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Figure 1: Schematic representation of FT gene structure from Prunus Persica. Yellow boxes represent exons and black lines
represent intron sequences. Gray arrow indicates the 3’ UTR region of the gene. Lower narrow lines shows the primer binding site
for gene amplification, FT.FW as forward primer and FT.RV as reverse primer. Black arrow indicates the translation initiation site.

Figure 4: P. avium FT aminoacidic sequences alignment with two FT genes from T. trichocarpa. The alignment was performed by ClustalW
program two FT aminoacid sequences from P. trichocarpa. FT1 gene, involved in transition to vegetative buds (NCBI accession no FT1,
POPTR_0008s07730.1 ) and FT2 gene involved in the transition to floral buds (NCBI accession no FT2, POPTR_0010s18680.1). Boxes
indicates mismatch between sequences.

Figure 5: Phylogenetic tree for FT related genes.
The phylogenetic tree was constructed using
GeneBee service program. Is a Tree Type PHYLIP,
based on distances. Cluster Algorithm.Figure 2: Prunus avium and Prunus persica FT aminoacidic sequences alignment. Colored boxes indicate conserved motifs

between both species. In green are highlighted the phosphatidylethanolamine-binding protein motifs and in yellow the
phosphatidylethanolamine-binding protein-like motifs. The alignment was carried out by ClustalW program using the P. persica
aminoacid sequence (accession no ppa012320m ) and the predicted aminocidic sequences from P. avium cloned gene. * indicates
aminoacid identity.
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Figure 3: P. avium FT aminoacidic sequences
alignment with representative FTgenes. The alignment
was carried out by ClustalW program using the P.
persica aminoacid sequence (NCBI accession no
ppa012320m), M. domestica (NCBI accession no
AB161112 and DQ535887), P. trichocarpa (NCBI
accession no FT1, POPTR_0008s07730.1), F. ananassa
(NCBI accession no JQ364957.1) and A. thaliana (NCBI
accession no AT1G65480) with the predicted
aminocidic sequences from P. avium cloned gene.
Motifs highlighted are the same indicated in figure 2.

INTRODUCTION
One of the key processes of flower development in plants is the differentiation of the shoot apical meristem into a floral meristem. Plants synchronized their flowering with the seasons to maximize their reproductive ability and while they perceive environmental changes
mostly through the leaves, the decision of flower development occurs in the shoot apex. Therefore, it requires a signal which communicates the leaf with the floral meristem. The key signal of flowering is known as florigen or floral hormone, encoded by a highly conserved
gene: FLOWERING LOCUS T (FT). FT acts as mobile, stable and universal signal, which is transported from the leaf to the shoot apex in the phloem.
FT has been described mainly in Arabidopsis, whose expression is induced by long-day conditions after the plant has passed through a vernalization period. Subsequently, a floral repressor, FLOWERING LOCUS C (FLC), decreases its expression, allowing FT to carry out
the transformation of vegetative buds to reproductive buds. FT is also regulated by photoperiod, through the CONSTANS gene (CO), which is able to discriminate between long-days and short-days, as a result of a complex regulation. When the vernalization process ends,
CO induces FT, which is translocated to the meristem and initiates the flowering process (Wigge PA., 2011). In trees, as well as in flowering, FT also might be involved in dormancy. The transition to dormancy is closely related to a decrease in FT levels, while the inverse
process is due to an increase in its levels. Currently, it is known that the FT protein is a universal inductor of flowering, and also can regulate the juvenility in trees.
Cherry (Prunus avium) is a perennial tree with significant economic relevance, where FT is not yet described or characterized. The cherry tree has no vernalization period, as in the case of Arabidopsis, since the reproductive meristem of this kind of trees is formed before
entering the winter. However, the buds passes through a dormancy period, a sort of bud hibernation, which has a lowmetabolic and mitotic activity. At this point, the temperature is a key element due to the chilling hours that the tree has to accumulate before the buds leave
dormancy, and consequently lead to flowering. It is also known, from studies in other perennial model trees such as poplar, that the transition to and from dormancy is closely related to a decrease/increase in FT levels, respectively (Böhlenius et al., 2006).

CONCLUSIONS
We have successfully cloned a possible ortholog of FT gene from

cherry,  which showed a high conservation between species.


