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Supplementary Table 1 Details of primers used in the study

Primer name

Forward primer

Reverse primer

Actin

5> TCCAACCTACCAACAAAATTTCA 3°

S’AGCTAGCTCTTAATTTTGGA 3’

FT

5S’GGAGATGATGCTCCAAGAG ¥’

S’CAGCCTGGATAGCAACATAC 3°

Supplementary Table 2 Essential amino acid component of the FT protein translated from CDS

of CrFT

Essential amino acid | Percentage  composition
(%)
Arginine 10.2
Leucine 8.5
Glycine 7.3
Aspartate 7.3
Asparagine 4.5
Glutamate 4.5
Isoleucine 4.0
Isoleucine 4.0
Alanine 34
Glutamine 34
methionine 2.8
Lysine 1.7
Cysteine 1.1
Histidine 1.1
Phenylalanine 0.0
Selenocysteine 0.0

Supplementary Table 3 Conformation states detected in CrFT protein via SOPMA

Conformation state Number of Percentage composition
residues (%)
Alpha helix 28 15.82
Extended strand 48 27.12
Beta turn 3 1.69
Random coil 98 55.37
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Supplementary Fig. 1 (a) Multiple sequence alignment of the CrFT protein and FT proteins from
other plants using DNAMAN software; (b) Phylogenetic analysis of CrFT protein and FT
proteins of other plant species (C. clementina (CcFTIl, CcFT3); C. unshiu (CiFTI, CiFT2,
CiFT3); C. limon (CIFT); C. trifoliata (CtFTI); A. thaliana (AtFT); M. indica (MiFT); L.
chinensis (LcFT); C. papaya (CpFT); Fragaria x ananassa (FaFT); M. domestica (MdFTI,
MAFT2); M. sylvestris (MsFtT1, MsFT2);, P. communis (PcFT); P. nigra (PnFT), C. sinensis
(CsFT); C. oleifera (CoFT)). The different colors indicate different species: red (C. reticulata),
green (other Citrus species), pink (Malus spp.), yellow (Pyrus spp.), blue (Camellia spp.), orange
(AtFT) and black (other perennials).
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Supplementary Fig. 2 (a) The conformational state of each residue of amino acid sequence of FT
protein (h-alpha helix; c-random coil; e-extended strand; t-beta turn); (b) ConSurf analysis of FT

protein. At bottom the score of each residue is presented in the given figure.



