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We don't have a crystal ball here, and progress is as much as anything a function of knowing when we 
are in one of those periods where what we know isn't worth much, and what we don't know is really 
important.  Roger MacNamee (Silver Lake Partners) 
 
 

 

could then be screened in
pre-incubation settings (Sil-
verman, 1995).

The results of Veith et al.
(2009) can be used to predict
inhibition by drug candidates,
but a number of other factors
are involved (Food and Drug
Administration, 2006) and
ultimately the true test for
inhibition is an in vivo human
experiment. The results can
also be used to predict if
compounds are substrates,
and the methods for following
these up are relatively
straightforward. Finally, the
information, if available, could
be coupled with similar screens of other
libraries—perhaps even if run on different
platforms—to expand the results. The
database used in this analysis is available
in the online supplemental information.
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Cegelski et al. (2009) demonstrate the importance of amyloid production for biofilm formation and host colo-
nization using several mutant strains of pathogenic E. coli and small molecule inhibitors. This work reveals
a path forward for studying the role of bacterial amyloids in vivo and suggests the potential for small mole-
cules to target multiple biofilm formation pathways.

The increased prevalence of antibiotic
resistant bacteria heralds a need for new
drugs and novel strategies for identifying
better drug targets. One such strategy
is to target microbial virulence factors,
which are important for causing pathology
but are not required for the microbe to
survive in vitro. This strategy avoids tar-
geting essential gene functions, which
may result in strong evolutionary selection

for resistant strains. While this idea
remains theoretical, efforts have been
increased to develop new antibiotics
based on this principle. One virulence
process of particular interest to target is
biofilm formation because of the associ-
ated antibiotic insensitivity of bacteria
surviving within biofilms. Cegelski et al.
(2009) have recently generated tools to
allow researchers to address the relative

importance of different bacterial attach-
ment strategies during biofilm formation
in vivo in amodel for urinary tract infection.
Many pathogenic bacteria elaborate

virulence factors in order to cause dis-
ease. Examples of factors include secre-
tion systems to inject effector molecules
into host cells, secreted toxins thatmanip-
ulate host cell processes or outright kill
host cells, quorum-sensing systems that

Figure 1. Outcomes of Interaction of a Ligand with a P450
The interaction of a compound with a P450 (P450 3A4 structure is shown, pdb
code 1TQN) can be related to the chemical being a substrate, inhibitor, irre-
versible inhibitor, or stimulator—or combinations thereof. Also note that
many P450 ligands can interact via multiple bindingmodes, leading to multiple
products in the case of substrates (Guengerich, 2005).
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Basic Stoichiometry of P450 Enzymes:  Mixed Function Oxidases 
 
 

(1) RH + (1) NAD(P)H + (1) O2 + H+  →  (1) ROH + (1) NAD(P)+ + (1) H2O 
 

 
Major P450 Classes Require Multiple Proteins/Domains for Activity 
 
 

Class I P450 Enzymes 
 

Class II P450 Enzymes 

  
(a) Mitochondrial (CYP11A: P450 SCC) 

soluble or loosely associated reductases 
 
(b) Soluble (CYP101 P450 Cam) Bacterial 

separate proteins.  

(a) Endoplasmic Reticulum (Microsomal: 
CYP2C9)  Two proteins, B5 can affect 
activity 

 
(b) Soluble (CYP102: P450 BM3) Bacterial: 

One protein: 2 domains 
 
Reductase enzymes are required to supply reducing equivalents to the P450 enzymes from NAD(P)H.   
 
1.  NADPH (source of electrons) is an obligate two electron donor (must transfer hydride). 
  
2.  Flavins (FAD and FMN) each have 2 accessible oxidation states.  
 

3.  Electrons must be delivered one at a time to the enzyme during the cycle so the odd-electron 
semiquinone form of FMN is important in the Class II enzymes.  FAD accepts hydride from NADPH 
which is immediately split amongst FAD and FMN. 
(See Biochem Biophys Acta 1698 1-24 (2004) for a recent review) 
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P450 enzymes catalyze a broad range of oxidative reactions.  The oxidation chemistry is usually driven 
by the reaction of a hypervalent iron-oxo species, called Compound I created by the P450 cycle, with 
the substrate.  
 

 
 
 

 
Below see a proposed sequence for oxidation of a carbon hydrogen bond to an alcohol.  Notice the 
proposal here, first postulated by Sason Shaik that degenerate states of Compound I exist.   Thus 

 



 5 

Compound I is very likely a composite of two different species with similar energies and different 
energy profiles are calculated.  One profile is called the high spin reaction coordinate (HS).  The 
second coordinate is called low spin (LS).  We have not yet devised a conclusive experiment to prove 
this postulate.  At one level then it may not be all that relevant in drug metabolism.    Rheem will talk 
more about this.  
 
 

 
 
For our purposes the profile above does show that the conversion of an carbon-hydrogen bond to an 
alcohol will proceed by hydrogen atom abstraction.  There is overwhelming data in the literature using 
stereospecifically deuterated substrates that inversion of configuration does occur.  Abstraction and 
recombination are not stereospecific.  
 
 
 
 
 
 
 
 
 
 
 
 
 
P450 enzymes have broad and overlapping 

substrate specificities.   
 
1. Multiple binding orientations:  Single enzyme-single substrate: multiple products  
2. Large active sites:  Single substrate-different enzymes: same products or products formed at highly 

different rates (product ratios and rates different: why?). 
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Below we see a series of P450 substrates for the rat family of enzymes and the substrate selectivity 
observed.   
 
