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Figure S1. Structure-based amino acid sequence alignment. The comparison of UmIDH with AtIDH,
ZmIDH, McIDH, EcIDH, BsIDH, KpIDH, and dual coenzyme dependent MfIDH. The structure of AtIDH
(PDB ID: 2D4V) and EcIDH (PDB ID: 3ICD) were downloaded from the PDB database. The conserved
phosphorylation sites were indicated by cyan star. The lysine residues that may be acetylated or
succinylated in EcIDH were indicated by red circles and green squares, respectively. The figure was
created by ESPript 3.0.



