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Fig. 1 Suppl. The ORF sequence and promoter sequence of CkTPS. Transcriptional start site is

defined as +1; Numbers indicate the positions relative to the transcription start site; ‘ATG’

represents the starting codon.
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ABRE
GAG TCCAGTGCCAGACAAGTTTTGAACCAGTCAAAAAAAAAAAGAAAAAAAAGAAAAAGAGGAATGTTAAATTTATTTT
CATTTATGAAGAAGGCCAGATAGGTGTTTTGGAGTTGGACTTGGTTCTAGAAGTGATGCAAGAGGGGTGAGTTGCGAGAGAGATG
TATA-box
GAGGGAAAAAAGAAAAGGGCATGTGAGAGAAGAATAAAAAACTAAAAAACTTTTTTATTAGTATATTTTTGAGTAAAATATTTT
TGACG-motif
CTTTCTGTTTTCAACAAAATCTTGGGTGTCCCCTGCATGGCATATTGGTTCCTTATAAAGCGTACACGAGGATTCTAC
TGCTTTCTCTCTTTTTCCTCTATCACTCTGTCAATTCTCTGCCAGAGATTCTGCAGATTTCCACTCTCTACGTACCCGCTTCGTC
TGACG-motif CGTCA-motif
TGACTTTAACCCTCTCTGCCTAACCCAGCTGGAGAT ATTGAACCAGACTTGTCTCTTTGCTTTCA I CTGATTT
TCGAGGTGTCTCCTGAGCTGGACTTTTAATCTGTTCCCTTAATTTTCACTGCTCTATGACTTGATTATGTTTTTGCATCAGATGG
CAAT-box
GCAATCCGCTTCCTGAATATTTT TACCTTCTTTCCTGCATTGTATTCGTTATTTTCATCAATACAATTTTCAGGATTTAG
ACTGCTTCCTCTGTTCCCAGCACTCTTCTTTTTGGTATTCCATGAATGTAACAAGCCCAGGGATGCGGTGACTCCATTTTCATAT

+1 P-box
ATAGGCTTACGAATGTGAAATTTCCAACTCATTGGTCCACACTGTTGACCCCCTTCCTGTTGLCTTTTGTAATTTCGTGGAAACT
G-box ABRE

GTGCTCTCCTTATTATCTATATTTCATTTTGATTTTCAGTGGTTCAAAACTTGTCTGGCACTGGATACGTQUTCTCTTTAGATTC
TTAACTTTTTTTGTTTCTTTTACTATTGTTGTACTCTGTTTGTTTCATTAGAAGCTAAATTGAGATGTTTTGTAATTTATTTTTT

CGTCA-motif

GTAAACAAAATGCAGGGGAGCAAGGTTGGCTGTTTGCGACATTGATATTCATGGTTGGATTCCAGAGCGACCATATGC

M
CTGGGAACAAGTACAACGGCGATTCGAATCACATTCCGGGTCGTGTGGAACGGCTTTTAAGAGAAAGAGAGTTGAGGGGGTGTGA
P GGNIKYNGD SNHTIPGRVEZRTLILIRETRETLIR RGTCE
GAAGCAAGATGTTGGAAGGGGTTATCGACAGAGGCTTTTGGTGGTGGCTAATAGGTTGCCGGTTTCAGCTATTAGGAAAGGTGAA
K QDVGRGYRQRLTLVVANIRILPVSATRIE KGE
GATTCTTGGTCTCTGGAAATAAGTGCCGGTGGACTCGTGAGTGCTCTGTTAGGTGTGAAGGAGTTTGAGGCAAGGTGGATAGGTT
bswsSLETISAGGLVSALLAYVKETFEARWTISG
GGGCCGGTGTAAACGTACCAGATGAGATTGGACAGAAGGCTCTTACTAAAGCATTGGCTGAAAAGAGGTGTATCCCCGTATTTCT
vVAGVNYVPDETIGAQKALTI KALAETZ KT RTCTIPVFL
GGATGAAGAGATTGTCCACCAATATTACAATGGCTATTGCAACAACATCTTGTGGCCCCTTTTTCATTACCTTGGACTTCCACAA
bDEEIVHQYYNGYCNNTITLWPLTFHYULGTLPAQ
GAAGACCGCCTTGCCACCACGCGTAGTTTCCAGTCTCAGTTTTTGGCATATGAGAAAGCAAATCAAATGTTTGCTGATGTTGTGA
EDRLATTIRSPFQSQFLAYEZ KA AN QMTFADUVYV
ACAAGCATTATGAAGAGGGTGATGTTGTTTGGTGCCATGATTACCACCTCATGTTCCTTCCAAAATGCTTGAAGAAATATAACAG
NKHYEEGDVVWCHDYHLMEFTLZPZ KT CLIE KTI KTYNS
CAAAATGAAAGTTGGATGGTTTCTCCACACCCCATTTCCATCTTCTGAAATTCACAGGACACTGCCATCTCGTTCAGAGCTCCTG