1.  By inspection you should be able to see that the product profiles for the different enzymes are 
different.  Note in the case of testosterone (K,L,M) that 3 metabolites are formed.   
2.  Also note that the rate of metabolism of a given compound varies dramatically from enzyme to 
enzyme. 
 
 
 

 
 

 
 
 

  

 

 
Heme iron is the catalytic center of the P450 enzymes (Fe + Protoporphyrin IX = 
Heme).  
 
a.  The heme iron has two stable oxidation states: Ferric (Fe+3) and Ferrous (Fe+2) but can also exist in 
transient hypervalent states. 
  
b.  The ferric iron itself can be either high spin (more unpaired electrons in the iron d orbitals) or low 
spin (fewer unpaired electrons in the iron d orbitals).  
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c.  The iron atom of heme is bonded to the 4 pyrrole nitrogens of protoporphyrin IX.  These nitrogen 
atoms are referred to as equatorial ligands.  The 4 nitrogens have a net negative charge of -2.  Thus 
ferrous heme is electronically neutral and ferric heme has a charge of +1.   
 
d.  Mixing between orbitals of the porphyrin and iron occur so electrons can reside in different orbitals 
depending on the spin state.  The electronics of the porphyrin macrocycle are important in stabilizing 
hypervalent states of the heme iron that occur during the P450 cycle.   
 
e.  The heme iron has two additional sites for interaction with ligands.  These positions are referred to 
as the axial ligand positions (X and Y above).   
 
f.  The 5th ligand position of all P450 enzymes is occupied by a cysteinate sulphur anion (thiolate).   
This cysteine is located on the proximal face of the heme and is critical to the generation and reaction 
properties of Compound I.  Generally, high spin (iron out of plane towards cysteinate) and low spin 
(iron in plane) states are often in equilibrium and their distribution is ligand dependent. 

 
 
There are a wide variety of spectroscopic techniques that are used to probe the electronic and structural 
features of the P450 enzymes with an without enzyme present. 
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UV-VIS Spectra 
 
The heme electronic absorption spectrum (UV-VIS) is dominated by a π→π* transition of the aromatic 
18 π electron porphyrin macrocycle.  This transistion gives what is called the Soret absorbance.  The 
λmax of the Soret peak for heme containing enzymes occurs in the 380 to 460 nm region.   The 
wavelength of the maximum absorption is highly dependent on the identity of the fifthe and sixth 
ligands, the iron spin state and oxidation state as well as other factors.  There are other low intensity 
bands at higher wavelengths.  We will only look at the Soret peak of the P450 enzymes for the time 
being. 
 
UV-VIS spectroscopy is a sensitive tool in P450 structure function research. 
 

1.  Characterize changes that occur in the distal substrate binding pocket upon binding of 
substrates and inhibitors via changes in spin state. 
2.  Determine ligand affinities and mode(s) of ligand binding.  
3.  Characterize mutant proteins and detect protein-protein interactions with reductase partners.  
4.  Assess P450 content using the extinction coefficient for the ferrous CO complex. 
5.  Diagnose mechanisms of enzyme inactivation. 
 

The absolute UV-Vis spectra look something like below.  Note the Soret shift upon reduction 
(dithionite) and subsequent binding of CO. 
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The  
 
 
 
 
 
 
 
 
 
 
 

Cytochrome P450 

Catalytic Cycle 
 
1.  The point of the P450 cycle is to generate Compound I shown below as calculated by Shaik.  This is 
the species that normally but not always causes oxidation of substrates.  Note the hydrogen bonds 
formed to the sulphur.  Different P450 enzymes have different arrangements of hydrogen bond donors 
so the exact structure of Compound 1 is expected to be enzyme specific. The oxygen atom itself is 
electrophilic and reacts with substrates in 3 major ways: 
 
a.  Oxygen attack on a pi bond which starts with substrate pi electrons forming a bond with the Fe-O. 
 
b. Hydrogen atom abstraction from a C-H bond 
 
c. Electron abstraction from a heteroatom such as nitrogen. 
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2. The heme iron is found in different oxidation and spin states during the progression through the 
catalytic cycle.   The heme iron is highly sensitive to environment.  Thus the iron moves in and out of 
the plane of the porphyrin ring in response to the presence of 6th ligands.   Generally high spin states 
(more unpaired electrons in the heme) find the iron displaced further out the plane of the porphyrin 
ring relative to complementary low spin states.  
 
Molecular orbital accounting for unpaired electrons, oxidation states and spin states is complex as 
many of what might be considered to be single species are actually degenerate.  (See Chapters 1 and 2 
in Ref 5).   
 
The nomenclature for the different P450 species involved in the catalytic cycle focuses on the 
oxidation state of the iron and the presence of ligands attached to the heme iron or somewhere in the 
active site.  Generally any electrons shared via bonding interactions with the pyrrole nitrogens and 
macrocyle, thiolate or other ligands are usually viewed as belonging the ligand rather than the iron. 
 
