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Additional file 4 – Clusters of NAA-responsive genes with average values (pink line) and standard 
deviation (grey area) of the expression levels of the selected genes are presented. In these diagrams, 
“y” axis represents log2 -fold change and “x” axis represents the different time points for sampling. The 
cluster names are assigned upregulated (u), unchanged (o) or downregulated (d) for each time point. 



D1                    D3                   D5
2

1

0

-1

-2

D1                    D3                   D5 D1                    D3                   D5

Lo
g 2FC

2

1

0

-1

-2

Lo
g 2FC

ddd ododoo

ood

dou

1

4

2 3

5

D1                    D3                   D5
2

1

0

-1

-2

D1                    D3                   D5 D1                    D3                   D5

2

1

0

-1

-2

Lo
g 2FC

Lo
g 2FC

ouu oou

uoo

uuu

ouo

B

6

9

7 8

10      

Additional file 4 – Clusters of 
shading-responsive genes with 
average values (pink line) and 
standard deviation (grey area) of 
the expression levels of the 
selected genes are presented. 
In these diagrams, “y” axis 
represents log2 -fold change and 
“x” axis represents the different 
time points for sampling. The 
cluster names are assigned 
upregulated (u), unchanged (o) 
or downregulated (d) for each 
time point. 
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