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Fig. 2 Heatmap analysis of TgCAMTA transcript abundance in different tissues of teak. The transcriptomic data of the TgCAMTA genes were downloaded from the DRYAD database. The color scale corresponds to the average log2 (FPKM) value. The tissue samples included roots (main and lateral roots), stem segments from 12-year-old (stem-12y) and 60-year-old (stem-60y) teak trees, leaves, branches from 12-year-old (branch-12y) and 60-year-old (branch-60y) trees, flowers, and seeds
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