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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.























Supplementary Figure S2. Alignment of malectin domains (MD) and malectin-like domains (MLD) in A. 
thaliana, and the malectin in X. laevis. Black shade indicates conserved amino acid residues over 90% 
threshold.



Supplementary Figure S3. Biological functions enriched from up-regulated genes by 10 µM CT compared 
to water control in root tissue of cork1-2 segregated wild-type from the cross to aequorin wild-type. 



Supplementary Figure S4. Biological functions enriched from down-regulated genes by 10 µM CT 
compared to water control in root tissue of cork1-2 segregated wild-type from the cross to aequorin wild-
type.



Supplementary Figure S5. Biological functions enriched from phosphoproteomic analysis between 10 µM 
CT compared to water control in root tissue of cork1-2 segregated wild-type from the cross to aequorin 
wild-type. Top: 5 minutes after treatment; Bottom: 15 minutes after treatment.
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RPS-qF GTCTCCAATGCCCTTGACAT
RPS-qR TCTTTCCTCTGCGACCAGTT
PER4-qF ATGTGAAGGTTGGTCGAAGAG
PER4-qR ATGTGTGAGCTCCTGAGAGAG
MYB51-qF CTACAAGTGTTTCCGTTGACTCTGAA
MYB51-qR ACGAAATTATCGCAGTACATTAGAGGA
CORK1-qF ACCAGAGTACGTGATGCTTG
CORK1-qR TCCATGCCCATTCGAGAAG
CCOAOMT-qF TGGTGAACGACAAATGTGAGTTTG
CCOAOMT-qR ACAAAACCAAACCACAAGGTGTTG
WRKY40-qF AGCCCTCCCAAGAAACGCAAATC
WRKY40-qR GCTTGGAGCACAAGCACATTTGAAG
AT2G19990-qF ACGATTATGATAGTAACACGTGTG
AT2G19990-qR AGGATCATAGCTACAAATCACC
PEN2-qF AAGCCATCCATGAAGATGGAG
PEN2-qR ACCATATCCACTGTTCCACTC
PAD3-qF ACGAGCATCTTAAGCCTGGA
PAD3-qR TCGGTCATTCCCCATAGTGT
TSA1-qF TCAGTCGCTCTTGAAGGATATC
TSA1-qR TCCAGCTATCTGTTTCACATGC
PMR4-qF CTGGAATGCTGTTGTCTCTGTTG
PMR4-qR TCGCCTTTTGATTTCTTCCCAGT
WRKY30-qF CGGAGCCAAATTTCCAAGAGG 
WRKY30-qR GACGGAGAGTTTGATGCTGAG
FLS2-qF CGCAGAACAATCTCTCGGGT
FLS2-qR CGTCATGTTCCCGAAGCTCT
CYP81F2-qF GTGAAAGCACTAGGCGAAGC
CYP81F2-qR ATCCGTTCCAGCTAGCATCA

CORK1-caccF CACCATGCTGAGATTAATTCTCTCCTTG
CORK1-R TCATCAATGTCGTCGTCCATGTTCTTC
CORK1-NoSTOP ATGTCGTCGTCCATGTTCTTC
ARF1-caccF CACCATGGCAGCTTCCAATCATTCATC
ARF1-R TCATCATCTTGATCCCGCCATAGATG
BamHI-KD-F AAAAAAGGATCCAGGAAAAGAAAAAGGGCGGCT
EcoRI-KD-R AAAAAAGAATTCTCATCAATGTCGTCGTCCATGTTCTTCAAC

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

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

Primers for genotyping:

TCTATTTAACCCGGTTCCACC

CTGCTGTATTCCTGCTCAAGG

GACCGCTTGCTGCAACTCTCTCAGG

Primers for gene expression analysis by quantitative PCR (qPCR):

RPS (AT1G34030)

PER4  (AT1G14540)

GAATCGACAAAAGAGCAGTCG

TGATATAGTGGCAATCTCCGC

MYB51  (AT1G18570)

CORK1  (AT1G56145)

CCOAOMT  (AT1G67980)

WRKY40  (AT1G80840)

PR-1-Like  (AT2G19990)

PEN2  (AT2G44490)

CYP71B15/PAD3 (AT3G26830)

TSA1  (AT3G54640)

PMR4  (AT4G03550)

WRKY30  (AT5G24110)

FLS2  (AT5G46330)

CYP81F2  (AT5G57220)

Primers for plasmid construction:

35S::CORK1 in pB7FWG2.0

35S::ARF1 in pB7FWG2.0

GTATTTGTATCTCAGCCGCCTGAACCGTTACA
CTTGGAAGGCGAATTGCGGACATATATGTCCAG
CTGGACATATATGTCCGCAATTCGCCTTCCAAG

CORK1KD

Primers for site-directed mutagenesis:

TTGTATGAATGCTGCATTGAGG
TGCAGCATTCATACAATTTTACAAGG
TGTAACGGTTCAGGCGGCTGAGATACAAATAC



F4HSE1 Q9ASQ6 F4I336 F4I337 Q9FXF2 C0LGG7 F4HRH4 C0LGG9 F4I3K0
C0LGH2 C0LGH3 F4I3K4 F4IBQ9 F4IJK6 C0LGN2 C0LGD6 C0LGD8 C0LGD9
F4I9A5 F4ICJ5 F4HWL3 Q9SA72 F4I065 F4IB60 Q9C8I6 F4IB63 Q9FZB8

C0LGG3 Q9FZB6 F4IB68 F4IB69 C0LGG4 F4IB71 Q9FZB1 C0LGG6 F4IB76
C0LGI2 Q9SI06 Q9ZQQ7 Q9ZQR3 O64483 O65924 O64556 Q9SJT0 O22187
C0LGL4 O81067 O81069 F4IJP7 F4IPZ3 O80623 Q9SR05 Q9SFG3 F4JB46
Q9LIG2 F4J800 F4J801 Q67ZF1 Q8GYH9 Q9LX66 C0LGP2 Q9SNA3 F4J810
Q9SNA0 F4J927 Q9SN97 Q9SCZ4 Q0WQL0 C0LGQ7 F4JMW3 Q9M0D8 Q9SZV2
Q9T020 C0LGT5 Q9FLW0 Q3E8W4 Q9FID9 Q9FID8 Q9FID6 Q9FID5 C0LGV0
Q9LK35 F4KJ89 C0LGW2 F4KJ91 Q9FN94 Q9FN93 Q9FN92 Q9FLJ8 Q6INX3 

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