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Figure S2. Expression levels of genes encoding GA biosynthetic enzymes in poplar.

(A) Phylogenetic relationship of gibberellin (GA) biosynthetic enzymes in Arabidopsis and their
orthologs in Populus trichocarpa. Full-length amino acid sequences were retrieved from Phytozome
(http://phytozome.jgi.doe.gov) and used for phylogenetic tree construction using MEGA6 software.
Abbreviations: GGDP, geranylgeranyl pyrophosphate; ent-CDP, ent-copalyl pyrophosphate; CPS,
ent-copalyl diphosphate synthase (ent-CDP); KS, ent-kaurene synthase; KO, ent-kaurene oxidase;
KAO, ent-kaurenoic acid oxidase; GA200x, GA20-oxidase; GA30x, GA3-oxidase. (B) Transcript
abundance of genes encoding GA biosynthetic enzymes across various Populus tissues, based on
microarray datasets (http://bar.utoronto.ca/efppop/cgi-bin/efpWeb.cgi). The red frame highlights
regions with relatively high expression in the stem. Tissue abbreviations: R, root; S, stem; YL,
young leaves; OL, old leaves.



