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Schedule 1 Primer sequences

GlEVER

Primer name

ElkZ )2l

Primer sequence (5'-3")

51 i

Primer usage

pBT3STE-AcSUS2-F

pBT3STE-AcSUS2-R

pPR3N-AcSTKI1-F

pPR3N-AcSTKI1-R

AcSUS2-nLUC -F

AcSUS2-nLUC -R

AcSTK1-cLUC -F

AcSTKI1-cLUC -R

rAcSTK1-F

rAcSTK1-R
rAcSUS2-F
rAcSUS2-R
r18S-F
r18S-R
rGAPDH-F
rGAPDH-R

AATCTATTTTATGTAATGGCCATTACGGCCGCAGG
ACAAGTCATGACTCG
ATCGAATTCCTGCAGATGGCCGAGGCGGCCCCCT
GATCAACAGCCAAAGGAACTG
CTGTATTTTCAGAGCGGATCCATGGCTGATGCCTC
TGCTCTTGCG
GGTACCCCGGAATTCGGATCCTGTTGGGTTCAAAT
CTCGAGAAGCTTGGC
AGGGCCCGGCGCGCCACTAGTATGGCAGGACAAG
TCATGACTCG
CGAGATCTGGTCGACACTAGTCTACTGATCAACA
GCCAAAGGAAC
CTCGTACGCGTCCCGGGGCGGTACCATGGCTGAT
GCCTCTGC
GATGATACGAACGAAAGCTCTGCAGTTATGTTGGG
TTCAAATCTCG
GAGTGCCAGAATTGCTGCGGCTTCAT

CTTGTCCAGGAGTTGACTTGCCCTTGGC
GGGTTGACGGTGGTGGAGT
AAATTGACAAGGAGTTCAGCCACT
TTTGATGGTATTTGCTACTCGGA
GAATCATCAGAGCAACGGGC
CGTCCTTCCCTCCCTCAAA
TCTTCTTGGTGACCTGGACGA

pBT3STE-AcSUS2 #4 #
pBT3STE-AcSUS2 vector

construction

PPR3N-AcSTK1 #Hifktyst
pPR3N-AcSTK1 vector construction

AcSUS2-nLUC #ifktyzd
AcSUS2-nLUC vector construction

AcSTKI1-cLUC # itz
AcSTK1-cLUC vector construction

RT-qPCR



pTRV2-AcSTKI-F
pTRV2-AcSTKI-R

GGAATTCGCGGAGTGTTGTAAGACC
CGGGATCCACAAGAAGTATATGTGCGGCT

PpTRV2-AcSTK1 #AAM &
pTRV2-AcSTK1 vector construction

i 2 EEEIURIFIEIRGH AcSUS2 EEERANIIREER

Schedule 2 Functional annotation of AcSUS2-interacting proteins screened by yeast two-hybrid system

