36 DIFT1
73 L DIFT2

I: @ 0025396
z 100 LcFT1

0025396 ¢ 61
LCFT1  : Difeleniify : 61
DIFT1  : 5V GGDDL REECNE
LcFT2 : BV GGEDL RN
D1FT2  : Dafeleniifs ;61
MdFT1 ¢ 6l
VVET1l GOER P SOLVEIQ PRV T GGDDL RIEEECHE
AtFT EMERRYIR DP LI VERVVGDVLDE GIMIRPSO : 62
CufrT EMEFSIRIOR DP LI VERVVGDVLDYFIERT I : 62
PLFT SMEERIVR DPLEVEGRV I GDVLDPFEKS IjgL : 61
GmET : : 62
0025396 124
LcFT1 124
D1FT1 124
LCFT2 124
D1FT2 124
MdFT1 124
VVETL 124
AtFT 125
CufFT 125
PLFT 124
GmMET 125
0025396 174
LeFT1 174
D1FT1 174
LeFT2  : 1 174
DIFT2  : S PVAAVYFNCOREINEESCGE 1 174
MJFT1 WeVEY VY FNCOREECESEGR : 174
VVETLl 5 : 174
AtFT 175
CufT 177
PLFT 174
GmET 176

Additional file 15. Analysis of FT homologous transcripts in litchi.

(A) Alignment of the FT homologues proteins. (B) Phylogenetic relationship between
Unigene0025396 and other FT proteins from higher plant species. The accession numbers of the
sequences used for the alignment are: LcFT1 [Litchi chinensis, AEU08960.1], LcFT2 [Litchi
chinensis, AEU08961.1], DIFT1 [Dimocarpus longan, AEZ63949.1], DIFT2 [Dimocarpus longan,
AEZ63950.1], MdFT1 [Malus x domestica, BAD08340.1], VVFT1 [Vitis vinifera, ABL98120.1],
AtFT [Arabidopsis thaliana, BAA77838], CuFT [Citrus unshiu, BAF96644.1], PtFT [Populus
tomentosa, AFU08239.1] and GmFT [Glycine max, BAJ33489.1].