 
 
3.  Here we see the Classical P450 Cycle (Reference 2) along with some short circuits (ABCD) we will 
return to later.  Note that our knowledge of the cycle was largely built on studies of CYP101 
(P450cam) which is an extraordinarily well behaved soluble non-mammalian P450 enzyme. 
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1.  Resting State of the Enzyme (ferric iron- no substrate): 
 
The resting state (no substrate) of the P450 enzymes is variably comprised of two different spin states, 
low spin( mostly) and high spin and these states are in equilibrium.  The ratio of the two spin states of 
the membrane bound forms are sensitive to a host of factors such as method of isolation, phospholipid 
content in the membrane, the presence of other proteins such as the P450 redox partners (b5 and 
reductase), the precence of ligands such as fatty acids as well as aggregation state.   Note that in the 
cycle diagram only the low spin state is shown where water as the sixth ligand.  This is the dominant 
state for CYP101.  As you have learned there are multiple water molecules normally present in the 
active site. These two spin states as in rapid equilibrium, particularly for the membrane-bound P450 
enzymes.  The properties of these two spin states are reasonably well understood. 
 

a.  Low Spin State (S=1/2)   Water is the 6th ligand; difficult to reduce 
 
Conventionally viewed as the resting state of the enzyme and the dominant state.  H2O occupies the 
ferric heme sixth ligand position in the distal (substrate binding) cavity of the enzyme.  The heme 
exhibits a Soret at λmax = 418 nm, the heme iron is low spin (S=1/2), lies in the plane of the porphyrin 
ring and is difficult to reduce to the ferrous state (-300 mV).  This is the dominant resting state of P450 
cam and most other P450s.  For P450 cam the low spin state cannot be naturally reduced by the 
introduction of an electron by redox partners.  That may not be universally true for all enzymes and 
redox partners which are more difficult to study.  All ferric P450’s can be reduced to the ferrous state 
by the artificial reductant sodium dithionite. 
 

b.  High Spin State (S=5/2) like (2) but not shown  No 6th ligand: easier to reduce 
 
The heme sixth ligand position is not formally occupied in the high spin state.  The high spin heme 
exhibits a Soret λmax = 390 nm, the heme iron is high spin (S=5/2), displaced out of the plane of the 
porphyrin ring towards the thiolate 5th ligand and is much easier to reduce (-170 mV) to the ferrous 
state.  The binding of certain types of non-polar substrates (Type I substrates, see below) ‘displaces’ 
H2O from the active site and distal binding site and promotes the high spin state.  By way of example 
the binding of the natural substrate, camphor, to CYP101 releases 5-6 water molecules from the 
enzyme active site cavity.  CYP3A4 is approximately 20% high spin.  Binding of a ligand substrate 
such as testosterone, changes it to 50% high spin.   
 
2.  Substrate (Ligand) Binding Spectra 
 
Binding of substrates and other ligands to the ferric enzyme causes changes in the UV-VIS spectra due 
to changes in spin state populations and the effect of direct ligand interaction with the iron (think of 
nitrogens and oxygens forming a type of bond with the iron).  Let’s also remember that the resting 
state may be made up of high and low spin states to begin with.  Generally the types of substrate 
binding spectra reflect the effects of ligand on the high spin/low spin equilibrium, displacement of the 
water sixth ligand and bonding interactions between ligand functional groups and the heme iron.  
 
Absolute vs Difference Spectra:  P450 enzymes have absolute spectra.  Absolute spectra are measure 
with the P450 only in one cuvette and buffer in the other (See A solid line below which shows a low 
spin ferric heme). However most spectral work is carried out using a technique called difference 
spectroscopy where the P450 is placed in both cuvettes and the the instrument zeroed to achieve a flat 
line absorbance (B below). Substrate/ligand is then added to one cuvette only and an equivalent 
amount of buffer or solvent to the other cuvette. Perturbations in the Soret absorbance caused by this 
addition are given by negative and positive deflections in the absorbance difference spectra.  
Difference spectroscopy is the “only way to go” in turbid microsomal systems where other enzymes 
and chromophores are also present.  Think of a couple of reasons why. 
 
For example, note then that in difference spectra shown on the right we have “negative “ or minimum 
and “positive” or maximum absorbance values.  The absolute spectra for ligand free (418 nm) and 
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ligand bound (392 nm) enzyme are shown on the left.  Note that the max and min absorbances in the 
difference spectra are different than the absolute spectra.  What type of ligand is this substrate and 
what is the spin state of the iron in the ligand bound and ligand free states? 
 

 
 
How do we determine the spin state of a resting enzyme?  Peak shape analysis, so it is not precise.  
Other methods can be used but are not routinely.  We won’t dwell on this. 
 
Substrate binding causes a perturbation in the soret absorbance.  In the above example the addition of a 
substrate changed the heme from low spin to high spin.  This spectral conversion is referred to as a 
Type I spectra and substrates or ligands that produce this change are called Type I ligands or 
substrates.  We can look at a cartoon to best understand the various spin state changes. 
 
Type I substrates  [difference spectra;  λmax = 390 nm : λmin = 418 nm: ] ‘displace’ the water ligand 
from the low spin state (Soret λmax = 418 nm) and convert the spectrum to that of the high spin form of 
the enzyme (Soret λmax = 390 nm).  Absolute and difference spectra shown above.  The key feature 
here is that the binding of substrate typically drives water molecules out of the active site.  In the 
cartoon cyclohexane (non-polar, no heteroatoms to bind directly to the heme iron) occupies the active 
site.  Type I substrates and ligands generally do not occupy the distal (sixth ligand) binding site.  Thus 
the net effect of binding of Type I substrates increases the population of the high spin state by driving 
water (the sixth ligand in the resting low spin enzyme) out of the active site. Remember that the high 
spin state is the state that is most easily reduced (the next step in the cycle).  This type of binding 
“makes sense” as substrate is required to be bound in the active site before the cycle can start.  
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Reverse Type I substrates/ligands [difference spectra;  λmax = 420 nm : λmin = 390 nm: ] provide an 
weakly bonding functional group to the heme iron (typically ROH).  This binding then promotes the 
low spin state that is also stabilized by water in the resting state.  Thus they supply a functional group 
in the sixth ligand position that forms a non-covalent bond to the heme iron.  Note that this type of 
ligand will not only displace water (nominally promoting high spin state) but also provides an alternate 
sixth ligand to the heme iron (alcohols such as butanol).  The ligand-iron bond promotes the low spin 
state of the enzyme similar to that found with water so the shift is often more subtle.  Despite the 
overall shift to the low spin state many Reverse Type 1 ligands are oxidized by the enzyme. 
 
