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Fig S1. Phylogenetic tree of DOXC family proteins identified in Arabidopsis, rice and tomato. Different color

lines represent the nine hormones biosynthetic and metabolism protein families.
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Fig S2. Chromosomal location and duplication analysis of hormone biosynthetic and metabolism genes in
tomato. Chromosome number is indicated on the inner side. WGD or segmental duplication gene pairs are

joined by black lines. Tandem duplication gene pairs are marked by red stars.
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Fig 53. Sequence alignment of GA20ox group proteins. The putative HxD ...H and RxS/T motif locations
were highlighted in red and black dotted boxes. The specific motif was enclosed by a red box and the
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conserved domain in each protein.
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Fig 54. Sequence alignment of GA3o0x group proteins. The annotation for the figure is the same as above.
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Fig S5. Sequence alignment of GA2ox (C19) group proteins. The annotation for the figure is the same as

above.
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Fig S7. Sequence alignment of ACO group proteins. The annotation for the figure is the same as above.
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Fig S9. Sequence alignment of Jox group proteins. The annotation for the figure is the same as above.
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Fig S10. Sequence alignment of DMR6 group proteins. The putative HxD ...H and RxS/T motif location were

highlighted in red and black dotted box. Bigger black dotted box indicating 20G-Fell_Oxy conserved
domain in each protein.
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Fig S12. The concentrations of GA1, GA4, and IAA decrease from the Mature-green (Mg) to the Breaker (Br)
stage. The concentrations of GA1and GAsare from our published data (reference 4).



