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1. Introduction
The title to a seminar presentation by I. C. Gun-

salus in 1973 was “Oxygen: An essential toxin”,
referring to the complex role that atmospheric di-
oxygen has in biology. The relatively simple function
as terminal oxidant for aerobic life was dramatically
augmented by Osamu Hayaishi with his identifica-
tion of an enzyme that catalyzes the conversion of

catechol to muconic acid by oxidative cleavage.1 He
named this biological catalyst “pyrocatechase”, which
proved to be the landmark discovery of an enzyme
that incorporated atmospheric dioxygen into the
carbon chain of the substrate, thereby initiating
cleavage of the benzene ring. This review of the
oxygenase cytochrome P450 is dedicated to Dr.
Hayaishi and his pioneering discovery in what is now
the 50th anniversary of his work!

We now realize that Nature has found many ways
to utilize atmospheric dioxygen to functionalize mol-
ecules through the use of a diverse set of cofactors.
Flavin, non-heme iron, copper, and metalloporphyrin
complexes have all been conscripted to metabolize
atmospheric dioxygen in an oxygenase catalytic cycle,
resulting in the incorporation of one or both oxygen
atoms into a substrate. This review focuses on one
of the heme-containing classes, termed cytochrome
P450s and abbreviated CYP. Although but one mem-
ber in the large group of oxygenases, the cytochrome
P450s play a variety of critical roles in biology.

Many members of the cytochrome P450 superfam-
ily of hemoproteins are currently known, and the
numbers continue to grow as more genomes are
sequenced. There are almost 4000 identified P450
genes at the date of this writing, and they are
collected and annotated in a variety of web sites, such
as that maintained by Nelson (http://drnelson.
utmem.edu/CytochromeP450.html). The cytochrome
P450s have been found in all branches of the “tree of
life” that catalogs the diversity of life forms. In the
broadest terms, there are two main functional roles
for these oxygenases. One is the metabolism of
xenobiotics (compounds exogenous to the organism)
as a protective role of degradation or provision of
polar handles for solubilization in preparation for
excretion. A second broad functional role is in the
biosynthesis of critical signaling molecules used for
control of development and homeostasis. In mam-
malian tissues the P450s play these roles through
the metabolism of drugs and xenobiotics and the
synthesis of steroid hormones and fat-soluble vitamin
metabolism and the conversion of polyunsaturated
fatty acids to biologically active molecules, respec-
tively. Similar roles are fulfilled in plants (hormone
biosynthesis and herbicide degradation) and insects
(control of development via hormone biosynthesis or
provision of insecticide resistance). For instance,
plants have an unusually large number of P450
genes. A reason is their sessile nature: for example,
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plants defend themselves through breakdown of
herbicides by catalyzing the synthesis of a large
number of secondary metabolites or by synthesizing
defense molecules such as DIMBOA.2,3 In addition,
the biosynthesis of critical metabolic regulators is
also often carried out by the cytochrome P450s.

The important metabolic role together with the
unique chemistry and physical properties of the
cytochrome P450s provide a strong attraction for
scientists in many disciplines. Relevance to human
health was the initial focus of pharmacologists and
toxicologists. The role of metal centers and their
associated unique spectral properties in the cyto-
chrome P450s is a magnet for bioinorganic chemists
and biophysicists. The difficult conversion of unac-
tivated hydrocarbons attracted the bioorganic chem-

ist. With the genome revolution and insights into the
complex process of transcriptional and translational
regulation, biochemists and molecular biologists found
exciting problems in the study of CYPs.

A continuing challenge is to understand how the
diverse set of substrate specificities and metabolic
transformations are determined by the precise nature
of the heme-iron oxygen and protein structure. The
structure and electronic configuration of the “active
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oxygen” intermediates which serve as efficient cata-
lysts remains an area of active research. Complicat-
ing this richness in metabolic potential is the impor-
tance of genetic differences, including single nucleotide
polymorphisms, which can alter the physiological
responses of the cytochrome P450s. Thus, over the
past five-plus decades one has seen the evolution
from a whole-organ and animal pharmacology ap-
proach to a quest for the molecular details necessary
for precise understanding of structure and function
of the P450 systems in maintaining cellular homeo-
stasis. The P450s are now recognized to occupy a
great variety of phylogenetically distributed isoform
activities, and these variations in metabolic profile
and substrate specificity are ultimately dictated by
the bioinorganic chemistry of heme iron and oxygen
as controlled by the protein environment.

With the elucidation of precise structures for many
P450 hemoproteins as well as the application of
varied biochemical and biophysical methodologies,
this diverse class of oxygenases is beginning to yield
its secrets. Much remains to be learned, however, as
many of the fundamental chemical entities and
catalytic details, though perhaps described in text-
books, are in fact still poorly understood. The focus
of this review is to place the current knowledge base
of cytochrome P450 structure-function in context
with the general aspects of metalloenzyme function.
In 2006 Dr. Hayaishi, the founder of this broad field
of oxygen metabolism, will celebrate an important
birthday. Hopefully, in reading this review, he will
be struck with the outstanding progress that has
been realized with this one particular oxygenase and
at the same time perhaps provide some important
suggestions as to pathways for solving the remaining
problems.4

Cytochrome P450 has benefited from the attention
of inorganic, organic, and physical chemists since its
discovery due to its unique spectral properties as well
as its ability to efficiently catalyze a variety of
difficult biotransformations. With the discovery of
P450 involvement in steroid biosynthesis in the
1970s, joined with its central function in drug me-
tabolism, with its role in a variety of other pharma-
ceutical applications, P450 became one of the most
intensively investigated biochemical systems. Mul-
tiple monographs, printed conference proceedings,
and thematic books have been published as well as
special Methods in Enzymology volumes, only a few
of which can be referenced here.5-12

The cytochrome P450s became most known for
their efficiency in hydroxylation of unactivated al-
kanes as only a select few oxygenases possess the
requisite “active oxygen” state. With equal efficacy,
P450s can carry out a wide variety of biotransforma-
tions. The list in ref 13 includes more than 20
different chemical reactions. Some more unusual
reactions catalyzed by P450 were recently reviewed
by Guengerich.14

The mechanism of P450 is a complex cascade of
individual steps involving the interaction of protein
redox partners and consumption of reducing equiva-
lents, most commonly in the form of NAD(P)H. It is
somewhat humbling that the earliest versions of the

enzymatic cycle published over 30 years ago had
much of the important steps characterized by physi-
cal and chemical methods.15 Continual refinement
has led to more detailed versions and the direct
observation and structural characterization of new
adducts of iron and oxygen. The current version
contains eight intermediates, including highly tran-
sient caged radical pairs, and has been reviewed from
various perspectives.11,12,16-19

While the basic concepts central to P450 catalysis
were appreciated by early 1970, notable progress in
the detailed understanding of these mechanisms has
been made in the past decade. This has been possible
due to the accumulation of exciting data generated
through application of a wide set of new methodolo-
gies, including systematic directed mutagenesis,
high-resolution X-ray crystal structure determina-
tion, multiparametric spectroscopic characterization
of intermediates, isolation of critical steps using
cryogenic or fast kinetic techniques, and many excel-
lent quantum chemical and molecular dynamics
computational studies. The current view of the
oxygen activation mechanisms, catalyzed by metal
centers in heme enzymes (as well as in non-heme
enzymes, which lie outside the scope of this review),
ensures one with a much better opportunity to see
the common mechanistic picture than was possible
earlier.20 Successful mechanistic studies of other
heme enzymes which use different forms of so-called
‘active oxygen intermediates’, such as peroxidases,21,22

heme oxygenases (HO),23-25 catalases,26 nitric oxide
synthases (NOS),27,28 peroxygenases,29,30 provide a
vision of a highly diverse cofactor. Mechanistic in-
sight from each of these various systems has provided
important complementary insight into cytochrome
P450 mechanism. A fundamental question remaining
is how the protein controls efficient performance of
such different functions using similar highly reactive
heme-oxygen complexes. The comparison of similar
reactive intermediates in different enzymes helps to
distinguish between the essential features of each of
the enzymes and so provides additional clues to the
revelation of the active role of the protein in heme-
enzyme catalysis. The recent progress in isolation
and cryogenic stabilization of some of these interme-
diates makes possible direct spectroscopic and struc-
tural studies of this type.

An exhaustive review of all achievements in oxygen
activation chemistry is clearly difficult, even if the
field is limited to the processes directly relevant to
P450 catalysis. Discussion of the P450 catalytic
mechanism typically focuses on the state of heme iron
and oxygen. These steps are (i) oxygen binding to the
reduced heme iron and formation of an oxygenated
heme Fe2+-OO or Fe3+-OO-, (ii) one-electron reduc-
tion of this complex to a ferric peroxo state Fe3+-
OO2-, which is easily protonated to form the hydro-
peroxo Fe3+-OOH-, (iii) second protonation of the
latter Fe3+-OOH- complex at the distal oxygen atom
to form an unstable transient Fe-OOH2, which is
followed by heterolytic scission of the O-O bond and
release of the water molecule, and (iv) the various
reactions of the remaining higher valent porphyrin
metal-oxo complex, often described as a ferryl-oxo
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π-cation porphyrin radical and referred to as “Com-
pound I”, following the terminology commonly used
after pioneering discoveries made by Theorell, Keilin,
and Chance.31,32 The intermediates formed in reac-
tions ii-iv have common features in all cytochrome
P450s, peroxidase, cytochrome oxidase, and heme
oxygenase enzymes. Similar iron-oxygen states are
thought to play a key role in non-heme oxygen
activation. Since it is impossible to cite and mention
all relevant studies in the current review due to space
limitations, we focus on the critical steps that are
specific for P450 function and mechanism. Hence,
neither the oxygen activation in non-heme metal-
loenzymes reviewed in refs 33-35 nor the structure
and properties of relevant porphyrin complexes,
including models of cytochrome P450 and other
oxygen-activating enzymes, as reviewed in a recent
edition of the Porphyrin Handbook,36-41 will
be discussed in detail. Two Internet sites devoted
to the cytochrome P450 field provide the reader with
a lot of useful information and links to other valu-
able sites and to the vast literature that is avail-
able for these systems: http://drnelson.utmem.edu/
CytochromeP450.html and http://www.icgeb.org/
∼p450srv/.

2. Active-Site Structure of P450 Enzymes
P450 enzymes share a common overall fold and

topology (Figure 1) despite less than 20% sequence
identity across the gene superfamily.42 In past years
significant progress has been made in determining
the crystal structures of mammalian P450s,43-50

complementing the information available on the
bacterial and fungal cytochromes. The conserved
P450 structural core is formed by a four-helix bundle
composed of three parallel helices labeled D, L, and
I and one antiparallel helix E.51 The prosthetic heme
group is confined between the distal I helix and
proximal L helix and bound to the adjacent Cys-
heme-ligand loop containing the P450 signature
amino acid sequence FxxGx(H/R)xCxG. The abso-
lutely conserved cysteine is the proximal or “fifth”
ligand to the heme iron. This sulfur ligand is a
thiolate52 and is the origin of the characteristic name-
giving 450-nm Soret absorbance observed for the

ferrous-CO complex. Typically, the proximal Cys
forms two hydrogen bonds with neighboring back-
bone amides. A further interaction with a side chain
is observed in some P450s, for example, with a Gln
in CYP152A1 or a Trp in nitric oxide synthase.
Mutations of these and similarly placed residues, e.g.,
Phe393 in CYP102 (P450 BM3), have pronounced
effects on the reduction potential53-55 or the catalytic
activity and the stability of the bond between the
heme iron and its fifth and sixth ligand in NOS.56-59

The long I helix forms a wall of the heme pocket and
contains the signature amino acid sequence (A/G)-
Gx(E/D)T which is centered at a kink in the middle
of the helix. The highly conserved threonine preceded
by an acidic residue is positioned in the active site
and believed to be involved in catalysis,60-63 as
described in detail in other sections of this review.

Although the P450 fold is highly conserved, there
is enough structural diversity to allow for the binding
of substrates of significantly different sizes to dif-
ferent P450s (e.g., from ethanol in CYP2E1 to the
large peptide antibiotics in CYP165B1 (OxyB) and
CYP165C1 (OxyC))64,65 and with varying degrees of
specificity. Some P450s are highly regio- and ste-
reospecific in their oxygenation of substrate, whereas
others such as the human liver CYP3A4 metabolize
over 50% of the current marketed pharmaceuticals.
At the simplest structural level substrate recognition/
binding is provided by six “substrate recognition
sites” (SRS):66 the B′ helix region (SRS1), parts of the
F and G helices (SRS2 and SRS3), a part of the I helix
(SRS4), the K helix â2 connecting region (SRS6), and
the â4 hairpin (SRS5) line the P450 active site (see
Figure 1). In particular, the SRS predetermine P450
substrate specificity, and point mutations within the
SRSs significantly affect substrate specificities.66 The
SRSs are considered to be flexible protein regions,
moving upon substrate binding in an induced-fit
mechanism so as to favor substrate binding and
subsequently the catalytic reaction.67

3. Enzymatic Reaction Cycle of Cytochrome P450
A common catalytic cycle of the cytochrome P450s

proposed in 1968 (for a review, see refs 17 and 68)
still provides the core description of the iron, protein,
and oxygen roles and is now generally accepted in
an updated form (Figure 2).16,69,70

The sequential two-electron reduction of cyto-
chrome P450 and existence of multiple intermedi-
ates was first discovered in bacterial CYP101
(P450cam)71-73 and microsomal systems74 in the late
1960s and early 1970s. The substrate binding to a
resting state of the low-spin (LS) ferric enzyme (1)
usually perturbs the water coordinated as the sixth
ligand of the heme iron and changes the spin state
(often partially) to the high-spin (HS) substrate-
bound complex (2). The HS Fe3+ has a more positive
reduction potential and thus in CYP101 is much
easier reduced to a ferrous state (3).75 In other
systems it was observed that the spin shift is not an
obligatory part of this cycle, and hence the detailed
kinetics of the various cytochrome P450s are difficult
to categorize with a common general set of simple
rules.76 Oxygen binding leads to an oxy-P450 com-

Figure 1. The fold of cytochrome P450s is highly con-
served and shown in a ribbon representation (distal face).
Substrate recognition sequence (SRS) regions are shown
in black and labeled. R-Helixes mentioned in the text are
labeled with capital letters.
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plex (4), which is the last relatively stable intermedi-
ate in this cycle. The reduction of this complex,
sequential formation of a peroxo-ferric intermediate
(5a), its protonated form hydroperoxo-ferric inter-
mediate (5b), second protonation at the distal oxygen
atom with subsequent heterolysis of O-O bond and
formation of Compound I (6) and water, and oxygen-
ation of the substrate to form a product complex (7)
have been addressed by many experimental methods,
but very few direct measurements have been possible
due to the high reactivity and lack of significant
accumulation of these intermediates in kinetic stud-
ies.

In addition to having multiple distinct intermediate
states, each of which can display its own rich chem-
istry, the P450 reaction cycle contains at least three
branch points, where multiple side reactions are
possible and often occur under physiological condi-
tions.77 The three major abortive reactions are (i)
autoxidation of the oxy-ferrous enzyme (4) with
concomitant production of a superoxide anion and
return of the enzyme to its resting state (2), (ii) a
peroxide shunt, where the coordinated peroxide or
hydroperoxide anion (5a,b) dissociates from the iron
forming hydrogen peroxide, thus completing the
unproductive (in terms of substrate turnover) two-
electron reduction of oxygen, and (iii) an oxidase
uncoupling wherein the ferryl-oxo intermediate (6)
is oxidized to water instead of oxygenation of the
substrate, which results effectively in four-electron
reduction of dioxygen molecule with the net forma-
tion of two molecules of water. These processes are
often categorized together and referred to as uncou-
pling.

3.1. Substrate Binding
In general, the substrates for cytochrome P450

metabolism are hydrophobic and poorly soluble in
water, although the metabolism of alcohols, phenols,
detergents, and many other organic substances also
occurs. Extensive lists of the various substrates and
corresponding P450 systems involved have been
published.78,79 Substrate binding to cytochrome P450s
is a complex process and could easily be the sole topic
of a review, since this biomolecular recognition event
can trigger the change of the spin state from LS to
HS in the heme iron and concomitantly induce a
change in the reduction potential from ca. -300 to
ca. 100 mV more positive. In the resting state, or in
equilibrium with aerobic media, cytochrome P450s
appear in the ferric Fe3+ form because of a relatively
low reduction potential of the Fe3+/Fe2+ couple,
usually in the range between -400 and -170 mV.80-84

This low redox potential is maintained by the pres-
ence of the negatively charged proximal thiolate
ligand, and the same negative shift of reduction
potential can be induced in other heme proteins such
as myoglobin85 by replacement of the proximal His
by Cys. The LS-HS thermodynamic equilibria for the
Fe3+ and Fe2+ states of the enzyme are coupled with
the sixth ligand binding equilibrium, as described
previously.75,86 As a result, the experimentally mea-
sured midpoint potential of the heme enzyme de-
pends on the ability of the substrate to change the

heme ligand binding equilibria in both ferric and
ferrous enzyme.87 In purified P450 systems, in the
absence of other compounds which can serve as
stronger ligands, water coordination at the sixth
distal ligand position can stabilize the LS state of the
ferric iron.88 The reduced ferrous cytochrome P450s
are predominantly in the HS five-coordinated state
because water is a much weaker ligand for the Fe2+

heme. This difference in ligation state of ferric and
ferrous P450 in the absence of substrates is respon-
sible for the additional stabilization of the ferric state
and for the lower midpoint potentials of substrate-
free cytochrome P450s.75

As a result of the substrate binding the water
molecule coordinated to Fe3+ is usually displaced,88,89

which is indicated by the shift of the spin state of
five-coordinated heme iron to HS, as seen in the case
of camphor binding to CYP101.75 The loss of the sixth
ligand of the heme iron thermodynamically destabi-
lizes the ferric state of cytochrome P450 with respect
to the Fe2+ state, and the midpoint potential of the
heme shifts to positive values. The stronger the
ability of the substrate to perturb the water ligation
to the ferric heme, the more pronounced is the
resulting positive shift of the redox potential. These
same factors affect the reduced enzyme. In the
presence of CO or O2, which do not bind to ferric iron
porphyrins but are strong ligands for the Fe2+ heme,
the directly measured reduction potential shifts to
more positive values as compared with those mea-
sured under inert atmosphere.86,90 One more indica-
tion of this coupling between substrate binding and
change in reduction potential is the difference be-
tween substrate binding free energy in the ferric and
ferrous state, which is the direct consequence of a
closed thermodynamic cycle as described.75,86 Other
conditions, including temperature and pH as well as
the presence of cosolvents, may also change the
parameters of the observed high-spin-low-spin equi-
librium via perturbation of the sixth ligand binding
and at the end significantly change the reduction
potential of cytochrome P450.

These changes represent one specific regulatory
mechanism, common for this class of enzymes. Such
a linkage between substrate binding and redox
potential changes explains why the first reduction of
the enzyme is shown in Figure 2 as following the

Figure 2. P450 catalytic cycle.
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association of substrate with enzyme. In most P450
systems the ultimate reducing agent for the catalytic
cycle is NAD(P)H, which has a midpoint potential of
-320 mV, and the reduction potentials of the pro-
tein’s redox partners are roughly in the same
range.91,92 This means that cytochrome P450 should
be reduced only slowly before substrate binds. The
presence of this mechanism was recognized as an
advantageous safeguard against unproductive turn-
over of the enzyme with the waste of NAD(P)H and
formation of toxic superoxide and peroxides which is
rendered more likely due to the fast autoxidation of
thiolate ligated heme proteins. More complex and
finely tuned control of substrate turnover kinetics
apparently works in mammalian cytochrome CYP3A4,
which is capable of binding two or three substrate
molecules.93,94 In this system the spin shift caused
by the cooperative substrate binding can serve as an
allosteric switch from slow turnover at low substrate
concentration to the faster turnover at high substrate
concentrations. As a result, the observed coopera-
tivity of product formation is sometimes higher than
the cooperativity of substrate binding,93 consistent
with recent cooperative models of CYP3A4 kinetics.95

Many of the cytochrome P450s have a broad
spectrum of possible substrates for each individual
P450. In some sense this feature seems to render the
cytochrome P450s an exception to the classic “lock
and key” concept.96 Instead, they seem to represent
a striking embodiment of the “induced fit” model by
Koshland in which the enzyme may accommodate
very different substrates in the active center by virtue
of high flexibility and ability to undergo appropriate
conformational changes. Several examples of such
specific conformational changes can be visualized by
comparison of the same or similar cytochrome P450s
without substrate in the active site and with bound
substrates.45,97 Reviews of structural plasticity in
cytochrome P450s related to substrate access and
product dissociation pathways have appeared in the
literature.67,98

Large structural rearrangements on the scale of
more than 10 Å induced by substrate binding were
observed by comparison of X-ray crystal structures
of cytochrome P450s crystallized in substrate-free
and substrate-bound forms.67 Analysis of these struc-
tures suggests that the aforementioned substrate
recognition sites are flexible and provide substrate
access to the heme, which is otherwise buried in the
protein globule. In the absence of charged and
hydrogen-bonding groups on substrate molecules as
well as in the active sites of most of P450 enzymes,
such binding mechanisms provide an alternative
means for substrate stabilization at the active center.
As a result, in many cases different substrate ana-
logues bind tightly to P450 enzymes simply because
of their poor solubility in water and not because of
strong interactions at the active site.99 One of the
most revealing examples is the binding of ‘wired
substrates’100,101 in which the natural substrate cam-
phor is tethered to the fluorescent reporter group by
hydrophobic links of different length. They bind to
CYP101 much tighter than the original unmodified
camphor (Kd ) 0.8 µM for camphor and 0.02 µM for

the most hydrophobic modified substrate100) because
of the favorable effect of dehydration of the hydro-
carbon tether. The X-ray crystal structures of these
“wired substrates” bound to CYP101 clearly demon-
strate that the long hydrophobic tail is extended
through the apparent substrate binding channel in
the protein globule up to the surface, where the
fluorescent group is partly exposed to the solvent.102

The same large-scale conformational changes were
also observed with substrates linked to a Ru com-
plex.103 Interestingly, these tethered modified sub-
strates do not displace water coordinated to the heme
iron and do not shift the spin state to high spin, as
do camphor and adamantanone.103 This reflects the
sensitivity of the spin shift regulatory mechanism to
the structure of the bound substrate or analogue,
which may be used by the enzyme as a way to
recognize the optimal substrates in the situation
when there are almost no specific functional groups
at the active center which may control the substrate
binding specificity.