Note that the intensity of the spectral change is dependent on the identity of the reverse type 1 ligand in 
this simple series of alcohols.  Reverse Type 1 ligands are weak field ligands for P450 heme iron and 
favor the low spin state.   
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Type I and Reverse Type 1 spectra were identified as such early in the P450 literature due to the fact 
that they engendered mirror image changes in difference spectra. 
 
Note the “mirror image” appearance of the two types of difference spectra.  What kind of ligand is 
phenacetin in this prep of microsomes?  Does the structure predict type of spectrum? 
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Type II substrates [difference spectra;  λmax = 430 nm : λmin = 390 nm: ] provide an alternate strong-
field ligand functional group to the heme iron (typically nitrogen) and promote the low spin state. Note 
that Type II substrates are similar to Reverse Type I substrates in that they also provide an alternate 
sixth ligand for the heme iron promoting the low spin state.  However the functional group that binds 
to the iron is a “strong field ligand”.  Classic Type II substrate are nitrogen-containing ligands such as 
anilines, amines, imidazoles and azoles.  
 

 
 
 
Determination of KS values for ligands:  Determination of ligand (substrates and inhibitors) affinity for 
the enzyme active site can be carried out by monitoring the magnitude of the spectral changes in the 
difference spectra as the enzyme upon addition of aliquots of the ligand.  These values are referred to 
as spectral binding constants (KS). 
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10-100-fold faster than the k-1, burst kinetics are observed
when the rate of product formation is simulated (Figure 8B).

In contrast, when only the productive orientation, CYP3A4‚
drug, is allowed (k1 ) 0), the rate of product formation is

linear as a function of time and the CYP behaves as a simple

Michaelis-Menten enzyme (Figure 8A). The slowly dis-

sociating inhibitory mode is a sufficient condition for burst

kinetics when superimposed on an enzyme system that

exhibits linear kinetics. The slowly dissociating inhibitory

mode is, however, not a necessary condition for burst

kinetics. Interestingly, although the steady-state rate of

ITZ-OH formation may be complicated by further metabo-

lism of the product ITZ-OH, the available published data

do suggest burst kinetics for the commercial mixture of ITZ

diastereomers (27). No published studies have examined the

kinetic behavior of KTZ as a substrate.

The simulations also clarify the basis for burst kinetics,

wherein the concentration of the productive complex CYP3A4‚
drug rises and falls before reaching the steady-state concen-

tration (Figure 8E), on a time scale similar to that of the

FIGURE 7: UV-vis difference spectra of CYP3A4 with cis-(2R,4S,2!R)-ITZ (A) and cis-(2R,4S)-KTZ (B). The low-spin complex dominates
for both compounds, with nitrogen-iron coordination yielding maxima at ∼420 nm and minima at ∼390 nm (note the use of 420 nm as
the maximum and 390 nm as the minimum is standard terminology when discussing type II difference spectroscopy; see Materials and
Methods for the exact wavelengths used in the absorbance difference determinations). However, the minor high-spin component (9-10%)
agrees with the fraction of productive mode detected by SPR (9-10%, Tables 1 and 2). Typical titrations of Abs at ∼420 nm - Abs at
∼390 nm at varying drug concentrations for cis-(2R,4S,2!R)-ITZ and cis-(2R,4S)-KTZ are shown. The KD values for each drug, recovered
from fitting to the quadratic equation in Materials and Methods, are included in the text. (C) Estimation of relative low-spin and high-spin
concentrations of CYP3A4 by absorbance spectroscopy at 10 °C. The δ-band, low-spin, and high-spin associated Soret absorbances of 1
µM CYP3A4 were fit with Gaussian curves (black lines) in the presence of 20 µM cis-(2R,4S,2!R)-ITZ. The sum of these Gaussian curves
is shown (gray) with the raw absolute spectral data (9).

Scheme 2: Multiple Binding Orientations with One
Productive Mode

Binding of Azole to CYP3A4 Biochemistry, Vol. 45, No. 20, 2006 6349

 

metabolized by CYP3A4, and KTZ may be metabolized by
CYP3A4 (27, 28). An enigmatic aspect of the metabolism
of ITZ is that the site of oxidation is at the end of the
molecule (∼20 Å) opposite from the triazole group that
coordinates to the heme iron (Figure 1). Apparently, ITZ,
and possibly KTZ, can adopt multiple orientations within
the large CYP3A4 active site, including an inhibitory mode
and a “productive” mode. Furthermore, the differential
equilibrium and kinetic binding parameters for these putative
orientations may control the rates of metabolism.
Here we utilize surface plasmon resonance (SPR)2 to

monitor interactions of antifungal azole with CYP3A4. The
SPR experimental design allowed for direct observation of
a kinetically preferred mixture of ITZ or KTZ orientations,
which subsequently relax to the true equilibrium distributions.
The results demonstrate that each of these drugs adopts
multiple orientations within the active site of CYP3A4 and
that the slow dissociation of the inhibitory orientation can
limit the rate of metabolism. Perhaps most importantly, these
results demonstrate the utility of SPR in elucidating complex
drug-protein interactions that have become the hallmark of
CYPs.

