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Supplemental Figure S5. Log2 fold-changes of the relative expression of stress responsive genes and flavonoid biosynthesis genes between 
the indicated conditions in 52 Arabidopsis accessions. Accessions are sorted from the most freezing tolerant to the most freezing sensitive from 
left to right. Increased expression levels are shown in red, decreased levels in blue. Stress responsive genes are indicated in blue and 
flavonoid biosynthesis genes in black (transcription factors), green (flavonol biosynthesis) and purple (anthocyanin biosynthesis).


