
S2 Fig. 
Phylogenetic relationships between amino acid sequences of gibberellin biosynthesis enzymes. 
Phylogenetic tree generated from protein sequences of (a) - CPS (ent-copalyl diphosphate synthase) and 
KS (ent-kaurene synthase), (b) - KO (ent-kaurene oxidase), (c) - KAO (ent-kaurenoic acid oxidase) and 
beta-amyrin 11-oxidase, (d) - CYP714 (Cytochrome 450 family, known also as Gibberellin 13-oxidases, 
GA13ox), (e) - GA20ox (gibberellin 20-oxidase) and GA3ox (gibberellin 3-oxidase), (f) - GA3ox 
(gibberellin 3-oxidase) representing phylogenetic relationships between plant taxa. Taxa terminologies are 
abbreviated using the first letter of the genus and first letter of the species name: At – Arabidopsis 
thaliana, Bn – Brassica napus, Ca – Cicer arietinum, Gm – Glycine max, Mt – Medicago truncatula, Os - 
Oryza sativa, Ps - Pisum sativum, Pv – Phaseolus vulgaris, Sl – Solanum lycopersicum. Phylogenetic 
analysis was performed using Geneious 6.1 software with Neighbor-Joining tree building method and 
Jukes-Cantor genetic distance model. Trees were resampled 1000 times using bootstrap method. 
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