MATERIALS AND METHODS

Chemicals. The cis-(2R,4S,2!R)-ITZ enantiomer was ob-
tained from Sepracor (product 0314). Racemic KTZ was
obtained from Ultrafine Chemicals (product UC-280). The
cis-(2R,4S)-KTZ and cis-(2S,4R)-KTZ enantiomers were
resolved by chiral HPLC according to a previously published
method (29). SPR was performed with a Biacore 2000 optical
biosensor equipped with either research-grade CM5 or NTA
sensor chips (Biacore AB, Uppsala, Sweden). Amine cou-
pling reagents [EDC, NHS, and sodium ethanolamine HCl
(pH 8.5)] were obtained from Biacore AB. Supersomes

containing cDNA-expressed CYP3A4 coexpressed with P450
reductase and cytochrome b5 were purchased from BD
Gentest (Woburn, MA). Testosterone was purchased from
Steraloids, and all other supplies were obtained from
SigmaAldrich (St. Louis, MO).
Protein Expression and Purification. The CYP3A4 NF14

construct was purified and expressed from Escherichia coli

as described in refs 16 and 30. The purity was >95% as
determined by SDS-PAGE analysis. The CYP3A4 concen-
tration (CO and Fe2+ - Fe2+) was determined by using the
ϵ450 of 91 mM-1 cm-1 (31). The P450 concentration was
determined to be >99% with respect to the P420-associated
absorbance peak, with less than 18% apoenzyme, as deter-
mined by the pyridine hemochromogen assay (p 465 of ref
1 and references therein), in the various CYP3A4 prepara-
tions that were used. CYP3A4 was stored in 100 mM
phosphate (pH 7.4) with 20% glycerol at -80 °C.
Surface Plasmon Resonance. Sensor surfaces were pre-

treated according to published methods and then normalized
by standard Biacore protocols (32-34). Binding of a drug
to CYP3A4 was monitored in glycerol-free running buffer
[3% methanol and 100 mM potassium phosphate (pH 7.4)]
and, in separate experiments, running buffer containing 10%
glycerol [1% methanol, 10% glycerol, and 100 mM potas-
sium phosphate (pH 7.4)]. For coupling of CYP3A4 to CM5
sensor surfaces, the surfaces were activated with a 5 min
pulse of EDC/NHS (5 µL/min in HBS-EP buffer), followed
by injection of the protein, and then deactivated by a 5 min
pulse of ethanolamine HCl (pH 8.5, 5 µL/min). Protein
injections were done for variable times to produce surfaces
of variable protein densities, yielding responses that ranged
from 3 to 10 kRU. For CYP3A4 binding interactions studied
in glycerol-free buffer, immobilization was conducted in
HBS-EP buffer with CYP3A4 at a concentration of 400 nM
in 10 mM sodium acetate (pH 5.5). For binding interactions
studied in 10% glycerol buffer, immobilization was con-
ducted in 10% glycerol and 100 mM potassium phosphate
(pH 7.4) with CYP3A4 at a concentration of 400 nM in 10
mM sodium acetate (pH 5.5).
CYP reductase was utilized as a reference surface for

experiments conducted in glycerol-free buffer due to its
similar response to higher concentrations of methanol. CYP
reductase was immobilized under glycerol-free conditions
following the same procedure as described above for
CYP3A4. Blank control surfaces (activated with EDC/NHS
followed by deactivation with ethanolamine) were utilized
for binding interactions conducted in the glycerol-containing
buffer and were conducted in 1% methanol, 10% glycerol,
and 100 mM potassium phosphate (pH 7.4) (running buffer).
Drug analytes were dissolved in high-grade methanol and

then diluted into either 100 mM potassium phosphate to yield
solutions with a final methanol concentration of 3% or 10%
glycerol and 100 mM potassium phosphate to yield solutions
with a final methanol concentration of 1%. For imidazole
and triazole experiments, the compound was added directly
to running buffer and then the buffer pH was brought back
to 7.4 with phosphoric acid and potassium hydroxide,
respectively. Other organic cosolvents were screened, includ-
ing DMSO, ethanol, and acetonitrile, but methanol provided
the best analyte solubility and chip compatibility. Concentra-
tions of analyte samples were verified by HPLC before and
after SPR. All experiments were conducted in 1% methanol,

2 The literature concerning SPR usually denotes the molecule
immobilized on the sensor chip as the “ligand” and the molecule in
the flowing solution as the “analyte”. We have adopted this nomen-
clature for consistency with the SPR literature. We use “inhibitor”,
“substrate”, or “drug” to denote the small molecules that bind to the
protein.

FIGURE 1: Chemical structures of the antifungal azoles studied in
this work. The azole or triazole ring that is responsible for the low-
spin inhibitory complexes is indicated (filled arrows). Also indicated
is the site of metabolism for cis-(2R,4S,2!R)-ITZ (empty arrow).
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Note that binding of redox protein partners (b5 and reductase) can also cause subtle spin shifts in the 
soret peak.  Thus KS values for binding of accessory proteins to the surface of P450 enzymes can be 
determined in a similar manner. 
 

Other methods to study P450 ligand interactions besides UV-Vis.  See reviews (1) Anal. Bioanal. 
Chem 392: 1019-1030 (2008) Arch. Biochem Biophys 507: 44-55 (2011) 

 
 

1. Fluorescence Spectroscopy 
2. NMR 
3. Electron Paramagnetic Resonance 
4. Raman Spectroscopy 
5. Surface Plasmon Resonance 
6. Isothermal Titration Calorimetry 
7. Circular Dichroism 
8. X-ray Crystallography. 
 