3.2. Iron Spin Shift and the Heme Redox
Potential

Some substrates of the cytochrome P450s bind with
very high affinity but do not display the marked shift
in the spin state of the ferric heme.100 For example,
a recent crystal structure shows no water at the sixth
ligand position for the “wired substrate” but does
contain water for another analogue.102

Spin state and electronic structure of hexacoordi-
nated low-spin ferric porphyrin models of cyto-
chromes have been extensively discussed by
Walker.104,105 The coupling of the spin state transition
with redox potential changes is placed in context with
a more general description of the ligand-dependent
redox potential.104,105 The redox potential as the Fe3+/
Fe2+ equilibrium is perturbed by the changes in
ligation state or the changes in ligation strength in
the course of reduction or oxidation. In the presence
of strong ligands for the ferric heme the redox
potential is lower, whereas strong ligands for the
ferrous state will increase the redox potential of the
heme enzyme (see ref 104 for detailed analysis). This
general concept is valid even without notable changes
in the spin state, caused by ligand replacement,
although the equilibrium constants for the spin state
equilibrium change for different ligands.

Other factors may significantly change the heme
reduction potential in cytochrome P450, especially if
it interacts with other proteins. Resonance Raman106

and NMR107,108 studies of ferric CYP101 revealed
specific conformational changes of heme, proximal
thiolate, and key distal pocket residues caused by
formation of complex with putidaredoxin (Pdr). In-
teraction with adrenodoxin induces the high-spin
shift in CYP11A1.109 The spin state of the heme iron
in CYP101 in complex with Pdr is also coupled with
specific changes in the ESR spectrum of reduced
Pdr,110 and this coupling may be significant for the
function, as noted in a recent theoretical study.111

Interaction with Pdr also perturbs the CO stretch
band in Fe-CO complex in CYP101 and promotes
the electron donation to the heme iron from the axial
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sulfur ligand of Cys357.112 The conformational changes
in P450 reductase may also play an important role
in reductase catalysis, which does not depend solely
on the redox potential of the flavin.113

The shift of the heme iron spin state from low spin
to high spin caused by substrate binding and the
resulting change in reduction potential of cytochrome
P450 are different manifestations of the same pro-
cess, the experimentally observed shift of thermody-
namic equilibrium in the system with the coupled
microscopic equilibria, as a result of the change of
one extensive parameter, the substrate concentra-
tion.75,114 Other parameters, such as ligand concen-
tration or temperature, can also change the position
of this equilibrium.86 The same correlation of the spin
shift caused by the substrate binding with the
changes of redox potential was reported in other
cytochrome P450s87 and related heme enzymes.115

The redox potential is a thermodynamic measure
of the equilibrium between different oxidation states,
and although it often correlates with biologically
observed reduction kinetics,116 it does not solely
determine the rate of the heme reduction. In fact, the
kinetics of reduction also depends on the spin state
change because of the reorganization energy differ-
ence involved in changes from a six-coordinated to
five-coordinated state. This mechanism of kinetic
regulation via spin change has been rationalized on
the basis of the Marcus equation.86 If the reduction
is accompanied by changes in coordination state and
spin state, the activation barrier is higher and the
rate of such a reaction is slower. For example, the
spin shift alone was reported to be responsible for
the 200-fold increase of the reduction rate in substrate-
bound wild-type CYP102 as compared to the substrate-
free mutants F393A and F393H of the same protein,
although all three enzymes have similar reduction
potentials.117 Despite the positive shift of the reduc-
tion potential in these two mutants, the overall
catalytic turnover rate is higher in the wild-type
enzyme, presumably because of the kinetic control
of the later steps in the kinetic cycle, primarily the
second electron transfer to the ferrous-oxy complex.
On the basis of resonance Raman spectroscopic
studies, the large changes of the heme iron reduction
potential were attributed partly to the conformational
changes of propionate and vinyl groups.53 Other
factors also may be important in reduction kinetics,
such as specific conformational changes caused by
substrate binding, as well as by formation of the
complex with electron-transfer partners.118 For ex-
ample, tight binding of steroidal P450 with its redox
partner adrenodoxin was found to increase the rate
of P450 reduction and product formation.109 In addi-
tion, substrate binding was suggested to be a rate-
limiting step in some P450 systems in vivo, partly
because the concentration of the substrate is low.119

3.3. Oxygen Complex
Oxygen binding to reduced P450 gives the species

4, the Fe2+-OO (ferrous dioxygen) complex, or Fe3+-
OO- (ferric superoxide) complex.120 The gross struc-
ture of oxy-P450 is similar to analogous complexes
in oxygen carrier heme proteins (Mb, Hb) and heme

enzymes (HRP, HO, etc.). In P450 this complex is
diamagnetic and EPR silent, like a ferrous Fe2+-OO
complex, but shows Mössbauer quadrupole splitting
for iron in oxy-CYP101121 consistent with Fe3+,
similar to those observed for Compound III (oxy-
ferrous complex) in HRP122 and oxy-Hb.123 The low
O-O stretch frequency (1140 cm-1) in the resonance
Raman spectra of oxy-CYP101124,125 is also typical
for a ferric superoxide complex. This brought up the
continuing discussion about the correct assignment
of these complexes in terms of iron’s formal oxidation
state, Fe2+ or Fe3+,126-129 and gave rise to more
sophisticated models, like a three-centered four-
electron, ozone-like bond.130,131 Recently the same
model dioxygen-iron-porphyrin complexes with dif-
ferent proximal ligands were studied using modern
methods of quantum chemistry132,133 and confirmed
the earlier conclusions on the mixed character of
dioxygen and iron in these complexes, with only
partial electron density transfer from iron to oxygen
as averaged over multiple electronic configura-
tions.111,132,134 Several reviews of iron-dioxygen com-
plexes in oxygen binding proteins135 and model
porphyrin complexes120,136-142 have been published.

The electronic properties of oxy-P450 were char-
acterized for CYP101 and some other isozymes using
optical absorption,143-146 resonance Raman,124,125,147,148

EXAFS/XANES,149,150 and Mössbauer121 spectroscopies.
Structure and spectroscopy of P450 and chloroper-
oxidase (CPO) complexes with O2, CO, and CN- have
also been reviewed.13,151 On the theoretical side, a
molecular orbital description of dioxygen binding to
the ferrous heme has been given.132,135,152 A theoreti-
cal explanation of the specific split Soret band for
complexes of the ferrous P450 and CPO with diatomic
ligands was first noted in refs153 and 154 for the case
of CO and later was extended for other electron-rich
ligands with a strong back-donation (e.g., dioxygen,
cyanide, thiolate).13,151

Absorption spectra and autoxidation properties of
oxygen complexes for several other cytochrome
P450s54,55,117,145,146,155-157 and the related thiolate-
ligated enzymes NOS158-160 and CPO161 have been
reported. All are less stable and autoxidize much
faster in the substrate-free state, but even in the
presence of substrate the autoxidation rates for P450,
CPO, and NOS are significantly higher than those
for the oxygen carriers Mb and Hb. This may be
explained, at least in the case of the monooxygenases
which protonate the distal oxygen as part of their
natural activity, by general acid catalysis as easy
protonation of the coordinated oxygen promotes au-
toxidation.162 The active proton delivery to the bound
oxygen or peroxide ligand is a salient feature of the
P450 mechanism of oxygen activation, and the same
mechanism can facilitate autoxidation in these en-
zymes. In addition, the strong dependence of the
autoxidation rate on the reduction potential in mu-
tants of CYP102 also stresses the important role of
electronic structure and equilibrium thermodynamic
properties of the heme.117

Despite significant efforts, the X-ray crystal struc-
ture of the Fe2+-OO complex of CYP101 was deter-
mined relatively recently69 and found to be similar
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to analogous complexes of other heme enzymes.
Oxygen is coordinated in the bent ‘end-on’ mode with
the angle Fe-O-O 142°, indicating no steric conflict
with the bound substrate molecule. This Fe-O-O
angle is similar to that of 110-123° observed in
myoglobins,163-167 135-160° in hemoglobins,168-172

131° in cytochrome c peroxidase,173 126° in Cpd III
in HRP,174 114-134° in guanylate cyclase,175 and
101-114° in heme oxygenase.176

3.4. Formation of the Peroxo/Hydroperoxo
Complex

As noted above, the stability of the peroxo state
Fe3+-OO(H)- is marginal, at least in heme enzymes,
where the presence of a strong proximal ligand (His,
Cys, or Tyr) and aqueous solution near neutral pH
defines the structure of most of these complexes as
η1-Fe or end-on and low-spin state. Numerous at-
tempts to isolate such complexes obtained in reac-
tions of hydrogen peroxide with heme enzymes at
ambient conditions failed because of their low stabil-
ity177,178 and fast conversion to ferryl-oxo species.179

Chemical models of Fe3+-OOH- and Fe3+-OOR-

complexes were prepared using reactions of metal-
loporphyrins with peroxides at low temperature
(200-230 K in solution or freeze-quenched at <120
K) and were studied by EPR, NMR, and optical
spectroscopic methods.180-183 Similar results were
obtained with heme proteins,184 including P450185 and
likely chloroperoxidase.186 These studies turned out
to be in a good agreement with the results obtained
using cryogenic radiolysis. Specifically, the charac-
teristic low-spin EPR spectra with narrow g-span and
the red shift of the Soret band (as compared to the
spectrum of oxy-ferrous precursor) were found to be
the main spectroscopic features of Fe3+-OOH- com-
plexes. The direct reactions of peroxide dianion with
free Fe3+-porphyrins usually afford the high-spin
Fe3+-OO2- complexes with the side-on-bound per-
oxide and iron displaced out of the porphyrin plane
toward the bound ligand.183,187,188 To realize such
structure in the heme protein it would be necessary
to break the proximal ligand bond to the iron. It turns
out that the presence of the strong proximal ligand,
which favors the low-spin state in hexacoordinated
Fe3+-OOH- complexes, is an important restriction
on the chemistry of oxygen activation, characteristic
of the heme enzymes, as compared to non-heme
metalloproteins.

The Fe3+-OOH- complexes in heme systems have
been extensively investigated theoretically by Loew
and co-workers189-194 and other groups.195-197 These
works, together with analogous studies on heme19

and non-heme34,35 enzymes, played a definitive role
in establishing the currently accepted view on the
importance of the second protonation step of the
distal oxygen atom of the peroxide ligand for the fast
heterolytic cleavage of the O-O bond with Compound
I formation.

Many attempts to create and stabilize the reduced
oxy-ferrous complex in a cytochrome P450 date to
the earliest days of P450 mechanistic studies.198

These included the steady-state and stopped-flow
studies of reconstituted systems,199-203 replacing di-

oxygen by superoxide or peroxides as oxygen donors,
use of alternative chemical, photochemical,204 and
pulse radiolytic205,206 methods for fast and efficient
reduction of the preformed oxyferrous P450 for
spectroscopic characterization. However, only in re-
cent years has the reproducible stable preparation
of Fe3+-OOH- complexes with high yield in P450 and
other heme enzymes been achieved using the meth-
ods of radiolytic reduction of oxy-ferrous precursors
in frozen solutions at 77 K.207-212 Irradiation with
high-energy photons from 60Co γ-sources or using 32P-
enriched phosphate as an internal source of high-
energy electrons210,213 generates radiolytic electrons,
which can reduce a preformed oxy-ferrous heme
protein complex. It was demonstrated that these
Fe3+-OOH- complexes are only stable enough to be
characterized in the low-temperature solid state,
where translational and rotational motions are se-
verely limited. This approach has long been used in
solid-state physics and in matrix isolation chemistry
of highly reactive intermediates, formed by photolysis
or radiolysis from the precursors frozen in the neutral
matrix, usually solid Ar, Kr, or Ne.214,215 Indeed, the
experimental and theoretical methods for selective
annealing of point defects in the solid state have
provided important guidance in these investigations.

Cryogenic radiolysis in biochemistry and biophysics
was first used as a tool for spectroscopic studies of
the nonequilibrium intermediates in heme pro-
teins.211,216 Radiolysis of several ferric proteins with
different ligands in frozen aqueous-organic solutions
at 77 K was shown to produce the corresponding
ferrous species, which then could be annealed at
elevated temperatures, and the conformational and
chemical relaxation processes were monitored by
EPR and optical spectroscopic methods.216-221 The
first reports on cryoradiolysis of oxy-ferrous com-
plexes in heme proteins and formation of Fe3+-
OOH- complex in Hb, Mb, and HRP222-229 have
established the characteristic EPR spectrum of
Fe3+-OOH- complexes with a signature narrow span
of g values (2.3-2.25, 2.2-2.14, and 1.94-1.97).
Optical absorption225,226 and Mössbauer123 spectra
were also reported in these studies. Similar EPR
spectra were obtained using cryoradiolytic reduction
of CYP101,207,230 see Table 1.

Recently, this approach was used systematically by
Davydov, Hoffman, Sligar, and collaborators to study
the structure and stability of peroxo-ferric interme-
diates in heme enzymes156,208,211-213,231-233,236-240 and
non-heme systems.241-248 As a result, direct spectral
identification of intermediates 5a and 5b was achieved
in cytochrome P450s, HO, HRP, and NOS. Interest-
ingly, the EPR spectra are sensitive to the protona-
tion state of the peroxide ligand but do not depend
significantly on the nature of the trans proximal
ligand, His or Cys. UV-vis spectra have shown a
much lower sensitivity to the protonation state of the
peroxide. For example, the Soret band and Q-bands
display shifts by 3 nm with protonation of the
peroxide in the mutant D251N of CYP101 (Makris
et al., unpublished data). On the other hand, these
bands are sensitive to the nature of the proximal
ligandsthe Soret band of intermediate 5b is at
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440 nm in P450 but at 420 nm in HRP and HO, see
Table 2.

The radiolytic reduction of 4 at 77 K yielded in
most cases a protonated hydroperoxo-ferric complex
5b, although in several proteins, where this proto-
nation was not expected (oxy-Mb, HO mutant,
mutant D251N in CYP101), it was possible to observe
the unprotonated species 5a. Nevertheless, irradia-
tion of oxy-P450 at 4 K in liquid helium yielded the
unprotonated 5a.208 The annealing of 5a at higher
temperatures affords a single protonation at first
transition to 5b, which subsequently undergoes the
second protonation and catalytic conversion of the
substrate to a product complex.208 Alternatively, an
uncoupling reaction as the direct transition from 5b
to the resting state of the enzyme is observed if the
system fails to implement a second protonation at the
distal oxygen site to promote O-O cleavage. The lack
of Compound I formation on this oxidase/oxygenase
pathway in HRP211 is explained by the inability of
this enzyme to deliver the second proton, despite the
facile formation of Compound I from hydrogen per-
oxide. EPR spectra of Fe3+-OOH- heme complexes
were also analyzed in refs 229 and 249. The signature
EPR spectrum for the Fe3+-OOH- intermediate in
activated bleomycin, the same as for heme enzymes,
was calculated;250,251 the analysis of the electronic
structure of this complex provides detailed insight

into the chemical stability of the Fe3+-OOH- moiety.
Neese also noted that the side-on-coordinated iron-
peroxo bond is not activated for O-O cleavage.252

Thus, during the past decade the method of
cryoradiolytic reduction emerged as a new tool in
studies of redox systems. It was used mainly as a
convenient way to generate the unstable intermedi-
ates, which are immobilized in the cryogenic frozen
solution and can be studied by spectroscopic meth-
ods.212,236,238-240,253-255 Recently our laboratories were
able to collect high-resolution EXAFS and XANES
spectra of the peroxo and hydroperoxo states of
CYP101. These results directly confirmed the changes
in coordination geometry upon reduction of the fer-
rous oxygenated state (Makris et al., in press). The
same approach is becoming more and more recog-
nized in X-ray crystallography, where irradiation of
the protein crystals also changes the state of redox
centers, metals, flavins, etc.69,174,256-259

3.5. Peroxoferric Intermediates in Heme
Enzymes: Role of Proton Transfer

In heme enzymes the porphyrin and proximal
ligand provide the heme iron with five coordination
sites. This prevents the side-on or η2 coordination of
peroxide, which is commonly observed in non-heme
metalloenzymes but is very rare in model metal-
loporphyrin complexes.39 The latter may strongly
depend on the preparation methods and presence of
the strong trans ligand, and these systems were
recently reviewed by Valentine and co-workers.187,188,260

Another important role of the porphyrin in oxygen
activation is the ability to donate the electron for the
O-O bond cleavage.261-264 Relatively easy oxidation
of Fe-protoporphyrin IX, which serves as an ad-
ditional buffer supply of electron to the dioxygen
ligand, is a common feature in the mechanisms of
several main families of heme enzymes, namely,
peroxidases, heme catalases, cytochrome P450s, NOS,
and peroxygenases. All of these are mononuclear
heme enzymes which catalyze O-O bond cleavage
in the peroxide ligated to the heme iron.33,70 Donation
of one electron from the porphyrin to peroxide ligand
for the effective heterolytic scission of O-O bond
results in formation of a cation radical on the por-
phyrin ring.265 In contrast, homolysis of the iron-
bound hydroperoxide would result in formation of a

Table 1. EPR Spectra of Peroxoferric and Hydroperoxoferric Enzymatic Intermediates

enzyme ligands O2/e- donor g-value assignment refs

nitric oxide synthase Cys O2, γ 2.26, 2.16, 1.95 FeOO (η1) 231
CYP101 Cys O2, γ 2.25, 2.16, 1.96 FeOO (η1) 207, 208, 232

2.30, 2.17, 1.96 FeOOH (η1)
CYP119 Cys O2, γ 2.29, 2.20, 1.95 FeOOH (η1) 156
rat microsomal P450 Cys BuOOH 2.29, 2.24, 1.96 FeOOR 185
horseradish peroxidase His O2, γ 2.27, 2.18, 1.90 FeOO (η1) 210

2.32, 2.18, 1.90 FeOOH (η1)
heme oxygenase His O2, γ 2.25, 2.17, 1.91 FeOO (η1) 209, 233

2.37, 2.19, 1.92 FeOOH (η1)
hemoglobin His O2, γ 2.25, 2.15, 1.97 FeOO(η1) 223, 228

2.31, 2.18, 1.94 FeOOH (η1)
myoglobin His O2, γ 2.23, 2.13, 1.97 FeOO (η1) 228, 229

2.31, 2.18, 1.93 FeOOH (η1)
myoglobin (H64N,V) His H2O2 2.29, 2.16, 1.91 FeOOH (η1) 234
myoglobin His H2O2 2.32, 2.19, 1.94 FeOOH (η1) 235

Table 2. Parameters of Optical Absorption Spectra for
Oxyferrous and Hydroperoxoferric Heme Enzyme
Complexes

enzyme
proximal

ligand
distal
ligand

Soret
band, nm refs

chloroperoxidase Cys O2 427 a
OOH- 449

CYP101 Cys O2 417 213
OOH- 440

CYP119 Cys O2 417 156
OOH- 440

horseradish peroxidase His O2 416 210
OOH- 419

heme oxygenase His O2 416 238
OOH- 421

hemoglobin His O2 414 226
OOH- 421

myoglobin His O2 420 212
OOH- 428

myoglobin (H64N,V) His OOH- 430 234
a Denisov et al. Unpublished results.
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hydroxyl radical, similar to the mechanism of the
Fenton-type reaction, as observed for many transi-
tion-metal ion complexes.266-268 Different porphyrin
models for mechanistic studies of these reactions
have been developed269-282 and the results re-
viewed.27,137,138,283-288 The application of metallopor-
phyrin models to mechanistic studies of P450 have
been discussed recently.139,289

The oxygen activation in heme enzymes begins
with binding dioxygen as an axial ligand to the Fe2+

heme iron or binding H2O2 to the Fe3+ heme iron.
Although through different pathways, the common
peroxo-ferric heme complex is thought to be a
common precursor to the ferryl-oxo species (Figure
2). This stage of heme enzyme biochemistry is cur-
rently under detailed investigation with advances in
instrumentation and biophysical methods useful in
the isolation and stabilization of the reaction inter-
mediates. In further discussion we will distinguish
between the oxidase/oxygenase pathway, which uses
dioxygen, and the peroxidase/peroxygenase pathway,
which uses peroxide as an oxygen donor. A thorough
analysis of these two pathways with respect to
oxygen activation in P450 was provided by Ortiz de
Montellano in ref 11. The obvious difference between
these two mechanisms is the difference in the redox
state of oxygen versus peroxide and the need for two
additional reduction steps (one-electron reductions by
exogenous electron donor) in the former pathway.
The less obvious but equally crucial difference is the
necessity to provide two protons delivered to the
peroxide dianion heme ligand. The resultant equiva-
lent of a rearranged hydrogen peroxide, iron-coordi-
nated peroxo-water (Fe-O-OH2) is the precursor
to the heterolytic O-O bond cleavage to form the
ferryl-oxo porphyrin complex and the H2O product.

