
Additional file 2 – Hierarchical cluster of 722 selected genes from NAA-treated FAZ (A) and 1057 selected genes 
from shading-treated FAZ (B) from the 40 K apple microarray. The fold changes in gene expression are scaled 
from 0.5 to 2.0 to allow clustering by expression pattern, with intense red representing maximum expression and 
intense green representing minimum expression.
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