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F198

P450CAM

— absorption spectra, polarized, F239,
F240, D248

— axial ligands, T218, F242, 244, 245,
246, F247, D248, D249

— +CO F242, F243, D250

— dienzyme complex, 315, 319, D320

— +diethylphosphine, F215
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— deoxycorticosterone, 187, F188

— ESR spectra, 252, F253

— kinetics, 271

— progesterone, F209

— temp. diff. spectra, F256, F257, F258

— thermodynamics, 266, T267

— type I/type II, 258, 266, F267, 267,
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