In most mechanistic studies the pivotal role of
different protonation pathways for the bound oxygen
derivatives is appreciated.33,290 The same idea is
common also in description of inorganic catalysis
involving hydrogen peroxide in which the correlation
between the ability to efficiently deliver the proton
to the metal-bound peroxo or hydroperoxo anion, and
the efficiency of catalytic decomposition of hydrogen
peroxide is critical.291 In oxygenase catalysis the
ability to supply the necessary one or two protons
required for the generation of the proper active
compound from the iron-bound peroxide/hydroper-
oxide anion is now understood to be a crucial feature.
Indeed, the fine-tuning and structurally provided
spatial arrangements facilitate or suppress some or
other microscopic pathways of all possible chemical
reactions which may involve these activated oxygen
compounds (Figure 2). In particular, the hydrogen-
bond stabilized network of water molecules has
been implied as an important part of the enzymatic
mechanism, including the inherent activities, as
well as the branching points between productive
and nonproductive pathways in cytochrome
P450.63,69,208,232,292-294 The uncoupling of cytochrome
P450 CYP101 mutants with the native substrate
camphor and that of the wild-type CYP101 when
metabolizing other substrates may have a thermo-
dynamic or kinetic origin, but in any case it can be

conceptualized via the operation of a distal pocket
proton relay system. This relay is composed of several
water molecules stabilized in the active center of the
enzyme as well as two residues which are conserved
in a large number of P450 systemssthe famous
“acid-alcohol pair”, which in CYP101 is Asp251-
Thr252.

The P450-type mechanism of oxygen activation was
also suggested as an alternative cycle in peroxidase-
type activity. Both enzymes utilize a high-valent
ferryl-oxo porphyrin cation radical as an essential
catalyst of oxidative transformation of substrates, or
Compound I.31,295 In P450 catalysis atmospheric
dioxygen binds to the reduced heme iron of the
enzyme, and this ferrous-oxygen or ferric-superox-
ide complex accepts one more electron from the
protein redox partner to form the peroxo-ferric
intermediate, which is quickly protonated to the
hydroperoxo-ferric intermediate.70,283,285 The forma-
tion of this intermediate from the ferrous-oxy com-
plex and its subsequent transformations were re-
cently investigated in detail using cryogenic radiolytic
reduction.208,213,232 The same intermediate is assumed
to be a step toward formation of Compound I in
peroxidases, and it is accepted as the main active
species in the heme oxygenase catalysis.23-25,209,296

However, contrary to P450 and HO, in peroxidases
the natural formation of this active intermediate
involves hydrogen peroxide as an oxygen donor.
Hydrogen peroxide binds to the ferric heme bringing
the two electrons and two protons necessary for
Compound I generation. The key step in Compound
I generation in peroxidases involves proton transfer
from the proximal (closest to the iron center) to the
distal oxygen atom of the bound hydrogen peroxide.
This induces formation of oxo-water by the hetero-
lytic splitting of the O-O bond and is thought to be
promoted by simultaneous electron transfer from the
porphyrin to the Fe-O bond.297 As the net result of
this sequence the water molecule and the ferryl-oxo
porphyrin cation radical are formed from the ferric
heme and hydrogen peroxide. A remarkable feature
of this rearrangement is the fact that it proceeds with
no other external source of electrons or protons with
the imidazole side chain of the distal His being
suggested as an intermediate catalyst, serving as an
acceptor of a proton from the proximal oxygen on the
first step and as the proton donor to the distal oxygen
at the second step. The pKa of the Fe-coordinated
HOO(H) has been estimated to be 3.6-4.0 for HRP
and CcP.199,298 Thus, the iron-coordinated peroxide is
in the form of an anion at neutral and alkaline pH.
This complex is unstable, the hydroperoxide was
described as a relatively weak ligand,177 and the
dissociation rate constant for the peroxide anion as
the sixth ligand in Fe-microperoxidase-8 and Mn-
microperoxidase-8 was estimated as 10-20 s-1 178

and in superoxide dismutase as 50 s-1.299 Similar
estimates can be made from other kinetic studies as
reviewed,32,300 which report both Km and kcat for the
formation of Compound I in reaction of HRP with
hydrogen peroxide. Binding constants or Michaelis
constants in the range of 1-100 mM are reported for
peroxidases with H2O2. Thus, taking into account the
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fast binding rate, which cannot be slower than the
experimentally observed kcat, ∼107 M-1 s-1, the dis-
sociation rate of HOO(H) may be as high as 103-104

s-1. The latter number is near that typical for the
dissociation kinetics of diatomic ligands in heme
proteins137,301 and still several orders of magnitude
lower than the rates of water replacement as a ligand
in octahedral porphyrin complexes, 106-107 s-1, at
room temperature.302

In contrast to the peroxidase pathway, in the P450
oxygenases where the dioxygen molecule has to be
activated two protons per one O2 molecule are
consumed in addition to the two reducing equivalents
to form Compound I. While reduction of the heme
iron is provided by the protein redox partner, it is
an essential part of the P450 enzyme to catalyze the
transfer of two protons to the distal oxygen atom of
the bound peroxide anion through the sophisticated
structural arrangement and regulation of a proton
relay system. From X-ray structural analysis of the
oxygen complex this is proposed to involve several
water molecules, stabilized in the active center of the
enzyme through a hydrogen-bonded network inter-
acting with the “conserved” acid-alcohol pair.63,69,303

Through mutations of the residues involved in this
network formation it was shown that the enzyme
kinetics and coupling ratio are very sensitive to the
hydrogen-bonding properties of these sites.16,304,305

Similarly strong effects including the changes in
ratios between different products formed have been
found in other enzymes in the P450 family.306-310 The
kinetics of the productive and nonproductive turnover
by human cytochrome P450s with various substrates
were extensively studied by Guengerich and co-
authors.311-313 Their results directly show the exist-
ence of multiple steps, each potentially can be rate-
limiting depending on specific reaction.

Homolytic and heterolytic scission of the O-O bond
in alkyl peroxides and in hydrogen peroxide catalyzed
by various heme enzymes has also been investigated
in detail.314-319 In P450 the ratio of homolytic to
heterolytic cleavage of the O-O bond was repeatedly
addressed.315-317,320,321 The product distribution with
cumene hydroperoxide as a substrate is used as a
convenient test for the relative ability of a particular
isozyme or mutant315,322,323 to form Compound I.
Attempts were also made to correlate the ‘push’
electron-donating effect151 from the proximal thiolate
with the spectroscopic markers of the porphyrin ring
and the formation of Compound I (i.e., the heterolysis
of O-O bond) and product.322 Shaik and co-workers
used DFT calculations to analyze the basis for the
electronic ‘push’ from the proximal thiolate and its
influence on the O-O bond heterolysis.324 The gen-
eral acid catalysis of heterolytic O-O bond scission
via protonation from solvent water was also sug-
gested.317 Homolysis of the O-O bond in 5b was
identified325 as an important reaction leading to
inactivation of cytochrome P450s. The same authors
later described how formation of hydroxyl radicals
in the reconstituted CYP2B4 system results in cova-
lent modification of the protein and degradation of
the heme.326

In the absence of additional catalysis of heterolytic
scission through the second protonation of the distal
oxygen atom heterolysis or homolysis of the O-O
bond is governed by the general thermodynamic
stability of the reactant and product, as predicted by
Lee and Bruice327 for porphyrin models and recently
analyzed by Que and Solomon.328-334 If the iron-
peroxide complex is predominantly in the high-spin
state, as it is very often in non-heme metal enzymes
with weak or moderate ligand field, homolysis of the
O-O bond is favorable because the spin state of the
transition state and product state also is high spin.
For heterolytic O-O scission with second protonation
of the leaving oxygen atom and formation of a water
molecule, the second electron is supplied to the
peroxide ligand by the porphyrin moiety and a
porphyrin π-cation radical is formed. All these factors
determine the behavior of the actual systems in the
heterolysis/homolysis ratio as well as the overall
product distribution. The parameters of the system,
i.e., pH of the solvent, ligation of the metal, structure,
and redox properties of porphyrin and peroxide, may
also play important roles as they may favor the
specific catalytic pathway with respect to others by
shifting the HS-LS equilibrium, providing protona-
tion of the coordinated peroxide and weakening of the
O-O bond. Interestingly, detailed DFT calculations
and Car-Parinello molecular dynamic studies of
Fenton-like chemistry (in a mixture of Fe3+ and
hydrogen peroxide in aqueous solution) showed that
homolytic decomposition of H2O2 is favored for both
HS and LS states.335 This different conclusion reaf-
firms the importance of the porphyrin as an electron
donor for the heterolytic scission of the O-O bond
in coordinated hydroperoxide to form Compound I.336

The protonation/deprotonation events at the bound
superoxo/peroxo/hydroperoxo states have been theo-
retically analyzed and claimed to account for the
essential reactions in formation of the active
oxo-ferryl porphyrin π-cation hydroxylating inter-
mediate. This is Compound I in cytochrome P450 and
peroxidases, the enzymes which formally have dif-
ferent functions and begin the active cycle with
different heme ligand complexes (Fe2+-O2 in the case
of cytochrome P450, Fe3+-H2O2 for the peroxi-
dases).190-192,194,337-341 On the other hand, the vari-
ability of the different pathways of oxygen activation
provides one with a tool to change the performance
of the enzyme through different mutations or even
to directly design the new types of activity into a well-
known system.342,343 Indeed, the proton delivery
mechanisms operating in P450 catalysis were directly
addressed with considerable success.63,292,344-348

3.6. Branch Points in P450 Catalysis: Reactivity
of Peroxo States

While the formation of hydroperoxo-ferric heme
is widely accepted as a common intermediate in the
reactions of both oxygenases and peroxidases, it can
undergo many potential transformations after its
formation. In P450s, one can summarize these fates
as follows: (i) direct participation (i.e., a direct
catalyst) in substrate metabolism, (ii) an uncoupling
reaction in which hydrogen peroxide is released from
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the enzyme, and (iii) a second protonation of distal
oxygen in which the high-valent Compound I species
is formed through heterolytic cleavage and water
release.

3.6.1. Catalytic Activity of Peroxo States

The potential reactivity of ferric-peroxo heme
complexes as alternative oxidants in P450 catalytic
transformations has been the focus of numerous
articles and reviews,349-353 including within this issue
an excellent discussion by Shaik and co-authors.
While generally accepted that the hydroxylation
reaction proceeds by a high-valent iron-oxo inter-
mediate, this reaction represents only one of the
plethora of P450-catalyzed chemistries important in
xenobiotic metabolism.354 Despite the inability to
directly monitor production of the Compound I in-
termediate by cryoradiolysis studies of CYP101,
presumably owing to the intermediate’s poor ac-
cumulation due to its high reactivity, 1H ENDOR
results of product-bound states intimate involvement
of a high-valent iron-oxo in the monooxygenation of
CYP101’s native substrate.208 The work of Coon and
colleagues has suggested that the peroxo-ferric
species can serve as both electrophilic and nucleo-
philic oxidants in microsomal P450 catalysis.350 The
use of multiple oxidants in P450 catalysis may
account for the remarkable versatility of the enzyme
family in a wide array of biotransformations. There-
fore, assessment of peroxo, hydroperoxo, and Com-
pound I species represents both an interesting ques-
tion in terms of understanding the library of P450
oxygenations and a potentially crucial parameter in
pharmaceutical design. As the chemical nature of the
three oxidants varies significantly in terms of elec-
trophilic character, for example, predictive strategies
for drug oxidation products may rely on assessing the
active oxidant of P450 that is operant in the given
reaction.

As an electrophilic oxidant mutants at the con-
served alcohol position (see next section) in CYP2B4
and CYP2E1 were shown to support the epoxidation
of a number of substrates.308,310 In particular, the
T303A mutation of CYP2E1 resulted in enhanced
epoxidation of a series of olefins accompanied by a
decrease in allylic hydroxylation. An analogous mu-
tation in CYP101 is known to selectively inhibit
delivery of the second proton of dioxygen scis-
sion60,61,355 and hence production of Compound I.
Hence, these authors interpreted the result as evi-
dence that the hydroperoxo species served as an
alternative active oxidant in substrate epoxidation.
The T252A mutant in CYP101, which is almost
completely uncoupled from the hydroxylation reac-
tion of camphor60,61 and instead forms hydrogen
peroxide according to the abortive process described
in the subsequent section, has also been shown to
catalyze epoxidation.356

Utilization of the ferric-hydroperoxo species as an
electrophilic oxidant in P450 catalysis has similarly
been cited as a means to explain the metabolism of
other chemical moieties.357 The threonine to alanine
mutant (T268A) in CYP102 shows an enhancement
in the ratio of sulfoxidation to N-dealkylation of probe

substrates in comparison to the wild-type enzyme.357

With the lack of a significant intrinsic isotope effect
for the probe substrates, this is understood as hy-
droperoxo-iron serving as the sulfoxidation agent
and Compound I as the N-dealkylation catalyst, the
latter in agreement with earlier findings utilizing
peroxide-mediated turnover.358 Similar electrophilic
activities of species 5b in P450 catalysis have in-
cluded the ipso substitution of phenol derivatives359

and the metabolism of nitriles.360 In addition, inter-
mediates of cationic rather than radical character
have been suggested by radical clock studies con-
ducted by Newcomb and co-workers, also suggesting
the possibility of peroxoferric complexes as direct
catalysts in the oxidative transformation of electron-
rich substrates.361,362

While suggestive, these experimental results can-
not completely exclude the possibility that the reac-
tivity changes observed upon mutation and substrate
exchange are not due to redistribution of active-site
waters that participate in the crucial hydrogen-
bonding network and proton-delivery relay. For
example, the results on CYP2E1 and CYP2B4 show
enhancement and reduction of the rates of epoxida-
tion upon threonine mutation, respectively.310 There-
fore, the phenotype of the conserved threonine mu-
tant in this system is incomplete in the sense that it
manifests an isozyme dependence on the probe
substrates studied. In fact, it is known that many of
the reducing equivalents in these P450s are wasted
in uncoupling pathways,293,363 including water pro-
duction presumably by two-electron reduction of
Compound I.364 Studies on the branching of sulfoxi-
dation and N-dealkylation in CYP102 can also be
presented in an alternative fashion,357 as mutation
of the conserved alcohol in this isozyme is known to
result in an incomplete and substrate-dependent
uncoupling to hydrogen peroxide even with native
substrates.365

Utilization of the P450 hydroperoxo-ferric species
as an oxidant in epoxidation has also been addressed
in numerous computational and model studies. Shaik
and colleagues used DFT methods to compare the
relative barriers for the epoxidation of ethane by a
distally protonated ferric-hydroperoxo species versus
Compound I.195,366,367 They conclude that all mono-
oxygenation pathways involving Compound I by the
one-oxidant two-state reactivity (TSR) model are
lower in energy than those involving a hydroperoxo
oxidant by an order of 16-39 kcal/mol. In contrast,
there is validation for the ability of peroxo adducts
as epoxidation agents in a number of mimetic sys-
tems. Alkylperoxo (Fe-OOR) mimetics have shown
epoxidation activity in a number of systems.280,368,369

Furthermore, stable peracid adducts of porphyrin
model systems, deficient in their conversion to a high-
valent species, have been characterized to perform
epoxidation but not hydroxylation chemistries.370,371

The protonated (5b) and unprotonated (5a) per-
oxo-ferric complexes have also been implicated as
having nucleophilic character. One important physi-
ological manifestation of this in a cytochrome P450
is evidenced by aromatase, which catalyzes the
conversion of androstenedione to estrone.372,373 A
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number of studies have proposed that the last stage
of this reaction, involving aromatization of the sub-
strate and subsequent release of formate, involves a
nucleophilic attack of the aldehyde by a peroxoanion
or hydroperoxo species.188,374,375 To address the
mechanism of this process the deformylation of
aldehydes has been examined for a number of P450
enzymes309,321,376-379 and has further substantiated
the potential nucleophilic character of ferric-peroxo
species. Nucleophilic attack of the aldehyde group
results in production of a peroxyhemiacetal interme-
diate, which upon homolytic cleavage forms an alkyl
radical which can react with the heme to form a
detectable heme adduct. In addition, the rate of
aldehyde oxidation to the corresponding carboxylic
acid is suppressed in P450 mutants which lack the
stabilizing alcohol functionality in the active site as
opposed to reactions involving heme alkylation reac-
tion.309 Therefore, in a manner analogous to the
epoxidation via an electrophilic peroxoferric complex,
these results suggest that the oxidation of aldehydes
to carboxylic acids involves the Compound I species
and that of the deformylation reaction a peroxoferric
intermediate.

3.6.2. Peroxoferric Intermediates as a Branch Point for
Monooxygenation and Peroxide-Forming Reactions

An alternative pathway for peroxoferric complexes
involves the abortive release of hydrogen peroxide,
presumably through the hydroperoxo intermediate.
This pathway, which is often more prominent than
the monooxygenation reaction in eukaryotic P450s,
is intrinsically linked to a particular physiological
role of cytochrome P450s. The production of hydrogen
peroxide and other reactive oxygen species (ROS)
from the autoxidation and peroxide shunt pathways
is of important consideration as host defense re-
sponses which upregulate P450. ROS production can
have deleterious physiological effects380,381 as result
of utilizing the majority of reducing equivalents
toward the ultimate production of hydrogen perox-
ide.382-384 Thus, higher levels of this ‘uncoupling’
reaction are seen in P450s which operate as a defense
response to xenobiotic chemicals. In addition, the
daunting range of size, shape, and electronic struc-
tures into the P450 active site renders it difficult to
control access of waters, which can lead to prodigious
uncoupling. This is in sharp contrast to P450s, which
are fundamentally tied to specific anabolic or biosyn-
thetic application, for example, the almost complete
coupling in microbial P450s in which the prokaryote
can grow on the P450 substrate as a sole carbon
source (for example, Pseudomonas putida and cam-
phor, and Citrobacter braakii and cineole).72,385

Chemically one can rationalize hydrogen peroxide
production from peroxo-ferric heme enzymes simply
involving the dissociation of the hydroperoxo anion
ligand from the ferric enzyme. While the dissociation
rate constants for these complexes are often difficult
to measure, it has been estimated in microperoxidase
as 10-20 s-1.178,386 In peroxidases, both protons from
the hydrogen peroxide substrate are essential for
heterolytic cleavage of the O-O bond to occur. The
reaction stoichiometry (i.e., the necessity of two

protons) is the same in the cytochrome P450s and
other oxygenases, but in this case the enzyme has to
provide the two protons necessary for heterolytic
cleavage rather than rearrangement of protons from
the peroxide cosubstrate. If the second proton is not
available, O-O bond scission via a homolytic mech-
anism could still occur theoretically, resulting in a
departing hydroxyl group and Compound II (Fe4+d
O), although the probability of simple dissociation of
the hydroperoxo ligand is much higher given the high
dissociation constant of the weak peroxide ligand.
The effect of the electrostatics of the heme binding
pocket is likely an additionally important consider-
ation. For example, Mauk and co-workers have
shown that the addition of a positively charged
residue in the distal pocket can greatly increase the
equilibrium constant for the binding of other anionic
diatomic ligands, for example, cyanide.387 In most
P450s, in contrast, no positively charged residue is
localized in proximity to the distal oxygen atom to
stabilize the hydroperoxoanion ligand. As a result,
P450s have a millimolar dissociation constant for
cyanide, which is notably weakened in the presence
of a bound hydrophobic substrate.388

The reaction of CYP101 with alternative substrates
has likewise illustrated that efficient coupling of the
enzyme is highly dependent on the identity of the
substrate. Using mono-389 and dihalogenated390 ana-
logues of the native substrate which block the nor-
mally oxygenated position results in a significant
portion of uncoupling. In these examples there is
uncoupling via peroxide release as well as the gen-
eration of a second metabolic water through reduc-
tion of the Compound I state. In the case of com-
pletely blocking the 5-site with fluorination, different
regiospecificity for the monooxygenation reaction
accompanies the introduced uncoupling reaction.
Engineering the P450 CYP101 active site to metabo-
lize a range of alternative substrates has also impli-
cated the role of active-site water as a potential
source of uncoupling.293,304,391-397 By subsequently
introducing mutations that introduce steric bulk to
occlude this water, efficient coupling can be restored
to the monooxygenation reaction of the enzyme and
alternative substrate. Nonetheless, it is important to
note that the coupling efficiency cannot simply be
inferred by the measurement of binding parameters,
neither the ability to convert to a high-spin state nor
the absolute value of the binding free energy, associ-
ated with interaction of the substrate. This can easily
be visualized through a comparison of the wild-type
CYP101 enzyme in substrate-bound and -free states398

as the substrate binding event is accompanied by
displacement of a network of water molecules not
simply the water which coordinates the heme iron.

Annealing studies of the CYP101 T252A hydro-
peroxo complex, in which the ferric-peroxo complex
decays directly to the ferric-resting state with no
intervening intermediates, strongly support the simple
chemical model that uncoupling simply results from
dissociation of the peroxide ligand from the en-
zyme.208 Analogous results have been obtained with
substrate-free P450, CYP119,213 and CYP101 mu-
tants complexed with a number of substrates. In all
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cases studied the transition to the protonated hydro-
peroxo complex is always observed, presumably ow-
ing to the extremely favorable pKa of the distal
oxygen, and only following this proton transfer is
uncoupling observed.

