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Structural Features 
AMP deaminase is a ubiquitous enzyme in eukaryotic cells, catalyzing the hydrolytic deamination of AMP to 
inosine 5′-monophopshate and ammonia. While higher eukaryotes such as humans have three AMPD genes, 
plants, and lower eukaryotes contain only one. It has been observed that abnormally high levels of ammonia are 
observed in the brains of Alzheimer’s disease patients, and along with elevated AMPD enzyme levels. 
Dysfunctions in AMPD are also observed to cause disorders of skeletal muscle, known as myoadenylate 
deaminase deficiency (MADD). In plants, AMPD is an identified herbicide target. This protein used in this 
structure was expressed in insect cells, from a truncated variant of the AtAMPD, lacking the N-terminal 
membrane anchor sequence. The presence of a specific inhibitor of AMPD, coformycin 5′-phosphate, was 
important in growing diffraction quality crystals. The protein was observed to contain an incomplete TIM barrel. 
The protein crystallized as a dimer. This structure represents the only publicly available structure of an AMP 
deaminase. 
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factor 1 (FAC1). J Biol Chem 281(21):14939-47. (2) Han, B.W., Bingman, C.A., Mahnke, D.K., Sabina, R.L., 
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Percent Identity with Nearest PDB Structure at Time Solved No significant hits 
Pfam Cluster A_deaminase 
Sequence Cluster Size : Structures in PDB 225:1 
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