+ 993

+1078

+1163

+1248

+1333

+1418

+1503

+1588

+1673

+1758

+1843

+1928

+2013

+2098

+2183

+2268

+2353

+2438

+2523

+2608

+2693

+2778

K MKV WFLHTPFPSSETITHRTTLPSRSETLTL
CATTCTGTTCTTGCAGCTGATTTAGTTGGTTTTCACACCTATGATTATGCAAGACATTTTGTTAGTGCTTGTACTCGCATCCTTG
HSVLAADLVGFHTYDYARHHFVSAC CTRI
GACTTGAGGGTACACCTTATGGGGTTGAGTATCAAGGGAAGCTAACTCGAGTTGCCGCATTTCCAATTGGGATAGACTCAGAACG
G LEGTPYGVEYQGKT LTI RVAAFPTIGTIDSER
ATTTATACGGGCACTAGACCTTACTCCAGTGCAGAATCACATCAAAGAATTACAAGAAAGATTCAAAGGCAGAAAGGTAATGTTA
F I RALDTLTPVQNHTIZKTETLI QEZRTFZ KGRI KVMIL
GGTGTTGATCGCCTTGATATGATTAAAGGAATCCCTCAGAAAATTCTAGCATTCGAAAAATTTTTGGAAGAAAAAGAAAATGCTC
GVDRLIDMTIZIKSGTIU®PO QIKTITULAFETZ KT FTLZETEZ KTENA
ATTGGCGTGGTAAAGTTGTTTTGCTTCAAATCGCTGTGCCAACAAGAACAGATGTTCCTGAATATCAAAAGCTTACAAGCCAGGT
HWRGKVVLLQTIAVPTRTDVYVPEYQKTLTSQV
TCATGAAATTGTTGGTCGCATCAATGGCAGATTTGGAACATTGACTACTGTTCCTATACATCACCTGGATCGCTCTCTTGACTTC
HEIVGRINGRTFSOGTLTTVPIHHLUDZ RSTLDTF
AATGAACTATGTGCTTTGTACGCAGTTACCGATGTAGCGCTAGTCACATCTCTGAGGGATGGAATGAATCTTGTCAGCTATGAAT
NELCALYAVTDVALVTSILRDG GMNTLUVSYE
TTGTGGCCTGCCAGGAGAAAAAGAAAGGGGTTCTCATTCTTAGTGAATTTGCTGGTGCAGCGCAGTCTCTAGGTGCCGGGGCAAT
FvaACQETIKTI KT KSGVLTILSETFAGAAQSTELGAG AI
TCTTGTCAACCCCTGGAACATTACAGAAGTTGCTGATGCAATTGCCCGGGCTCTGAATATGCTACCTGAGGAAAGAGAAAAGAGA
LV NPWNTITEVADATIARALNMLPETETRTE KR
CACAAGCATAATTTTCTTCATGTAAAATCCCACACTGCTCAAGAATGGGCAGGAACTTTTGTAAGCGAACTAAATGATACTGTTA
HKHNTFILHVKSHTAQEWAGTT FVSETLNDTV
TTGAGGCACAACTAAGGACAAGACAAGTTCCGCCTGGGCTTCCAACAAAAACTGCAATTGACCGTTATCTGCAGTCAACAAATAG
I EAQLRTURQVPPGLPTZ KTATIDTR RYTLAGQSTNR
ATTGCTCATTTTGGGATTCAATGGAACTTTAACTGAACCAGTCGAGAAAACAGGTGATCAGATTAAAGAAATGGAACCTAAGGTG
