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ABSTRACT: Particulate methane monooxygenase
(pMMO) is an integral membrane metalloenzyme that
converts methane to methanol in methanotrophic bacteria.
The enzyme consists of three subunits, pmoB, pmoA, and
pmoC, organized in an α3β3γ3 trimer. Studies of intact
pMMO and a recombinant soluble fragment of the pmoB
subunit (denoted as spmoB) indicate that the active site is
located within the soluble region of pmoB at the site of a
crystallographically modeled dicopper center. In this work,
we have investigated the reactivity of pMMO and spmoB
with oxidants. Upon reduction and treatment of spmoB
with O2 or H2O2 or pMMO with H2O2, an absorbance
feature at 345 nm is generated. The energy and intensity of
this band are similar to those of the μ-η2:η2-peroxo-CuII2
species formed in several dicopper enzymes and model
compounds. The feature is not observed in inactive spmoB
variants in which the dicopper center is disrupted,
consistent with O2 binding to the proposed active site.
Reaction of the 345 nm species with CH4 results in the
disappearance of the spectroscopic feature, suggesting that
this O2 intermediate is mechanistically relevant. Taken
together, these observations provide strong new support
for the identity and location of the pMMO active site.

Methanotrophic bacteria oxidize methane to methanol
using methane monooxygenases (MMOs). In contrast

to costly and inefficient industrial catalysts, MMOs oxidize this
inert hydrocarbon (C−H bond dissociation energy 104 kcal
mol−1) and major greenhouse gas under ambient conditions in
an environmentally benign fashion. The soluble form of
methane monooxygenase (sMMO) is produced by some
methanotrophs under conditions of copper starvation1 and
contains a catalytic, carboxylate-bridged diiron center. The
particulate form (pMMO) is an integral membrane protein
expressed by almost all methanotrophs. Whereas the chemistry
of methane oxidation by sMMO is well-understood,2

mechanistic studies of pMMO have been hindered by
controversy surrounding the identity and nature of the metal
active site.
pMMO consists of three polypeptide chains, denoted as

pmoB, pmoA, and pmoC (Figure S1 in the Supporting
Information), that are arranged in an α3β3γ3 trimer.3−5 Several
active site models have been proposed in the context of this
architecture.6 In one model, a hydrophilic patch of residues
within the transmembrane pmoA and pmoC subunits has been
postulated to house a catalytic tricopper center.7,8 This site is

devoid of metal ions in the three available pMMO crystal
structures, however.3−5 A second model also suggests that the
active site is within these subunits, but instead involves a diiron
center similar to that in sMMO.9,10 This diiron center is
proposed to occupy a solvent-accessible site known to bind a
single zinc or copper ion, depending on the crystallization
conditions.4,5

Data from our laboratory indicate that the pMMO active site
contains copper, not iron. In addition, a recombinant protein
fragment corresponding to the soluble region of the
Methylococcus capsulatus (Bath) pmoB subunit (spmoB)
(Figure S1) exhibits methane oxidation activity, localizing the
active site within spmoB rather than within the transmembrane
pmoA and pmoC subunits.11,12 Two distinct copper sites have
been found in the pmoB subunit. The first, a mononuclear site,
is present in M. capsulatus (Bath) pMMO3, but not in pMMOs
from Methylosinus trichosporium OB3b and Methylocystis species
strain M.4,5 The second, which is conserved in all three
characterized pMMOs, has been modeled as dinuclear with a
Cu−Cu distance of ∼2.6 Å on the basis of crystallographic and
X-ray absorption spectroscopic data.4,5,13 Site-directed variants
of spmoB have allowed us to pinpoint the activity to this
dicopper site, which is coordinated by His 33, His 137, and His
139 [M. capsulatus (Bath) pMMO numbering]. Although these
data clearly show that pMMO activity derives from this specific
location, the moderate resolution of the crystal structures (2.68
Å at best) and the low activity of spmoB11 leave room for
debate regarding both the nuclearity and the reactivity of the
dicopper site.
If this dicopper center is the site of methane oxidation, it

