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Supplemental Figure 59 

Supplemental Figure S1. Constructs used in this study. A, Diagrammatic of Potato 60 

virus X (PVX)-based ViFA vectors. Wild-type, mutated non-translatable (m) and single 61 

amino acid substituted Arabidopsis AtFT coding sequences were cloned into the PVX 62 

vector to produce each of the ViFA vector as indicated. B, Plant transformation vector 63 

for wild-type and mutant AtFT alleles as indicated. The genome organization of PVX 64 

(A) and the outline of the binary vector pBI101.3 (B) are indicated. Restriction enzyme 65 

sites used to clone relevant genes into the two vectors are also indicated.   66 
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Supplemental Tables 67 

Supplemental Table S1. Oligonucleotide primers used in this study.  68 

Primer Sequences (5’ – 3’) Genes and origin
*
 

RC0061 TCAAGATCCGGAATGTCTATAAATATAAGAGAC AtFT, BspEI 

RC0062 GAAGAAGTCGACCTAAAGTCTTCTTCCTCCGCA AtFT, SalI 

RC0066 TCAAGATCCGGATAGTCTTAAAATATAAGAGAC AtFT, BspEI 

RC0536 TCAAGACGGCCGATGGCCGGAAGTGGCAGGGACAG Rice Hd3a, EagI 

RC0537 GAAGAAGTCGACCTAGGGGTAGACCCTCCTGCCGCC Rice Hd3a, SalI 

RC0538 TCAAGACGGCCGTAGGCCGGAAGTGGCAGGGACAG Rice Hd3a, EagI 

RC0541 TCAAGACGGCCGATGCCTAGAGAACGTGATCCTCTT Tomato SFT, EagI 

RC0542 GAAGAAGTCGACTCAATCAGCAGATCTTCTACGTCC Tomato SFT, SalI 

RC0543 TCAAGACGGCCGTAGCCTAGAGAACGTGATCCTCTT Tomato SFT, EagI 

RC0779 TCAAGACGGCCGATGCCAAGAATAGATCCTTTGATA MM NtFT4, EagI 

RC0780 GAAGAAGTCGACTTAATATGCGCGGCGGC MM NtFT4, SalI 

RC1639 TCAAGACGGCCGTAGCCAAGAATAGATCCTTTGATA MM NtFT4, EagI 

RC0693 ATAAGTAACCTTTAGAGCGATTGATCTATTAAA AtFTT27A 

RC0694 TTTAATAGATCAATCGCTCTAAAGGTTACTTAT AtFTT27A 

RC0695 CACCAACCAATGGAGAGCTTCTCGGAGGTGAGG AtFTY85A 

RC0696 CCTCACCTCCGAGAAGCTCTCCATTGGTTGGTG AtFTY85A 

RC0699 CAATATAAACACGACAGCATGAATTCCTGCAGT AtFTR119A 

RC0700 ACTGCAGGAATTCATGCTGTCGTGTTTATATTG AtFTR119A 

RC0701 GAAGAAGTCGACCTAAAGTCTTGCTCCTCCGCA AtFTR173A, SalI 

RC0783 TCAAGAGTCGACATGTCTATAAATATAAGAGACCCT SalI 

RC0784 GAAGAAGAGCTCCTAAAGTCTTCTTCCTCCGCAGCC SacI 

RC0798 TCAAGAGTCGACTAGTCTATAAATATAAGAGACCCT SalI 

RC0799 GAAGAAGAGCTCCTAAAGTCTTGCTCCTCCGCAGCC SacI 

RC1305 AAGCAACCCAAACCTGAGGGAGTATCTG qRT-PCR NtFT1 

RC1306 GCAGCAACAGGCGAATTGAGATTATGAAATCTC qRT-PCR NtFT1 
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*
Each introduced restriction endonuclease site is highlighted in bold. Sense or non-sense 69 

mutated codons are underlined.  70 

RC1307 AGATATCCCTGCAACCACAGAAGCAAC qRT-PCR NtFT2 

RC1308 AAACAGCGGCAACAGGCAAATTGAGAC qRT-PCR NtFT2 

RC1309 AATTGTCCACCAACCTAGGGTTGACGTG qRT-PCR NtFT3 

RC1310 CATTCACAACATCTCGAGTCAATTGTCGAAACAG qRT-PCR NtFT3 

RC1311 GATATCCCAGCAACTACAGATACAAG qRT-PCR NtFT4 

RC1312 GAAACGGGCAAACCAAGATTGTAAAC qRT-PCR NtFT4 

RC1313 TGAGATGCACCACGAAGCTC qRT-PCR NtEF1α 

RC1314 CCAACATTGTCACCAGGAAGTG qRT-PCR NtEF1α 

RC1317 AGGCCTTCTCAGGTTCAAAACAAGC qRT-PCR AtFT 

RC1318 TGCCAAAGGTTGTTCCAGTTGTAGC qRT-PCR AtFT 

PP82 CAGTGTTGGCTTGCAAACTAG PVX 

PP356 AGGAAGAAGTCGACTAAAGTCTTCTTCCTCCGCAG AtFT, SalI 

His-FTF 
GGCCGGCCGATGCATCATCACCATCACCACTCTATAAATATA

AGA 
AtFT, EagI 

His-FTR GGCGTCGACCTAAAGTCTTCTTCCTCCGCAG AtFT, SalI 

FT-HisR 
GCGGTCGACCTAGTGGTGATGGTGATGATGAAGTCTTCTTC

CTCCGC 
AtFT, SalI 

FT-HisF GGCCGGCCGATGTCTAT AAATATAAGA AtFT, EagI 

FT-FLAGR 
GCGGTCGACCTACTTGTCATCGTCATCCTTGTAGTCAAGTCT

TCTTCCTCCGCAG 
AtFT, SalI 

EFNBF CTCCAAGGCTAGGTATGATG RT-PCR NtEF1α 

EFNBR CTTCGTGGTTGCATCTCAAC RT-PCR NtEF1α 
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Supplemental Table S2. Flowering time in Arabidopsis. 71 

Genotype 

Average number of 

rosette leaves when 

flowering (n: plants) 

Average number of 

cauline leaves when 

flowering (n: plants 

Phenotype 

Col (wild-type) 11.1±1.4 (n = 20) 2.9±1.2 (n = 20) Normal flowering 

ft-10 (FT mutant) 42.3±9.8 (n = 20) 7.8±1.9 (n = 20) Late flowering 

ft-10/SUC2:AtFT 5.3±0.8 (n = 19)  1.7±0.8 (n = 19) Early flowering 

ft-10/SUC2:mAtFT 40.2±5.5 (n = 20) 7.4±2.1 (n = 20) Late flowering 

ft-10/SUC2:FTY85A 30.0±9.3 (n = 18) 9.4±3.1 (n = 18) Late flowering 

ft-10/SUC2:FTR119A 43.6±1.5 (n = 16) 6.6±0.6 (n = 16) Late flowering 

ft-10/SUC2:FT R173A 35.0±2.5 (n = 20) 7.8±2.5 (n = 20) Late flowering 

ft-10/SUC2:FTT27A 5.4±2.0 (n = 19) 3.7±2.5 (n = 19) Early flowering 
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