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Supplementary Figure S1. Alignment of malectin domains (MD) in A. thaliana and the malectin in X
laevis. Black shade indicates conserved amino acid residues over 90% threshold.
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AT3G46260 KSTDDS--GL PTIISGLEVY SI-
AT1G05700 VRTP-K-STL PPIVNALEIY VA-
AT3G46400 KRTQNS--TL PPLLTAIEVF TV-
AT5G38990 KEDYPTY--Y DAILSGVEIL KL-
AT1G51800 QRTGNS--TL PPLLNAMEIY SV-
AT5G24010 DLSNPAR--V NALLNGVEIM RI-
AT2G28990 VKTPNS--TL PPLINAIEAY SV-
AT4G20450 TRTKSS--TL PPYCNAMEVF GL-
AT1G49100 VKTTKS--TL PPLINAIELF TV-
AT4G29450 QKTV-D-STL PPILNAIEIF TA-
AT1G51840 -—---—-—-—= —————————= ———
AT5G59670 IRTKRS--TL PPLLNALEVY TV-
AT1G51850 VKTLKS--TL PPLLNAIEAF TV-
AT5G59700 S-VHTDY--P TAILNGLEIM KM-
AT2G19230 RQGV-K-STR PPIMNAIETY RT-
AT1G51870 EMTSNS--TL PPLINALEIY TG-
AT3G46330 TKTQKS--TL PPLLNAFEVY SV-
AT2G29000 VRTQRS--TL PPLLNAYEVY IL-
AT3G46350 TGTIAA--DI QY-——--——--— —-—-—
AT2G37050 AKTADS--SR GPILNAMEIS KY-
AT1G07550 IKTPKS--TL PPLMNAFEIF TG-
AT1G51810 VKTSRS—--TL PPLINAMEAY TV-
AT4G29990 QRTG-V-STL PPIINAIEIY QI-
AT5G59650 IKTSRS--TL PSLLNALEIY TV-
AT1G28340 PKAGGH---- -AIINAIEVF EI-
AT3G51550 PVNKPEY--Y DSLLNGVEIF KM-
AT2G21480 G-EDTGK--K NAILNGVEVL KM-
AT5G16900 VRSEASPGVR VPLVNAMEAF TA-
AT1G67720 GKTKDS--TQ GPLLNAIEIS KY-
AT3G19230 TPAKDA--PV GPFINAGEVF QI-
AT1G51830 VETLKS--TL PPLLNAIEAF TV-
AT5G39020 KDTNQTY--Y DAILSGVEIL KL-
AT4G00300 NKTSVDGNGV DAILNGVEIM KM-
AT4G29180 QKTA-E-STR PPILNAIEIF SA-
AT1G51910 TMTTTS--TL PPLINALEVY TL-
AT3G46340 KRTKNS--TH PPLINAIEFY TV-
AT2G14510 SKTPKS--TL PPLMNAIEIF SV-

Supplementary Figure S2. Alignment of malectin domains (MD) and malectin-like domains (MLD) in A4.
thaliana, and the malectin in X. /aevis. Black shade indicates conserved amino acid residues over 90%
threshold.
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Supplementary Figure S3. Biological functions enriched from up-regulated genes by 10 uM CT compared
to water control in root tissue of corkl-2 segregated wild-type from the cross to aequorin wild-type.
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Supplementary Figure S4. Biological functions enriched from down-regulated genes by 10 uM CT
compared to water control in root tissue of corkl-2 segregated wild-type from the cross to aequorin wild-

type.
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Supplementary Figure S5. Biological functions enriched from phosphoproteomic analysis between 10 uM
CT compared to water control in root tissue of corkl-2 segregated wild-type from the cross to aequorin
wild-type. Top: 5 minutes after treatment; Bottom: 15 minutes after treatment.



Supplementary Table S1. Primers used in this study (5'—3").

Primers for genotyping:

corkl-1 LP TCTATTTAACCCGGTTCCACC

corkl-1 RP GAATCGACAAAAGAGCAGTCG

corkl-2 LP CTGCTGTATTCCTGCTCAAGG

cork1-2 RP TGATATAGTGGCAATCTCCGC

LB SALK GACCGCTTGCTGCAACTCTCTCAGG

Primers for gene expression analysis by quantitative PCR (qQPCR):
RPS-qF GTCTCCAATGCCCTTGACAT