 
All of these methods provide information about the structure of the ligand bound enzyme.  For the 
most part, these are static representations.  It is important to keep in mind that P450 substrates and 
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ligands adopt multiple conformations in a very flexible active site.  How do we know this?  
Multiple products from a single substrate is commonly observed. 

 
Step 3.  Introduction of the first electron from the redox partners reduces the heme iron to the ferrous 
state. 
 
There are different types of electron transfer partners in nature.  Microsomal (endoplasmic reticulum) 
P450’s use CPR (cytochrome P450 reductase:  Class II below left).  Mitochondrial P450’s use irons 
sulphur proteins (AdX/AdR: Class I below left). 

 
 
Addition of the first electron occurs via the action of redox active electron transfer proteins.  Cofactors 
NADPH and NADH provide the reducing equivalents to the redox partner proteins which in turn 
supply electrons to the heme one at a time. The electron transport process requires the presence of two 
redox-active prosthetic groups (eg., FAD, FMN: microsomal P450 reductase) located on the same or 
different proteins.  NADPH supports enzyme turnover in mammalian systems although NADH will 
also drive turnover (much lower Km for the reductase (1 µM; NADPH vs 1 mM; NADH). 
 
The factors that control the physical association of the P450 enzymes with their partner electron 
transport proteins as well as the subsequent rates of electron transfer have been heavily studied. An 
outstanding exception to this protein complex paradigm is the bacterial enzyme BM3 where the heme 
prosthetic group as well as the electron transport prosthetic groups (FMN, FAD) are located within a 
single enzyme.  
 
Transfer of the first electron to P450 is considered to be a fast step in the cycle.   Generally the heme 
iron must be in the high spin state for reduction to occur.  A central tenet of the P450 cycle built on the 
concrete observations with CYP101 (P450 cam) is that substrate binding is universally obligatory to 
electron transfer as substrate binding in this enzyme converts low spin to high spin iron.  This does not 
appear to be true for mammalian membrane associated P450 enzymes.   
 
“In many cases binding is not obligatory for reduction, contrary to common dogma…Overall, the 
kinetics of ferric P450 reduction cannot be generalized among different P450s in various systems, and 
concepts regarding influence of substrate, reaction sequence, and a rate-limiting step are not very 
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universal.  There is no reason that substrate binding cannot occur later in the reaction cycle” 
(Guengerich, F Biochem. 36: 14741-50 (1997). 
 
The P450 CO Complex (A Sideshow in the Catalytic Cycle) 
 
Carbon monoxide has a high affinity for the ferrous heme.  The CO complex has the signature Soret 
absorbance λmax = 450 nm.  P450s can be quantitatively converted to the CO complex using the 
artificial reductant sodium dithionite in the presence of CO.  This is the most common method to 
measure P450 content in tissue preps like microsomes.  The extinction coefficients for most P450 
enzymes are highly similar.  Studies of the mechanisms and kinetics of P450 reduction by natural and 
artificial reductants are often carried out in the presence of carbon monoxide.  Early on the 
demonstration that CO inhibited a NADPH dependent oxidation reaction in microsomes was required 
to prove the involvement of P450. 
 
 
Step 4: Binding of dioxygen 
 
Regardless of the timing issues relative to enzyme reduction, the P450 heme iron must be in the ferrous 
state before oxygen will bind to the iron.  The ferrous form of P450 has a high affinity for molecular 
oxygen (KS = 30 nM) which is much lower than the natural dissolved oxygen concentration.  Oxygen 
binding is both rapid and reversible.  The Soret absorbance of the ferrous dioxygen complex is λmax = 
418 nm.   
 
The high affinity of ferrous hemoproteins with an open 6th ligand position for dioxygen is well known 
and heavily studied (hemoglobin, myoglobin).  As for most other hemoproteins , O2 may occasionally 
dissociate from the ferrous iron as O2

- (superoxide), a process that leaves the heme iron in the ferric 
state and releases superoxide in the system.  As in red blood cells superoxide is decomposed by 
superoxide distmutase and glutathinone peroxidase. 
 
 
Step 5: Introduction of the second electron  
 
Introduction of the second electron to produces the ferric peroxyanion species which has been 
observed by ENDOR, EPR and Xray upon cryoreduction of the precursor in P450cam.  Science 287: 
1615 (2000), J. Amer. Chem. Soc. 121 10654 (1999). 
 

This step is generally believed to be the rate limiting step in the cycle. 
   
Reduced cytochrome b5 present in microsomal membranes may be involved in transfer of the second 
electron but it is not obligatory.  We will return to the role of b5 in the second lecture.   As a preview, 
the effects of b5 are paradoxical.  P450 reductase and reduced forms of P450 can reduce oxidized b5.  
B5 can stimulate the turnover of some substrates and enzymes but not uniformly.  
 
The ferric peroxyanion species has been identified as the active component in certain reactions 
catalyzed by P450.  In particular certain deformylation reactions such as the last step in the aromatase 
reaction sequence shown below.  Notice that the peroxyanion is acting as a nucleophile and that the O-
O bond is cleaved homolytically.  
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This mechanism is now in doubt. 
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ABSTRACT: Aromatase is the cytochrome P450 enzyme that cleaves the C10−C19 carbon−carbon bond of androgens to form
estrogens, in a three-step process. Compound I (FeO3+) and ferric peroxide (FeO2

−) have both been proposed in the literature
as the active iron species in the third step, yielding an estrogen and formic acid. Incubation of purified aromatase with its 19-
deutero-19-oxo androgen substrate was performed in the presence of 18O2, and the products were derivatized using a novel diazo
reagent. Analysis of the products by high-resolution mass spectrometry showed a lack of 18O incorporation in the product formic
acid, supporting only the Compound I pathway. Furthermore, a new androgen 19-carboxylic acid product was identified. The
rates of nonenzymatic hydration of the 19-oxo androgen and dehydration of the 19,19-gem-diol were shown to be catalytically
competent. Thus, the evidence supports Compound I and not ferric peroxide as the active iron species in the third step of the
steroid aromatase reaction.