3.7. Heterolytic Cleavage of the O −O Bond
The final reactivity of the hydroperoxo complex

involves protonation of the distal oxygen atom,
resulting in a concerted cleavage of the O-O bond
to afford Compound I and a departing water mol-
ecule.297 While perhaps one of the most interesting
aspects of the P450 catalytic scheme, the intrinsic
high reactivity of this high-valent iron-oxo, through
a very low barrier of a few kcal/mol399 for substrate
attack, has precluded its direct characterization in
the case of the oxygen-dependent reaction of the
cytochrome P450s. As a result, electronic assignment
of this intermediate is largely based on analogies to
peroxidase chemistry, as this ‘green’ intermediate has
been characterized as an iron(IV)-oxo π-cation radi-
cal by optical, X-ray absorption, EPR, and Mössbauer
spectroscopies of horseradish peroxidase and other
heme enzymes.122,400-407 Similar to cytochrome c
peroxidase, a protein-based radical has been observed
by Jung and co-workers in CYP101.408

While there has been no direct evidence for a stable
high-valent intermediate in the dioxygen-driven re-
action by the cytochrome P450s, recent spectroscopic
data has allowed definitive assignment of the optical
signature of the P450 Compound I intermediate when
generated by exogenous oxidants.409,410 As with other
heme enzyme and model systems, mixing of the
protein in the ferric resting state with peroxyacid
results in heterolytic cleavage of the peroxide adduct
to yield the high-valent iron-oxo species. While the
instability of Compound I in most P450 systems has
often precluded clear kinetic and spectral resolution
in comparison with analogous studies on other heme
enzymes,411,412 the use of a thermostable P450 en-
zyme fortuitously offers a set of formation and decay
rate constants which stabilize the intermediate over
that of the mesophilic counterparts. This has allowed
the direct observation and optical characterization
of a P450 Compound I with absorption maxima at
370, 610, and 690 nm,410 almost identical to those of
the well-characterized Compound I in the thiolate-
ligated chloroperoxidase406,411 and observed in tran-
sient spectra of cytochrome P450 CYP101.409 This
optical spectrum also shows remarkable similarity
to spectra calculated by DFT methods for a meth-
ylmercaptan-ligated model complex for the interme-
diate, demonstrating similar shifts from the spectrum
of the ferric enzyme, particularly in the near-UV
region.413 It should be noted, however, that the
percentage of Compound I intermediate generated in
these studies is less than 20%, so the chance for
precise resonance spectral measurements will need
further work. Similar studies using peracids have
yielded the isolation and spectroscopic assignment of
other high-valent states, including the isolation of
radical species on the protein,179,408,414 although their
relevance to the P450 catalytic scheme is not clear
at present.

4. Role of the Distal Pocket in P450 Dioxygen
Activation

Many aspects of the P450 monooxygenation chem-
istry can be explained and emulated by mimetics of
the iron protoporphyrin IX macrocycle with appropri-
ate ligands. Nonetheless, while many aspects of P450
reaction intermediate chemistry can be approximated
by redox-linked changes in the heme-iron ligand set,
moieties in the protein scaffold have a profound
impact in modulating both the evolution and the
reactivity of heme-oxygen intermediates. This has
perhaps best manifested itself in the successful
redesign of heme enzymes to catalyze the reaction
chemistries of analogous bioinorganic catalysts, ei-
ther through introduction of an accommodating ac-
tive site or introduction of novel metal binding
sites.415-422,423-425

With regard to the monooxygenation reaction cata-
lyzed by the cytochrome P450s, the role of both the
proximal ligand and distal pocket in controlling the
formation and reactivity of active heme-oxygen
adducts has proven vital. Rather than these reengi-
neering perspectives, many efforts since the advent
of facile molecular biology techniques have histori-
cally taken a microdissection approach. This is
evidenced best in the work designed to probe the
effect a single residue may have in controlling the
critical catalytic proton-transfer steps. In the case of
the P450 reaction coordinate, these follow the reduc-
tion of the oxyferrous intermediate and result ulti-
mately in the heterolytic cleavage of the O-O bond
to form a putative high-valent oxo-ferryl or Com-
pound I species (Figure 2).

As noted, deviation from the P450 reaction coor-
dinate from completion of the catalytic cycle repre-
sents an important theme in understanding ‘normal’
P450 function as many P450s are observed to stray
from production of the high-valent ferryl-oxo inter-
mediate. Therefore, development of a structural
model of P450 dioxygen activation must attempt to
account for this digression. While the CYP101 system
presents somewhat of an anomaly in that pyridine
nucleotide oxidation and dioxygen reduction are fully
coupled with the native substrate, the structural
studies of the wild-type enzyme with non-native
substrates, mutant enzymes, and reaction intermedi-
ates or mimics adds to our understanding of common
themes which can be extended to other enzymes in
the superfamily. Thus, while the focus of our atten-
tion is largely derived from the growing database of
CYP101 structures, which at present comprises a
library of over 40 structures in the Protein Data
Bank, it is possible to begin to ask which structural
elements link the enzyme family mechanistically.
With regard to discrete intermediates in P450 ca-
talysis, this translates into the alteration of kinetic
parameters describing the formation and reactivity
of peroxo-ferric species upon mutagenesis or sub-
strate exchange. As particular aspects of proton
delivery are hard wired to accommodate the struc-
tural and mechanistic nuances of a particular P450
class, such as substrate recognition events, subse-
quent sections will discuss some important exceptions
to the themes presented here.
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The control of effective dioxygen activation, through
the irreversible committed step of heterolytic O-O
bond cleavage, is thus dictated by the protein in
modulating effective proton-transfer events. There-
fore, the first consideration of structural elements
involved in proton donation to the peroxo anion or
hydroperoxo species demands a detailed understand-
ing of the mechanisms of proton transfer through
proteins. In the examination of enzyme systems that
catalyze the vectorial transfer of protons across
membrane, several mechanisms of proton delivery
have been described. Importantly, these include the
participation of ionizable side chains in which the
proton-transfer event is accompanied by a change in
the charge state of the accompanying amino acid side
chain. Assignment of these residues is usually de-
rived from inference of their local pKa value as well
as via measurement of proton-transfer rates upon
mutagenesis to a residue which cannot perform acid-
base chemistry (i.e., a nonpolar residue) or one with
a significantly altered side chain pKa. In the evalu-
ation of Grotthuss mechanism426 of proton transfer,
in which the proton-donor/acceptor pair maintain the
same ionization state, all residues and solvent which
can participate in effective hydrogen-bonding inter-
actions must also be considered as potential conduits
for proton transfer. Other mechanisms of proton
transfer include quantum mechanical tunneling427 as
well as direct involvement of the peptide bond which
has been implicated both in model peptides and
enzyme systems428 429

The puzzle of distal pocket side chains and their
implication in proton-coupled dioxygen activation by
the cytochrome P450s occurred with the first P450
crystal structure of CYP101.430,431 This structure not
only made the structural assessment of early cata-
lytic steps (those prior to dioxygen binding) possible
but also illustrated the marked differences in distal
pocket composition as compared to other dioxygen-
and peroxide-activating enzymes. Notably, in con-
trast to the crystal structures of catalase and cyto-
chrome c peroxidase, the active site of CYP101 and
subsequent P450s since are found to be highly
hydrophobic in nature with the lack of obvious acid-
base catalytic residues in close proximity to the
oxygen binding pocket. Specifically, CYP101 does not
contain the His-Arg or His-Asp pairs thought to be
operating in the 1-2 proton shift of peroxide activa-
tion by peroxidases.

The ubiquitous nature of cytochrome P450s and the
development of high-throughput sequencing tech-
nologies have resulted in a database of over 3000
sequences to align and compare in a search for
diagnostic features of the P450 proton-transfer mech-
anism. Such an analysis has shown an amazing
degree of conservation of not only the hydrogen-
donor/acceptor functionality of the CYP101 Thr252
(although sometimes a serine or asparagine) but also
for an adjacent acidic side chain (Asp251 in CYP101).
The alignment of the 58 human P450 sequences, as
one example, shows that 80% of these sequences
retain this acid-alcohol pair.

Mutation of the conserved threonine in CYP101 to
a hydrophobic residue results in drastic phenotypic

changes. While one observes near normal kinetic
parameters of pyridine nucleotide oxidation, the
mutant enzyme cannot effectively cleave the O-O
bond and rather releases two-electron-reduced di-
oxygen in the form of hydrogen peroxide.60,61 This
phenotype is not exclusive to the CYP101 system, and
similar mutants in other P450 isozymes show an
increase amount of uncoupling upon mutation of this
residue.309,355,365,432 The potential role of this residue
in mediating proton transfer to a peroxoanion species,
either as a direct proton donor or in stabilizing
hydrogen-bond interactions to solvent which served
as the proton donor, has been explored through a
series of mutagenesis experiments by Ishimura and
colleagues.10,62,346-348,433,434 As a result, the coupling
activity is dramatically restored by mutants able to
participate in hydrogen-bonding interactions, almost
irrespective of the sterics of the mutant and pKa of
the mutant side chain. This mutagenesis data has
resulted in a model in which the threonine hydroxyl
participates in hydrogen-bond interactions with a
secondary proton donor rather than serves this role
itself. The structure of the T252A mutant of CYP101
shows subtle differences from that of the wild-type
enzyme.292 As a result of mutation, the Ala252 side
chain Câ moves 1.4 Å away from the dioxygen binding
pocket with respect to the wild-type enzyme. While
the kink in the I helix is retained, the observation of
new solvent molecules in the distal pocket has been
inferred as a cause for the resulting destabilization
of the ferric-hydroperoxo species in the T252A
mutant. Likewise, the structures of substrate-free
CYP101435 and the enzyme bound to non-native
substrates363 all show an increased number of crys-
tallographically resolved water in the distal pocket,
and this apparent increase of solvation may lead to
increased degrees of uncoupling. The destabilization
of metal-peroxo complexes in protic solvents has
been noted in a number of inorganic studies.436,437

Despite an overwhelming degree of conservation
of the conserved threonine residue, a few notable
exceptions have been structurally characterized re-
cently. In the case of CYP107 (P450eryF), involved
in the erythromycin biosynthetic pathway, an alanine
residue takes the place of the conserved threonine.
Again, the cleft of the I helix, like in the 252Ala
mutant of CYP101, is retained, and a hydroxyl
residue on the substrate forms a hydrogen bond with
a water molecule that is almost superimposable with
the typical placement of the threonine hydroxyl.438-440

Both removal of the substrate hydroxyl440 and rein-
troduction of the threonine residue432 have effects
consistent with the model of ‘substrate assisted
catalysis’.439 Molecular dynamics experiments have
also shown that effective proton transfer may be
obtained by this mechanism190,441

In the case of CYP176A (P450cin), the homology
of its native substrate (1,8-cineole) to that of CYP101’s
native substrate camphor does not appear to trans-
late into a similar proton-transfer machinery.385,442

Replacement of the conserved threonine with an
asparagine in CYP176A results in a hydrogen bond
with the substrate ether oxygen atom and the side
chain adopts a rotameric configuration distinct from
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Thr252 in CYP101. This results in a decreased size
of the I-helix kink, although it is still apparent
despite the typical helical hydrogen-bonding pattern
of Asn242 with the (i-4) residue. Future structural
studies on CYP176A and CYP165B1(OxyB),65 which
also has an Asn instead of a Thr, will elucidate an
interesting alternative proton-transfer mechanism
and shed light on the plasticity of this network in
other P450 isozymes.

The conserved acid residue preceding the conserved
threonine has similarly been implicated in mediating
proton-transfer events that affect heterolysis to form
Compound I. Mutagenesis of this residue in CYP101
results in a drastic decrease in the rate of pyridine
nucleotide consumption while coupling is main-
tained,344,345 linking the residue to a reduction in
proton-transfer efficacy following oxyferrous reduc-
tion. Mutagenesis experiments at this position in
both CYP101 and other P450s have generated a
variety of various kinetic phenotypes.347,202 In CYP101
an analysis of solvent isotope effects and proton
inventory experiments in the wild type and D251N
mutant294,63 has shown an exquisite sensitivity to
proton-transfer events following formation of the
oxyferrous enzyme. While two protons are in flight
during the transition state of the wild-type enzyme,
a much greater value in the D251N mutant implied
that proton transfer may rely on a chain of water
molecules instead of the normal delivery mechanism.

Low-temperature radiolytic reduction of mutant
P450s has provided additional insight into distal
pocket proton-transfer mechanisms and comple-
mented the interpretation that the conserved acid
residue is intimately involved in mediating proton
transfer to the peroxoanion species. As a result of
oxyferrous reduction of the CYP101 D251N mutant,
EPR and 1H ENDOR results show an enhanced
stabilization of the peroxoanion species in the mutant
rather than immediate protonation to form the hy-
droperoxo species as shown in the wild-type enzyme
upon reduction at 77 K.208 Interestingly, a similar
result has also been shown upon mutation of an
aspartate residue (Asp140) in heme oxygenase,209

which has also been shown to be intimately involved
in mediating effective proton-transfer reactions in
that heme enzyme.25,443 Structurally, the D251N
mutant in CYP101 shows most of the features of the
distal pocket retained, although the side chain adopts
altered salt-bridge contacts which result in greater
access of the heme iron from the protein surface.63

In light of the isotope effect experiments, this may
imply a reliance of a greater number of solvent
molecules in effective heterolytic cleavage.

5. Crystallographic Characterization of P450
Reaction Intermediates: Structural Basis for
Proton Transfer

It was long appreciated that since the mechanism
of P450 catalysis involves the transformation of one
oxygen atom from molecular dioxygen into a water
molecule, protons would be involved and a natural
source of these protons would involve solvent waters.
Hence, the high-resolution X-ray crystal structure of

the stable ternary carbonmonoxy camphor complex
of CYP101,398 which serves as a rough analogue for
the unstable O2 complex, was examined in detail for
structural water molecules that could play a central
role in these proton-transfer reactions. Although the
structure revealed several interstitial waters, par-
ticularly around the highly conserved Glu366, the
water chain did not provide a continuous path from
bulk solvent into the active site. It was therefore clear
that crystal structures of critical intermediates along
the reaction cycle were required to gain further
insight into the proton-transfer pathway, particularly
the structure of the oxy complex.

Crystal structure determinations of short-lived
species are complicated by the long crystallization
times which require crystallization under nonreactive
conditions and means to generate the active complex
fast and efficiently in the crystal, i.e., the ability to
initiate the reaction effectively. Upon formation of a
desired reaction intermediate, diffraction data can be
collected either on the same time-scale as the reaction
using fast data collection geometries such as the Laue
method or by kinetically trapping the intermediate,
thereby preventing its decay.256

The study of intermediates occurring along the
reaction cycle of cytochrome P450 is facilitated by the
requirement of the input of either electrons or oxygen
before the reaction can proceed.69 This need of reini-
tiating the reaction after an intermediate has been
generated reduces the dephasing of the subsequent
intermediates. The first reduction step can be real-
ized chemically by diffusing dithionite into the crys-
tals. The slowness of diffusion is not a concern in this
case since the reduced ferrous form of P450 is stable
under anaerobic conditions. The situation is slightly
different for the next step of the reaction, introduction
of oxygen, since the ferrous-oxy complex is un-
stable.444,445 The use of a pressure cell allows rapid
and complete oxygenation despite the low solubility
of oxygen in water (0.2 mM) and the high concentra-
tion of protein in the crystal (higher than 10 mM).
The second electron can be introduced by X-ray
radiolysis, resulting in splitting of the O-O bond of
the oxy complex, analogously to cryoradiolytic reduc-
tion using a radioactive source. However, in X-ray
crystallographic investigations the situation is com-
plicated by the fact that the radiolytic beam is not
only a reductant but also the probe of the structure.
Thus, unwanted X-ray radiolysis of a sample can only
be prevented by not exposing it to X-rays, which
ensues data collection schemes requiring limited
exposure of many crystals resulting in “patched”
datasets.174,446

The first unstable intermediate in the reaction
cycle of CYP101 is the ferrous complex 3. Its struc-
ture is very similar to the substrate-bound ferric
resting state 2.69 In the oxy complex 469 the iron
moves into the heme plane and O2 binds end-on (η1)
with an Fe-O-O angle of 142°. Camphor moves 0.3
Å toward Tyr96 due to the bulk of the oxy group. The
backbone amide of the highly conserved Asp251
rotates and stabilizes a new water molecule (Wat901),
which is in hydrogen-bonding distance to the bound
oxygen molecule and the side chain hydroxyl group
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of Thr252, which rotated also compared to the ferrous
complex. Another new water molecule, Wat902, also
interacts with the hydroxyl of Thr252 and is part of
a water chain that extends to the highly conserved
Glu366 (see Figure 3). Mutation of Glu366 shows
little influence on the catalytic activity,347 thus
implying that this proton-transfer link does not play
a major role in catalysis. Given the technical difficul-
ties in determining the structure of the short-lived,
radiation-sensitive oxy complex, it is interesting to
note that the structure of the stable cyanide complex
of P450cam is virtually identical.259 This suggests
structure determination of cytochrome P450s cyanide
complexes as models for oxy complexes. Upon ir-
radiation of the P450-oxy crystals with long-wave-
length X-rays the electron density corresponding to
the distal O2 oxygen atom disappears and a complex
is formed that is consistent with Compound I (6).69

The distance between the C5 atom of camphor and
the oxo atom is 3.1 Å. It seems that immediate
turnover is slowed by a crystal contact that restricts
the mobility of Tyr96 and thus of the hydrogen-
bonded camphor molecule, preventing hydrogen ab-
straction. This may be the reason a complex consis-
tent with an oxo-ferryl species accumulates in
crystals but not in frozen solutions. Raising the
temperature of the crystals above the glass-transition
temperature results in formation of the product,
5-exo-hydroxy-camphor.

The crystal structure of the oxy complex of wild-
type CYP101 suggests a structural basis for the high
uncoupling in the T252A mutant and the strongly
reduced catalytic rate of the D251N mutant. The
critical feature of the oxy complex is the O2-induced
rotation of the backbone amide of Asp251, which
thereby creates a binding site for the new water
molecule Wat901. The flipped conformation of Asp251
is stabilized by a hydrogen bond between the back-
bone carbonyl of Asp251 and the side chain of
Asn255. This backbone rearrangement occurs already
in the ferric complex of the T252A mutant (PDB code
2CP4292). However, due to the missing hydrogen bond
with Ala252 the water molecule (Wat720) is displaced
from the position of Wat901 by 1 Å. The oxygen-
independent (and thus unregulated) binding and

‘sloppy’ positioning of Wat720 in the T252A mutant
may be the cause for uncoupling. EPR studies on
cryoradiolytically reduced ferrous-oxy complexes of
T252A show that the first proton transfer occurs
readily below the glass-transition temperature.208

This is in line with the above proposal that the
reacting species are already in place, making larger
scale motions unnecessary.

In the structure of the D251N mutant of CYP10163

the carbonyl oxygen of the Asn251 side chain forms
a hydrogen bond with the amino group of the Asn255
side chain. This interaction prevents the formation
of a hydrogen bond between the rotated conformation
of the Asn251 amide and the Asn255 side chain in
the oxy complex and thus the binding of Wat901
(Makris et al., unpublished results). The structural
finding is consistent with the observation that proton
transfer is rate limiting in this mutant.

The close proximity of Wat901 to the proximal
oxygen atom of O2 and the spectroscopic finding that
the first proton transfer (5a f 5b) occurs at cryogenic
temperatures below the glass-transition temperature
suggest that Wat901 is involved in the first proton-
transfer step. Molecular dynamics simulations based
on the crystal structure of the oxy complex447 suggest
a further water binding site and a side chain rotation
of Asp251 into the active site analogous to the
aforementioned proposal based on data from mu-
tagenesis and proton inventory experiments.294 Since
the EPR spectra of cryoradiolytically reduced CYP101
indicate that the second proton transfer occurs only
above the glass-transition temperature,207,208 it is
suggestive that the carboxylate switch is responsible
for the second proton transfer. Thus, the structural
mechanism for proton transfer in P450cam involves
both a carbonyl (5a f 5b)69 and a carboxylate switch
(5b f 6).294

6. Alternative Proton-Transfer Pathways in
Functionally Different Cytochrome P450s

As discussed, the concerted delivery of protons to
heme-bound dioxygen is highly sensitive to the mi-
croenvironment of the distal pocket, evidenced by the
drastic changes of peroxo formation and reactivity
upon perturbation of the wild-type CYP101 system
through substrate modification or mutagenesis. While
common themes for effective proton delivery in the
P450s exist, they are undoubtedly tuned by the
protein structure. The study of CYP107438-440 and
CYP176A448 has shed light on the alternative mech-
anisms for hydrogen-bonding networks to provide a
proton-transfer pathway. We now turn our focus
toward other enzymatic thiolate-iron porphyrin
systems which catalyze chemistries quite distinct
from the typical P450 system. To accommodate these
drastic changes in function, P450s which perform
nitric oxide reductase and peroxygenase chemistries
must employ modifications from the paradigm pre-
sented above to compensate for the requirements of
each ligand.

