Table S5. Information of templates used for the construction of 3D proteins.

Protein ID Oligo Seque_nce Coverage | QMEAN | Template | Method Description
State Identity
Crystal Structure of an
X-ray Indole-3-Acetic Acid Amido
CcGH3.1b | Cc00_g01360 | Monomer 60.69 % 0.98 -1.22 4b2g.1.A 240 A Synthase from Vitis vinifera
) Involved in Auxin
Homeostasis
Crystal Structure of GH3.5
5kod.3A X-ray Acyl Acid A.mido. Synthgtase
CcGH3.5 Cc05_g06700 | Monomer 36.09 % 0.96 -0.83 0d.s. 200 A | from Arabidopsis thaliana.
) Indole-3-acetic  acid-amido
synthetase GH3.5
Crystal Structure of GH3.5
X-ray Acyl Acid Amido Synthetase
CcGH3.6a | Cc05_g05640 | Monomer 74.38 % 1.00 0.23 5kod.1.A 220'& from Arabidopsis thaliana.
) Indole-3-acetic  acid-amido
synthetase GH3.5
Crystal Structure of GH3.5
X-ray Acyl Acid Amido Synthetase
CcGH3.6b | Cc05_g12940 | Monomer 81.70 % 0.99 -0.06 5kod.2.A 520 A | from Arabidopsis thaliana.
) Indole-3-acetic  acid-amido
synthetase GH3.5
Probable indole-3-acetic
X-ray, acid-amido synthetase
CcGH3.9 Cc01_g20620 | Monomer 54.66 % 0.92 -0.66 7dk8.1.A 1_99%& GH3.8 Crystal strﬁcture of
OsGH3-8 with AMP
AtGH3.15 acyl acid amido
1. X-ray, synthetase. AtGH3.15 acyl
CcGH3.17¢ | Cc00_g04520 | Monomer 50.79 % 0.98 -1.45 bela.lA 1 oA | ok amido synthetase. in
complex with 2,4-DB
AtGH3.15 acyl acid amido
X-ray, synthetase. AtGH3.15 acyl
CcGH3.17d | Cc00_g04530 | Monomer 50.35 % 0.98 -1.28 6elq.1.A 2_153’A Retdassind synthotase y

complex with 2,4-DB




