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Active site model of ChDDO
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This model was generated by SWISS-MODEL using the
crystal structure of the yeast R. gracilis DAO (PDB,
1COK) as a template.
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Table 1.
Substrate [ Vmax - K car K caldK m
(mM) (U/mg) (s?) (s*wmhY
D-Aspartate
Wwild-type 251 0.26 104 + 3.14 74.5 29922
R243A 14.4 = 355 0.1+ 0.01 0.1 5
R243M 38+ 2.00 87.4+ 14.1 62.6 16391
R243D 10+ 040 1684 138 1206 116002
R243E 2.0+ 0.94 1.8+ 0.22 1.3 645
R243K 103+ 2.54 1.9+ 0.28 14 132
D-Glutamate
Wild-type 105.9 + 9.39 23+ 0.09 16 16
R243A
R243M
R243D 46+ 1.67 1.3+ 0.19 0.9 201
R243E
R243K 2.8+ 1.01 0.3+ 0.03 0.2 76

! Means = SE
*R243A, R243M, R243E D-Glu
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