LvLI1LGFNGTLTEP®PVEZ KTS GDI QTIZ KZEMEPIKV
CATCCAGAATTGAGACAACCCTTGACAGCACTTTGCAGTGATCCAAATACCACAGTAGTTGTGCTCAGTGGAAGTGGTAGAAAAG
HPELZRQPLTALCSDPNTTVVVLSGSGRK
TCCTAGATGATAACTTCAAAGAATATGACATGTGGTTGGCAGCAGAGAACGGGACGTTTTTACACCCTTCAAAGGGTGAATGGAT
viDDNTFIKEYDMWLAAENSGTT FLHPSI KTEGEUWM
GACAACAATGCCAGAGCATCTTAGCATGGAATGGGTTGACAGTGTGAAGCATGTTTTCGAGTACTTCACAGAAAGAACACCTCGG
rTMPEHLSMEWYVDSVKHVFEYTFTZETRTPR
TCTCATTTTGATTTCGAGGAGAGGGAAACTTCACTTGTATGGAATTACAAATACGCAGATGTTGAGTTTGGAAAACTTCAAGCAA
SHFDFEERETSLVWNYZKYADVETFS GZ KTLQA
GGGACATGCTGCGGCATCTCTGGACAGGTCCGATTTCCAATTCTTCAGTTGAAGTTGTTCAAGGGAGCCGATCTGTTGAGGTGCG
RDMLRHLWTGPTISNSSVEVVQGSURSVEVR
AGCTGTTGGTGTTACAAAGGGAGCAGCTATTGACCGCATACTGGGAGAGATAGTCCACAGTAAATCCATGACATCACCCATTGAT
AV ¢GVTEKGAATIDRTITLGETIVHSIKS SMTS?PID
TATGTTCTTTGTATAGGACATTTTATGGGGAAGGATGAAGATATTTATGCCTTTTTCGAGCCGGATCTTCCTTCTATTGGTGTGG
yvi.CI GHFMGKDEDTIYAFTFEPDTLPSTITIGV
GACTTCCGCGAAGTAAGGTAACAACGACAGATCCAGTTAAGTTTCCTGCTGAGAGGAAACCGCCGTCTTTGAAGATCCCAGCTAG
G LPRSEKVTTTDZPVKT FPAETRTIKZPPSLZI KTIPAS
TAGTAAAAATGGACCAAAGTCATCTCAAAACAAGGCACAGAAGCCAGTGTCAAATTCTGATCAGAAGAAAACAAATAATAACCAT
S KNGPEKSSQNZKAQKPVSNSDQIKI KTNNNH
ATTTGCAATGAACCACGACGCCCCGCTCCAGAAAAGATATCATGGAACGTCCTTGATCTTAAGAAAGAGAATTACTTCTCATGTG
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I CNEPRRPAPEI KTISWNUVLDLI KZE KTENYTFSC
CTGTTGGAAGAACTCGAACGAATGCTCGGTATACACTCGGCTCACCAGATGATGTAGTTGCGCTTTTGATGGAACTAGCAGATGC
AAVGRTRTNARYTLSGS?PDDVVALTLMETLATDA
GTCATTGCAATCTTGAgaagtgttcgcaacaaattctctcaaacaccctttccaacactataatttgatgaaattcacgtgagte
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ccaccattatggaaatgagacccacaagttttggcaggattcagatccacgagaatttcatcaaatcagtgtgtgttggaacgag