should bind O2. The binding of O2 to dicopper centers in both
proteins and model compounds has been studied extensively.
Potentially relevant biological systems include the oxygen
carrier hemocyanin and the enzymes tyrosinase and catechol
oxidase.14 Although pMMO has a shorter Cu−Cu distance and
fewer coordinating histidine residues (Figure S2),15−17 these
type 3 copper proteins represent a reasonable starting point for
considering the interaction of O2 with the pMMO active site. In
these proteins, the reaction of O2 with the CuI2 state or of
H2O2 with the met-CuII2 state yields a well-defined μ-η2:η2-
peroxo-CuII2 species with ε345 nm ≈ 20 000 M−1 cm−1.14,18 This
species can also be formed in a number of synthetic complexes,
and in some of these, it isomerizes into a bis-μ-oxo-CuIII2 core,
which is spectroscopically distinct and has not been detected in
biological systems.19−22 Also of particular relevance to pMMO
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are recent studies of a Cu-ZSM-5 zeolite that converts methane
into methanol. In this system, the active species is believed to
be a mono-μ-oxo-CuII2 species that is formed from a μ-η2:η2-
peroxo-CuII2 precursor.

23−25 Although the O2 reactivity of the
pMMO copper sites has been explored computationally,26,27

the possibility of a detectable interaction between copper and
O2 has not been addressed experimentally. To probe further the
location of the active site and as a first step toward mechanistic
studies, we have investigated O2 binding to the active sites of
both pMMO and spmoB.
After generating the oxy forms of tyrosinase and

hemocyanin28,29 and observing the 345 and 580 nm optical
features of the μ-η2:η2-peroxo-CuII2 species (Figure S3), we
performed similar experiments using M. capsulatus (Bath)
pMMO solubilized with n-dodecyl-β-D-maltopyranoside. Solu-
bilized pMMO was used instead of purified sample to preserve
the enzymatic activity.30 No spectral changes were observed
upon addition of H2O2 to the as-isolated pMMO, which
contains a mixture of CuI and CuII.13 Reduction with ascorbate
followed by O2 addition did not produce any observable
spectral changes either.31 Reduction was then performed more
rigorously by repeated argon/vacuum cycling of the sample on
a Schlenck line and incubation with excess ascorbate in an
anaerobic chamber. This procedure yields reduced pMMO, as
shown by electron paramagnetic resonance (EPR) spectrosco-
py (Figure S4). After 30 min, the reduced pMMO was removed
from the chamber in a sealed cuvette and treated with excess
H2O2. After incubation at room temperature overnight, an
optical feature with λmax = 345 nm was observed (Figure 1). A

second peak at 410 nm derived from heme contaminants was
present both before and after treatment.30 We were not able to
generate the 345 nm feature using oxygenated buffer instead of
H2O2.
The experiments were then carried out using spmoB.

Although its methane oxidation activity is much lower than
that of intact pMMO,11 spmoB is free of heme and other
potential contaminants from the M. capsulatus (Bath)
membranes and thus is useful for spectroscopic analysis.
There was again no observable absorbance change upon
addition of H2O2 to as-isolated spmoB or O2 to ascorbate-

reduced spmoB. However, careful deoxygenation and reduction
in the anaerobic chamber (Figure S4) followed by treatment
with either H2O2 or O2 yields a peak at 345 nm (Figure 2).

This feature appeared immediately. On the basis of the
estimated ε345 nm value of 10 000 M−1 cm−1, the occupancy of
the 345 nm species in these samples is ∼50%. The feature was
not observed in control experiments using the apo form of
spmoB.
It is not clear why the 345 nm feature can be generated with

both H2O2 and O2 for spmoB, but only with H2O2 for pMMO.
The dicopper center is presumably far more accessible in
spmoB, and it may be more difficult to deliver a sufficient
concentration of O2 within the intact membrane-bound
pMMO, especially given the limited solubility of O2 in buffer.32

However, the observation of the same copper and oxygen-
dependent optical feature in both pMMO and spmoB strongly
supports our previous conclusions11 that the active site resides
in spmoB.
To determine whether the 345 nm peak indeed originates

from O2 binding at the proposed pMMO active site, we took
advantage of the previously characterized spmoB variants.11

