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Abstract: Sweetpotato [ [pomoea batatas (L.) Lam. ] is susceptible to various biotic and abiotic stresses that

adversely affect its yield and quality. Therefore, identifying stress-responsive genes and elucidating their
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functional mechanisms are crucial for developing stress-resistant cultivars. As key components of auxin signaling
pathways, SAUR (small auxin up RNA) genes play pivotal roles in plant growth, development, and stress
adaptation. In this study, the /bSAUR76 gene was cloned and its encoded protein was demonstrated to localize to
the nucleus and membrane via transient expression in tobacco. Tissue-specific expression profiling demonstrated
that /hSAUR76 is ubiquitously expressed in roots, stems, leaves, petioles, and shoot tips (highest in shoot
tips) , as well as in storage roots at 60, 75, 90, and 105 days post-planting (peak at 90 days). Analysis of the
IbSAUR76 promoter sequence revealed the presence of multiple cis-acting elements associated with stress and
hormone responses in the upstream region of the gene. qRT-PCR analysis demonstrated that /bSAUR76 responds
to both drought and salt stress treatments. To elucidate the molecular mechanisms underlying its function in
sweetpotato, the IbSAUR76 bait vector was constructed for yeast two-hybrid screening against a sweetpotato
cDNA library using the mating method, leading to the identification of 27 candidate interacting proteins. Two
interactors IbERF2 and IbERF15, which are known to be associated with abiotic stress responses, were further
validated through yeast two-hybrid reciprocal verification assays. This study enhances the understanding of the

IbSAUR?76 gene function and provides a theoretical foundation for in-depth dissection of its role and mechanism

of action in sweetpotato.

Key words: sweetpotato ; /bSAUR76; auxin; interacting protein
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=
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Table 1 Primer sequences in this study

KR H . REAEK 60 d. 75 d.90 d #1105 d iy
A, DL AR 90 d AR (2K M AR L2
PR B E S 3N Y FES BT R T
WRBR, T-80 CUKFITRAT , A SR EH

1.2 KA *E

1.2.1 IbSAUR76 EE K ZE  FIH Trizol ik $2
BA 90 d S HupR 1 5 RNA, Bl % F All-In-
One 5x RT MasterMix % %% 5 i 7] & & B cDNA
(abm /A 7)), AH AR 18 IbSAUR76 BT bl 32
HE(ORF , open reading frame) &4, 5|91 751 WL 1,
PCR JZ W14 2 b : cDNA 1 pL, 1EJ[15 [ #1452 L, 2%
Taq PCR Mix 25 uL,ddH,0 20 uL, 3£ 50 uL, Mix Il F
FERR MR BHE A o O A5 R 95 CTRAE 1 5
min; 95°C725PE 30 s,60°CIE k 30 s, 72°CIEMI 30 s,
ISAER s Z )5 72°CJ5 ZEf 5 min, A ] Axygen
DNA F B ali Akl & (O3 B T A= Bl 2 28 |)) 4l
Ak [0, #5 H 5 pMD™19-T #544& (TAKARA 23w ) 78
16°CNIEE 12 h, RAIPH B S - i =
DHS50 232 A5 40 il , 38 38 77 7% PCR Wi 12675 21 BH 1 52
W, BETORE, 26 A2 T A TR S W HEA 0 B8 IE

GBS SITEN(57-3") FHi&
Primer name Primer sequences (5'-3") Purpose
IbSAUR76 Sal1 F GCGTCGACATGGCTAAAGGAGGGAAG SEIFI TR
IbSAUR76 Xbal R GCTCTAGAACAGGCGTAAAAATCGA

IbSAUR76_EcoR 1 _F GGAATTCATGGCTAAAGGAGGGAAG VTR A
IbSAUR76 Pst1 R AACTGCAGACAGGCGTAAAAATCGA

IbActin F GACTACCATGTTCCCCGGTA NS BEH
IbActin R TTGTATGCCACGAGCATCTT

IbSAUR76_F CCCGGTGTACGTGGGAAAGT SEHTHEERE
IbSAUR76 R CTCGTCCAAGGATTCCGGCT

T7_F TAATACGACTCACTATAGGGC P BH M R S8 58
3’AD R AGATGGTGCACGATGCACAG

Pro-IbSAUR76-F TGAGGCGTGCTCTGAAATCT JashFrikE
Pro-IbSAUR76-R TGAAGAAATGAGGTTTGAGG

1.2.2 IbSAURT76HTELHREEM 4T 5 EGFP
(1 pC1301-IbSAUR76 il &5 A B4 pC1301-35SN
25 AR VR R Rl 43 ) 2 A B AR AT IR G V3101
o PR PR B v R FP T 25 mL A RARE A
FIREF-1 LB AR TR At 15 57 22 0D, 17 0.6, 355

