MR 1 S FCRATASIY

Supplementary Table 1 Primers used for molecular experiments
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Primer name

Fe 3
Sequence

BD-StAREB1-EcoRI-R
BD-StAREB1-1-EcoRI-F
BD-StAREB1-1-EcoRI-R
BD-StAREB1-2-EcoRI-F
BD-StAREB1-2-EcoRI-R
BD-StAREB1-3-EcoRI-F
BD-StAREB1-3-EcoRI-R

T7
3'AD
AD-00642-EcoRI-F
AD-00642-BamHI-R
AD-14815-EcoRI-F
AD-14815-BamHI-R
AD-28586-EcoRI-F
AD-28586-BamHI-R
AD-50159-EcoRI-F
AD-50159-BamHI-R
AD-50354-EcoRI-F
AD-50354-BamHI-R
AD-41835-EcoRI-F
AD-41835-BamHI-R
AD-16301-EcoRI-F
AD-16301-BamHI-R

AD-StSnRK2.1-Xmal-F
AD-StSnRK2.1-BamHI-R

AD-StSnRK2.2-Xmal-F
AD-StSnRK2.2-BamHI-R

AD-StSnRK2.3-Xmal-F
AD-StSnRK2.3-BamHI-R

AD-StSnRK2.4-Xmal-F
AD-StSnRK2.4-BamHI-R

AD-StSnRK2.5-Xmal-F
AD-StSnRK2.5-BamHI-R

AD-StSnRK2.6-Xmal-F
AD-StSnRK2.6-BamHI-R

cLUC-StAREB1-BamHI-F
cLUC-StAREB1-Sall-R
nLUC-00642-BamHI-F
nLUC-00642-Sall-R
nLUC-14815-BamHI-F
nLUC-14815-Sall-R
nLUC-16301-BamHI-F
nLUC-16301-Sall-R

nLUC-28586-BamHI-F

gttatgcggeegetgeaggtegacctaccaaggteetgtcagtg
geatatggecatggaggcecgaattcatgaatgeacctgtaggaaat
gttatgcggecegetgeaggtegacctaccaaggteetgtcagty
geatatggecatggaggcecgaattcatgatageatttcagcaaccaa
gttatgcggeegetgeaggtegacctaccaaggteetgtcagty
geatatggecatggaggcecgaattcatgaaagttgtggagegaagy
gttatgcggeegetgeaggtegacctaccaaggteetgtcagtg
taatacgactcactataggg
agatggtgcacgatgcacag
catatggccatggaggccagtgaattcatgaaactagettcactagacag
ctgcagctcgagetegatggatecttaagagtactgatagaacgataaac
catatggccatggaggccagtgaattcatgggtggtgacaagactgag
ctgcagctcgagctegatggatecteacataattgageatecagatg
catatggccatggaggecagtgaattcatgtcgacgteggtagaace
ctgcagcetcgagctegatggatecteattgtecatcatcatcee
catatggccatggaggccagtgaattcatgtcgcaagaatcactagtee
ctgcagctcgagctegatggateectaataacgeccaatteeee
catatggccatggaggccagtgaattcatggcatacgatttgaggaacag
ctgcagctcgagetegatggatecttagtaagatggattgtttage
catatggccatggaggccagtgaattcatgaagatttttgtgaagactttg
ctgcagctcgagetegatggatecteattcatcaaactcatgeaty
catatggccatggaggccagtgaattcatggacgctetgaattcttatge
ctgcagctegagctegatggatectcaggtttcgatcatgggcte
catggaggccagtgaattccacatggagegttatgagatagtgaag
ctgcagctcgagctegatggatetcacagtaaaccagcaaaatcag
catggaggccagtgaattccacatggaggaaaagtatgagcttttgaag
ctgcagetcgagctegatggatetcagacataaacagcaaagte
catggaggecagtgaattccacatggatcggacggeagty
ctgcagetcgagetegatggatcttacattgcatagacaatctetcee
catggaggecagtgaattccacatggagaaatacgagettgty
ctgcagctcgagctegatggatettaggtgagacgaacttc
catggaggccagtgaattccacatggaaagatatgaaattcagaaag
ctgcagcetcgagctegatggatctcataatgcacatacaaaatcace
catggaggecagtgaattccacatgcagaattacgaagttgtgaagg
ctgcagetcgagetegatggatettaagcatcatcatgtgtgatatg
gtacgegtececggggeggtacceggatgggatettacatgaatttc
cgaacgaaagctetgeaggtegacctaccaaggtectgtcagtgte
ggacgagcteggtaccegggatccatgaaactagettcactagac
ggacgcgtacgagatctggtcgacagagtactgatagaacgataaac
ggacgagcteggtacccgggatccatgggtggtgacaagacty
ggacgcgtacgagatctggtcgaccataattgagceatccagatgceatte
ggacgagcteggtaccegggatecatggacgctetgaattettatg
ggacgcgtacgagatctggtcgacggtttcgatcatgggctety