tgttagagaatgtgttcataacactcatcccatcgcacaatatttcccactttgttaaaatattgaatgectetgtagtttggea
tgggatgcttcaagttgcagaatttggecatteccttcaagtgaggttteectete



Fig. 2 Suppl. Phylogenetic tree. (A) The phylogenetic tree based on amino acid sequence of
CkTPS and other homologues sequences. (B) The phylogenetic tree based on amino acid sequence
of CkTPP and other homologues sequences. The amino acid sequences of the conserved SK
domain region were subjected to the Bootstrap test of phylogeny by the MEGA program.
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Fig. 3 Suppl. The ORF sequence and promoter sequence of CkTPP. Transcriptional start site is
defined as +1; Numbers indicate the positions relative to the transcription start site; ‘ATG’

represents the starting codon.

TATA-box
-1495 TGAGGC TGGCTTTGATTGGAGTCAGGACCTTCAATTAAGACATACTGCATTTTGGAAATTATTTGAAGTTGTTGCTGAA

-1410 TGCTGATCAAGCTTGGTTTGTATGCTCACAAGGTGTTTGTCTAAAGTCCTCGTTGAAGACATGCTAGTTTTTGGTC
-1325 TGTGATGCAAAATTGGAGATTTTATTCTTACTGTTGTTGCTGGATCTGAGATTGCAGAAGATTGATTTGGACTCTGGATCATCTG
-1240 TATTTGAGATGGTTTCATTCACTGTCAGAGGGAAGAATTACTTCATCTATTTGCACTTAGAGGTTCACAAAACCAGAATAATGTG
ABRE
-1155 GTTCAATTATGGTCTCGTGACTTCATTTGCTCTTAGTGTGTGGAACTGTGACTTGCTGCAGTGTACACC TGGTGATTT
GARE-motif ARE
-1070 GATTGTTTTTGCTTTTCAGCTTCATTGCCTTGAATTGGCTTTGTTGATATTTGCTTCTGCCTTATGGTG
- 985 GTTAAGCATTGTAGCTTCTGTTAAGTGGTTAAGCCTTGAGTTATGGCTTCTGCTTAATGGTTAAGCTTTGGATTGTTGCTTCTGC
- 900 CAAGTGGTTAAGCCTTGAGTTGTGGCTTCTGCTTGGTGGTTAAGCTTTTGTCTTATGGCTTTGATTTCAACCGATGTATTTTCCG
- 815 GCATTTCTCTTTGATTGTTCGTTTGATTTGATATGCGTCTGTATTGCTCATCCCAAGCTGGAAGTGTTGTGAACACCTTCCAGCT
- 730 TGCGGGGGGCTGTTAGAGATATAGGAAATTAGAGTATTAGGAGTTAGTTGGTTACTAGTTTGGTAGCCTATATAAAGACATGATG

Skn—-1-motif TC-rich repeats
- 645 TAATCACTT I TACACTTACTCATTTAGTCAATACCAAATTTACATTTATGTGAACTCTCTCTCACTTC
— 560 CATAGATGTCATGTTTCTCAACATGGTCAACCCATTAACCCACCTGGTGTCCGTAAAAGTTGGAATAAAAGCAGTTTGGCGTTTC
CGTCA-motif
- 475 TTTAAAAACAGACCGTTTCGTGATTTTCAGGAAGAACAAATTTCGAGATGTATAGCATTGCTCTTTCAAAAATAAATTT
= 390 AGAAGAATCAATTTTATTTAAATTATAACCAATTAATTATGCCTCCATTAACCTAAGAATATGTTCTGATAAAACAACTTGGAAG
= 305 CACCGGTGTTCTCTTTTTGAAATGAGACCGAGGTGCCCTTTTAACATGGTAAATTAATGTCACGAAGTTACATGATCCACTTGCA
- 220 GTGTAGCTAGGTTCCAAATTATTAGTAGTACTATTTTTTACAGTAGAAAAGGTAATGAAAAAAGGAGGTTTAGTAGTGGTCCCTC
- 135 CATTCGCATATTTAGTATAGTTGCGGAGAAGTACAATATTATGGCCAGGAAAGATAAGTGGTTGTTTGTTTCGTCGGTTTGTGCC
Box-W1 +1
- 50 GTGAAAGTGAAACCATTGTTTATAAAACACCCCTCCCTGCTTTGTGACTCGACCAGAGCTAGCCAGCCAGCCAGCCA
+ 35 ACCCGTGAAGTAACCTGATTCAGATTTTCTTCCCCCGCAACTTTTTCTTCCTATAAAGCCCCTCATTTCAGCGGACGAAGAAGCC
G-box
+ 120 TATAATATCGCAGTCTCTTCTCCTTCCTTCCCCTTCTCCCTTGTTTGTATTCCCATTACCACTCTTTGTTGGTAACTTA
+ 205 CTAAAGGCTTTGAACTTTGAAGGGAAGTTAATAAGATGACGAAACAGAATGTGGTGACTACTCCTGAAGTCAAGTTATGTATTAA
ERE