FH 25 mL £ ¥ % (10 mmol/L & k%% , 10 mmol/L 2-
NIk 2, Tk 12 #1100 pmol/L 2. Pk T 75l ) 8 8 A 14,
FIRFE 4 hIE B A K 4 R R b e
55595 24 h, FRIE #1595 48 h(OG I 16 /RIS 8 h)
Je A8 PO R A BRI TSR
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1.2.3  IbSAUR76 TEAE A K BRI H R FAL K R
K HT K Trizol 355 43 0 42 O H 3 #RAE K
60 d.75d.90 d F1 105 d 57 H 210 AR DL K
90 d 25 it AR 2R 2L S RNA JF [ sk o
cDNA, HIF A FEARE S 3 EW¥EE . Ul IbActin
JNS I (51975 W4 1) , il 3 qRT-PCR 43 #7
IbSAUR76 H: TR X SEAEA i R TA 1t (K R AR Y
Z: B4 BlasTaq™ 2x qPCR MasterMix i 5] & 15 BH 45
(abm A w) o PRI AT IR AREL R
2R R A

1.2.4 IbSAUR76 FEE:FAT 2B THIRIE S 7
MCHEBYHUE K 60 d, KL 10 em A SEF AR 5%
BT 2B LB TR 95 (259C/16 h G IR
F122°C/8 h HARE ), K & 2 A 19 AR KRS —2, ¥
A MW, — 4B T U 30 % PEG6000 A4 1/2 4%
EFRW, 5 — 48 T 5 A 200 mmol/L NaCl /)
12 A8 22 B R D, 43 A T T 5 e A e 4b
o LLO h xR, 23 IAEAL F S A 1 h.3 h 6 h 12
h.24 hREEHEA, HFr A A& 3 IRAE B .
K FEARTE W R T R4 L BRI A HEA 1Y
RNA F & 58 A ¢cDNA. iz H] qRT-PCR J5 %43 #r
IbSAUR76 3£ R 7E PEG I NaCl 4 # (0 h.1 h 3 h,
6 h.12 h.24 h) FREFFH P RBEEA, A
RIS T3REARF L R 2L R AN R
ik,

1.2.5 IbSAUR76 R FHITER 5T IbSAURT6
Ja 8775 (IbSAUR76 3L [H 1% 2000 bp ) DNA JT
H)) $E B H H B2 2 5 4 5 Ps 15 (https : //sweet
potato.uga.edu/) . R4z I & WU 51 % 11 IbSAUR76
Jash TP YE5 191 (3 1) 44 IbBSAUR76 J3 3l T
145 1 alifl e 3% H2 2 pMD19™-T 4k
(P 3ih ZFFEF 208 1.2.1) , 554k DH5 o, BEHUTRL
Ja ¥ . 38 1t PlantCARE (http: //bioinformatics.psb.
ugent. be/webtools/plantcare/html/) 73 #7 i 21+ ) it
KAER I
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6 I~ BATEIE , 43 B HEFPF] 3 mL SD/-Trp A 8% 37 3k