6.1. Nitric Oxide Reductases
CYP55 (P450nor) is involved in fungal denitrifica-

tion and catalyzes reduction of NO to N2O, a non-

Figure 3. Crystal structure of the oxy complex of wild-
type CYP101 (pdb code 1dz8) that catalyzes the 5-exo
hydroxylation of camphor. Oxygen binding induces a rota-
tion of the amide of Asp251, which ensues binding of two
new water molecules, Wat901 and Wat902.
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standard P450 reaction: 2NO + NAD(P)H + H+ f
N2O + NAD(P)+ + H2O. This reaction takes place
without other protein redox partners. The role of
proton transfer in CYP55-catalyzed NO reduction has
been implicated in a number of computational449,450

and experimental studies451,452 even though a com-
plete mechanistic assignment of particular nitrogen-
ligated states remains elusive. Structural analysis of
the CYP55 active site from Fusarium oxysporum by
Shiro and colleagues reveals that, unlike CYP101, the
active site comprises a number of hydrophilic resi-
dues and water molecules. A positive charge cluster
of arginines and lysines has been shown to be crucial
for interaction with NAD(P)H.453 The X-ray crystal
structure shows that Thr243454 differs in the rotamer
of the side chain from the corresponding Thr252 in
CYP101 such that the hydroxyl points away from the
oxygen binding site. Instead, it forms a hydrogen
bond with Wat173 that mediates the connectivity
with the I-helix main chain peptide carbonyl of the
(i-4) residue Ala239. It is interesting to note that in
CYP55 the residue corresponding to the highly
conserved acidic residue is Ala242. Its backbone
conformation and interactions are very similar to the
“flipped” conformation of Asp251 observed in the oxy
complex of CYP101. The carbonyl of Ala242 forms a
hydrogen bond with the side chain of Asn246 (cor-
responding to Asn255 in CYP101), and the amide
interacts with Wat175, which is positioned similar
to Wat901 in CYP101. In CYP55 there are two water
channels leading to the distal face and finally bulk
solvent. The change in polarity of the distal pocket
between CYP55 and CYP101 is transmitted even into
the observed coordination geometry of bound NO and
isocyanide complexes.455,456

Mutagenesis of the Thr243 residue, like the Thr252
series, results in a drastic reduction of activity, in
this case the NADH-dependent reduction of NO to
N2O.451 Nonetheless, structural analysis of several
mutants at this position does not provide any ratio-
nale for the observed difference in function.452 Thus,
while the appearance of new water molecules in
mutant forms is certainly correlated with a change
in a possible proton-delivery network, it is difficult
to eliminate the possibility that the residue could
instead be crucial in facilitating electron transfer
from NADH as the enzyme directly catalyzes electron
transfer from pyridine dinucleotide to the heme
iron.457 In fact, this potential alteration in the role
of a conserved threonine in proton delivery is likewise
supported by the absence of a conserved acid residue
(Ala242) in CYP55. This alteration of the distal
pocket network to accommodate the unique mecha-
nism of CYP55 is supported by the recently deter-
mined crystal structure of CYP55 in complex with
the NADH analogue nicotinic acid adenine dinucleo-
tide, NAAD.454 Binding of NAAD induces global
conformational changes of the B, F, and G helices
accompanied by local changes at the active site.
These comprise movement of the I helix away from
the heme and a flip of the peptide bond between
Ala239 and Gly240. This induces a slight bending of
the I helix, resulting in a positioning of the amide of
Gly240 and the hydroxyl of Thr243 for direct interac-

tion with the carboxyl group of NAAD. Since the
hydroxyl group of Thr243 is the only side chain
interacting with the carboxyl group of NAAD and
since Thr243 is rather distant from the catalytic site,
the functional role of Thr243 seems to be stereose-
lective binding of the nicotinic ring but not proton
delivery. The distance between the heme iron and the
C4 atom of the nicotinic acid ring is 4.2 Å; NO would
be located in between and face the pro-R side of C4.
The structural data and a significant kinetic isotope
effect of [4R-2H]-NADH458 on the reduction step
strongly support the direct transfer of a hydride ion
from the pro-R side of NADH to the Fe3+-NO
complex. The role of the conserved P450 hydroxyl
may be fulfilled by Ser286.459,460 Its side chain is close
to the C4 atom of the nicotinic ring and the oxygen
atom of heme bound NO, respectively, and NO
reductase activity is abolished upon mutation (see
Figure 4). Unlike for the Thr243 mutants, structural
analysis of various Ser286 mutants shows drastic
changes in hydrogen-bonding networks through the
systematic destabilization of water networks.459,460

The effects of these water networks involving Ser286
appear to be critical as even the minor S286T
mutation results in a rotameric configuration which
destabilizes the water network and is correlated with
a loss of activity. Thus, the sequence A/G-G-X-
D-T is highly conserved in the I helices in P450s,
possibly endowing local flexibility for the peptide
backbone. This motif is used for creation of an oxygen
binding pocket in monooxygenase P450s but diverted
in CYP55 for NAD(P)H binding.454

6.2. P450 Peroxygenase Activity
While P450s are typically poor in their utilization

of hydrogen peroxide as a dioxygen/electron/proton

Figure 4. Active site of CYP55, a nitric oxide reductase,
complexed with the NADH analogue NAAD. Thr243, the
highly conserved Thr located in the I-helix, positions the
nicotinic acid ring, whereas Ser286 seems to have taken
up the Thr’s traditional role in proton transfer. The R side
of the C4 atom of the nicotinic acid ring is within 3.5 Å of
the hydroxyl group of Ser286 and a modeled NO (based on
pdb code 1cl6). There are two water chains extending into
the active site. Hydrogen-bonding interactions are indi-
cated by thin lines and water molecules by gray spheres.
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surrogate in monooxygenation chemistry, a number
of P450s are shown to utilize the peroxygenase
pathway in order to hydroxylate fatty acids.461-463

Their evaluation is critical in order to assess the
isozyme dependence of various P450s in the utiliza-
tion of the peroxide shunt pathway in catalytic
processes. To accommodate this fundamental differ-
ence in ligand chemistry, as now both protons and
electrons are delivered to the ferric heme moiety, the
enzyme is devoid of the conserved pair, which in turn
is represented by Arg242 and Pro243 in CYP152A1
(P450BSâ) (see Figure 5). Mutagenesis results have
succinctly demonstrated their critical role in both
fatty acid binding and the hydrogen-peroxide-medi-
ated hydroxylation reaction.464 Likewise, both the
presence and positioning of a substrate carboxylate
is similarly crucial, presumably in an electrostatic
interaction with this conserved arginine in peroxy-
genase.388,465 Indeed, the recent crystal structure of
P450BSâ determined by Shiro and co-workers has
suggested a very elegant mechanism of substrate-
mediated peroxygenase catalysis.466 The relative
positions of the fatty acid carboxylate and Arg242 are
similar to the positions of Glu183 and His105 in
chloroperoxidase467 and are likely to have similar
roles in catalysis of the O-O bond scission of hydro-
gen peroxide.466-468

7. Summary and Future Directions
Since the excellent 1996 Chemical Reviews article

entitled “Heme-containing Oxygenases” by Sono et
al.,13 an impressive number of new studies of cyto-
chrome P450 chemistry, enzymology, and function
have been published. These include several crystal
structures of mammalian CYPs, complete step-by-
step characterizations of reaction intermediates by
spectroscopy or crystallography, and a variety of

fundamental advances using computational analysis.
These studies have yielded new insights into the
influence of spin states on the reduction potential or
chemical activity, the role of highly conserved resi-
dues such as the acid-alcohol pair in the I helix, and
a possible structural framework for proton relay or
electron transfer and the direct observation of new
intermediate states in the catalytic cycle. New ap-
proaches such as spectroscopic analysis of cryore-
duced samples, the realization and exploitation of the
photoreductive powers of X-rays, and developments
in quantum chemical analysis have contributed to the
progress. In the past one was mostly limited to the
bacterial CYP101 or readily available mammalian
proteins purified from liver as tools. Therefore, one
of the questions to be answered before publication of
the next Chemical Reviews paper on this topic is how
general are the findings obtained on CYP101, CYP102,
or CYP2B4, e.g., do they apply for the larger class of
membrane-bound P450 monooxygenases? New meth-
ods of solubilization of cytochrome P450s in homo-
geneous and monodisperse form offer the opportunity
for testing the mechanistic hypothesis presented in
this review.94,469,470 With new tools in hand, more
complicated systems may be tackled. While the basic
findings to date will be found to be applicable to other
CYPs, there will be many interesting variations on
the theme. We started to see some of these, for
example, the divergent use of the conserved Thr in
P450nor to bind the nicotinic ring of the cofactor
coupled with the hijacking of a structurally diverse
threonine to fulfill the former’s traditional function
in proton or respective hydride transfer in P450nor.
Given the observation of different backbone flips in
the highly conserved sequence A/G-G-X-D-T in
the I helices in P450s in different functional states,
it is suggestive that it endows local flexibility for the
peptide backbone. In light of this, direct measure-
ment of dynamics will become critical. It is apparent
that nature can also use various chemical features
of the substrate to be metabolized to provide the
critical hydrogen-bonding and active-site electrostat-
ics necessary for efficient oxygenase catalysis.

An area for future effort is advancement of the
understanding of molecular recognition processes in
biological systems. Despite huge differences in sub-
strate shape, size, and specificity, CYPs appear to use
a common overall mechanism for substrate binding
involving both open and closed conformations. It is
now appreciated that such movements are important
in excluding bulk water from the active site and thus
controlling the detailed proton-transfer pathways
necessary for catalysis. The open form appears to
exist only transiently in CYP101 but is stable enough
in other forms, such as CYP102, to be structurally
characterized. The recent mammalian P450 struc-
tures appear often as the form of an “open” configu-
ration due to specific ligands present or specific
crystallization conditions. Common conformational
states among different prokaryotic and mamma-
lian45,97 P450 enzymes indicate that the channel
allowing access of the substrate to the active site is
structurally conserved and provided by movement of
the F/G helices and the B′ helix. Complicating the

Figure 5. Active site of CYP152A1, a peroxygenase.
Pro243 and Arg242 are at the positions of the acid-alcohol
pair of the I helix. Arg242 forms a hydrogen bond with the
carboxylate of the substrate, which is assisting in catalysis.
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picture of substrate-induced conformational changes
in the P450 systems are substrates that are only
recognized when coupled to other proteins or complex
homo- and heterotropic cooperativity that are present
in many mammalian metabolic P450s. The latter
interactions are of critical importance in determining
the metabolic profile and drug-drug interactions
present in human P450 isozymes. Molecular recogni-
tion events in protein-protein complexes, involving
oligomers of P450 and/or reductase, offer another
dimension in the means by which Nature controls
P450 metabolic reactivity.94,471-476

CYPs appear to have evolved separated key steps
along their reaction pathways, possibly to allow for
regulation. Ligand-induced movement of the I helix
(SRS4) not only positions the catalytic residues
located therein but also changes the water structure
surrounding the heme iron. This regulates the heme
reduction potential and oxygen binding by (de)-
stabilizing the met-water molecule bound to the heme
iron. At the simplest level of understanding this
structural interplay couples oxygen binding to the
presence of substrate, thereby reducing side reactions
such as the production of superoxide, peroxide, and
other toxic forms of reduced dioxygen.

The hunt for an unambiguous experimental iden-
tification of the ephemeral active oxygen species will
most certainly continue. The plethora of new P450s
at hand from various organisms will undoubtedly be
helpful, as was the case for the thermophilic isolates
such as CYP119. The availability of thousands of
P450 genes allows the study of the influence of
polymorphism on the sensitivity of certain drugs and
their pharmacokinetics and bioavailability, ulti-
mately resulting in a patient-optimized pharmaceu-
tical intervention. Thus, again, one sees the cyto-
chrome P450s providing a focus for the proteomics
and individualized medical treatment that are excit-
ing areas of current research. We look forward to
another decade of exciting results from numerous
laboratories throughout the world that will provide
additional Chemical Reviews subject material.

8. Acknowledgment
The research support in the author’s laboratories

was critical for the completion of this manuscript.
The long-time collaboration with Drs. P. Champion,
J. Dawson, B. Hoffman, J. Kincaid, and Y. Shiro and
their colleagues, who appear as coauthors on cited
works, was an important source of ideas and experi-
mental results in the preparation of this manuscript.
The help provided by Dr. J. Bentley and the Notre
Dame Radiation Laboratory and Dr. R. M. Sweet at
Brookhaven National Laboratory in cryoradiolysis
studies is gratefully acknowledged. We thank the
National Institutes of Health and DFG for their
continued investment in this quest for a molecular
understanding of oxygenase catalysis.

9. References
(1) Hayaishi, O.; Katagiri, M.; Rothberg, S. J. Am. Chem. Soc. 1955,

77, 5450.
(2) Persans, M. W.; Wang, J.; Schuler, M. A. Plant Physiol. 2001,

125, 1126.

(3) Glawischnig, E.; Grun, S.; Frey, M.; Gierl, A. Phytochemistry
1999, 50, 925.

(4) Estabrook, R. W. Drug Metab. Dispos. 2003, 31, 1461.
(5) Cytochrome P450; Sato, R., Omura, T., Eds.; Kodansha Ltd.:

Tokyo, 1978; p 233.
(6) Oxygenases and oxygen metabolism. A Symposium in honor of

Osamu Hayaishi; Nozaki, M., Yamamoto, S., Ishimura, Y., Coon,
M. J., Ernster, L., Estabrook, R. W., Eds.; Academic Press: New
York, 1982; p 664.

(7) Cytochrome P450; Ruckpaul, K., Rein, H., Eds.; Akademie
Verlag: Berlin, 1984; p 405.

(8) Archakov, A. I.; Bachmanova, G. I. Cytochrome P450 and active
oxygen; Taylor & Francis: London, 1990; p 339.

(9) Microbial and plant cytochromes P450: Biochemical character-
istics, genetic engineering and practical applications; Ruckpaul,
K., Rein, H., Eds.; Akademie Verlag: Berlin, 1992; Vol. 4, 245
pp.

(10) Oxygen and life. Oxygenases, Oxidases and Lipid Mediators;
Ishimura, Y., Nozaki, M., Yamamoto, S., Shimizu, T., Narumiya,
S., Mitani, F., Eds.; Elsevier: Amsterdam, 2002; Vol. 1233, 560
pp.

(11) Cytochrome P450: Structure, Mechanism, and Biochemistry, 1st
ed.; Ortiz de Montellano, P. R., Ed.; Plenum Press: New York,
1986; 556 pp.

(12) Cytochrome P450: Structure, Mechanism, and Biochemistry, 2nd
ed.; Ortiz de Montellano, P. R., Ed.; Plenum Press: New York,
1995; 652 pp.

(13) Sono, M.; Roach, M. P.; Coulter, E. D.; Dawson, J. H. Chem. Rev.
1996, 96, 2841.

(14) Guengerich, F. P. Curr. Drug Metab. 2001, 2, 93.
(15) Gunsalus, I. C.; Meeks, J. R.; Lipscomb, J. D.; Debrunner, P.;

Munck, E. In Molecular mechanisms of oxygen activation;
Hayaishi, O., Ed.; Academic Press: New York, 1974; p 561.

(16) Ortiz de Montellano, P. R.; De Voss, J. J. Nat. Prod. Rep. 2002,
19, 477.

(17) Griffin, B. W.; Peterson, J. A.; Estabrook, R. W. In Porphyrins;
Dolphin, D., Ed.; Academic Press: New York, 1979; Vol. 7, p
333.

(18) Hlavica, P. Eur. J. Biochem. 2004, 271, 4335.
(19) Meunier, B.; de Visser, S. P.; Shaik, S. Chem. Rev. 2004, 104,

3947.
(20) Que, L.; Watanabe, Y. Science 2001, 292, 651.
(21) Hiner, A. N.; Raven, E. L.; Thorneley, R. N.; Garcia-Canovas,

F.; Rodriguez-Lopez, J. N. J. Inorg. Biochem. 2002, 91, 27.
(22) Erman, J. E.; Vitello, L. B. Biochim. Biophys. Acta 2002, 1597,

193.
(23) Ortiz de Montellano, P. R.; Wilks, A. Adv. Inorg. Chem. 2001,

51, 359.
(24) Ortiz de Montellano, P. R. Acc. Chem. Res. 1998, 31, 543.
(25) Fujii, H.; Zhang, X.; Tomita, T.; Ikeda-Saito, M.; Yoshida, T. J.

Am. Chem. Soc. 2001, 123, 6475.
(26) Nicholls, P.; Fita, I.; Loewen, P. C. Adv. Inorg. Chem. 2001, 51,

51.
(27) Groves, J. T.; Wang, C. C.-Y. Curr. Opin. Chem. Biol. 2000, 4,

687.
(28) Li, H.; Poulos, T. L. J. Inorg. Biochem. 2005, 99, 293.
(29) van der Donk, W. A.; Tsai, A. L.; Kulmacz, R. J. Biochemistry

2002, 41, 15451.
(30) Noordermeer, M. A.; Veldink, G. A.; Vliegenthart, J. F. Chem-

BioChem 2001, 2, 494.
(31) Dunford, H. B.; Stillman, J. S. Coord. Chem. Rev. 1976, 19, 187.
(32) Dunford, H. B. Heme Peroxidases; Wiley: New York, 1999; 507

pp.
(33) Siegbahn, P. E. Q. Rev. Biophys. 2003, 36, 91.
(34) Que, L., Jr. J. Biol. Inorg. Chem. 2004, 9, 684.
(35) Costas, M.; Mehn, M. P.; Jensen, M. P.; Que, L., Jr. Chem. Rev.

2004, 104, 939.
(36) Groves, J. T.; Shalyaev, K.; Lee, J. In The Porphyrin Handbook;

Kadish, K. M., Smith, K. M., Guilard, R., Eds.; Academic Press:
New York, 2000; Vol. 4; p 17.

(37) Kincaid, J. R. In The Porphyrin Handbook; Kadish, K. M., Smith,
K. M., Guilard, R., Eds.; Academic Press: New York, 2000; Vol.
7, p 225.

(38) Poulos, T. L. In The Porphyrin Handbook; Kadish, K. M., Smith,
K. M., Guilard, R., Eds.; Academic Press: New York, 2000; Vol.
4, p 189.

(39) Scheidt, W. R. In The Porphyrin Handbook; Kadish, K. M.,
Smith, K. M., Guilard, R., Eds.; Academic Press: New York,
2000; Vol. 3, p 49.

(40) Watanabe, Y. In The Porphyrin Handbook; Kadish, K. M., Smith,
K. M., Guilard, R., Eds.; Academic Press: New York, 2000; Vol.
4, p 97.

(41) Weiss, R.; Gold, A.; Trautwein, A. X.; Terner, J. In The Porphyrin
Handbook; Kadish, K. M., Smith, K. M., Guilard, R., Eds.;
Academic Press: New York, 2000; Vol. 4, p 65.

(42) Hasemann, C. A.; Kurumbail, R. G.; Boddupalli, S. S.; Peterson,
J. A.; Deisenhofer, J. Structure 1995, 3, 41.

(43) Schoch, G. A.; Yano, J. K.; Wester, M. R.; Griffin, K. J.; Stout,
C. D.; Johnson, E. F. J. Biol. Chem. 2004, 279, 9497.

2272 Chemical Reviews, 2005, Vol. 105, No. 6 Denisov et al.



(44) Scott, E. E.; He, Y. A.; Wester, M. R.; White, M. A.; Chin, C. C.;
Halpert, J. R.; Johnson, E. F.; Stout, C. D. Proc. Natl. Acad. Sci.
U.S.A. 2003, 100, 13196.

(45) Wester, M. R.; Johnson, E. F.; Marques-Soares, C.; Dijols, S.;
Dansette, P. M.; Mansuy, D.; Stout, C. D. Biochemistry 2003,
42, 9335.

(46) Yano, J. K.; Wester, M. R.; Schoch, G. A.; Griffin, K. J.; Stout,
C. D.; Johnson, E. F. J. Biol. Chem. 2004, 279, 38091.

(47) Williams, P. A.; Cosme, J.; Sridhar, V.; Johnson, E. F.; McRee,
D. E. Mol. Cells 2000, 5, 121.

(48) Williams, P. A.; Cosme, J.; Ward, A.; Angove, H. C.; Matak
Vinkovic, D.; Jhoti, H. Nature 2003, 424, 464.

(49) Williams, P. A.; Cosme, J.; Vinkovic, D. M.; Ward, A.; Angove,
H. C.; Day, P. J.; Vonrhein, C.; Tickle, I. J.; Jhoti, H. Science
2004, 305, 683.

(50) Wester, M. R.; Yano, J. K.; Schoch, G. A.; Yang, C.; Griffin, K.
J.; Stout, C. D.; Johnson, E. F. J. Biol. Chem. 2004, 279, 35630.

(51) Presnell, S. R.; Cohen, F. E. Proc. Natl. Acad. Sci. U.S.A. 1989,
86, 6592.

(52) Dawson, J. H.; Holm, R. H.; Trudell, J. R.; Barth, G.; Linder, R.
E.; Bunnenberg, E.; Djerassi, C.; Tang, S. C. J. Am. Chem. Soc.
1976, 98, 3707.

(53) Chen, Z.; Ost, T. W. B.; Schelvis, J. P. M. Biochemistry 2004,
43, 1798.

(54) Ost, T. W. B.; Munro, A. W.; Mowat, C. G.; Taylor, P. R.;
Pesseguiero, A.; Fulco, A. J.; Cho, A. K.; Cheesman, M. A.;
Walkinshaw, M. D.; Chapman, S. K. Biochemistry 2001, 40,
13430.

(55) Ost, T. W. B.; Miles, C. S.; Munro, A. W.; Murdoch, J.; Reid, G.
A.; Chapman, S. K. Biochemistry 2001, 40, 13421.

(56) Voegtle, H. L.; Sono, M.; Adak, S.; Pond, A. E.; Tomita, T.;
Perera, R.; Goodin, D. B.; Ikeda-Saito, M.; Stuehr, D. J.; Dawson,
J. H. Biochemistry 2003, 42, 2475.

(57) Wilson, D. J.; Rafferty, S. P. Biochem. Biophys. Res. Commun.
2001, 287, 126.

(58) Couture, M.; Adak, S.; Stuehr, D. J.; Rousseau, D. L. J. Biol.
Chem. 2001, 276, 38280.

(59) Adak, S.; Crooks, C.; Wang, Q.; Crane, B. R.; Tainer, J. A.;
Getzoff, E. D.; Stuehr, D. J. J. Biol. Chem. 1999, 274, 26907.

(60) Imai, M.; Shimada, H.; Watanabe, Y.; Matsushima-Hibiya, Y.;
Makino, R.; Koga, H.; Horiuchi, T.; Ishimura, Y. Proc. Natl.
Acad. Sci. U.S.A. 1989, 86, 7823.

(61) Martinis, S. A.; Atkins, W. M.; Stayton, P. S.; Sligar, S. G. J.
Am. Chem. Soc. 1989, 111, 9252.

(62) Kimata, Y.; Shimada, H.; Hirose, T.; Ishimura, Y. Biochem.
Biophys. Res. Commun. 1995, 208, 96.

(63) Vidakovic, M.; Sligar, S. G.; Li, H.; Poulos, T. L. Biochemistry
1998, 37, 9211.

(64) Pylypenko, O.; Vitali, F.; Zerbe, K.; Robinson, J. A.; Schlichting,
I. J. Biol. Chem. 2003, 278, 46727.

(65) Zerbe, K.; Pylypenko, O.; Vitali, F.; Zhang, W.; Rouset, S.; Heck,
M.; Vrijbloed, J. W.; Bischoff, D.; Bister, B.; Sussmuth, R. D.;
Pelzer, S.; Wohlleben, W.; Robinson, J. A.; Schlichting, I. J. Biol.
Chem. 2002, 277, 47476.