+ 290 CACGCTTATTGCCATGGCAGCGTCCAAACTCACCCGTGTTACCAAGCGCAGCTGTGCTTGGTGAGTTTAATTTTATG
+ 375  AAGAGGTTGGAAGGAGCTAAAGTTAGCGCATGGATTGATTCAATGAGAGCAGCTTCTCCAACTCGTGTCAAATCTTCTGAAAACC
M RAASPTRVKSSENAQ
+ 460 AAGAAAAAAATTCTTGGACTCTTAAACATCCTTCAGCGCTGAACTTGTTTGATCGGATAGTACATAACTCCAATGGAAAGCAGAT
EXNSWTLIKHPSALNLTEFDRTIVHNSNSGT KA QI
+ 545 TGTCATTTTTCTTGACTACGATGGAACTCTCTCCCCGATTGTTTCAGATCCTGATAAGGCTTTCATGACTAGAAAGATGAGAGCG

viFfFLDYDGTLS®PTITVSDPDI KAFMTRIEKMRBRA
+ 630 ACGCTGCAGGACATAGCAAGACATTTTCCCACAGCCATAGTGACCGGAAGATGCAGAGACAAGGTATTTAACTTTGTAAAATTGG
TLeqQDbDIARHFPTATIVTGRT CRDI KVFNTFVKTLA
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CGGAACTGTACTACGCAGCAAGCCATGGAATGGACATCATGGGGCCAACAAAAAGTCGAAGTGCTGAGAAAAGTAATAATAATAA
ELYYAASHGMDTIMGPTI KT SZRSAEZ KT SNNNN
TGCAGTGCTGTTCCAACCTGCTAGTCAATTCCTGCCAATGATCGATGAGGTGTACATAATATTGTTAGAAAAAACAAAGTCTGTC
AVLFQPASQFLPMTIDEVYTTULILEZ KTTI KT SV
CCAGGTGCTAAGGTAGAGAACAACAAATTTTGCTTGTCCGTGCACTTCCGTTGTGTTGACGAAAAGAGTTGGGCAGTGTTAGCGG
pPG6GAKVENNIKTFCLSVHFRTCVDETZ KT SWAVLA
AGAAAGTTAGATTGGTGCTCAATGAATACCCAAAACTTAGGCTAACCCAAGGAAGGAAAGTGCTGGAGATCCGTCCAACCATCAA
EKVRLVLNZEY?PIKTLRTLTA QGRIKUVLETITRPTTIHZK
ATGGAACAAGGGCAGGGCCCTTGAATTCTTGTTAGAATCTTTAGGATACGAGAATTCCAGTGATGTATTTCCAATATATATTGGT
W NKGRALEFULULESTLGYE ENSSDVFPIYTISG
GATAATCGAACTGATGAGGATGCTTTTAAGGTTTTGCGCAGAAGGGGTCAAGGGATTGGGATTCTTGTTTCTATATTTCCAAAAG
DNRTDEDAFZKXKVLRRRGQGTIGIULVSTTFPK
AAACAGATGCTTCCTACACCCTACAAGATCCATCAGAGGTTGAGTAAtttttgeggegattggtggagtggaaaagategagtac

ETDASYTULAGQDUPSEVE *
tgtgacccccacaagtgtagagagttgecagattgtagatgatcagtccaaggaattgacaccacttcgagetcga



Table 1 Suppl. Primers used in this study.

Primer name

Primer sequence

CkActin-F
CkActin-R
qCKTPP-F
qCKTPP-R
qCKTPS-F
qCKTPS-R
TPPZJ-F1
TPPZJ-F2
TPPZJ-R
TPP-J-F1
TPP-J-F2
TPP-J-R1
TPP-J-R2
CKTPP-full-F
CKTPP-full-R
TPS-J-F1
TPS-J-F2
TPS-J-R1
TPS-J-R2
TPS-ZJ-F1
TPS-ZJ-F2
TPSZJ-R
CKTPS-full-F
CKTPS-full-R
TPP-SP1-1
TPP-SP1-2
TPP-SP1-3
TPP-SP2-1
TPP-SP2-2
TPP-SP2-3
TPP-SP3-1
TPP-SP3-2
TPP-SP3-3
TPS-SP1-1
TPS-SP1-2
TPS-SP1-3
TPS-SP2-1
TPS-SP2-2
TPS-SP2-3

5-GTTGGAAGGTGCTGAGGGA-3’

5" TGACAGGATGAGCAAGGAGA-3’

5 TTCCGTTGTGTTGACGAAAAGAG-3'
5-ACTTTCCTTCCTTGGGTTAGCCT-3'

5" TTGACCGCATACTGGGAGAGATA-3'
5-GACGGCGGTTTCCTCTCAGC-3’