%55 No. 545 Accession IHhEEyF B Function annotation
1 Accl15442 £ ATP & bR (HER1K) ATP synthase subunit b, chloroplastic-like
2 Acc02417 LRk R R Bt S B formate dehydrogenase, mitochondrial
WER-RNA F#RE (R
3 Accl10848 alanine--tRNA ligase, chloroplastic/mitochondrial
%)
4 Acc26951 25 ESCRT #8<%&H CHMPIB ESCRT-related protein CHMP1B-like
5 Acc09117 2 GL2-E(EHIHIEF 1 protein GL2-INTERACTING REPRESSOR 1-like
6 Acc19651 KRR ERRIRES 1 thiamine pyrophosphokinase 1-like
7 Acc03313 KIZER IEBTBE cyclic nucleotide-gated ion channel 1-like
8 Accl4891 KR TENREA 80 heat shock cognate protein 80-like
9 Acc21182 % 14-3-3EH6 14-3-3 protein 6-like
10 Accl1775 EEMEHEARE () actinidain-like, cytosolic-like
11 Acc26271 PP BARA H iR e phosphoglycerate kinase, cytosolic-like
12 Accl6876 It£x{Rsk SLOW GREEN | &H protein SLOW GREEN 1, chloroplastic-like
13 Acc31259 hEERIER uncharacterized
14 Acc16162 XEZIFERRETF3ITEB eukaryotic translation initiation factor 3 subunit B-like
15 Acc24572 KFZEIFR Pruar 1 major allergen Pru ar 1-like
16 Acc07272 KR E-THREINR 7R peptidyl-prolyl cis-trans isomerase-like
17 Acc32812 ATP-t715RBR &6 o $EEH 2 ATP-citrate synthase alpha chain protein 2
18 Acc30718 KWAFRED 2 mini zinc finger protein 2-like
K1 4-a-BEENZEE 1 (MR 14-alpha-glucan-branching enzyme 1,
19 Acc04493
TERMA) chloroplastic/amyloplastic-like
20 Acc25048 IR AR EIGREA 3-2 oxygen-evolving enhancer protein 3-2, chloroplastic-like
21 Accl1747 K FTT At2g23090 EHE uncharacterized protein At2g23090-like
22 Acc25913 feFEE LR | YEs 2 L-ascorbate peroxidase 2, cytosolic-like
23 Acc26271 KFEIER Pruar 1 major allergen Pru ar 1-like
24 Acc03750 KRR FEIR 70kDa EH 2 heat shock cognate 70 kDa protein 2-like
25 Accl2151 2 14-3-3 & GF14 kappa 14-3-3-like protein GF14 kappa
26 Acc23055 % GrpE A protein GrpE-like
27 Acc23606 KEKIARF IIF p W& transcription initiation factor IIF subunit beta-like
28 Acc06862 EWMIEEQREHE clathrin light chain like
29 Acc11906 T R2-BRX R 3-INEEE naringenin,2-oxoglutarate 3-dioxygenase
30 Acc30823 XFLXEHR2 protein FLX-like 2
IR EAZTINE-1,5- AR WESE  ribulose bisphosphate carboxylase small subunit,
31 Acc28506
INTE 3 chloroplastic 3-like
32 Accl13666 % EBIBRBRED NS Serine/threonine-protein kinase
33 Acc31483 HEREEELEAL nodulin-related protein 1
34 Acc23552 NERMEARIEY endoplasmin homolog
35 Acc29345 SAEA calmodulin
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Accl6273
Acc21414
Acc02297
Acc33100
Acc21491
Acc13486
Acc25867
Acc18329
Acc27750
Acc29437
Acc20523
Acc23896
Acc06790
Acc23030
Acc05383
Acc30970
Accl3537
Acc23562
Acc07908
Acc14490
Acc01061
Acc28008
Acc25319
Acc25066
Acc01173
Acc18798
Accl10964
Acc24869
Acc01080
Acc25400
Acc20442
Acc30614
Acc08224
Acc24425
Acc30301
Acc13249

Acc09768

Acc30041

Acc20680

Accl0461
Acc23928

Acc02415

ik E- P R BRI B
£ E3 2 RiEHEES RFI2
% SPIRAL1 &[5 2
BRI mEEAREY
S-BRE R S B & RS 3
KEZEAFERT 1b
KEEBHERA
LEOl EAREEY
KAZIBFRHERT 3 TEG
KEFEF MYC2
R E R ARG HI I 1
14-3-3 B3 10
2K 2B BAKBRUNAES 19
fi-kZ& & HIRD11
HEERAES
3 U-box L5t 5 4
SEHBREMEER
KAEBRADEAL
TR NifU &5 2
% 36.4kDa EfEEREA
K E-FHR B S 4986 Pinl
IR S
Dnal & A R
FRRXER 42
HEEHEES
EKHEH -1
KIERETF 1-y
KAARFTE)IE 70kDa B 2
EQBAR o BT E 7
* VERT ATP B§ T £ d2
KRS FL-tRNA E 5
ENFREAR
IH4RR2E HHL1 & A
% SKP1 &EfA 1B
eSS =
eSS =
B R R B -RNA S

KONEPRELEME X RN 6

KB FARRE R FHOERE T PTIS

RS RS 1 HEER T PSA3

peptidyl-prolyl cis-trans isomerase

E3 ubiquitin-protein ligase RFI2-like
protein SPIRALI1-like 2
translationally-controlled tumor protein homolog
S-adenosylmethionine synthase 3
multiprotein-bridging factor 1b-like
metallothionein-like protein

protein LEO1 homolog

eukaryotic translation initiation factor 3 subunit G-like
transcription factor MYC2-like

cysteine proteinase inhibitor 1

14-3-3 protein 10

2-oxoglutarate-dependent dioxygenase 19-like
dehydrin HIRD11

mannitol dehydrogenase

U-box domain-containing protein 4-like
coiled-coil domain-containing protein
gibberellin-regulated protein 1-like
nifU-like protein 2, chloroplastic

36.4 kDa proline-rich protein-like
peptidyl-prolyl cis-trans isomerase Pinl-like
sorbitol dehydrogenase

dnal protein homolog

vesicle-associated protein 4-2

mannitol dehydrogenase

germin-like protein 5-1

elongation factor 1-gamma-like

heat shock cognate 70 kDa protein 2-like
proteasome subunit alpha type-7

V-type proton ATPase subunit d2-like
alanine--tRNA ligase-like

glutaredoxin-like

protein HHL1, chloroplastic-like

SKP1-like protein 1B

calmodulin-7-like

calmodulin-7-like

leucine--tRNA ligase, cytoplasmic-like
OVARIAN TUMOR DOMAIN-containing

deubiquitinating enzyme 6-like

pathogenesis-related genes transcriptional activator PTI5-

like
high mobility group B protein 3-like
14-3-3-like protein

photosystem I assembly factor PSA3, chloroplastic
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Accl5532