(66) Gotoh, O. J. Biol. Chem. 1992, 267, 83.
(67) Pylypenko, O.; Schlichting, I. Annu. Rev. Biochem. 2004, 73, 991.
(68) Gunsalus, I. C.; Pederson, T. C.; Sligar, S. G. Annu. Rev.

Biochem. 1975, 44, 377.
(69) Schlichting, I.; Berendzen, J.; Chu, K.; Stock, A. M.; Maves, S.

A.; Benson, D. E.; Sweet, R. M.; Ringe, D.; Petsko, G. A.; Sligar,
S. G. Science 2000, 287, 1615.

(70) Groves, J. T. Proc. Natl. Acad. Sci. U.S.A. 2003, 100, 3569.
(71) Katagiri, M.; Ganguli, B. N.; Gunsalus, I. C. J. Biol. Chem. 1968,

243, 3543.
(72) Hedegaard, J.; Gunsalus, I. C. J. Biol. Chem. 1965, 240, 4038.
(73) Conrad, H. E.; Lieb, K.; Gunsalus, I. C. J. Biol. Chem. 1965,

240, 4029.
(74) Estabrook, R. W.; Baron, J.; Hildebrandt, A. Chem.-Biol. Interact.

1971, 3, 260.
(75) Sligar, S. G. Biochemistry 1976, 15, 5399.
(76) Guengerich, F. P.; Johnson, W. W. Biochemistry 1997, 36, 14741.
(77) Bernhardt, R. Rev. Physiol. Biochem. Pharmacol. 1996, 127, 137.
(78) Lewis, D. F. V.; Eddershaw, P. J.; Dickins, M.; Tarbit, M. H.;

Goldfarb, P. S. Chem.-Biol. Interact. 1998, 115, 175.
(79) Lewis, D. F.; Dickins, M.; Eddershaw, P. J.; Tarbit, M. H.;

Goldfarb, P. S. Drug Metab. Drug Interact. 1999, 15, 1.
(80) Williams-Smith, D. L.; Cammack, R. Biochim. Biophys. Acta

1977, 499, 432.
(81) Guengerich, F. P. Biochemistry 1983, 22, 2811.
(82) Guengerich, F. P.; Ballou, D. P.; Coon, M. J. J. Biol. Chem. 1975,

250, 7405.
(83) Daff, S. N.; Chapman, S. K.; Turner, L. K.; Holt, R. A.;

Govindaraj, S.; Poulos, T. L.; Munro, A. W. Biochemistry 1997,
36, 13816.

(84) Fantuzzi, A.; Fairhead, M.; Gilardi, G. J. Am. Chem. Soc. 2004,
126, 5040.

(85) Hildebrand, D. P.; Ferrer, J. C.; Tang, H.-L.; Smith, M.; Mauk,
A. G. Biochemistry 1995, 34, 11598.

(86) Honeychurch, M. J.; Hill, A. O.; Wong, L. L. FEBS Lett. 1999,
451, 351.

(87) Lawson, R. J.; Leys, D.; Sutcliffe, M. J.; Kemp, C. A.; Cheesman,
M. R.; Smith, S. J.; Clarkson, J.; Smith, W. E.; Haq, I.; Perkins,
J. B.; Munro, A. W. Biochemistry 2004, 43, 12410.

(88) Raag, R.; Poulos, T. L. Biochemistry 1989, 28, 917.
(89) Haines, D. C.; Tomchick, D. R.; Machius, M.; Peterson, J. A.

Biochemistry 2001, 40, 13456.
(90) Fleming, B. D.; Tian, Y.; Bell, S. G.; Wong, L. L.; Urlacher, V.;

Hill, H. A. O. Eur. J. Biochem. 2003, 270, 4082.
(91) Reipa, V.; Holden, M. J.; Mayhew, M. P.; Vilker, V. L. Biochim.

Biophys. Acta 2000, 1459, 1.
(92) Avila, L.; Wirtz, M.; Bunce, R. A.; Rivera, M. J. Biol. Inorg.

Chem. 1999, 4, 664.
(93) Yoon, M. Y.; Campbell, A. P.; Atkins, W. M. Drug Metab. Rev.

2004, 36, 219.
(94) Baas, B. J.; Denisov, I. G.; Sligar, S. G. Arch. Biochem. Biophys.

2004, 430, 218.
(95) Domanski, T. L.; He, Y. A.; Harlow, G. R.; Halpert, J. R. J.

Pharmacol. Exp. Ther. 2000, 293, 585.
(96) Segel, I. W. Enzyme kinetics; Wiley and Sons: New York, 1975;

957 pp.
(97) Wester, M. R.; Johnson, E. F.; Marques-Soares, C.; Dansette,

P. M.; Mansuy, D.; Stout, C. D. Biochemistry 2003, 42, 6370.
(98) Wade, R. C.; Winn, P. J.; Schlichting, I.; Sudarko J. Inorg.

Biochem. 2004, 98, 1175.
(99) Szklarz, G. D.; Paulsen, M. D. J. Biomol. Struct. Dyn. 2002, 20,

155.
(100) Dunn, A. R.; Hays, A. M.; Goodin, D. B.; Stout, C. D.; Chiu, R.;

Winkler, J. R.; Gray, H. B. J. Am. Chem. Soc. 2002, 124, 10254.
(101) Dunn, A. R.; Dmochowski, I. J.; Winkler, J. R.; Gray, H. B. J.

Am. Chem. Soc. 2003, 125, 12450.
(102) Hays, A. A.; Dunn, A. R.; Chiu, R.; Gray, H. B.; Stout, C. D.;

Goodin, D. B. J. Mol. Biol. 2004, 344, 455.
(103) Dmochowski, I. J.; Crane, B. R.; Wilker, J. J.; Winkler, J. R.;

Gray, H. B. Proc. Natl. Acad. Sci. U.S.A. 1999, 96, 12987.
(104) Nesset, M. J. M.; Shokhirev, N. V.; Enemark, P. D.; Jacobson,

S. E.; Walker, F. A. Inorg. Chem. 1996, 35, 5188.
(105) Safo, M. K.; Nesset, M. J. M.; Walker, F. A.; Debrunner, P. G.;

Scheidt, W. R. J. Am. Chem. Soc. 1997, 119, 9438.
(106) Unno, M.; Christian, J. F.; Sjodin, T.; Benson, D. E.; Macdonald,

I. D. G.; Sligar, S. G.; Champion, P. M. J. Biol. Chem. 2002,
277, 2547.

(107) Mouro, C.; Bondon, A.; Jung, C.; Hui Bon Hoa, G.; De Certaines,
J. D.; Spencer, R. G. S.; Simonneaux, G. FEBS Lett. 1999, 455,
302.

(108) Tosha, T.; Yoshioka, S.; Takahashi, S.; Ishimori, K.; Shimada,
H.; Morishima, I. J. Biol. Chem. 2003, 278, 39809.

(109) Schiffler, B.; Kiefer, M.; Wilken, A.; Hannemann, F.; Adolph,
H. W.; Bernhardt, R. J. Biol. Chem. 2001, 276, 36225.

(110) Shimada, H.; Nagano, S.; Ariga, Y.; Unno, M.; Egawa, T.;
Hishiki, T.; Ishimura, Y.; Masuya, F.; Obata, T.; Hori, H. J. Biol.
Chem. 1999, 274, 9363.

(111) Jensen, K. P.; Ryde, U. Mol. Phys. 2003, 101, 2003.
(112) Nagano, S.; Shimada, H.; Tarumi, A.; Hishiki, T.; Kimata-Ariga,

Y.; Egawa, T.; Suematsu, M.; Park, S. Y.; Adachi, S.; Shiro, Y.;
Ishimura, Y. Biochemistry 2003, 42, 14507.

(113) Murataliev, M. B.; Feyereisen, R. Biochemistry 2000, 39, 5066.
(114) Sliger, S. G.; Cinti, D. L.; Gibson, G. G.; Schenkman, J. B.

Biochem. Biophys. Res. Commun. 1979, 90, 925.
(115) Wengenack, N. L.; Lopes, H.; Kennedy, M. J.; Tavares, P.;

Pereira, A. S.; Moura, I.; Moura, J. J.; Rusnak, F. Biochemistry
2000, 39, 11508.

(116) Unno, M.; Shimada, H.; Toba, Y.; Makino, R.; Ishimura, Y. J.
Biol. Chem. 1996, 271, 17869.

(117) Ost, T. W. B.; Clark, J.; Mowat, C. G.; Miles, C. S.; Walkinshaw,
M. D.; Reid, G. A.; Chapman, S. K.; Daff, S. J. Am. Chem. Soc.
2003, 125, 15010.

(118) Lambeth, J. D.; Seybert, D. W.; Kamin, H. J. Biol. Chem. 1980,
255, 138.

(119) Wang, L. H.; Tsai, A. L.; Hsu, P. Y. J. Biol. Chem. 2001, 276,
14737.

(120) Momenteau, M.; Reed, C. A. Chem. Rev. 1994, 94, 659.
(121) Sharrock, M.; Debrunner, P. G.; Schulz, C.; Lipscomb, J. D.;

Marshall, V.; Gunsalus, I. C. Biochim. Biophys. Acta 1976, 420,
8.

(122) Schulz, C. E.; Rutter, R.; Sage, J. T.; Debrunner, P. G.; Hager,
L. P. Biochemistry 1984, 23, 4743.

(123) Prusakov, V. E.; Stukan, R. A.; Davydov, R. M. Biofizika 1984,
29, 359.

(124) Hu, S.; Schneider, A. J.; Kincaid, J. R. J. Am. Chem. Soc. 1991,
113, 4815.

(125) Bangcharoenpaurpong, O.; Rizos, A. K.; Champion, P. M.; Jollie,
D.; Sligar, S. G. J. Biol. Chem. 1986, 261, 8089.

(126) Pauling, L. Nature 1964, 203, 182.
(127) Weiss, J. J. Nature 1964, 203, 183.
(128) Collman, J. P.; Brauman, J. I.; Halbert, T. R.; Suslick, K. S. Proc.

Natl. Acad. Sci. U.S.A. 1976, 73, 3333.

Structure and Chemistry of Cytochrome P450 Chemical Reviews, 2005, Vol. 105, No. 6 2273



(129) Reed, C. A. In The biological chemistry of iron; Proc. NATO ASI,
Edmonton, Canada; Dunford, H. B., Dolphin, D., Raymond, K.
N., Sieker, L., Eds.; D. Reidel Publ.: Dordrecht, 1982; p 25.

(130) Goddard, W. A., III; Olafson, B. D. Proc. Natl. Acad. Sci. U.S.A.
1975, 72, 2335.

(131) Huynh, B. H.; Case, D. A.; Karplus, M. J. Am. Chem. Soc. 1977,
99, 6103.

(132) Jensen, K. P.; Ryde, U. J. Biol. Chem. 2004, 279, 14561.
(133) Jensen, K. P.; Roos, B. O.; Ryde, U. J. Inorg. Biochem. 2005,

99, 45.
(134) Rydberg, P.; Sigfridsson, E.; Ryde, U. J. Biol. Inorg. Chem. 2004,

9, 203.
(135) Kurtz, D. M., Jr. In Comprehensive Coordination Chemistry II;

Elsevier Science: Amsterdam, 2004; Vol. 8, p 229.
(136) Collman, J. P.; Boulatov, R.; Sunderland, C. J.; Fu, L. Chem.

Rev. 2004, 104, 561.
(137) Momenteau, M. Models of hemoprotein active sites. In Perspec-

tives in Supramolecular Chemistry; Hamilton, A. D., Ed.; John
Wiley & Sons Ltd.: New York, 1996; Vol. 3, p 155.

(138) Gunter, M. J.; Turner, P. Coord. Chem. Rev. 1991, 108, 115.
(139) Nam, W. In Comprehensive Coordination Chemistry II; Elsevier

Science: Amsterdam, 2004; Vol. 8, p 281.
(140) Tani, F.; Matsu-Ura, M.; Nakayama, S.; Naruta, Y. Coord. Chem.

Rev. 2002, 226, 219.
(141) Woggon, W. D.; Wagenknecht, H. A.; Claude, C. J. Inorg.

Biochem. 2001, 83, 289.
(142) Woggon, W.-D. Top. Curr. Chem. 1997, 184, 39.
(143) Peterson, J. A.; Ishimura, Y.; Griffin, B. W. Arch. Biochem.

Biophys. 1972, 149, 197.
(144) Eisenstein, L.; Debey, P.; Douzou, P. Biochem. Biophys. Res.

Commun. 1977, 77, 1377.
(145) Bonfils, C.; Debey, P.; Maurel, P. Biochem. Biophys. Res.

Commun. 1979, 88, 1301.
(146) Lambeir, A. M.; Appleby, C. A.; Dunford, H. B. Biochim. Biophys.

Acta 1985, 828, 144.
(147) Macdonald, I. D. G.; Sligar, S. G.; Christian, J. F.; Unno, M.;

Champion, P. M. J. Am. Chem. Soc. 1999, 121, 376.
(148) Proniewicz, L. M.; Kincaid, J. R. Coord. Chem. Rev. 1997, 161,

81.
(149) Shiro, Y.; Makino, R.; Sato, F.; Oyanagi, H.; Matsushita, T.;

Ishimura, Y.; Iizuka, T. Biochim. Biophys. Acta 1991, 1115, 101.
(150) Dawson, J. H.; Kau, L. S.; Penner-Hahn, J. E.; Sono, M.; Eble,

K. S.; Bruce, G. S.; Hager, L. P.; Hodgson, K. O. J. Am. Chem.
Soc. 1986, 108, 8114.

(151) Dawson, J. H.; Sono, M. Chem. Rev. 1987, 87, 1255.
(152) Spiro, T. G.; Zgierski, M. Z.; Kozlowski, P. M. Coord. Chem. Rev.

2001, 219-221, 923.
(153) Hanson, L. K.; Eaton, W. A.; Sligar, S. G.; Gunsalus, I. C.;

Gouterman, M.; Connell, C. R. J. Am. Chem. Soc. 1976, 98, 2672.
(154) Hanson, L. K.; Sligar, S. G.; Gunsalus, I. C. Croat. Chem. Acta

1977, 49, 237.
(155) Bec, N.; Anzenbacher, P.; Anzenbacherova, E.; Gorren, A. C.;

Munro, A. W.; Lange, R. Biochem. Biophys. Res. Commun. 1999,
266, 187.

(156) Denisov, I. G.; Hung, S. C.; Weiss, K. E.; McLean, M. A.; Shiro,
Y.; Park, S. Y.; Champion, P. M.; Sligar, S. G. J. Inorg. Biochem.
2001, 87, 215.

(157) Sevrioukova, I. F.; Peterson, J. A. Arch. Biochem. Biophys. 1995,
317, 397.

(158) Bec, N.; Gorren, A. C.; Voelker, C.; Mayer, B.; Lange, R. J. Biol.
Chem. 1998, 273, 13502.

(159) Berka, V.; Yeh, H. C.; Gao, D.; Kiran, F.; Tsai, A. L. Biochemistry
2004, 43, 13137.

(160) Marchal, S.; Lange, R.; Sorlie, M.; Andersson, K. K.; Gorren, A.
C. F.; Mayer, B. J. Inorg. Biochem. 2004, 98, 1217.

(161) Sono, M.; Eble, K. S.; Dawson, J. H.; Hager, L. P. J. Biol. Chem.
1985, 260, 15530.

(162) Shikama, K. Chem. Rev. 1998, 98, 1357.
(163) Carver, T. E.; Brantley, R. E., Jr.; Singleton, E. W.; Arduini, R.

M.; Quillin, M. L.; Phillips, G. N., Jr.; Olson, J. S. J. Biol. Chem.
1992, 267, 14443.

(164) Brucker, E. A.; Olson, J. S.; Phillips, G. N., Jr.; Dou, Y.; Ikeda-
Saito, M. J. Biol. Chem. 1996, 271, 25419.

(165) Hirota, S.; Li, T.; Phillips, G. N., Jr.; Olson, J. S.; Mukai, M.;
Kitagawa, T. J. Am. Chem. Soc. 1996, 118, 7845.

(166) Brunori, M.; Cutruzzola, F.; Savino, C.; Travaglini-Allocatelli,
C.; Vallone, B.; Gibson, Q. H. Biophys. J. 1999, 76, 1259.

(167) Vojtechovsky, J.; Chu, K.; Berendzen, J.; Sweet, R. M.;
Schlichting, I. Biophys. J. 1999, 77, 2153.

(168) Shaanan, B. J. Mol. Biol. 1984, 171, 31.
(169) Liddington, R.; Derewenda, Z.; Dodson, E.; Hubbard, R.; Dodson,

G. J. Mol. Biol. 1992, 228, 551.
(170) Harutyunyan, E. H.; Safonova, T. N.; Kuranova, I. P.; Popov,

A. N.; Teplyakov, A. V.; Obmolova, G. V.; Rusakov, A. A.;
Vainshtein, B. K.; Dodson, G. G.; Wilson, J. C.; Perutz, M. F. J.
Mol. Biol. 1995, 251, 104.

(171) Condon, P. J.; Royer, W. E., Jr. J. Biol. Chem. 1994, 269, 25259.
(172) Paoli, M.; Liddington, R.; Tame, J.; Wilkinson, A.; Dodson, G.

J. Mol. Biol. 1996, 256, 775.

(173) Miller, M. A.; Shaw, A.; Kraut, J. Nat. Struct. Biol. 1994, 1, 524.
(174) Berglund, G. I.; Carlsson, G. H.; Smith, A. T.; Szoke, H.;

Henriksen, A.; Hajdu, J. Nature 2002, 417, 463.
(175) Pellicena, P.; Karow, D. S.; Boon, E. M.; Marletta, M. A.;

Kuriyan, J. Proc. Natl. Acad. Sci. U.S.A. 2004, 101, 12854.
(176) Unno, M.; Matsui, T.; Chu, G. C.; Couture, M.; Yoshida, T.;

Rousseau, D. L.; Olson, J. S.; Ikeda-Saito, M. J. Biol. Chem.
2004, 279, 21055.

(177) Mirza, S. A.; Bocquet, B.; Robyr, C.; Thomi, S.; Williams, A. F.
Inorg. Chem. 1996, 35, 1332.

(178) Primus, J.-L.; Grunenwald, S.; Hagedoorn, P.-L.; Albrecht-Gary,
A.-M.; Mandon, D.; Veeger, C. J. Am. Chem. Soc. 2002, 124,
1214.

(179) Schunemann, V.; Jung, C.; Trautwein, A. X.; Mandon, D.; Weiss,
R. FEBS Lett. 2000, 479, 149.

(180) Tajima, K.; Jinno, J.; Ishizu, K.; Sakurai, H.; Ohya-Nishiguchi,
H. Inorg. Chem. 1989, 28, 709.

(181) Tajima, K.; Ishizu, K.; Sakurai, H.; Ohya, N. H. Biochem.
Biophys. Res. Commun. 1986, 135, 972.

(182) Balch, A. L.; Hart, R. L.; Latos-Grazynski, L.; Traylor, T. G. J.
Am. Chem. Soc. 1990, 112, 7382.

(183) Balch, A. L. Inorg. Chim. Acta 1992, 198-200, 297.
(184) Jinno, J.; Shigematsu, M.; Tajima, K.; Sakurai, H.; Ohya-

Nishiguchi, H.; Ishizu, K. Biochem. Biophys. Res. Commun.
1991, 176, 675.

(185) Tajima, K.; Edo, T.; Ishizu, K.; Imaoka, S.; Funae, Y.; Oka, S.;
Sakurai, H. Biochem. Biophys. Res. Commun. 1993, 191, 157.

(186) Debrunner, P. G.; Dexter, A. F.; Schulz, C. E.; Xia, Y. M.; Hager,
L. P. Proc. Natl. Acad. Sci. U.S.A. 1996, 93, 12791.

(187) Selke, M.; Sisemore, M. F.; Ho, R. Y. N.; Wertz, D. L.; Valentine,
J. S. J. Mol. Catal. A 1997, 117, 71.

(188) Wertz, D. L.; Valentine, J. S. Struct. Bonding 2000, 97, 37.
(189) Collins, J. R.; Du, P.; Loew, G. H. Biochemistry 1992, 31, 11166.
(190) Harris, D. L.; Loew, G. H. J. Am. Chem. Soc. 1996, 118, 6377.
(191) Loew, G. H.; Harris, D. L.; Dupuis, M. J. Mol. Struct.

(THEOCHEM) 1997, 398-399, 497.
(192) Harris, D. L.; Loew, G. H. J. Am. Chem. Soc. 1998, 120, 8941.
(193) Filizola, M.; Loew, G. H. J. Am. Chem. Soc. 2000, 122, 3599.
(194) Harris, D. L.; Loew, G. H. J. Am. Chem. Soc. 1994, 116, 11671.
(195) Ogliaro, F.; de Visser, S. P.; Cohen, S.; Sharma, P. K.; Shaik, S.

J. Am. Chem. Soc. 2002, 124, 2806.
(196) Hata, M.; Hirano, Y.; Hoshino, T.; Nishida, R.; Tsuda, M. J. Phys.

Chem. B 2004, 108, 11189.
(197) Guallar, V.; Friesner, R. A. J. Am. Chem. Soc. 2004, 126, 8501.
(198) Debey, P.; Land, E. J.; Santus, R.; Swallow, A. J. Biochem.

Biophys. Res. Commun. 1979, 86, 953.
(199) Erman, J. E.; Vitello, L. B.; Miller, M. A.; Shaw, A.; Brown, K.

A.; Kraut, J. Biochemistry 1993, 32, 9798.
(200) Guengerich, F. P.; Ballou, D. P.; Coon, M. J. Biochem. Biophys.