These variants, which were critical in locating the active site,
include spmoB_H48N, which disrupts the monocopper site but
still exhibits enzyme activity, spmoB_H137,139A, which
disrupts the dicopper site and exhibits no activity, and
spmoB_H48N_H137,139A, which is also inactive. Samples of
all three variants were subjected to the same reduction
procedure followed by reaction with O2 or H2O2. Only
spmoB_H48N exhibits the absorbance feature at 345 nm
(Figure 3 and Figure S5). Thus, oxidant binding occurs only
when the copper site ligated by His 33, His 137, and His 139 is
intact.
Further experiments were then performed in the presence of

the substrate CH4. The 345 nm optical feature was generated in
samples of spmoB using either O2 or H2O2, and the samples
were incubated with CH4 for 1 h at 45 °C. The samples were
then examined by optical spectroscopy. Protein precipitation
prevented monitoring of the 345 nm feature as a function of
time at 45 °C, so instead, samples were centrifuged, and the
end-point spectrum was recorded (Figure 4). After 1 h, the

Figure 1. Reaction of H2O2 with solubilized pMMO from M.
capsulatus (Bath). Upon addition of H2O2 to anaerobically reduced
pMMO, the optical feature at 345 nm slowly appears and is detectable
after ∼12 h. The peak at 410 nm derives from heme contaminants.

Figure 2. Difference spectra showing the reactions of O2 and H2O2
with 20 μM spmoB. The feature at 345 nm appears immediately, and
the value of ε345 nm was estimated to be 10 000 M−1 cm−1.
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absorbance at 345 nm is significantly diminished. In the
absence of CH4, this feature retains its intensity in an anaerobic
cuvette for ∼12 h. This finding is consistent with the 345 nm
species being on the pMMO reaction pathway.

Taken together, these data provide key new support for our
pMMO active site model. First, the optical feature observed
upon reaction with H2O2 or O2 was observed only in samples
containing the pmoB copper center that we assigned as the
active site.11 Second, the data are consistent with this site being
a dicopper center. The energy and extinction coefficient are
very similar to those of the hemocyanin and tyrosinase μ-η2:η2-
peroxo-CuII2 species.18 Generation of this species by H2O2
treatment would require oxidation of the deoxy-CuI2 form to a
met-CuII2 form followed by conversion to the μ-η2:η2-peroxo-
CuII2 species by reaction with a second molecule of H2O2,
similar to what has been proposed for hemocyanin33,34 and
tyrosinase.35,36 Titration with H2O2 gave results consistent with
the binding of two molecules of H2O2 per spmoB (or per

dicopper center) (Figure S6). The 345 nm feature may
alternatively correspond to a met-CuII2 form, similar to that
generated in hemocyanin.34,37 Finally, the hydroxo-bridged
CuII2 type 3 site in multicopper oxidases exhibits a feature at
330 nm (ε330 nm = 2−5000 M−1 cm−1)14,38,39 that is also
consistent with the present observations. These scenarios are all
compatible with a dicopper center model, and the disappear-
ance of the 345 nm species after incubation with CH4
demonstrates its relevance to pMMO catalysis. Definitive
assignment of the 345 nm species would be facilitated by
resonance Raman spectroscopic data. However, refolded
spmoB precipitates at micromolar concentrations, and it has
not been possible to generate an appropriately concentrated
sample despite extensive efforts. Such experiments with pMMO
are complicated by the presence of heme contaminants.
Both density functional theory (DFT) calculations on

pMMO and spectroscopic and DFT studies of the Cu-ZSM-5
zeolite suggest that a μ-η2:η2-peroxo-CuII2 species may be a
precursor to an intermediate that reacts with methane.
According to DFT calculations, a mixed-valent bis-μ-oxo-
CuIICuIII species may be able to activate the C−H bond in
methane.26,27,40 This species could be generated from the μ-
η2:η2-peroxo-CuII2 or bis-μ-oxo-CuIII2 core by injection of an
electron from an exogenous source, from another metal ion, or
from a protein residue.19,41 In the Cu-ZSM-5 zeolite, spectator
CuI ions in the zeolite lattice are suggested to provide two
electrons to convert a μ-η2:η2-peroxo-CuII2 precursor into a
bent mono-μ-oxo-CuII2 active species

23,25 that can be modeled
into the pMMO active site.18 However, additional spectro-
scopic data, optimally on a more tractable soluble protein
model system, will be critical to understanding the relevance of
these oxygen intermediates to pMMO catalysis.