H1,30°C 220 r/min i 57 PR PR R AT IS
127 RMFEZESERBHE KKk
pGBKT7 5 # 4 Jfi ki pGBKT7-IbSAUR76 %3 i % A
Y2HGold ¥ B1 32 25 v, Uik Al T SD/-Trp 5 5% 4,
30°CAR B R FE 2~3 d, AR L T 5 10 A ROIR S A
B RS A G BAHG — (BT AE.
pGBKT7-53+pGADT7-T) . 4l & — ( B ¥ X B .
pGBKT7-Lam+pGADT7-T) Fl £ & = (i #h A1
pGBKT7-IbSAUR76+pGADT7) 43 5| ¥ A Y2HGold
1% £ & #k H , % A DDO (SD/-Leu-Trp) A1 TDO/X
(SD/-His-Leu-Trp+X-a-gal ) B £ 55 9% 3 |, 30°C 18] &
KE%2~3 d, 38 VR A ARG B0 B g5 T A 1 A
A H PSS
1.2.8 IbSAUR76 EEEAMIHIE . EE R IBE
O Y2H[pGBKT7-IbSAUR76 ] 15 ¥k 15 1 2 e £
MR AL SR, 30°C .35 r/min 537 24 h, 38 1 B
BEER P2 A TR0 . Bl ¥ R AT T DDO/
X (SD/-Leu-Trp+X-a-gal) #1 TDO (SD/-His-Leu-Trp)
R HE, 30°C A1 B 1597 3~7 d. #kELDDO/X 55 55 5t
AR R TDO 8537 3 b AR IE B B ERE 1 7 Je A
% QDO/X(SD/-His-Leu-Trp-Ade+X-o-gal ) 1555 [
ATV, e ZAR B IE G VR B sk BAE AR
1 BHPE B Pk

PRI 07 P A5 BH A o e v 1 B ook, K LA Ak
% DHSa Bz A2 . BRECHR IR, 767% 50 mg/mL
SN LB WA G TR b e 7, SR ISR, 15
Y5 T7_F F1 3" AD_R &l 4% 45 K /N (51 91 )% 51 I
T D) WA KRR B0y s F 8 HE
NCBI ¥ 5 (https : //blast.ncbi.nlm. nih. gov/Blast.cgi?
PROGRAM=blastn&PAGE_TYPE=BlastSearch&
LINK_LOC=blasthome) i 17 F X , 2 B A 32 I
TR
129 EEEAREFEKIE F ks 28060 Bk
43 95 5 15 34K pGBKT7-IbSAUR76 J5i ki - &=
Y2HGold &322 , Fifi J5 4 e A0 TR DL S BV | PR
X BETERHEA T 10 £ 100 % . 1000 £ 85 BE R B J L 40
S EAT DDO H1QDO/X -4l , 30 C 8 E 1577 2~3 d
Jo WSS TRV A BRI

2 FHERESH

2.1 IbSAUR76 BEFE M =EE
PCR ¥4 3815 IbSAUR76 3L K ) ORF , 1M ) 56
TEH A B 408 bp, 5 U B br A B R/ — 3
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(F1A) . J& ki 2 B ik PCR i %8 BHPE 7o e, 4%
BN 2 4.5 5 EIE I KGE P AR RS T KN
44 (E1B)

A B
(bp) M 1 (bp) M 1 2 3 4 5
1000
750
500
%
300
500
250 400

100

:IbSAUR76 3 ORF [P 4 (1473 , 1 : IbSAUR76 3£ 1K (1 PCR =4y ;
B: K PCRYSE , 1: BN IR, 2~5: IbSAUR76 Bl PCR 7“4 ;
M:DL1000
A': ORF sequence of the /bSAUR76 gene, 1: PCR product of the
IbSAURT76 gene; B: PCR identification of the pC1301-/bSAUR76
bacterial solution, 1: Positive control, 2-5: PCR product of
IbSAUR?76 bacterial solution
Bl1 IbSAUR76 EE TR
Fig. 1 Cloning of the IbSAUR76 gene

>

2.2 IbSAUR76 EHENL

N T 3BT IbSAURT6 25 [ Y 8 AL Ol , 4 B 40
JF K pC1301-IbSAUR76 F1 pC1301-35SN %5 4% Jii kir
SEARRAT I S, R R 2 g 7RO R AR

Wi
Bright
=

' )

SO FOEE N
GFP

35S :: GFP

35S :: IbSAUR76 :: GFP

B N SR A T O, B R, 1) 35S
GFP #4A (pC1301-35SN 25 #44 JThr ) ity 4 555 20 it P9
I IZAEAES O , TS 35S 1 IbSAUR76: : GFP 34
(pC1301-1bSAUR76 a5 2H JF ks ) ey R S 241 L 7 248 it %
FZMREE R 7 B B oRak s (112) , KW IbSAURT6
H 1 L TE A A% A AR
23 IbSAUR76EEEHEARALRABRLZE B

