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Cytochrome P450s are endoplasmic reticulum and mitochondria membrane-bound
heme enzymes which activates molecular oxygen bound to the heme iron to catalyze the hydroxylation
reaction of various lipids such as steroids and drugs.

Reducing equivalents must be supplied for P450 reaction and we tried to crystallize the complex of
P450 and CPR which is one of the redox counterpart of P450. In the results of first screening, it is
predicted that two kinds of P450s may form a stable complex with CPR, but it was not directly
confirmed by the further analysis. Thus we conclude that these P450s are not suitable for the
crystallization of the complex.
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