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Table 1 qPCR primer sequences
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Primer name Primer sequence (5'-3") Size (bp)
HrVPEI-F 5'-AACAAGACACAAGATGGGC-3' 19
HrVPEI-R 5'-TCAATCCTCCTTTCCTCAAC-3' 20
HrActin2-F 5'-GGTCCTCTTCCAACCATCTCTC -3' 22
HrActin2-R 5'-CTGTGATCTCTTTGCTCATCCTGT -3' 24
AtActin2-F 5'-CTAAGCTCTCAAGATCAAAGGCTTA-3' 25
AtActin2-R 5'-ACTAAAACGCAAAACGAAAGCGGTT-3' 25
AtCEPI-F 5'-TATACGAACGGTGGAGGAGTCACC-3' 24
AtCEPI-R 5'-TCCGCATCTCCCGGTAAACACTCC-3' 24
AtXCP2-F 5'-GACACGACCTACAACAATG-3' 19
AtXCP2-R 5'-GGATAATCTTCTTCCTTGCG-3' 20
AtMYB30-F 5-TCTGAGGCTTTATCTCCTGC-3' 20
AtMYB30-R 5-TTGCGTCCTAAGAAACCC-3' 18
AtMC9-F 5-TCTTGCCATAGTGGTGGTC-3' 19
AtMC9-R 5-TGTTCGTTGTCTCAATAGCC-3' 20
AtMOD]-F 5'-CAATCCTGGAAACGCTTC-3' 18
AtMODI1-R 5'-AGGGTCTCTTACAAGTTGG-3' 19
AtDAD2-F 5'-GCTTTGATTCAGCAGGTTG-3' 19
AtDAD2-R 5'-ACACGAGAGAACTCCAGAG-3' 19
VPE-TRVII-GFP-F 5'-CTGTGAGTAAGGTTACCGTGATGATGTTTATGCTGGTGTACC- 42
3
VPE-TRVII-GFP-R 5'-TCGGGACATGCCCGGGCCCCACTCTCACATGCTTCTACAT-3' 40

pTRV2-seq-F 5'-GAGTCCCACATATTCGCACG-3'