HAMRIE ST

KT ISAUR76 46 H 2 1 D Re , 17 e Xt 3L
FEH EA R AL B RIKIAT P AR FKY,
IPSAUR76 FEFIFE H 4 25 I AR FIZEde i A
Fik  EER TR FRIE R (KI3A), 2R 024
A A AU R I BRI DX, T IbSAUR76 5 R 7 248
Mo 4o R p R AEAE . BLAN, AR AT T
IbSAUR76 B NAEYAUR R & & B I =ik i, R
L GE T 7E H S PR I K1 (90 d) i) 3k 2 i
(E 3B), #EM 1bSAUR76 7] REIE 1 7145 41 g s e 5
M A R A 20 B RS AR T S Al
2.4 IbSAUR76 BEhFRITEER ST

ik — BT IDSAUR 76 JE R Al RES: 5 10 A= 1)
2Fal FE Gl o PCR Y 3R A5 IbSAUR76 FEIH 112
2000 bp 1) B ARacH (K 4) S AE AT Hr 22 H ,
IbSAUR76 J5 8l 7 rh B4 & 615 % (41 G-box) 3
% (40 ABRE) S Wi )i (40 MY B 2550 a5 S5 458
JUIE(F62) , T IbSAUR 76 3R AT RES: S B2 rp
SR 7 R385 PR R I 2 A A e

ANz GR [E5ey
DAPI Merge

B2 IbSAURT6 & H7E/H & 1 49 0 48 B 7 fir
Fig. 2 Subcellular localization of IbSAUR76 protein in tobacco
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6 44 PRI 25 - 25 IhSAUR 76 3 R FR ik R AE I AR 2 1A i ok
A B
87 2.5 =
a
2.0 -
s ] 1 -
W 3 X g 157
K g B
w®E 47 S b
E2 ZZ 1.0
= = =
_— Q C
£ 24 b ~
be 0.5 -
d cd
0- 0-
O S T 60 75
AR

Different tissue sites

ARINE PR R AE P<0.05 K F-22 5 B35 T IR

Different lowercase letters indicate significant differences at the P < 0.05 level; The same as below

B3 IbSAUR76FEARFAL (A)FNAE L BHE (B)MRIESH

90

A% B (d)

Difterent developmental periods

d

105

Fig. 3 Analysis of the expression properties of IbSAUR76 in different tissues (A) and

different developmental stages (B) of sweetpotato

(bp) M 1 2 3

2000 —

1000 —
750 —

500 —

250 —

100 —

1~3: IbSAUR76 Ji 8 F1¥) PCR 74, M: DL2000
1-3: PCR product of the /bSAUR76 promoter
4 IbSAUR76 REhFFFIHI¥ 15
Fig. 4 Amplification of the promoter sequence of the IbSAUR76

=2 IbSAUR76 BT FFIMIRIER TTEES T

Table 2 Cis-element in the sequence of IJbSAUR76 promoter

Tel 44 izl Tife ik
Element Sequence Function Number
WRE3 CCACCT A3 11 7 A 1
WUN-motif AAATTTCTT P Aama e 2
STRE AGGGG T e R T 6
box S AGCCACC W 17 % 7 5 AR 1
ERE ATTTCATA AR T 1
FP56 TCCCCATTTTACCCCT TR A O 1
TCA-clement CCATCTTTTT Z: KR BN NIV E e 2
TGACG-motif TGACG Z: 55 MeJ A M o P IV FH I e 1
ABRE ACGTG 2 5L R SR IR VR FROG 1 1
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Telk 44 izl i Hoht
Element Sequence Function Number
MRE AACCTAA & Jm e N T 1
Box 4 ATTAAT Z 5 56ma M A PR ST DNA BH i) —38 4 3
G-box CACGTC S 550 R B RS oo 1
MYB TAACCA/TAACTG MYB 5 R B 45507 5 9
MBS CAACTG Z5F2FESFHMYBES A5 1

W box TTGACC WRKY 45605 2
as-1 TGACG TGA L5 A7, 1
MYC CATTTG MY C 345K T2 A v o 4

2.5 FEMEMBIFESHEZ IBSAURT6BIRIE
T HRIE IbSAUR76 He DA H 250 B3 il 38 o 1)

fe, 4 ¥ T IbSAUR76 3£ A 7E £ (200 mmol/L

NaCl) #1155 (30% PEG6000) i3 K i3 ik K.

