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Figure S3. Extended version of Figure 4 with gene IDs. Relationship between phylogenetic
position and NAC gene expression across 308 RNA-seq samples from diverse tissues,
developmental stages and stress conditions. The origin of each sample is indicated by the
coloured bar under each heatmap. Each panel (A-H) represents NAC genes belonging to that
group according to the classification in Figure 2. Dendrograms indicate the maximum likelihood
phylogeny of genes within each group. Genes which did not meet the minimum expression
criteria (>0.5 tpm in at least three samples) do not have expression data represented (white rows).
All other expression data (tpm) was normalised per gene to range from 0 to 1.