ATGTITAATTAGAGGGCAATITACCAAGIGGGTITITIGATGATGGIGITCCTATIGATATIC 60
ML T R GG FE T KW VY LMNMNMUYPF'L L X B 20
CATATIGITATGGAAAAGGGTGAAGCCACTCGATCAACGAACCATTIGGGCCGACTICTIATC 120
H I V M E KGE AT RSTNBWAD S I 490
ATTCGCCAGCCCACTTACAAGATTIGATGAAGACTCCGATCAACAAGACACAAGATGGGCT 180
T R QG P T T K I DE D S D G QDT R WA 60
GITCITGIGGCIGGTITCCAATGGCTATGGCAATTACAGGCATCAGGCAGATGTITIIGICAT 240
VvV L V A G S NG Y G N Y RBOQWADVYVYVCH 80
GCATATCAATTIGTTGAGGAARGGAGGATTGAAAGAGGAGAACATAGTGGTGTITTATGTAT 300
A Y Q L L R KOG GULIKETENTIUVVYV F MY 100
GATGATATIGCCATGCATGAATTGAATCCAAGGCCTGGCATCATCATCAATCATCCTICAT 360
D DI A M B ETULN P RP GTI I I B EBE P B 12
GGIGATGATGTITATGCTIGGTIGTACCTAAGGATTACACAGGAAAGARTGTAACAGCGGAA 420
GD D V¥ ¥ A GV R KDY T G EKE B YV T A E 2
ARTCTATATGCAGTCCTITICTITGGGAACARAAAAGGAGTAAAAGGTGGAAGTGGGAAGGTC 480
N L Y A V L L GNIKIZKUGV KGG S G K V 160
ATAGATAGCAAACCAAATGACAGGATCITCITATACTACTICAGATCATGGTIGGCCCIGGT 540
I ‘DS XK P RRD R I FIL YT T S D'E G G P G 180
GTTCTITGGGATGCCARATTITACCCTTITICTICTATGCCATGGATITCATAGAAGTITITAARG €00
VL G6G MM P B L P FL Y AMHMNDF I E V L K 200
ARAAAATACGCATCTGGAACTTACAAGGAAATGGTARTATATGTAGAAGCATGTGAGAGT €660
KK T A 3§ 6T X XK'E M VI XYVEACQCUE S 220
GGAAGCATTITITACAGGCATAATGCCCARGGATCTAAACATTITATGTAACTACAGCATICA 720
6 'S T FT G IT M P K D L BIX XY VT T K S 210
ARCGCACAAGAGAACAGCTGGGGCACTTATTIGCCCCGGAATGGAACCTTICTCCGCCGTICG 780
N A Q EN S WGT Y CP G MEUUPSUPUP SsSs 26
GATTACACCACTIGITTAGGAGATCTITITACAGTGTITGCTIGGATGGAAGATAGTIGAGACT 840
D ¥ T T €C L GG DL Y S VAW MED S ET 28
CATAATTTAAATAGAGAAACAATCAAACAACAATACGAGACGGTARAGAAAAGGACCGCT 900
H N L N R ET I K Q Q Y ET V KK RTA 300
AARTTCCAACAATTACAATICTIGGATCGCATGTGATGGAATATGGGAATACCAACATCACA 960
N S NN YNS G S HV MEY G NTWN NTIT 30
GGAGAGAAGCTTAACTIGTACCAAGGTITITTIGATCCTGCCACTATTAACTICCCTICCAAAC 1020
g B XL NI QGGETF DFPFATINTELRTPN 3
ARTAAACARATTGGGCATGCCCATGGATGTIGTTAACCAGAGAGATGCAGAGATTTITCTTIC 1080
N K @ L G ¥ P M PV V B O R DA E I Fr r 36
ATGTGGCAAATGTATAAGAAGACAGAAGATTIGGACAGARAAGAAGAAAGARAATACTGAAG 1140
M W QM Y K KT EUDWTEIKI KK KETITLK 38
CAAATCAAGGACACAATGAGATATAGAGCTCACTIGGATACAAGCATGGACTTCATIGGA 1200
Q I K DT MR Y RAMHRULDT S M DF I G 400
TCATTITCTICTITIGGACCARAACARGGATCCTCGATCTTIGAATTITAGTGAGAGTAACTGGT 1260
S F L ¥r 6 P K Q G S 8 I L RN L V RV T G 420
CITCCICTITIGIGGATGATIGGGGATGCITGAAATCAATGGTIGAGATTATITGAAACACAT 1320
L P L'V D DWW 6C LK S XY RL F ET B 41
TGTGGTITCACTGACTCAATATGGCATGAAGCACATGCGTGCTITIGCCAACATATGCAAT 1380
C 6 S L T Q Y¥YG M KHMUZBRMATF ANITCN 460
ARAGGTATITCICAGGACTCCATGGARGAAGCTIGITIGGCTGCITGCATIGGCCATGAG 1440
K 6 I s @Q D S M EEACLA AARAMAMCTIGM HTE 48
CAAGGACTCTITGCATCCTITCAATCAAAGGCTACAGTIGCTTIGA 1482
G L L H P 8§ X XK'G X 8 A 493

EARFIAGERFS, THANKNRERFY), RHETHTAHATG, LIEFBTH TGA; ZHBXFFILK 1482bp, 4T
493 N EER
The nucleotide sequence (upper row) and the corresponding amino acid sequence in single-letter code (lower row) are shown. The initiation

(ATG) and termination (TGA) codons are indicated. The coding sequence is 1,482 bp in length and encodes a protein of 493 amino acids.
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Fig. 1 Nucleotide and amino acid sequences of the HrfVPE! coding sequence.
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Multiple sequence alignment of HfpVPE1 with AtyVPE, PvVPE, MtVPE, PnVPE, SsVPE. SoVPE and VvVPE sequences. The dark

blue regions indicate identical amino acid residues.
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Fig. 2 Multiple Alignment of VPE Sequences from Different Species.