A

LRSSy
Relative expression

0 1 3 6 12 24

JLERINTE) (ho)

Processing time

eI IR, IbSAUR 76 KL RIAE RPN E T )ikt
BE FIH, HAE 24 h ik B, 205 % IR (0 h)
M 5. 75 HF134.91% (& 5)

40—
30

20

LRIV
Relative expression

0 1 3 6

12 24
AbPEIRTE] (h)

Processing time

BE5 IbSAUR76FEERNE (A) F1TF 258 (B) THIRIE S
Fig. 5 IbSAUR76 expression under salt (A) and drought (B) of sweetpotato

2.6 IbSAUR76FBH KRR

4 Jfiki pGBKT7-IbSAUR76 % PCR K 31E i 7
Z5i B— R/ R 408 bp (K1 6A) , HWE] (EcoR T/
Pst 1) 7915 B R BeR/N—F(E 6B) , F#WiFEH
BN . Z N5 A i 2 Y2HGold
P Rp Rz A, Pt BHPE B RE A 75 225550
2.7 BFEHERSHEBRER

Sy A0 375 AR A 1Y B M A TS RN, R
pGBKT7-IbSAUR76 B4 Fl1 25 34K pGBKT7 B ¥k 43
SVEAT T SD/-Trp FAl b 35 F%. 453 W, PN EE Bk
PRI BELE SD/-Trp P-4l I # A K, FLEVE R/ IV
0 H T 5 22 5] (B 7) , BT AR TR R i a5
P EREAR A B o F PR BBk (pGBK T 7-
53+pGADT7-T) . BH 1 X} B8 Jii #7 (pGBKT7-Lam+
pGADT7-T) LA J 75 1 #k /& (pGBKT7-IbSAUR76+

pGADT7) I RERIE 3 5IER A1 T DDO A TDO/X iR
BB AL, S5 BR A E TR B B AR
DDO [EfARGF=H E TR, e TDO/X A7
AR, BPERTREAE DDO A TDO/X B354 FIARETE
H A K HAEAE TDO/X 555 3k AR W, [ 4 X Be e
DDO FiFE#A K, MifE TDO/X FAREEK (JA8) , 21
(pGBKT7-IbSAUR76+pGADT7) J&i %i Ji 3 # A
Y2HGoldFFRHERSZ A2, B HERATC A s
2.8 IbSAUR76 E{EEARTHIE R INAEERE

¥ pGBKT7-IbSAUR76 [ 1 T ¥k 15 H 2 cDNA
P B SR AR 55 0 SO L% B R T B B2
THAMIER . 5 R8N, KRS & 40
EILORAT R E R TR (K 9A) o K BIRTR
WA T DDO/X . TDO 5 7= HE i 4 10) i , QDO/X $%
FRILA 0, AT 27 MR LN (K 9B )
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B
(bp) M 1 2 3 4 (bp) M 1 2 3

A:pGBKT7-1bSAUR76 B4 T ki) PCRYEAE , 1~4: IbSAUR76 1 PCR ™) ; B: pGBKT7-IbSAUR 76 & 2 JFeki () VI 35:iF , 1 : pGBKT7-1bSAUR76
KL, 2: pGBKT7-1bSAUR76 B4 S ki WU EEFD) ™4, 3 : IbSAUR76 ) PCR 74 ; M : DL1000
A': PCR characterization of the pGBKT7-/bSAUR76 recombinant plasmid, 1-4: PCR product of /bSAUR76; B: Restriction enzyme digestion
verification of pGBKT7-/bSAUR76 recombinant vector, 1: pGBKT7-/bSAUR76 recombinant plasmid, 2: Double enzyme digestion product of
pGBKT7-IbSAUR76 recombinant plasmid, 3: PCR product of /bSAUR76
6 pGBKT7-IbSAUR76FEH KRR
Fig. 6 Construction of the pGBKT7-IbSAUR76 bait vector