Res. Commun. 1976, 70, 951.
(201) Benson, D. E.; Suslick, K. S.; Sligar, S. G. Biochemistry 1997,

36, 5104.
(202) Yeom, H. Y.; Sligar, S. G. Arch. Biochem. Biophys. 1997, 337,

209.
(203) Estabrook, R. W.; Hildebrandt, A. G.; Baron, J.; Netter, K. J.;

Leibman, K. Biochem. Biophys. Res. Commun. 1971, 42, 132.
(204) Bonfils, C.; Saldana, J. L.; Debey, P.; Maurel, P.; Balny, C.;

Douzou, P. Biochimie 1979, 61, 681.
(205) Kobayashi, K.; Hayashi, K. J. Biol. Chem. 1981, 256, 12350.
(206) Kobayashi, K.; Amano, M.; Kanbara, Y.; Hayashi, K. J. Biol.

Chem. 1987, 262, 5445.
(207) Davydov, R.; Kappl, R.; Huettermann, J.; Peterson, J. A. FEBS

Lett. 1991, 295, 113.
(208) Davydov, R.; Makris, T. M.; Kofman, V.; Werst, D. E.; Sligar, S.

G.; Hoffman, B. M. J. Am. Chem. Soc. 2001, 123, 1403.
(209) Davydov, R.; Kofman, V.; Fujii, H.; Yoshida, T.; Ikeda-Saito, M.;

Hoffman, B. M. J. Am. Chem. Soc. 2002, 124, 1798.
(210) Denisov, I. G.; Makris, T. M.; Sligar, S. G. J. Biol. Chem. 2002,

277, 42706.
(211) Denisov, I. G.; Makris, T. M.; Sligar, S. G. Methods Enzymol.

2002, 357, 103.
(212) Ibrahim, M.; Denisov, I. G.; Makris, T. M.; Kincaid, J. R.; Sligar,

S. G. J. Am. Chem. Soc. 2003, 125, 13714.
(213) Denisov, I. G.; Makris, T. M.; Sligar, S. G. J. Biol. Chem. 2001,

276, 11648.
(214) Turner, J. J.; Pimentel, G. C. Science 1963, 140, 974.
(215) Khriachtchev, L.; Pettersson, M.; Jolkkonen, S.; Pehkonen, S.;

Rasanen, M. J. Chem. Phys. 2000, 112, 2187.
(216) Blyumenfel’d, L. A.; Davydov, R. M.; Kuprin, S. P.; Stepanov,

S. V. Biofizika 1977, 22, 977.
(217) Blumenfeld, L. A.; Davydov, R. M.; Magonov, S. M.; Vilu, R. O.

FEBS Lett. 1974, 49, 246.
(218) Davydov, R. M.; Magonov, S. N.; Arutyunyan, A. M.; Sharonov,

Y. A. Mol. Biol. (Moscow) 1978, 12, 1341.
(219) Magonov, S. N.; Davydov, R. M.; Blyumenfel’d, L. A.; Arutyun-

yan, A. M.; Sharonov, Y. A. Mol. Biol. (Moscow) 1978, 12, 1191.
(220) Magonov, S. N.; Davydov, R. M.; Blyumenfel’d, L. A.; Vilu, R.;

Arutyunyan, A. M.; Sharonov, Y. A. Mol. Biol. (Moscow) 1978,
12, 1182.

2274 Chemical Reviews, 2005, Vol. 105, No. 6 Denisov et al.



(221) Greschner, S.; Davydov, R. M.; Janig G.-R.; Ruckpaul, K.;
Blumenfeld, L. A. Acta Biol. Med. Germany 1979, 38, 443.

(222) Symons, M. C. R.; Petersen, R. L. Proc. R. Soc. London B 1978,
201, 285.

(223) Symons, M. C. R.; Petersen, R. L. Biochim. Biophys. Acta 1978,
537, 70.

(224) Symons, M. C. R.; Petersen, R. L. Biochim. Biophys. Acta 1978,
535, 241.

(225) Gasyna, Z. FEBS Lett. 1979, 106, 213.
(226) Davydov, R. M. Biofizika 1980, 25, 203.
(227) Davydov, R. M.; Ledenev, A. N. Biofizika 1981, 26, 1096.
(228) Kappl, R.; Hoehn-Berlage, M.; Huettermann, J.; Bartlett, N.;

Symons, M. C. R. Biochim. Biophys. Acta 1985, 827, 327.
(229) Leibl, W.; Nitschke, W.; Huttermann, J. Biochim. Biophys. Acta

1986, 870, 20.
(230) Davydov, R. M.; Khangulov, S. V. Stud. Biophys. 1983, 95, 97.
(231) Davydov, R.; Ledbetter-Rogers, A.; Martasek, P.; Larukhin, M.;

Sono, M.; Dawson, J. H.; Masters, B. S. S.; Hoffman, B. M.
Biochemistry 2002, 41, 10375.

(232) Davydov, R.; Macdonald, I. D. G.; Makris, T. M.; Sligar, S. G.;
Hoffman, B. M. J. Am. Chem. Soc. 1999, 121, 10654.

(233) Davydov, R. M.; Yoshida, T.; Ikeda-Saito, M.; Hoffman, B. M. J.
Am. Chem. Soc. 1999, 121, 10656.

(234) Brittain, T.; Baker, A. R.; Butler, C. S.; Little, R. H.; Lowe, D.
J.; Greenwood, C.; Watmough, N. J. Biochem. J. 1997, 326, 109.

(235) Egawa, T.; Yoshioka, S.; Takahashi, S.; Hori, H.; Nagano, S.;
Shimada, H.; Ishimori, K.; Morishima, I.; Suematsu, M.; Ish-
imura, Y. J. Biol. Chem. 2003, 278, 41597.

(236) Davydov, R.; Matsui, T.; Fujii, H.; Ikeda-Saito, M.; Hoffman, B.
M. J. Am. Chem. Soc. 2003, 125, 16208.

(237) Davydov, R.; Satterlee, J. D.; Fujii, H.; Sauer-Masarwa, A.;
Busch, D. H.; Hoffman, B. M. J. Am. Chem. Soc. 2003, 125,
16340.

(238) Denisov, I. G.; Ikeda-Saito, M.; Yoshida, T.; Sligar, S. G. FEBS
Lett. 2002, 532, 203.

(239) Makris, T. M.; Davydov, R.; Denisov, I. G.; Hoffman, B. M.;
Sligar, S. G. Drug Metab. Rev. 2002, 34, 691.

(240) Ibrahim, M.; Kincaid, J. R. J. Porphyrins Phthalocyanins 2004,
8, 215.

(241) Davydov, R.; Kuprin, S.; Graeslund, A.; Ehrenberg, A. J. Am.
Chem. Soc. 1994, 116, 11120.

(242) Dikanov, S. A.; Davydov, R. M.; Xun, L.; Bowman, M. K. J. Magn.
Reson. B 1996, 112, 289.

(243) Davydov, R. M.; Davydov, A.; Ingemarson, R.; Thelander, L.;
Ehrenberg, A.; Graeslund, A. Biochemistry 1997, 36, 9093.

(244) Mizoguchi, T. J.; Davydov, R. M.; Lippard, S. J. Inorg. Chem.
1999, 38, 4098.

(245) Telser, J.; Davydov, R.; Kim, C.-H.; Adams, M. W. W.; Hoffman,
B. M. Inorg. Chem. 1999, 38, 3550.

(246) Valentine, A. M.; Tavares, P.; Pereira, A. S.; Davydov, R.; Krebs,
C.; Hoffman, B. M.; Edmondson, D. E.; Huynh, B. H.; Lippard,
S. J. J. Am. Chem. Soc. 1998, 120, 2190.

(247) LeCloux, D. D.; Davydov, R.; Lippard, S. J. Inorg. Chem. 1998,
37, 6814.

(248) Krebs, C.; Davydov, R.; Baldwin, J.; Hoffman, B. M.; Bollinger,
J. M., Jr.; Huynh, B. H. J. Am. Chem. Soc. 2000, 122, 5327.

(249) Rivera, M.; Caignan, G. A.; Astashkin, A. V.; Raitsimring, A.
M.; Shokhireva, T.; Walker, F. A. J. Am. Chem. Soc. 2002, 124,
6077.

(250) Neese, F.; Zaleski, J. M.; Zaleski, K. L.; Solomon, E. I. J. Am.
Chem. Soc. 2000, 122, 11703.

(251) Lehnert, N.; Neese, F.; Ho, R. Y. N.; Que, L., Jr.; Solomon, E. I.
J. Am. Chem. Soc. 2002, 124, 10810.

(252) Neese, F. Curr. Opin. Chem. Biol. 2003, 7, 125.
(253) Davydov, R.; Kofman, V.; Nocek, J. M.; Noble, R. W.; Hui, H.;

Hoffman, B. M. Biochemistry 2004, 43, 6330.
(254) Hoffman, B. M. Acc. Chem. Res. 2003, 36, 522.
(255) Makris, T. M.; Denisov, I. G.; Sligar, S. G. Biochem. Soc. Trans.

2003, 31, 516.
(256) Schlichting, I. Acc. Chem. Res. 2000, 33, 532.
(257) Hajdu, J.; Neutze, R.; Sjogren, T.; Edman, K.; Szoke, A.;

Wilmouth, R. C.; Wilmot, C. M. Nat. Struct. Biol. 2000, 7, 1006.
(258) Sjogren, T.; Hajdu, J. J. Biol. Chem. 2001, 276, 13072.
(259) Fedorov, R.; Ghosh, D. K.; Schlichting, I. Arch. Biochem. Biophys.

2003, 409, 25.
(260) Valentine, J. S.; Wertz, D. L.; Lyons, T. J.; Liou, L.-L.; Goto, J.

J.; Gralla, E. B. Curr. Opin. Chem. Biol. 1998, 2, 253.
(261) Stillman, M. J. Porphyrins Phthalocyanins 2000, 4, 374.
(262) Goh, Y. M.; Nam, W. Inorg. Chem. 1999, 38, 914.
(263) Dolphin, D.; Traylor, T. G.; Xie, L. Y. Acc. Chem. Res. 1997, 30,

251.
(264) Fukuzumi, S. J. Porphyrins Phthalocyanins 2000, 4, 398.
(265) Dolphin, D.; Felton, R. H. Acc. Chem. Res. 1974, 7, 26.
(266) Walling, C. Acc. Chem. Res. 1998, 31, 155.
(267) Walling, C. Acc. Chem. Res. 1975, 8, 125.
(268) MacFaul, P. A.; Wayner, D. D. M.; Ingold, K. U. Acc. Chem. Res.

1998, 31, 159.
(269) Belova, V. S.; Nikonova, L. A.; Raikhman, L. M.; Borukaeva, M.

R. Dokl. Akad. Nauk USSR 1972, 204, 897.

(270) Collman, J. P.; Sorrell, T. N.; Hoffman, B. M. J. Am. Chem. Soc.
1975, 97, 913.

(271) Collman, J. P.; Groh, S. E. J. Am. Chem. Soc. 1982, 104, 1391.
(272) Collman, J. P.; Brauman, J. I.; Meunier, B.; Hayashi, T.;

Kodadek, T.; Raybuck, S. A. J. Am. Chem. Soc. 1985, 107, 2000.
(273) Kodadek, T.; Raybuck, S. A.; Collman, J. P.; Brauman, J. I.;

Papazian, L. M. J. Am. Chem. Soc. 1985, 107, 4343.
(274) Collman, J. P.; Hampton, P. D.; Brauman, J. T. J. Am. Chem.

Soc. 1990, 112, 2977.
(275) Groves, J. T.; McClusky, G. A. Oxo- and peroxo-transition metal

species in chemical and biochemical oxidations. Possible models
for the oxygen activation and transfer catalyzed by cytochrome
P-450. Biochem. Clin. Aspects Oxygen, [Proc. Symp.]; Caughey,
W. S., Caughey, H., Eds.; Academic Press: New York, 1979, p
277.

(276) Groves, J. T.; Krishnan, S.; Avaria, G. E.; Nemo, T. E. Studies
of the mechanism of oxygen activation and transfer catalyzed
by cytochrome P450. In Advances in Chemistry Series; Dolphin,
D., Ed.; American Chemical Society: Washington, DC, 1980; Vol.
191, p 277.

(277) Groves, J. T.; Kruper, W. J.; Nemo, T. E.; Myers, R. S. J. Mol.
Catal. 1980, 7, 169.

(278) Groves, J. T.; Haushalter, R. C.; Nakamura, M.; Nemo, T. E.;
Evans, B. J. J. Am. Chem. Soc. 1981, 103, 2884.

(279) Nam, W.; Han, H. J.; Oh, S.-Y.; Lee, Y. J.; Choi, M.-H.; Han,
S.-Y.; Kim, C.; Woo, S. K.; Shin, W. J. Am. Chem. Soc. 2000,
122, 8677.

(280) Nam, W.; Lim, M. H.; Oh, S.-Y. Inorg. Chem. 2000, 39, 5572.
(281) Nam, W.; Lim, M. H.; Oh, S.-Y.; Lee, J. H.; Lee, H. J.; Woo, S.

K.; Kiem, C.; Shin, W. Angew. Chem., Int. Ed. Engl. 2000, 39,
3646.

(282) Yang, S. J.; Lee, H. J.; Nam, W. Bull. Korean Chem. Soc. 1998,
19, 276.

(283) Watanabe, Y.; Groves, J. T. In The Enzymes, 3rd ed.; Sigman,
D. S., Ed.; Academic Press: San Diego, 1992; Vol. 20, p 405.

(284) Groves, J. T. J. Chem. Educ. 1985, 62, 928.
(285) Groves, J. T.; Han, Y. In Cytochrome P450. Structure, Mecha-

nism, and Biochemistry, 2nd ed.; Ortiz de Montellano, P. R., Ed.;
Plenum Press: New York, 1995; p 3.

(286) Daeid, N. N.; Atkinson, S. T.; Nolan, K. B. Pure Appl. Chem.
1993, 65, 1541.

(287) Feiters, M. C.; Rowan, A. E.; Nolte, R. J. M. Chem. Soc. Rev.
2000, 29, 375.

(288) Karasevich, E. I.; Kulikova, V. S.; Shilov, A. E.; Shteinman, A.
A. Russ. Chem. Rev. (Engl. Transl.) 1998, 67, 335.

(289) Nam, W.; Ryu, Y. O.; Song, W. J. J. Biol. Inorg. Chem. 2004, 9,
654.

(290) Chen, K.; Costas, M.; Que, L., Jr. J. Chem. Soc., Dalton Trans.
2002, 672.

(291) Salem, I. A.; El-Maazawi, M.; Zaki, A. B. Int. J. Chem. Kinet.
2000, 32, 643.

(292) Raag, R.; Martinis, S. A.; Sligar, S. G.; Poulos, T. L. Biochemistry
1991, 30, 11420.

(293) Loida, P. J.; Sligar, S. G. Biochemistry 1993, 32, 11530.
(294) Aikens, J.; Sligar, S. G. J. Am. Chem. Soc. 1994, 116, 1143.
(295) Groves, J. T.; Watanabe, Y. J. Am. Chem. Soc. 1988, 110, 8443.
(296) Yoshida, T.; Migita, C. T. J. Inorg. Biochem. 2000, 82, 33.
(297) Loew, G. H.; Harris, D. L. Chem. Rev. 2000, 100, 407.
(298) Rodrigues-Lopez, J. N.; Lowe, D. J.; Hernandez-Ruiz, J.; Hiner,

A. N. P.; Garcia-Canovas, F.; Thorneley, R. N. F. J. Am. Chem.
Soc. 2001, 123, 11838.

(299) Kurtz, D. M., Jr. Acc. Chem. Res. 2004, 37, 902.
(300) Dunford, H. B. In Peroxidases in Chemistry and Biology; Everse,

J., Everse, K. E., Grisham, M. B., Eds.; CRC Press: Boca Raton,
FL, 1991; Vol. 2. 2.

(301) Springer, B. A.; Sligar, S. G.; Olson, J. S.; Phillips, G. N., Jr.
Chem. Rev. 1994, 94, 699.

(302) Schneppensieper, T.; Zahl, A.; van Eldik, R. Angew. Chem., Int.
Ed. Engl. 2001, 40, 1678.

(303) Gerber, N. C.; Sligar, S. G. Cytochrome P450 Int. Conf., 8th;
Libbey, J., Ed.; Eurotext: Paris, 1994; p 753.

(304) Loida, P. J.; Sligar, S. G. Protein Eng. 1993, 6, 207.
(305) Loida, P. J.; Sligar, S. G. Cytochrome P450 Int. Conf., 8th; Libbey,

J., Ed.; Eurotext: Paris, 1994; p 463.
(306) Vaz, A. D.; Coon, M. J. Biochemistry 1994, 33, 6442.
(307) Vaz, A. D. N.; McGinnity, D. F.; Peng, H. M.; Raner, G. M.; Kuo,

C. L.; Vatsis, K. P.; Coon, M. J. FASEB J. 1997, 11, P32.
(308) Vaz, A. D. N.; McGinnity, D. F.; Zarehbin-Irani, P.; Coon, M. J.;

Salaun, J. P.; Koop, D. R.; Klopfenstein, B. FASEB J. 1997, 11,
P207.

(309) Vaz, A. D. N.; Pernecky, S. J.; Raner, G. M.; Coon, M. J. Proc.
Natl. Acad. Sci. U.S.A. 1996, 93, 4644.

(310) Vaz, A. D. N.; McGinnity, D. F.; Coon, M. J. Proc. Natl. Acad.
Sci. U.S.A. 1998, 95, 3555.

(311) Yun, C.-H.; Lee, H. S.; Lee, H.-Y.; Yim, S.-K.; Kim, K.-H.; Kim,
E.; Yea, S.-S.; Guengerich, F. P. Toxicol. Lett. 2003, 137, 143.

(312) Yun, C.-H.; Miller, G. P.; Guengerich, F. P. Biochemistry 2000,
39, 11319.

(313) Guengerich, F. P. Biol. Chem. 2002, 383, 1553.

Structure and Chemistry of Cytochrome P450 Chemical Reviews, 2005, Vol. 105, No. 6 2275



(314) Allentoff, A. J.; Bolton, J. L.; Wilks, A.; Thompson, J. A.; Ortiz
de Montellano, P. R. J. Am. Chem. Soc. 1992, 114, 9744.

(315) Barr, D. P.; Martin, M. V.; Guengerich, F. P.; Mason, R. P. Chem.
Res. Toxicol. 1996, 9, 318.

(316) Shimizu, T.; Murakami, Y.; Hatano, M. J. Biol. Chem. 1994, 269,
13296.

(317) Correia, M. A.; Yao, K.; Allentoff, A. J.; Wrighton, S. A.;
Thompson, J. A. Arch. Biochem. Biophys. 1995, 317, 471.

(318) Adams, P. A.; Louw, J. J. Chem. Soc., Perkin Trans. 2 1995,
1683.

(319) Yamaguchi, K.; Watanabe, Y.; Morishima, I. J. Am. Chem. Soc.
1993, 115, 4058.

(320) White, R. E.; Sligar, S. G.; Coon, M. J. J. Biol. Chem. 1980, 255,
11108.

(321) Kuo, C.-L.; Raner, G. M.; Vaz, A. D. N.; Coon, M. J. Biochemistry
1999, 38, 10511.

(322) Yoshioka, S.; Takahashi, S.; Ishimori, K.; Morishima, I. J. Inorg.
Biochem. 2000, 81, 141.

(323) Barr, D. P.; Mason, R. P. J. Biol. Chem. 1995, 270, 12709.
(324) Ogliaro, F.; de Visser, S. P.; Shaik, S. J. Inorg. Biochem. 2002,

91, 554.
(325) Karuzina, I. I.; Archakov, A. I. Free Radical Biol. Med. 1994,

16, 73.
(326) Karuzina, I. I.; Zgoda, V. G.; Kuznetsova, G. P.; Samenkova, N.

F.; Archakov, A. I. Free Radical Biol. Med. 1999, 26, 620.
(327) Lee, W. A.; Bruice, T. C. J. Am. Chem. Soc. 1985, 107, 513.
(328) Chen, K.; Costas, M.; Kim, J.; Tipton, A. K.; Que, L., Jr. J. Am.

Chem. Soc. 2002, 124, 3026.
(329) Chen, K.; Que, L., Jr. J. Am. Chem. Soc. 2001, 123, 6327.
(330) Lehnert, N.; Fujisawa, K.; Solomon, E. I. Inorg. Chem. 2003,

42, 469.
(331) Lehnert, N.; Ho, R. Y. N.; Que, L., Jr.; Solomon, E. I. J. Am.

Chem. Soc. 2001, 123, 8271.
(332) Lehnert, N.; Ho, R. Y. N.; Que, L., Jr.; Solomon, E. I. J. Am.

Chem. Soc. 2001, 123, 12802.
(333) Bassan, A.; Blomberg, M. R. A.; Siegbahn, P. E. M.; Que, L., Jr.

J. Am. Chem. Soc. 2002, 124, 11056.
(334) Solomon, E. I.; Brunold, T. C.; Davis, M. I.; Kemsley, J. N.; Lee,

S.-K.; Lehnert, N.; Neese, F.; Skulan, A. J.; Yang, Y.-S.; Zhou,
J. Chem. Rev. 2000, 100, 235.

(335) Ensing, B.; Buda, F.; Baerends, E. J. J. Phys. Chem. A 2003,
107, 5722.

(336) Solomon, E. I.; Decker, A.; Lehnert, N. Proc. Natl. Acad. Sci.
U.S.A. 2003, 100, 3589.

(337) Harris, D. L.; Loew, G. H. J. Am. Chem. Soc. 1996, 118, 10588.
(338) Loew, G. H.; Collins, J. R.; Axe, F. U. Int. J. Quantum Chem.

