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SupplementaryFigure

Supplementary Figure S1 Predicated AERB site in the promoter region of TcMYB29a. The red box
indicated the predicted cis-acting element involved in the abscisic acid responsiveness. PlantCARE
(http://bioinformatics.psb.ugent.be/webtools/plantcare/html/) was used to identify the cis-acting
elements of promoter of TcMYB29a.
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Supplementary Figure S2 LC-MS quantified the contents of taxanes in control and TcMYB29a-OE cells.
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Supplementary Figure S3 LC-MS quantified the contents of taxanes in control and TcMYB29a-RNAi cells.
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Supplementary Figure S4 Schematic
representation of the relationships between
TcMYB29a, TmMYB3 and the different R2R3-
MYB subgroups from Arabidopsis. The tree was
inferred using the neighbor-joining method and
1000 bootstraps with putative full length MYB
amino acid sequences with Clustal W software.
The subgroups were designated as previously
reported (Hu et al., 2020)
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Supplementary Table S1 Primers used in this study.

Gene Name Sequence Application

TcMYB29a
F: ATGAGCTATGAAGAGATGAATTCT

R: TTATAGCCTGTTGGATAGTGAGAG

Construction for 35s:GFP-
TcMYB29a

R-1
F1: TGTAGGAGAATGGATGTCGTGAAGATT

R1: CCTTAATACGTGTAATTTGATGTCTCTCTTCC
CHIP-qPCR

R-2
F2: GCCTCAAGAATATGTGCATCACCCCC

R2: GGTGGGGAAATTGTTGGGAAGGATCG
CHIP-qPCR

R-3
F1: ACAATTCTTCTCACCCCCTGCCAT

R1: GGTAGCGCTAAAGGTGGGGGAA
CHIP-qPCR

R-4
F2: GTATCCATTGCATTACCCACGTGC

R2: CCAAGGTCATTTCAAACGTTAGATTCCAT
CHIP-qPCR

R-5
F1:TCCTTTAGTGACACCTTGCAACC

R1:TCCAAATGCCCAATGACCTCCTGT
CHIP-qPCR

R-6
F2:TCCCTTAGGGCTTTTTCCAGGGAC

R2:ACTGCCGAAAACTAATTCACAGT
CHIP-qPCR

R-7
F3:GTGTCCAATCGTCCGTAATGAGCA

R3:TGTAGTGAACATGGGGCGGTGA
CHIP-qPCR

R-8
F1:TGCTTTTGCGCAAGTGTGGCA

R1:AACCTTGCGGGCCTGATCCT
CHIP-qPCR

R-9
F2:GCCCGTGCATCACAGTGGTTGT

R2:AGCTAGCCGGTGCCAACTCCTT
CHIP-qPCR

CDS-1
qF: ACAAATTCGGCGGCTGCGTG

qR: AACGAGGCTGTCTCTGCCCCAA
CHIP-qPCR
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CDS-2
qF: AGATGTCGTGGCCCGCTCAA

qR: AGCGCACCAGGGCCGAAAAA
CHIP-qPCR

CDS-3
qF: TGCCTGCCTTCGCCCAAAACA

qR: AGCCGCCCAGCAAAAGGGTA
CHIP-qPCR

CDS-4
qF: TCGATGCGGCCACCTCCAAT

qR:TCGCTAGCCAGGCCAATGCT
CHIP-qPCR

pY1-ABAi
Y1F: agcacatgcctcgaggtcgacAGTGGAGAATCATAGACAACTACCTCTAA

Y1R: gaaaagcttgaattcgagctcAGGTCGAGGAACTTGGATATAAGC
Y1H

pY2-ABAi
Y2F: agcacatgcctcgaggtcgacGTCTCAATGTATCCATTGCATTACCC

Y1H
Y2R: gaaaagcttgaattcgagctcTTTGGAAGAAAACCAAAACAAAGA