A:pGBKT7-IbSAUR76 FHREMEIR AT I AE A B s B: pGBKT7 45 BUA TR REIR A (19 £E 1A L
A': Growth of the coated pGBKT7-/bSAUR?76 bait strain; B: Growth of the coated pPGBKT7 empty vector strain
7 pGBKT7-IbSAUR 765 B &k 4 3 4
Fig.7 Toxicity detection of pPGBKT7-IbSAUR76 bait vector

pGBKT7-53+pGADT7-T |

pGBKT7-Lam+pGADT7-T

pGBKT7-IbSAUR76+pGADT7 §

DDO TDO/X
BHMEX B8 . pGBK T7-Lam+pGADT7-T ; BHMEXS B . pGBK T7-53+pGADT7-T; 5 1H# A : p)GBKT7-IhSAUR76+pGADT7
Negative control: pGBKT7-Lam+pGADT7-T; Positive control: pPGBKT7-53+pGADT7-T; Bait carrier: pGBKT7-/bSAUR76+pGADT7
E8 pGBKT7-IbSAUR76E B &K B iEiE
Fig. 8 Detection of self-activation of the bait vector pGBKT7-IbSAUR76
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Fig. 9 Yeast zygote cells (A) and the rescreening result (B)

P IO 15 B 1) 27 > AR BERE R, B A
DH50 K783z 254 3 510 ¥ , 42 NCBI He Xt 5 L, 15

#*3 IbSAUR7T6 S ZIEEEE A INREERE

27 A EAEY AR KT B I A L K
AR AR A SIS I 1 (R 3)

Table 3 Functional annotation of partial candidate IbSAUR76-interacting proteins

%' HAAR HEHHILS eet R

Number Protein name Protein number Function annotations

1 eI E-1 XM_031263895.1 e e

2 TR -2- 10 -3 - I S B IR I 4 Tt 1 XM_031260192.1 S5 R R

3 R Y Y AL XM_031261241.1 Z: SphRigh&AE

4 NADH S fLid S5l 18 524 I HE 9 XM_019331359.1 Z 5L, JERrRE R

5 E3iZ R-HE IR RMATHI 21 XM_031242048.1 PP PR S (5 i

6 TR CCCH 4510 R 11 55 81 XR_002054885.1 25 40 P I g

7 IR 45 A1 25 XM_031246399.1 S5 S RN b 28
8 JEHIERL T A 10 FEEE T XM_031237619.1 ERYDOE SR ER K E

9 SJRHiEN MG001450.1 Z 5 EEIRRE AR TR SR
10 R KT 2 XM_031258555.1 Z SHEY AR T B N S
1 HEiE- - A 4 KU744525.1 Z: S U5 K A5 5 3 B 1 i

12 IR E I N IR 15 8 XM_031269105.1 T BB AP A S sz

13 SCR17E XM_031265932.1 Z: SR A KB S R I SN,
14 12 KR-G5 B2 28 Tilf XM_031257686.1 W R A

15 it B A AL il L77078.1 T PR AR BT S -, AR AN A Qs S AR A
16 BHIEE-CI XM_031235466.1 PR SR I I SN PR AP 2 i

17 NADH i [ 12 B | o 2 XM_031265566.1 5 THEAG R, PR A N AUk AR D i
18 JBEIRIBEE 1 s1r0575 FE 1 XM_031253362.1 Z GEsE R E DA TE %

19 LR o EALBFIEE 5b XM_031234624.1 Z: G TR A AR R i

29 EEEORBESRAEAZWIE

VERE S AR AE YA AR 5 Y 2 M e 35 11 2075 )
M A -F (ERF2, ethylene-responsive transcription
factor 2) il 1K 15 3 i [ 3 (4] 15 45 1 (HOS15,
high expression of osmotically responsive gene 15) i
TR G AE MG e . 25 R BOR S Ak 5 i i B
20 L 7E DDO 15 77k EXYREAE K, W5 1 FI S 1)

JSURLYS B e AN BRI , 72 TDO/X 35 95 5 |, B
X} B (pGBKT7-Lam+pGADT7-T ) A REAE K-, 1M1 43
AL T Sk KL IR IDERF2 F IDHOS1 5 1 e B 44
Ja ¥ ReA K HAREE (& 10) , #F— 2 50F T IbERF2
F1 IbHOS15 W /> fi % & 115 IbSAURT6 11 B {E
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A
100
pGBKT7-IbSAUR76+pGADT7
pGBKT7-IbSAUR76+IbERF2
pGBKT7-53+pGADT7-T
pGBKT7-Lam+pGADT7-T
B

100

pGBKT7-1bSAUR76+pGADT7 Q ° ‘ .