Accl19833

Acc22068
Acc20571
Accl1774
Accl1687
Accl2057

Acc31539

Acc02577

Acc05279
Accl4731
Acc24460
Accl1520
Acc32419
Accl7771
Acc21452
Acc27877
Acc04052
Accl9256
Acc25412

Acc01971

Acc27440

Acc03418
Acc25741
Acc00978
Acc26649
Acc25120
Acc23917
Acc04530
Acc25834
Acc08579
Accl5558
Acc07864

Acc04977

Accl4728

Acc26817

Acc28459

Acc24147

Acc00145

ARFAEA UPFO160
LRAXTREEFFIEA
A3g61520
SEREHETF 1-8
ERZR
KPR REAES
2 14-3-3 9 GF14 kappa
KPR EAES
= IS B AT E (S PERK3
KHEZPEXESARTE « BEA
2
ESEHBEEEA B3
KRR E- AR B IUS 544E FKBP62
GDP-H Z4% 4,6 B KEg 1
MK KRR A SS9
KB EBRE AR
K RERBARIL S
FEMEA
TR L TR/ PR IR E RS scyl
% SPIRAL1 &[5 2
KEAHEFNE 2-3
£ U-box 45 EE 14
FEFHETF 1-a

XAREEFTIER At2g37230

KT ER 83
5 60S IZHEIREA LS
YR TFIB X E 5 1
% SPIRALI & 1
RASHEEEMES HSLI
IT4R/K RNA 55 & A CP33
% SKP1 & 1B
% 17.5kDa l £BAEES
KHATEER 70kDa FB 5 2
274K 25 308 2B E S S6a
KEBABEE
EBER I HARANERA 2
K%K UV-B iE8EA
At3g17800
2 60S IZHEREA L17-2

RAGERKHMERILED

KRRERZERESED 9
LRRRZFEFLILEE 4

UPFO0160 protein

pentatricopeptide repeat-containing protein At3g61520,
mitochondrial-like

elongation factor 1-delta

polyubiquitin

actinidain-like

14-3-3-like protein GF14 kappa

actinidain-like

proline-rich receptor-like protein kinase PERK3
nascent polypeptide-associated complex subunit alpha-
like protein 2

high mobility group B protein 3-like

peptidyl-prolyl cis-trans isomerase FKBP62-like
GDP-mannose 4,6 dehydratase 1

long chain acyl-CoA synthetase 9, chloroplastic-like
cysteine proteinase inhibitor-like

golgin candidate 5-like

calreticulin

Inactive serine/threonine-protein kinase scy1l

protein SPIRAL1-like 2

protein disulfide isomerase-like 2-3

U-box domain-containing protein 14-like

elongation factor 1-alpha

pentatricopeptide repeat-containing protein At2g37230-
like

heat shock protein 83-like

60S ribosomal protein L5-like

plant-specific TFIIB-related protein 1

protein SPIRAL1-like 1

receptor-like protein kinase HSL1

RNA-binding protein CP33, chloroplastic
SKP1-like protein 1B

17.5 kDa class I heat shock protein-like

heat shock cognate 70 kDa protein 2-like

30S ribosomal protein S6 alpha, chloroplastic-like
cysteine synthase-like

abscisic stress-ripening protein 2-like

UV-B-induced protein At3g17800, chloroplastic-like

60S ribosomal protein L17-2-like

protein PHYTOCHROME-DEPENDENT LATE-
FLOWERING-like

immune-associated nucleotide-binding protein 9-like

serine hydroxymethyltransferase 4



117 Acc06374 KEBERRXLEA ] nodulin-related protein 1-like
B3 3 AcSTKI [REALMER AT
Schedule3 Analysis of physical and chemical properties of AcSTK1
e OO mam prR mas O FRER O BWER Lo
e Gt fi B o ‘, .40 it 7€ o
i 4 KN Molecular  Isoelectron o % .
Gene ID Chromo CDS . . . e . . Predicting
Name Protein weight ic Instability Aliphatic
some length - . . . subcelluar
(bp) size (aa) (Da) point(pl) index index
4 %
Accl3666 AcSTK1 Chrl2 2106 702 77297.76 6.61 47.59 76.72 ML

Nucleus