pB1-ABAi
B1F: gcacatgcctcgaggtcgacCCGTTACCGTTACCGTTAgagctcgaattcaagcttttc

Y1H
B1R: gaaaagcttgaattcgagctcTAACGGTAACGGTAACGGgtcgacctcgaggcatgtgc

pmB1-ABAi
mB1F: gcacatgcctcgaggtcgacCCGAATCCGAATCCGAATgagctcgaattcaagcttttc

Y1H
mB1R: gaaaagcttgaattcgagctcATTCGGATTCGGATTCGGgtcgacctcgaggcatgtgc

pY3-ABAi
Y3F: gaaaagcttgaattcgagctcTTGTCCGAAAATATTGTGTTCTTTG

Y1H
Y3R: agcacatgcctcgaggtcgacCTCTAATTGTTCAGAACAGAGCGG

AD-TcMYB29a
F: gccatggaggccagtgaattcATGAGCTATGAAGAGATGAATTCTATTTT

R: acgattcatctgcagctcgagTTATAGCCTGTTGGATAGTGAGAGCC
Y1H

B1 Probe
F: tacaatcccccgagtactcccccctCCGTTAagttaagcatcctcctcttccccca

R: tgggggaagaggaggatccttaactTAACGGaggggggagtactcgggggattgta
EMSA

Mutant Probe
F: tacaatcccccgagtactcccccctCCATagttaagcatcctcctcttccccca

R: tgggggaagaggaggatccttaactATGGaggggggagtactcgggggattgta
EMSA
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TcT5OHpro

SP1: AGATGGCCGAGATGTTGAAGACGAGC

SP2: ATCTGCACCAGCTTCTCCTCGTTGGA

SP3: CGGTAGCGGAGGTCAAACATGGTAGT

Genome walking

TcTSpro

SP1: TGGCTGTGCCCTGTTTTCCAAACCGA

SP2: TCCGTCTCCGAGCGCATTGAACAT

SP3: ACATTGTGGTGCCACAGATCGCCA

Genome walking

TcBAPT

SP1: TTCTGAGCCGCCCAGCAAAAGGGTAA

SP2:TGGGAGGCCTCATATTCAACCGGAGT

SP3: TTCGACAATCTCCCAACTTCTCCCGC

Genome walking

TcDBTNBT

SP1:AACAGAGCACCTTCCCCCGTGCAA

SP2:GTGCATTTAGCGCACGCACAACAA

SP3: TTGGTAAAGGGCACACCCCACGTT

Genome walking

TcTS
qF: ACAAATTCGGCGGCTGCGTG

qR: AACGAGGCTGTCTCTGCCCCAA
qPCR

TcT5OH
qF: AGATGTCGTGGCCCGCTCAA

qR: AGCGCACCAGGGCCGAAAAA
qPCR

TcT7OH
qF: ACTGTTGCACGTGTCGTGGTCC

qR: TAGTGCGACACGCAGAACGC
qPCR

TcT10OH
qF: CGGGCCTGCGGGAAACAAAT

qR: ACCGAGCAAGTGCAGTGCGT
qPCR

TcBAPT
qF: TGCCTGCCTTCGCCCAAAACA

qR: AGCCGCCCAGCAAAAGGGTA
qPCR

TcDBTNBT
qF: TCGATGCGGCCACCTCCAAT

qR:TCGCTAGCCAGGCCAATGCT
qPCR

TcPAM
qF: TCGATGCGGCCACCTCCAAT

qR: TCGCTAGCCAGGCCAATGCT

qPCR

qPCR
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TcT2OH
qF: AGCTGTTGAGCCGAACGGTGTC

qR: CGGCCCCAAAAACCCTGCAACT
qPCR

TcGAPDH
qF: CGGAGACAGTCGATCAAGC

qR:CCCATCCTCAACCCAATAA
qPCR

TcMYB29a
qF: GCTCAAAGGCGCAATGCAGA

qR: ACAGTTTGGGCAAGGAAGGCA
qPCR

35S:TcMYB29a
F: accagtctctctctcaagcttATGAGCTATGAAGAGATGAATTCTATTTT

R: gctcctgcagctcgaggatccTTATAGCCTGTTGGATAGTGAGAGCC
LUC

pT5OH-LUC
F: ttcctgcagcccgggggatcctAGTGGAGAATCATAGACAACTACCTCTAA

R: TgtttttggcgtcttccatggTTTGGAAGAAAACCAAAACAAAGA
LUC

pmT5OH-LUC

F: ttcctgcagcccgggggatcctAGTGGAGAATCATAGACAACTACCTCTAA

FP-R: tgggggaagaggaggatccttaactATGGaggggggagtactcgggggattgta

FP-F: tacaatcccccgagtactcccccctCCATagttaagcatcctcctcttccccca

R: TgtttttggcgtcttccatggTTTGGAAGAAAACCAAAACAAAGA

LUC
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