PGBKT7-16SAUR76+1bHOS1S [ NN S B

pGBKT7-53+pGADT7-T [ S N W ]
pGBKT7-Lam+pGADTT-T fo | o 0 O

DDO QDO/X

102 1073 100 10-!

102 10-3

DDO QDO/X

102 103

102 1073 100 10-!

A :pGBKT7-IbSAUR76 5 pGADT7-IbERF2 JF ki i) [ 5 B iF 45 s B: pGBK T7-IbSAUR76 5 pGADT7-IbHOS 1 5 JF ki i [l 55 06 E 245 51 5 BEA: %o
M8 . pGBKT7-53+pGADT7-T; B % . pGBKT7-Lam+pGADT7-T .pGBKT7-IbSAUR76+pGADT7
A': Results of rotation verification of pGBKT7-1bSAUR76 and pGADT7-IbERF2 plasmids; B: Results of rotation verification of pPGBKT7-
IbSAUR76 and pGADT7-IbHOS15 plasmids; Positive control: pGBKT7-53+pGADT7-T; Negative control: pGBKT7-Lam+pGADT7-T,
pGBKT7-1bSAUR76+pGADT7
E 10 IbSAUR76 5 IbERF2 #1IbHOS15 9B B W 2+ 32 1 1E
Fig. 10  Yeast two-hybrid validation of IbSAUR76 with IbERF2 and IbHOS15

3 g

TR —Fh S S AR B TR, TS Y,
PESR B SR W AR A G e A .
KR HAREEMA T FLED, HEHRE TR
WP IE N, IhBBX24 38 12 4 11 AL P I A
IbPRX17 WY FRIE AT BRI 1 DA T4 5 T %y b A
F 5 30 i T 32 T IbC3H TS 38 I i 1 B 9K R
(ABA, abscisic acid) {5 5153 JGEAE A T4 4
R R H B P TR A 258 IbMYB330
Al ) B s R AR ) B 4K i (SOD, superoxide
dismutase) . i A AL W) il (POD, peroxidase ) . Ht 3K IfiL
2 (APX , ascorbate peroxidase ) 5 i A ¢ LR il FE
SRR RIS MR B8 2 TR FI T 268 01> fE IR
Jrrhad Fik IbMYB48 Wi 5 ABA WIS AL
AR (JA, jasmonic acid) 4= ¥ -6 i 55 AH 26 JE [ )
R 0 i LR A A SR 0 et i PR 1Y
FETE R H A 52 2 278 WA h AR A7 AL R e $ it

T E B AL SR, o I R H b
WFFT AR P s R 4R T OGS i SR R R R . A
i 1 A= 4 Ze SAUR B GRS 43 i B3 AR A
KI5 55 AR S B 1, [FB 7R JR R
(A & B S AR P o o 7 o R R R 45 4 T
YER . BN, SAURLS 55 41 fitd 3 1 52 (AR 5 i v =%
FNEE AU 1 (BRI, brassinosteroid-insensitive 1)
FHEAE RS TR I8 E £8P, Zhang 55
FIFH RT-qPCR 434 % B, AcoSAUR12/24/50 1£ £ Al
T AR A T R R FAER . SR, BT O
H 2 SAUR EH T REMIWFFTAAR D

