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Figure 2- figure supplement 1. PIF7 can interact with 14-3-3 χ, γ, μ and ε proteins. (a) Phylogen-
ic tree of 14-3-3 proteins in Arabidopsis. The tree was generated using  predicted full-length amino 
acid sequences and neighbor-joining in MEGA5. The numbers on the nodes indicate the confi-
dence values when 1000 replications were used. The positions of 14-3-3 χ, γ, μ and ε are marked 
by red stars. (b) PIF7 interacts with 14-3-3 χ, γ, μ and ε in a yeast two-hybrid assay. Each yeast 
clone containing the pGADT7 (AD) or pGADT7-PIF7 (AD-PIF7), together with pGBKT7 (BD) or 
pGBKT7-14-3-3 χ, γ, μ or ε (BD-14-3-3 χ, γ, μ or ε), was grown on transformation selection 
(SD-L-T) or interaction selection (SD-L-T-H+3AT) plates. Dilution of the inoculation is shown at the 
top of the picture. (c) Interaction between PIF7 and 14-3-3 χ, γ, μ or ε detected by BiFC. The 
C-terminal half of YFP was fused to 14-3-3 χ, γ, μ or ε and N-terminal half of YFP was fused to 
PIF7. The constructs were co-transformed into tobacco leaf cells, and fluorescence images were 
obtained by confocal microscopy. White scale bar represents 75 μm. 

SD-L-T SD-L-T-H+3AT (5 mM)

AD+BD

AD-PIF7+BD

AD-PIF7+BD-14-3-3 μ

AD-PIF7+BD-14-3-3 ε

1:1 1:10 1:100
1:1 1:10 1:100

AD-PIF7+BD-14-3-3 χ

AD-PIF7+BD-14-3-3 γ

c