5 TTYYTNGAYTAYGAYGGNAC-3’

5. TTYYTNCCNATGATHG-3’
5-CYTTRAANGCRTCYTC-3’
5-AGTTGGGCAGTGTTAGCGGAGAA-3’
5-AGGAAGGAAAGTGCTGGAGAT-3
5-CCGCTAACACTGCCCAACTCT-3’
5’-CTCTACCTTAGCACCTGGGAC-3’
5-TCCGTGCACTTCCGTTGTGT-3’
5-CGAGCTCGAAGTGGTGTCAATTCC-3’
5"GAGGAGAGGGAAACTTCACTTG-3’
5" TTGGCAGCAGAGAACGGGATGT-3’
5’-GTTCCAAATCTGCCATTGATGCGACC-3’
5. TGTTCTTGTTGGCACAGAGATT-3’
5"GCNGCNTGYGGNACNGCNTG-3’
5"CNACNACNTGYGCNAC-3’

5> ANGCNCCNCCNGTNCC-3’
5’-ATGCCTGGGAACAAGTACA-3’

5" TCAAGATTGCAATGACGCA-3’
5-GTTGTTCTCTACCTTAGCACCTGGGA-3'

5-GGTCACTATGGCTGTGGGAAAATGTC-3'
5-CAGAAGATTTGACACGAGTTGGAGAAG-3'
5-CAGAAGATTTGACACGAGTTGGAGAAG-3'
5-CGCTGAAATGAGGGGCTTTATAGGAA-3'
5S-ACAATGGTTTCACTTTCACGGCACA-3’
5’-ACAATGGTTTCACTTTCACGGCACA-3’

5S-CGGTGCTTCCAAGTTGTTTTATCAGA-3’
5’-TCTTCCTGAAAATCACGAAACTGACG-3’
5’-ACATGAGGTGGTAATCATGGCACCAAACAA-3’
5'-AGAGCCTTCTGTCCAATCTCATCTGGTACG-3’
5’-TCTCTTAAAAGCCGTTCCACACGACCCG-3’
5’-TGAATATCAATGTCGCAAACAGCCAACCTT-3’
5’-TCCAGTGCCAGACAAGTTTTGAACCA-3’
5’-AGTCACCGCATCCCTGGGCTTGTTAC-3’




pCkTPS-F
pCKkTPS-R
pCKkTPP-F
pCKkTPP-R
pCKkTPS-F2
pCkTPS-R2
pCKkTPP-F2
pCkTPP-R2
pORE-F
pORE-R
GUS-F
GUS-R
Actin2-F
Actin2-R
CkTPP-BamHI-F

CkTPP-BamHI-R
CkTPS-Xbal-F

CkTPP-BamHI-R
PBI101-35S-F

5’-TCCAGTGCCAGACAAGTTTTGAA-3’
5’-ATGGTCGCTCTGGAATCCAACCAT-3’
5’-TGAGGCTATATGTGGCTTTGATTGGAG-3’
5’-GCTAAAGTTAGCGCATGGATTGATTCA-3’
5’-CGGATCCTCCAGTGCCAGACAAGTTTTGAA-3’
5’-GCGAGCTCATGGTCGCTCTGGAATCCAACCAT-3’
5’-GCGTCGACTGAGGCTATATGTGGCTTTGATTGGAG-3’
5’-GCGAGCTCGCTAAAGTTAGCGCATGGATTGATTC-3”
5'-ACTGAAGGCGGGAAACGACAAT-3’
S“TTTCACGGGTTGGGGTTTCTAC-3’
S"TCAACGGGGAAACTCAGCAAGC-3’
S-CCTCATTGTTTGCCTCCCTGCT-3"
5'-GCACCACCTGAAAGGAAGTACA-3'
5'-CGATTCCTGGACCTGCCTCATC-3'
5'-AGAACACGGGGGACTCTAGAACATGGCAGTGTTAGC
GGATGGATTG-3'
5'-CGTTGCAAACGTAAGTGTTGAAGTGGTGTCAATTCC
TTGGAC-3'
5’-CGCTCTAGAATGCCTGGGAACAAGTACA-3'
5’-CGTGGATCCTCAAGATTGCAATGACGCA-3'
5’-AGGAAGGTGGCTCCTACAAATG-3”

Fig. 4 Suppl. Genome PCR and RT-PCR identification of transgenic Arabidopsis lines. (A) Three
transgenic lines of Pro.CkTPS. (B) Three transgenic lines of Pro.CkTPP.
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