AHFSE LA H 2 IbSAUR76 FE A M WFFE X1 42, 18
93BT IbSAUR76 11 4 23 5 S5 14: 1sh & BR IbSAUR76 1E
ZERP SRR . ZIAEN R HA BONTRER )
X3, oA K RS A A, 5 F SAUR LR 1Y
FEIRMH Z AR FAE T LR N 2R
AL SR B R AR K R AT REIS T IPSAUR76
PR By & 3, DT SH Tl 2 440 it R 43 284 e 4k
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BT 3R o T AEAS 6] & B A A0 2 15 40 M v & PR
IbSAUR767E 90 d (1) H PR i 638 f fe ey, R/R
HrlRefE H B A K LT KT 0 W L &
5 RS BAE I th Iy i A A, i
HHRIY IBSAUR76 W BE , Sl o041 T Ha sh 7
J¥5, KB IbSAUR76 Jii 8h W4 F 221~ 30 45 Fn ik
A G, 2B IbSAUR76 7l RE 5 H 2 K &k
B ORI BE b 38 e AH OC o e K 5 R B, 7E
PEG6000 Al NaCl kb B R, IbSAUR76 [ 3% 15 5 ¥4 48
hn, HLYTE 24 hak B0EAE , RUNZ R TE H 205t
Wik R R R WAE . BEMiIAY T IbSAUR76 1)
PR TIF R F mating 75 A H 25 cDNA JEEESCFE
ER) T 27 45 IbSAURT6 AH HAE FH B 5% 5 11
XUEH VR U KA Y AR R G55 0 )0 A 2
EmiiEshE 2w, — L FEE TR
IbSAUR76 FE I T RERTIATE .

R M, A B e E RS R SR
Prid A G T, A e TR 0 e 1 BE A 15 2 1
(HOSI15, high expression of osmotically responsive
gene 15) . & M W B Al F 2 (ERF2, ethylene-
responsive transcription factor 2) \E3 72 & -8 %%
i RMA1H1 # H (RmalH1, E3 ubiquitin-protein
ligase RMA1H1) ,SCR1 (Scarecrow protein 1) 7344,
it & F-C9 (GRX-C9, glutaredoxin-C9) Fl 4 # 52 fb
Yy B fk B (MnSOD, manganese superoxide
dismutase) 5. HOS15FEAEYH 2 — 2 UIRENI
M, HAr LD Re o8 EZE D TR IT . PR %R
B, SR IT HOS 15 ANMGE ] GI(GIGANTEA ) &
IR 2 TR P45 FF AL B[] 2334 A8 2 5 T B0 KR Wy
SIS /(T A | SO E 1 i VAR SR S E e
IbHOS15 FERINRERIIESE . ERF AR —F &40 1
HF, CAREZHAMELS 5 RILA T
RV S5k E b A () s o g o7 A= 4 A AE A 1
1 A5 e H #E IDERF2 WA W5 — 3, B
Kim G40 D H 2580 7 355 57 40 M 67K Ak 25 iy 21 2
M%) #2385 17 91 bR 25 (EST, expressed sequence tags)
PRy B IS E T IDERFI I IBEFR2 JER B4
M 7 11T 57 45 Jh 2 I BRI R v v o7 A
K2k . RmalH1 38 3o J0 ] 7K 18 2 11 s S A
gl WY NI T 1 e A S O 7T O T
SCARECOW ,GRX-C9 Fl MnSOD 7 Z i i 48 fk ik
DRSS i R A M PTG PR A B R R R A L e A2
A Ak e .l At Il B 5 E g — 2 3R
IbSAUR76 5 IbERF2 Fl1 IbHOS15 T 1 , #f Wr

IbSAURT76 AJ fig i i 15 X 2625 A BAE T, B A%
)42 2 55 AR et PRI A Fr o 7, {E I AR ) 8
FERL L T 2 — PSR

IWAMA KT — e SRS DGR B,
Ji WAL -1 (ENOI, enolase 1) A% H 1 12 BT 1
(NDPK1, nucleoside diphosphate kinase 1) F17 iz 7
2 W AR 57 i (PGM , phosphoglucomutase ) 55 , iX L4 45
I TEWETRE A 2 R G 1A 200 B JR) S 47 4 o A
KR ZAE S R RIE PGMAE G AR 1Y
R, T LA [ 52 M A A 0 PR J 3 g Jof 7

25 FRTIR X ST 25 AN B F IR AR AT
IbSAUR76 Z: S RaY) A e & Kadi b min 1oz 14 53—+
FER 2 SAEHIOLH , 30 355 F H B P0opn i e 41
TR S At R L R UR . RO MG iE — P R
IbSAURT76 53X 6 B A& (1 iy AR FHBLET, P
Jnfar ) P 3k 2 5L PR R i T S APk o [l i)
WG AR SLAZ 48 T8 by HoAb P S D9, oy H 0 3t
e BRI P B AR AT P LB A 0 1% o
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