■ INTRODUCTION
Androgens are converted to estrogens by the steroid aromatase,
cytochrome P450 (P450 or CYP) 19A1. This reaction is
essential in maintenance of hormone balance.1,2 P450 19A1 is
also an important target for drugs used in treating estrogen-
dependent cancers.3 The conversion of an androgen
(androstenedione or testosterone) to an estrogen is a three-
step process (Scheme 1, I to IV). The first two steps are
relatively straightforward and can both be rationalized in the
context of a perferryl “Compound I” (FeO3+) P450
intermediate (M7, Scheme 2).
There has been considerable controversy regarding the

mechanism of the third step, however, and at least five
proposals have been made, including 1β- and 2β-hydroxylation,
4,5-epoxidation, a concerted Compound I mechanism not
involving a stable hydroxyl product, and the use of a preceding
ferric peroxide form of the enzyme in the catalytic cycle (M5,
Scheme 2).4−15 Computational,7,8 atom-labeling,9,12,15 spectro-
scopic,6,16 biomimetic model,17,18 synthesis of proposed
intermediates,10,11 and other approaches19 have been applied,
and the most popular view today is that the FeO2

− (ferric
peroxide) form of the enzyme reacts with the 19-aldehyde
(CHO) of the androgen in a nucleophilic attack.12,20 Crystal
structures of human P450 19A1 are now available,21,22 but
these do not resolve the catalytic controversy. The most
compelling evidence for the FeO2

− nucleophilic attack
mechanism comes from 18O2 labeling studies.9,12,15,20

From an incubation of purified P450 19A1 with its third
substrate, 19-oxo androgen (Scheme 3, III-o or III-g), in the

presence of 18O-labeled molecular oxygen (18O2), an FeO3+

(M7, Compound I) mechanism (Scheme 3, step 3b) should
not lead to the recovery of an 18O atom in the product formic
acid (Vb), but an FeO2

− (M5) mechanism (Scheme 3, step 3a)
will (Va). Akhtar et al.12,15 reported 60% and 90%
incorporation of one 18O atom into formic acid, and Caspi et
al.9 reported 70% incorporation, all in studies with human
placental microsomes. These results have provided the major
evidence for a FeO2

− mechanism or possibly a mixed
mechanism with the FeO2

− pathway being dominant (Scheme
3, step 3a).

■ EXPERIMENTAL SECTION
The experimental procedures are provided in detail in the Supporting
Information.

■ RESULTS
Overall Strategy. Several experimental results would clarify

the mechanism of the final aromatization step of P450 19A1
(Scheme 3, steps 3a and 3b). The ferric peroxide (Scheme 3,
step 3a) mechanism is supported if: (i) one 18O atom is
incorporated into the formic acid product (Scheme 3, Va) in
the incubation of 19-oxo androgen in atmospheric 18O2 with
P450 19A1 and (ii) the aldehyde (Scheme 3, III-o) is required
as the substrate for the carbon−carbon bond cleavage step.
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6. Protonation to give the Compound I (good) or hydrogen peroxide (bad) 
 
The sequential addition of 2 protons to the terminal oxygen of the ferric peroxyanion (middle below 
going right) leads to heterolytic cleavage of the oxygen-oxygen bond producing water and Compound 
I.   
 
a.  The “push” of electron density from the 5th ligand thiolate is important in this O-O cleavage reaction 
to assure that the electrons in the O-O bond leave with water.  This is part of the push-pull effect. 
 
b.  A proton relay system is important in the protonation steps. 
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c.  A very important branching reaction also occurs at this point although we don’t know the details.  
The cycle aborts (decouples) with the release oxygen as hydrogen peroxide.  One might imagine that 
this is a result of protonating the proximal oxygen with one of the two protons (middle going left). 
 
The mechanism of productive dioxygen cleavage is being extensively studied by deuterium solvent 
isotope effects as well as point mutants of P450 enzymes.  It appears that the first protonation step on 
the distal oxygen atom is slower than the second and that a highly, though not totally, conserved distal 
threonine and participation of a chain of water molecules are important in driving productive oxygen 
scission.   Oxygen cleavage is heterolytic!...both electrons in the O-O bond leave with the water 
oxygen.  This generates an electrophillic oxygen bound to iron.   
 
 
 

 
 
 
d.  The remaining oxygen atom of Compound I is electron poor.  Calculations show that the thiolate 
“pulls” electrons from the oxygen.  Hence the name Push-Pull effect.  It is also thought that the 
effectiveness of the proton delivery machinery is substrate dependent and highly sensitive to mutations 
in the enzyme active site.   
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The hydrogen bonds to the cysteinate are important and largely conserved.  Recent QMM studies have 
focused on some interesting questions.  JACS 133: 15464-15474 (2011). 
 
