0 0 0
2.5T 2943-30 5T 2943-32 121 2943.36
. . L T
= o0t =gt B0
% B o
®o08tH
ﬂﬁf 1.5F ﬁ 3+ ™
ol il 1 = 0.6f
= 1.0f = 2t =
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0
0 0 0.5 3.0 12.0 24.0 48.0 0 0 0.5 3.0 12.0 24.0 48.0 0 0.5 3.0 12.0 24.0 48.0
FHERE (h) FhWERE (h) ERWMERSE (h)
2943-4 2943-5 2943-6 2943-6 2943-7 2943-11 2943-12 2943-14 2943-27 2943-30 ,2943-32 2943-36 K vi [k HI 5 H 4 5
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Fig.9 Expression pattern of OsRPKI and partial candidate genes under salt stress
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