RPS (AT1G34030) RPS-qR TCTTTCCTCTGCGACCAGTT
PER4-qF ATGTGAAGGTTGGTCGAAGAG

PER4 (ATIG14540) PER4-qR ATGTGTGAGCTCCTGAGAGAG
MYBS51-gF CTACAAGTGTTTCCGTTGACTCTGAA

MYB51 (ATIG18570) MYB51-qR ACGAAATTATCGCAGTACATTAGAGGA
CORKI1-gF ACCAGAGTACGTGATGCTTG

CORK1 (ATIG56145) CORKI1-qR TCCATGCCCATTCGAGAAG
CCOAOMT-gF TGGTGAACGACAAATGTGAGTTTG

CCOAOMT (AT1G67980) CCOAOMT-qR ACAAAACCAAACCACAAGGTGTTG
WRKY40-qF AGCCCTCCCAAGAAACGCAAATC

WRKY40 (AT1G80840) WRKY40-qR GCTTGGAGCACAAGCACATTTGAAG

. AT2G19990-qgF ACGATTATGATAGTAACACGTGTG

PR-1-Like (AT2G19990) AT2G19990-qR AGGATCATAGCTACAAATCACC
PEN2-gF AAGCCATCCATGAAGATGGAG

PEN2 (AT2G44490) PEN2-qR ACCATATCCACTGTTCCACTC
PAD3-qF ACGAGCATCTTAAGCCTGGA

CYPTIBLS/PADS (AT3G26830) PAD3-qR TCGGTCATTCCCCATAGTGT
TSA1-qF TCAGTCGCTCTTGAAGGATATC

TSAL (AT3G54640) TSA1-qR TCCAGCTATCTGTTTCACATGC
PMR4-qF CTGGAATGCTGTTGTCTCTGTTG

PMR4 (AT4G03550) PMR4-qR TCGCCTTTTGATTTCTTCCCAGT
WRKY30-qF CGGAGCCAAATTTCCAAGAGG

WRKY30 (AT5G24110) WRKY30-qR GACGGAGAGTTTGATGCTGAG
FLS2-qF CGCAGAACAATCTCTCGGGT

FLS2 (AT5G46330) FLS2-qR CGTCATGTTCCCGAAGCTCT
CYP81F2-qF GTGAAAGCACTAGGCGAAGC

CYPBLF2 (AT5G57220) CYP81F2-gR ATCCGTTCCAGCTAGCATCA

Primers for plasmid construction:
CORKI1-caccF CACCATGCTGAGATTAATTCTCTCCTTG

35S::CORKI in pB7FWG2.0 CORKI-R TCATCAATGTCGTCGTCCATGTTCTTC
CORK1-NoSTOP ATGTCGTCGTCCATGTTCTTC

. . ARF1-caccF CACCATGGCAGCTTCCAATCATTCATC

355:ARF1 in pB7EWG2.0 ARFI-R TCATCATCTTGATCCCGCCATAGATG

CORK P BamHI-KD-F AAAAAAGGATCCAGGAAAAGAAAAAGGGCGGCT
EcoRI-KD-R AAAAAAGAATTCTCATCAATGTCGTCGTCCATGTTCTTCAAC

Primers for site-directed mutagenesis:

GT748E-F
G748E-R
F520A-F
F520A-R
F539A-F
F539A-R

TTGTATGAATGCTGCATTGAGG
TGCAGCATTCATACAATTTTACAAGG
TGTAACGGTTCAGGCGGCTGAGATACAAATAC
GTATTTGTATCTCAGCCGCCTGAACCGTTACA
CTTGGAAGGCGAATTGCGGACATATATGTCCAG
CTGGACATATATGTCCGCAATTCGCCTTCCAAG



Supplementary Table S2. UniProt accession number of amino acid sequences used in the multiple alignment for the Arabidopsis MD/MLD domains.

F4HSE1 Q9ASQ6 F41336 F41337 QI9FXF2 COLGG7 F4HRH4 COLGGY F4I3K0
COLGH2 COLGH3 F4I3K4 F4IBQ9 F41JK6 COLGN2 COLGD6 COLGD8 COLGD9
F4I9A5 F4ICJ5 F4AHWL3 Q9SAT72 F41065 F4IB60 Q9Cs8l6 F4IB63 Q9FZBS
COLGG3 QI9FZB6 F4I1B68 F4IB69 COLGG4 F4IB71 Q9FZBI1 COLGG6 F4IB76
COLGI2 Q9S106 Q9Z2QQ7 Q9ZQR3 064483 065924 064556 Q9SJTO 022187
COLGLA4 081067 081069 F41JP7 F4IPZ3 080623 QI9SRO05 QI9SFG3 F4JB46
QILIG2 F4J800 F4J801 Q67ZF1 Q8GYH9 QILX66 COLGP2 QI9SNA3 F4J810
QI9SNAO F4J927 QI9SN97 Q9SCZz4 QOWQLO COLGQ7 F4IMW3 Q9MODS Q9SZV2
Q9T020 COLGTS Q9FLWO Q3E8W4 QIFID9 QIFIDS QIFID6 QOFIDS5 COLGVO

QI9LK35 F4KJ89 COLGW2 F4KJ91 QI9FN9%4 QI9FN93 QI9FN92 QOFLJ8 Q6INX3
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