1.  Should we expect meaningful inter-CYP differences in the structure and reactivity of Compound 1? 
 
2.  How important is conformational flexibility in the proximal peptides? 
 
3.  Compound I may be less stable in the presence of substrates which chase water out of the active 
site. 
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it as meaningful. As discussed below, though, this quantity is
found to correlate with the calculated bond energies, so it may be
a genuine difference between the ligand-bound and -free forms.
Stability of Cpd I. We now consider the approximate Fe!O

bond energies ΔE2. Table 3 displays the average values of ΔE2
calculated from QM/MM minimized structures taken from the
2C9_apo, 2C9_dist, 2C9_2warf, 2C9_prox, P450cam_prop,
2D6_apo, 2D6_dex, 3A4_apo, and 3A4_dex simulations
(detailed information is in the Supporting Information). The
majority of the Fe!O bond energies fall within the range 49!62
kcal mol!1. The energy ΔE3 for adding an oxygen atom into a
C!H bond of methane or other simple substrates, such as
propene, is of the order of !90 kcal mol!1.72 Combined with
the approximate value ofΔE2 of 50 kcal mol!1 in the presence of
substrate, this suggests that the overall reaction energy for C!H
bond oxidation by Cpd I should be of the order of !40 kcal
mol!1, a value which agrees very well with typical calculated
reaction energies.20 This suggests that despite its approximate
nature, the definition of the bond energy ΔE2 used here is
physically reasonable.
There is considerable fluctuation in the values obtained over

the course of all the simulations. The most extreme example of
this case is the 2C9_prox case, where the Fe!O bond enthalpy
varies between 46.2 and 76.8 kcal mol!1. The largest values are
those where the Fe!S bond is broken (i.e., >3.0 Å), as discussed
above and therefore are not included in the calculation of average
values.
The values of the average ΔE2 for different systems all fall

within the range of values obtained for any particular simulation,
suggesting that there is no major difference in bond energy from
one isoform to another, which is expected given the fairly
constant chemical environment in each case. However, one
possibly significant trend is that in the presence of a substrate
molecule in the active site, the average value of ΔE2 is slightly
lower than in its absence. For example, of the CYP2C9 models,
the average Fe!Obond enthalpy follows the order 2C9_2warf <
2C9_dist≈ 2C9_prox < 2C9_apo. This trend is mirrored in the
P450cam and CYP2D6 simulations, where the presence of sub-
strate significantly lowers the average Fe!O bond enthalpy.

The weakening effect of the substrate molecule on the Fe!O
bond can be described in terms of several mostly complementary
effects: (a) One is that the presence of the substrate could
directly affect the polarization of the Fe!Obond, thus raising the
energy of Cpd I relative to the ground state, so that less energy
would be required for its breakage. The energy of formation of
Cpd I from Cpd 0 has been calculated by Zheng et al.73 to be
around!4 kcal mol!1, hence the destabilization effect cannot be
very large otherwise Cpd I formation would be unfavorable.
A similar estimate of the energy of formation of Cpd I fromCpd 0
is obtained from an analysis of experimental data based on a
thermodynamic cycle.74 (b) Another possible explanation is that
the presence of substrate stabilizes the resting state of the
enzyme, lowering the energy required to break the Fe!O bond.
(c) Linked to these two explanations, it is possible that the
substrate has an indirect effect on the stability of either the resting
state or Cpd I, by changing the preferred conformations of the
surrounding protein and the water in the active site. This could
affect the hydrogen-bonding interactions between the protein
and Cpd I, which have been shown to have an effect on its
electronic structure,3,4,10,20 as discussed in the Introduction. The
possible effect (a) of substrate polarization of the Fe!O bond is
explored in the next section. The most convincing explanation of
the effect, in our view, is of type (c) and can be best expressed as
saying that it is not the presence of the substrate that has a large
effect but rather its absence. When no substrate molecule is
bound, more water is able to enter the active site cavity. As a
result, there are more hydrogen-bonding interactions between
the Cpd I ferryl oxygen and the surrounding water molecules in
the absence of substrate.
The average number of hydrogen bonds to the Cpd I ferryl

oxygen, NHB(FeO), throughout all of the MD simulations was
calculated in CHARMM, and these data are shown in Table 3.
A hydrogen bond is defined as present between the atomsA!H!D
if the distance between the donor (D) and acceptor (A) is less
than 2.8Å and if theA!H!Dangle is greater than 90!.75N!Hand
O!H groups only were defined as potential hydrogen-bond
donors. As expected, the presence of substrate in the active site
displaces water and hence results in fewer hydrogen bonds, on
average, to the ferryl oxygen. This effect is most apparent in the
2C9 systems: in the 2C9_apo and 2C9_dist simulations in which
there is no substrate molecule close to Cpd I, NHB(FeO) is 1.05
and 1.06, respectively. In the 2C9_prox and 2C9_2warf simula-
tions, where a substrate molecule is present directly above Cpd I,
NHB(FeO) is significantly lower (0.50 and 0.14 respectively).

Table 3. Average Fe!O Bond Enthalpies,ΔE2 [kcal mol!1],
and Standard Deviation, σ, Calculated for QM/MM
Optimized Snapshots

ΔE2 σ

2C9_apo 58.5 3.9

2C9_prox 56.1 2.3

2C9_2warf 49.9 2.3

2C9_dist 55.1 3.8

2D6_apo 61.5 3.5

2D6_dex 49.3 2.5

3A4_apo 55.0 3.3

3A4_dex 54.9 2.7

P450cam_apo 54.9 4.1

P450cam_prop 52.1 1.6
Figure 7. QM/MM optimized structural snapshot of Cpd I and
residues surrounding the cysteinyl sulfur taken from the P450cam_prop
simulation. The hydrogen bond between the amide proton of Gly359
and the sulfur of Cys357 is shown as a red dashed line. This hydrogen-
bonding interaction is present in all of the isoforms studied in this work,
however, the interaction is strongest in the P450cam isoform.