ggacgagcteggtacccgggatecatgtcgacgtcggtagaace



nLUC-28586-Sall-R

nLUC-41835-BamHI-F

nLUC-41835-Sall-R

nLUC-50159-BamHI-F

nLUC-50159-Sall-R

nLUC-50354-BamHI-F

nLUC-50354-Sall-R

nLUC-StSnRK2.1-BamHI-F

nLUC-StSnRK2.1-Sall-R

nLUC-StSnRK2.3-BamHI-F

nLUC-StSnRK2.3-Sall-R

nLUC-StSnRK2.4-BamHI-F

nLUC-StSnRK2.4-Sall-R

ggacgcgtacgagatctggtcgacttgtccatcatcatcectte
ggacgagcteggtaccegggatecatgaagatttttgtgaagacttty
ggacgcgtacgagatctggtcgacttcatcaaactcatgeatgtgate
ggacgagcteggtacccgggatecatgtcgeaagaatcactagte
ggacgcgtacgagatctggtcgacataacgeccaattceccaaac
ggacgagctcggtaccegggatceatggeatacgatttgaggaac
ggacgcgtacgagatctggtcgacgtaagatggattgtttagcaaatg
ggacgagcteggtaccegggatecatggagegttatgagatagtg
gacgegtacgagatctggtcgaccagtaaaccagcaaaatcag
ggacgagctcggtaccegggatceatggatcggacggeagtgac
ggacgcgtacgagatctggtcgaccattgcatagacaatctctccac
ggacgagcteggtaccegggatceatggagaaatacgagettgtg

gggacgcgtacgagatctggtcgacggtgagacgaacttceecta

Actin-F gggatggagaagtttggtggtgg
Actin-R cttcgaccaagggatggtgtagc
qP-StAREB1-F gatcccctggaaacgattttg
qP-StAREB1-R gecacttcagcttccaacte
QP-StSnRK2.1-F tgcgaggatctgtaatgcty
gP-StSnRK2.1-R ataagcaggtgtccccacag
qP-50354-F gcttcaaaggcatcctctgga
qP-50354-R accgtcagcaaattccgtga
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Supplementary Table 2 Information of candidate proteins
7T CDS 3515 byl e i 74 i E o
Number CDS ID Functional annotation Subcellular localization
EE OV N 08
1 PGSC0003DMC400026764 CONSTANS interacting protein 2a
Cytoplasm. Nucleus
SRR A A%
2 PGSC0003DMC400039690 Oligouridylate binding protein
Chloroplast. Nucleus
Mgk
3 PGSC0003DMC400055882 Conserved gene of unknown function
Extracell
A%
4 PGSC0003DMC400002846 Plant ubiquilin
Nucleus
AT
5 PGSC0003DMC400031888 S-adenosylmethionine synthase 1
Cytoplasm
AT
6 PGSC0003DMC400050159 LeArcAl protein, WD40 repeat
Cytoplasm
AT
7 PGSC0003DMC400025336 Constitutive plastid-lipid associated protein
Cytoplasm
Mash 4 %
8 PGSC0003DMC400028586 Transcription factor TCP7
Extracell. Nucleus
M. bk
9 PGSC0003DMC400002800 Beta-amylase
Cytoplasm. Extracell
10 PGSC0003DMC400016301 CSN5 protein 20T A%
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PGSC0003DMC400014815

PGSC0003DMC400020148

PGSC0003DMC400000642

PGSC0003DMC400050354

PGSC0003DMC400040933

PGSC0003DMC400000789

PGSC0003DMC400003565

PGSC0003DMC400041835

PGSC0003DMC400010984

PGSC0003DMC400002882

PGSC0003DMC400033768

Proline-rich protein,Heavy metal-associated domain superfamily

UDP-glucuronate decarboxylase 3

VERNALIZATION INDEPENDENCE 3,WD40 repeat

Proline-rich cell wall protein,Ubiquitin-associated domain

EMB2755

Osmotin

Dnal

RAD23,XPC-binding domain superfamily, Heat shock chaperonin-binding

Proteasome subunit alpha type

Glycine-rich protein

Wound-induced protein WIN1

Cytoplasm. Nucleus
ElieA
Nucleus
P

Endoplasmic reticulum
Bl

Cytoplasm
MaSE ot A%

Extracell. Nucleus

Bl
Cytoplasm
fash
Extracell
ML Lk A
Cytoplasm. Mitochondrion
A%
Nucleus
Ei OV N 1083
Cytoplasm. Nucleus
AR A%

Cytoplasm. Nucleus
fash

Extracell

Supplementary Table 3 StSnRK2 gene family information

Migk 3 StSNRK?2 RERIEES

CDS 415 R

CDS ID Name
PGSC0003DMC400053705 StSnRK2.1
PGSC0003DMC400045485 StSnRK2.2
PGSC0003DMC400044922 StSnRK2.3
PGSC0003DMC400041188 StSnRK2.4
PGSC0003DMC400040892 StSnRK2.5
PGSC0003DMC400040555 StSnRK2.6
PGSC0003DMC400031047 StSnRK2.7
PGSC0003DMC400028222 StSnRK2.8
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Supplementary Fig.1 Amplification of SLAREB7 CDS
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Supplementary Fig.2 Domain analysis of StAREBL1 protein
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Supplementary Fig.3 Sequence amplification of interacting proteins
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Treatment versus stress-specific control

FAMLBH AN LITRITEEY FPKM, Fi% log2[(mean treatment FPKM+1)/(mean stress-specific control FPKM+1)]3+ & ik {4
log2 &L . BNETIEIREEMA log2FC BEFHREMLLNE; L BFMSZE S HRAEXTHE KB L1 N BT SFE
{3
The mean FPKM value of the two biological replicates was first calculated for each condition. Descriptive log: fold changes were then
calculated as logz[(mean treatment FPKM + 1)/(mean stress-specific control FPKM + 1)]. The corresponding log,FC value is displayed in
each cell and rounded to two decimal places. Red and green indicate increased and decreased expression relative to the corresponding
stress-specific control, respectively. These log,FC values are descriptive and do not indicate statistical significance.
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SFig.4 Descriptive expression fold changes under different stress treatments relative to their respective

controls



