PLANT HOEMOMNE SIGNAL TEANSDUCTION
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Figure S2 Plant hormone signal transduction pathway diagram. The scale in the upper right

corner of the picture is the absolute value of the maximum log2 (foldchange) annotated to this

pathway for all differential genes. The red color indicates that the genes annotated to the pathway

are up-regulated differential genes, and the green color indicates that the genes annotated to the

pathway are down-regulated differential genes. The grey color indicates that the genes annotated

to the pathway have both up-regulated differential genes and down-regulated differential genes.

The white color indicates that there is no difference in the genes annotated to the pathway.