1989, 16, 199.
(339) Loew, G. H.; Dupuis, M. J. Am. Chem. Soc. 1996, 118, 10584.
(340) Woon, D. E.; Loew, G. H. J. Phys. Chem. A 1998, 102, 10380.
(341) Blomberg, M. R. A.; Siegbahn, P. E. M.; Babcock, G. T.;

Wikstroem, M. J. Inorg. Biochem. 2000, 80, 261.
(342) Lu, Y.; Berry, S. M.; Pfister, T. D. Chem. Rev. 2001, 101, 3047.
(343) Watanabe, Y. Curr. Opin. Chem. Biol. 2002, 6, 208.
(344) Gerber, N. C.; Sligar, S. G. J. Am. Chem. Soc. 1992, 114, 8742.
(345) Gerber, N. C.; Sligar, S. G. J. Biol. Chem. 1994, 269, 4260.
(346) Shimada, H.; Watanabe, Y.; Imai, M.; Makino, R.; Koga, H.;

Horiuchi, T.; Ishimura, Y. Stud. Surf. Sci. Catal. 1991, 66, 313.
(347) Shimada, H.; Makino, R.; Unno, M.; Horiuchi, T.; Ishimura, Y.

In Cytochrome P450. 8th International Conference; Libbey, J.,
Ed.; Eurotext: Paris, 1994; p 299.

(348) Shimada, H.; Sligar, S. G.; Yeom, H.; Ishimura, Y. In Catalysis
by Metal Complexes; Funabiki, T., Ed.; Kluwer Academic Pub-
lishers: Dordrecht, 1997; Vol. 19, p 195.

(349) Coon, M. J.; Vatsis, K. P.; Peng, H.-M. Int. Congr. Ser. 2002,
1233, 487.

(350) Coon, M. J.; Vaz, A. D. N.; McGinnity, D. F.; Peng, H.-M. Drug
Metab. Dispos. 1998, 26, 1190.

(351) Meunier, B.; Bernadou, J. Struct. Bonding 2000, 97, 1.
(352) McLain, J. L.; Lee, J.; Groves, J. T. In Biomimetic Oxidations

Catalyzed by Transition Metal Complexes; Meunier, B., Ed.;
Imperial College Press: London, 2000; p 91.

(353) Veeger, C. J. Inorg. Biochem. 2002, 91, 35.
(354) Guengerich, F. P. Chem. Res. Toxicol. 2001, 14, 611.
(355) Imai, Y.; Nakamura, M. FEBS Lett. 1988, 234, 313.
(356) Jin, S.; Makris, T. M.; Bryson, T. A.; Sligar, S. G.; Dawson, J.

H. J. Am. Chem. Soc. 2003, 125, 3406.
(357) Volz, T. J.; Rock, D. A.; Jones, J. P. J. Am. Chem. Soc. 2002,

124, 9724.
(358) Guengerich, F. P.; Vaz, A. D.; Raner, G. N.; Pernecky, S. J.; Coon,

M. J. Mol. Pharmacol. 1997, 51, 147.
(359) Vatsis, K. P.; Coon, M. J. Arch. Biochem. Biophys. 2002, 397,

119.
(360) Zhang, Z.; Li, Y.; Stearns, R. A.; Ortiz De Montellano, P. R.;

Baillie, T. A.; Tang, W. Biochemistry 2002, 41, 2712.
(361) Newcomb, M.; Shen, R.; Choi, S.-Y.; Toy, P. H.; Hollenberg, P.

F.; Vaz, A. D. N.; Coon, M. J. J. Am. Chem. Soc. 2000, 122, 2677.
(362) Newcomb, M.; Hollenberg, P. F.; Coon, M. J. Arch. Biochem.

Biophys. 2002, 409, 72.
(363) Raag, R.; Poulos, T. L. Biochemistry 1991, 30, 2674.

(364) Guengerich, F. P. J. Biol. Chem. 1991, 266, 10019.
(365) Yeom, H.; Sligar, S. G.; Li, H. Y.; Poulos, T. L.; Fulco, A. J.

Biochemistry 1995, 34, 14733.
(366) de Visser, S. P.; Ogliaro, F.; Harris, N.; Shaik, S. J. Am. Chem.

Soc. 2001, 123, 3037.
(367) de Visser, S. P.; Ogliaro, F.; Shaik, S. Angew. Chem., Int. Ed.

Engl. 2001, 40, 2871.
(368) Nam, W.; Lim, M. H.; Moon, S. K.; Kim, C. J. Am. Chem. Soc.

2000, 122, 10805.
(369) Nam, W.; Lee, H. J.; Oh, S.-Y.; Kim, C.; Jang, H. G. J. Inorg.

Biochem. 2000, 80, 219.
(370) Groves, J. T.; Watanabe, Y. Inorg. Chem. 1987, 26, 785.
(371) Machii, K.; Watanabe, Y.; Morishima, I. J. Am. Chem. Soc. 1995,

117, 6691.
(372) Akhtar, M.; Calder, M. R.; Corina, D. L.; Wright, J. N. Biochem.

J. 1982, 201, 569.
(373) Akhtar, M.; Njar, V. C.; Wright, J. N. J. Steroid Biochem. Mol.

Biol. 1993, 44, 375.
(374) Watanabe, Y.; Ishimura, Y. J. Am. Chem. Soc. 1989, 111, 8047.
(375) Wertz, D. L.; Sisemore, M. F.; Selke, M.; Driscoll, J.; Valentine,

J. S. J. Am. Chem. Soc. 1998, 120, 5331.
(376) Roberts, E. S.; Vaz, A. D.; Coon, M. J. Proc. Natl. Acad. Sci.

U.S.A. 1991, 88, 8963.
(377) Vaz, A. D. N.; Roberts, E. A.; Coon, M. J. J. Am. Chem. Soc.

1991, 113, 5886.
(378) Raner, G. M.; Hatchell, A. J.; Morton, P. E.; Ballou, D. P.; Coon,

M. J. J. Inorg. Biochem. 2000, 81, 153.
(379) Raner, G. M.; Chiang, E. W.; Vaz, A. D.; Coon, M. J. Biochemistry

1997, 36, 4895.
(380) Serron, S. C.; Dwivedi, N.; Backes, W. L. Toxicol. Appl. Phar-

macol. 2000, 164, 305.
(381) Zangar, R. C.; Davydov, D. R.; Verma, S. Toxicol. Appl. Phar-

macol. 2004, 199, 316.
(382) Zhukov, A. A.; Archakov, A. I. Biokhimiya 1985, 50, 1939.
(383) Gorsky, L. D.; Coon, M. J. Drug Metab. Dispos. 1985, 13, 169.
(384) Gorsky, L. D.; Koop, D. R.; Coon, M. J. J. Biol. Chem. 1984, 259,

6812.
(385) Hawkes, D. B.; Adams, G. W.; Burlingame, A. L.; Ortiz de

Montellano, P. R.; De Voss, J. J. J. Biol. Chem. 2002, 277, 27725.
(386) Primus, J.-L.; Boersma, M. G.; Mandon, D.; Boeren, S.; Veeger,

C.; Weiss, R.; Rietjens, I. M. C. M. J. Biol. Inorg. Chem. 1999,
4, 274.

(387) Lloyd, E.; King, B. C.; Hawkridge, F. M.; Mauk, A. G. Inorg.
Chem. 1998, 37, 2888.

(388) Imai, Y.; Matsunaga, I.; Kusunose, E.; Ichihara, K. J. Biochem.
(Tokyo) 2000, 128, 189.

(389) Gould, P. V.; Gelb, M. H.; Sligar, S. G. J. Biol. Chem. 1981, 256,
6686.

(390) Kadkhodayan, S.; Coulter, E. D.; Maryniak, D. M.; Bryson, T.
A.; Dawson, J. H. J. Biol. Chem. 1995, 270, 28042.

(391) Bell, S. G.; Chen, X.; Sowden, R. J.; Xu, F.; Williams, J. N.; Wong,
L.-L.; Rao, Z. J. Am. Chem. Soc. 2003, 125, 705.

(392) Bell, S. G.; Harford-Cross, C. F.; Wong, L.-L. Protein Eng. 2001,
14, 797.

(393) Atkins, W. M.; Sligar, S. G. J. Biol. Chem. 1988, 263, 18842.
(394) Atkins, W. M.; Sligar, S. G. J. Am. Chem. Soc. 1989, 111, 2715.
(395) Harford-Cross, C. F.; Carmichael, A. B.; Allan, F. K.; England,

P. A.; Rouch, D. A.; Wong, L.-L. Protein Eng. 2000, 13, 121.
(396) Jones, J. P.; O’Hare, E. J.; Wong, L.-L. Chem. Commun. 2000,

247.
(397) Loida, P. J.; Sligar, S. G.; Paulsen, M. D.; Arnold, G. E.; Ornstein,

R. L. J. Biol. Chem. 1995, 270, 5326.
(398) Raag, R.; Poulos, T. L. Biochemistry 1989, 28, 7586.
(399) Guallar, V.; Baik, M.-H.; Lippard, S. J.; Friesner, R. A. Proc.

Natl. Acad. Sci. U.S.A. 2003, 100, 6998.
(400) Schulz, C. E.; Devaney, P. W.; Winkler, H.; Debrunner, P. G.;

Doan, N.; Chiang, R.; Rutter, R.; Hager, L. P. FEBS Lett. 1979,
103, 102.

(401) Penner-Hahn, J. E.; McMurry, T. J.; Renner, M.; Latos-Grazyn-
sky, L.; Eble, K. S.; Davis, I. M.; Balch, A. L.; Groves, J. T.;
Dawson, J. H.; Hodgson, K. O. J. Biol. Chem. 1983, 258, 12761.

(402) Penner-Hahn, J. E.; Smith Eble, K.; McMurry, T. J.; Renner,
M.; Balch, A. L.; Groves, J. T.; Dawson, J. H.; Hodgson, K. O. J.
Am. Chem. Soc. 1986, 108, 7819.

(403) Patterson, W. R.; Poulos, T. L.; Goodin, D. B. Biochemistry 1995,
34, 4342.

(404) Kincaid, J. R.; Zheng, Y.; Al-Mustafa, J.; Czarnecki, K. J. Biol.
Chem. 1996, 271, 28805.

(405) Gold, A.; Weiss, R. J. Porphyrins Phthalocyanins 2000, 4, 344.
(406) Egawa, T.; Proshlyakov, D. A.; Miki, H.; Makino, R.; Ogura, T.;

Kitagawa, T.; Ishimura, Y. J. Biol. Inorg. Chem. 2001, 6, 46.
(407) Chance, B.; Powers, L.; Ching, Y.; Poulos, T.; Schonbaum, G.

R.; Yamazaki, I.; Paul, K. G. Arch. Biochem. Biophys. 1984, 235,
596.

(408) Schunemann, V.; Lendzian, F.; Jung, C.; Contzen, J.; Barra, A.-
L.; Sligar, S. G.; Trautwein, A. X. J. Biol. Chem. 2004, 279,
10919.

(409) Egawa, T.; Shimada, H.; Ishimura, Y. Biochem. Biophys. Res.
Commun. 1994, 201, 1464.

2276 Chemical Reviews, 2005, Vol. 105, No. 6 Denisov et al.



(410) Kellner, D. G.; Hung, S.-C.; Weiss, K. E.; Sligar, S. G. J. Biol.
Chem. 2002, 277, 9641.

(411) Hager, L. P.; Doubek, D. L.; Silverstein, R. M.; Hargis, J. H.;
Martin, J. C. J. Am. Chem. Soc. 1972, 94, 4364.

(412) Davies, D. M.; Jones, P.; Mantle, D. Biochem. J. 1976, 157, 247.
(413) Harris, D.; Loew, G.; Waskell, L. J. Inorg. Biochem. 2001, 83,

309.
(414) Schunemann, V.; Jung, C.; Terner, J.; Trautwein, A. X.; Weiss,

R. J. Inorg. Biochem. 2002, 91, 586.
(415) Herold, S.; Matsui, T.; Watanabe, Y. J. Am. Chem. Soc. 2001,

123, 4085.
(416) Roach, M. P.; Puspita, W. J.; Watanabe, Y. J. Inorg. Biochem.

2000, 81, 173.
(417) Ueno, T.; Ohki, T.; Watanabe, Y. J. Porphyrins Phthalocyanins

2004, 8, 279.
(418) Ueno, T.; Ohashi, M.; Kono, M.; Kondo, K.; Suzuki, A.; Yamane,

T.; Watanabe, Y. Inorg. Chem. 2004, 43, 2852.
(419) Sato, H.; Hayashi, T.; Ando, T.; Hisaeda, Y.; Ueno, T.; Watanabe,

Y. J. Am. Chem. Soc. 2004, 126, 436.
(420) Watanabe, Y.; Ueno, T. Bull. Chem. Soc. Jpn. 2003, 76, 1309.
(421) Kato, S.; Yang, H.-J.; Ueno, T.; Ozaki, S.-i.; Phillips, G. N., Jr.;

Fukuzumi, S.; Watanabe, Y. J. Am. Chem. Soc. 2002, 124, 8506.
(422) Ozaki, S.-i.; Yang, H.-J.; Matsui, T.; Goto, Y.; Watanabe, Y.

Tetrahedron: Asymmetry 1999, 10, 183.
(423) Berry, S. M.; Gieselman, M. D.; Nilges, M. J.; Van der Donk, W.

A.; Lu, Y. J. Am. Chem. Soc. 2002, 124, 2084.
(424) Lu, Y.; Berry, S. M.; Pfister, T. D. Chem. Rev. 2001, 101, 3047.
(425) Sigman, J. A.; Kwok, B. C.; Lu, Y. J. Am. Chem. Soc. 2000, 122,

8192.
(426) Agmon, N. Chem. Phys. Lett. 1995, 244, 456.
(427) Knapp, M. J.; Klinman, J. P. Eur. J. Biochem. 2002, 269, 3113.
(428) Perrin, C. L.; Dwyer, T. J.; Rebek, J., Jr.; Duff, R. J. J. Am. Chem.

Soc. 1990, 112, 3122.
(429) Yoshikawa, S.; Shinzawa-itoh, K.; Nakashima, R.; Yaono, R.;

Yamashita, E.; Inoue, N.; Yao, M.; Fei, M. J.; Libeu, C. P.;
Mizushima, T.; Yamaguchi, H.; Tomizaki, T.; Tsukihara, T.
Science 1998, 280, 1723.

(430) Poulos, T. L.; Finzel, B. C.; Howard, A. J. J. Mol. Biol. 1987,
195, 687.

(431) Poulos, T. L.; Finzel, B. C.; Gunsalus, I. C.; Wagner, G. C.; Kraut,
J. J. Biol. Chem. 1985, 260, 16122.

(432) Xiang, H.; Tschirret-Guth, R. A.; Ortiz De Montellano, P. R. J.
Biol. Chem. 2000, 275, 35999.

(433) Kimata, Y.; Shimada, H.; Hirose, T.-A.; Ishimura, Y. Biochem.
Biophys. Res. Comm. 1995, 208, 96.

(434) Ishimura, Y.; Shimada, H.; Suematsu, M. In Oxygen Homeostasis
and its Dynamics. Keio Univ. Symp. Life Sci. Med.; Sprinter-
Verlag: Tokyo, 1998; p 1.

(435) Poulos, T. L.; Finzel, B. C.; Howard, A. J. Biochemistry 1986,
25, 5314.

(436) Dong, Y.; Menage, S.; Brennan, B. A.; Elgren, T. E.; Jang, H.
G.; Pearce, L. L.; Que, L., Jr. J. Am. Chem. Soc. 1993, 115, 1851.

(437) Arasasingham, R. D.; Balch, A. L.; Har, R. L.; Latos-Grazynski,
L. J. Am. Chem. Soc. 1990, 112, 7566.

(438) Cupp-Vickery, J. R.; Poulos, T. L. Nat. Struct. Biol. 1995, 2, 144.
(439) Cupp-Vickery, J. R.; Han, O.; Hutchinson, C. R.; Poulos, T. L.

Nat. Struct. Biol. 1996, 3, 632.
(440) Cupp-Vickery, J. R.; Poulos, T. L. Steroids 1997, 62, 112.
(441) Guallar, V.; Harris, D. L.; Batista, V. S.; Miller, W. H. J. Am.

Chem. Soc. 2002, 124, 1430.
(442) Meharenna, Y. T.; Li, H.; Hawkes, D. B.; Pearson, A. G.; De Voss,

J.; Poulos, T. L. Biochemistry 2004, 43, 9487.
(443) Lightning, L. K.; Huang, H.-W.; Moenne-Loccoz, P.; Loehr, T.

M.; Schuller, D. J.; Poulos, T. L.; De Montellano, P. R. O. J. Biol.
Chem. 2001, 276, 10612.

(444) Brewer, C. B.; Peterson, J. A. Arch. Biochem. Biophys. 1986, 249,
515.

(445) Sligar, S. G.; Lipscomb, J. D.; Debrunner, P. G.; Gunsalus, I. C.
Biochem. Biophys. Res. Commun. 1974, 61, 290.

(446) Fedorov, R.; Schlichting, I.; Hartmann, E.; Domratcheva, T.;
Fuhrmann, M.; Hegemann, P. Biophys. J. 2003, 84, 2474.

(447) Taraphder, S.; Hummer, G. J. Am. Chem. Soc. 2003, 125, 3931.
(448) Meharenna, Y. T.; Li, H.; Hawkes, D. B.; Pearson, A. G.; De Voss,

J.; Poulos, T. L. Biochemistry 2004, 43, 9487.
(449) Harris, D. L. J. Inorg. Biochem. 2002, 91, 568.
(450) Harris, D. L. Int. J. Quantum Chem. 2002, 88, 183.
(451) Okamoto, N.; Imai, Y.; Shoun, H.; Shiro, Y. Biochemistry 1998,

37, 8839.
(452) Obayashi, E.; Shimizu, H.; Park, S. Y.; Shoun, H.; Shiro, Y. J.

Inorg. Biochem. 2000, 82, 103.
(453) Kudo, T.; Takaya, N.; Park, S. Y.; Shiro, Y.; Shoun, H. J. Biol.

Chem. 2001, 276, 5020.
(454) Oshima, R.; Fushinobu, S.; Su, F.; Zhang, L.; Takaya, N.; Shoun,

H. J. Mol. Biol. 2004, 342, 207.
(455) Obayashi, E.; Tsukamoto, K.; Adachi, S.-i.; Takahashi, S.;

Nomura, M.; Iizuka, T.; Shoun, H.; Shiro, Y. J. Am. Chem. Soc.
1997, 119, 7807.

(456) Lee, D. S.; Park, S. Y.; Yamane, K.; Obayashi, E.; Hori, H.; Shiro,
Y. Biochemistry 2001, 40, 2669.

(457) Umemura, M.; Su, F.; Takaya, N.; Shiro, Y.; Shoun, H. Eur. J.
Biochem. 2004, 271, 2887.

(458) Daiber, A.; Nauser, T.; Takaya, N.; Kudo, T.; Weber, P.;
Hultschig, C.; Shoun, H.; Ullrich, V. J. Inorg. Biochem. 2002,
88, 343.

(459) Shimizu, H.; Obayashi, E.; Gomi, Y.; Arakawa, H.; Park, S.-Y.;
Nakamura, H.; Adachi, S.-I.; Shoun, H.; Shiro, Y. J. Biol. Chem.
2000, 275, 4816.

(460) Shimizu, H.; Park, S.; Lee, D.; Shoun, H.; Shiro, Y. J. Inorg.
Biochem. 2000, 81, 191.

(461) Matsunaga, I.; Yamada, A.; Lee, D.-S.; Obayashi, E.; Fujiwara,
N.; Kobayashi, K.; Ogura, H.; Shiro, Y. Biochemistry 2002, 41,
1886.

(462) Matsunaga, I.; Yokotani, N.; Gotoh, O.; Kusunose, E.; Yamada,
M.; Ichihara, K. J. Biol. Chem. 1997, 272, 23592.

(463) Matsunaga, I.; Yamada, M.; Kusunose, E.; Nishiuchi, Y.; Yano,
I.; Ichihara, K. FEBS Lett. 1996, 386, 252.

(464) Matsunaga, I.; Ueda, A.; Sumimoto, T.; Ichihara, K.; Ayata, M.;
Ogura, H. Arch. Biochem. Biophys. 2001, 394, 45.

(465) Matsunaga, I.; Sumimoto, T.; Ayata, M.; Ogura, H. FEBS Lett.
2002, 528, 90.

(466) Lee, D.-S.; Yamada, A.; Sugimoto, H.; Matsunaga, I.; Ogura, H.;
Ichihara, K.; Adachi, S.-i.; Park, S.-Y.; Shiro, Y. J. Biol. Chem.
2003, 278, 9761.

(467) Sundaramoorthy, M.; Terner, J.; Poulos, T. L. Structure 1995,
3, 1367.

(468) Yi, X.; Conesa, A.; Punt, P. J.; Hager, L. P. J. Biol. Chem. 2003,
278, 13855.

(469) Civjan, N. R.; Bayburt, T. H.; Schuler, M. A.; Sligar, S. G.
BioTechniques 2003, 35, 556.

(470) Duan, H.; Civjan, N. R.; Sligar, S. G.; Schuler, M. A. Arch.
Biochem. Biophys. 2004, 424, 141.

(471) Atkins, W. M.; Lu, W. D.; Cook, D. L. J. Biol. Chem. 2002, 277,
33258.

(472) Hlavica, P.; Lewis, D. F. V. Eur. J. Biochem. 2001, 268, 4817.
(473) Davydov, D. R.; Halpert, J. R.; Renaud, J.-P.; Hui Bon Hoa, G.

Biochem. Biophys. Res. Commun. 2003, 312, 121.
(474) Yamaguchi, Y.; Khan, K. K.; He, Y. A.; He, Y. Q.; Halpert, J. R.

Drug Metab. Dispos. 2004, 32, 155.
(475) Backes, W. L.; Kelley, R. W. Pharmacol. Ther. 2003, 98, 221.
(476) Backes, W. L.; Batie, C. J.; Cawley, G. F. Biochemistry 1998,

37, 12852.

CR0307143

Structure and Chemistry of Cytochrome P450 Chemical Reviews, 2005, Vol. 105, No. 6 2277