■ ASSOCIATED CONTENT
*S Supporting Information
Full description of experimental procedures; figures showing
pMMO and the pMMO metal centers; figures showing the
active sites of pMMO, hemocyanin, and tyrosinase; absorption
spectra of oxyhemocyanin and oxytyrosinase; EPR spectra of
reduced pMMO and spmoB; difference spectra showing
reaction of H2O2 with wild-type and spmoB variant proteins;
and titration of spmoB with H2O2. This material is available
free of charge via the Internet at http://pubs.acs.org.

■ AUTHOR INFORMATION
Corresponding Author
amyr@northwestern.edu

Notes
The authors declare no competing financial interest.

■ ACKNOWLEDGMENTS
This work was supported by the National Institutes of Health
(GM070473 to A.C.R., HL13531 to B.M.H., and
F32GM097049 to M.A.C.) and the National Science
Foundation (DGE-0824162 to G.E.C.). We thank Dr.
Ramakrishnan Balasubramanian for valuable discussions.

■ REFERENCES
(1) Hakemian, A. S.; Rosenzweig, A. C. Annu. Rev. Biochem. 2007, 76,
223.
(2) Tinberg, C. E.; Lippard, S. J. Acc. Chem. Res. 2011, 44, 280.
(3) Lieberman, R. L.; Rosenzweig, A. C. Nature 2005, 434, 177.

Figure 3. Difference spectra showing the reaction of O2 with wild-type
and variant spmoB proteins. The 345 nm peak is observed only for
spmoB and spmoB_H48N, the two forms that retain the dicopper
center and exhibit methane oxidation activity.

Figure 4. Reactivity of the spmoB 345 nm species with CH4. Addition
of CH4 to the 345 nm species results in reduction of the absorbance
peak.

Journal of the American Chemical Society Communication

dx.doi.org/10.1021/ja302195p | J. Am. Chem. Soc. 2012, 134, 7640−76437642

http://pubs.acs.org
mailto:amyr@northwestern.edu


(4) Hakemian, A. S.; Kondapalli, K. C.; Telser, J.; Hoffman, B. M.;
Stemmler, T. L.; Rosenzweig, A. C. Biochemistry 2008, 47, 6793.
(5) Smith, S. M.; Rawat, S.; Telser, J.; Hoffman, B. M.; Stemmler, T.
L.; Rosenzweig, A. C. Biochemistry 2011, 50, 10231.
(6) Rosenzweig, A. C. Biochem. Soc. Trans. 2008, 36, 1134.
(7) Chan, S. I.; Wang, V. C. C.; Lai, J. C. H.; Yu, S. S. F.; Chen, P. P.
Y.; Chen, K. H. C.; Chen, C. L.; Chan, M. K. Angew. Chem., Int. Ed.
2007, 46, 1992.
(8) Chan, S. I.; Yu, S. S. F. Acc. Chem. Res. 2008, 41, 969.
(9) Martinho, M.; Choi, D. W.; DiSpirito, A. A.; Antholine, W. E.;
Semrau, J. D.; Münck, E. J. Am. Chem. Soc. 2007, 129, 15783.
(10) Semrau, J. D.; DiSpirito, A. A.; Yoon, S. FEMS Microbiol. Lett.
2010, 34, 496.
(11) Balasubramanian, R.; Smith, S. M.; Rawat, S.; Stemmler, T. L.;
Rosenzweig, A. C. Nature 2010, 465, 115.
(12) Smith, S. M.; Balasubramanian, R.; Rosenzweig, A. C. Methods
Enzymol. 2011, 495, 195.
(13) Lieberman, R. L.; Kondapalli, K. C.; Shrestha, D. B.; Hakemian,
A. S.; Smith, S. M.; Telser, J.; Kuzelka, J.; Gupta, R.; Borovik, A. S.;
Lippard, S. J.; Hoffman, B. M.; Rosenzweig, A. C.; Stemmler, T. L.
Inorg. Chem. 2006, 45, 8372.
(14) Solomon, E. I.; Sundaram, U. M.; Machonkin, T. E. Chem. Rev.
1996, 96, 2563.
(15) Magnus, K. A.; Hazes, B.; Ton-That, H.; Bonaventura, C.;
Bonaventura, J.; Hol, W. G. J. Proteins 1994, 19, 302.
(16) Matoba, Y.; Kumagai, T.; Yamamoto, A.; Yoshitsu, H.;
Sugiyama, M. J. Biol. Chem. 2006, 281, 8981.
(17) Gerdemann, C.; Eicken, C.; Krebs, B. Acc. Chem. Res. 2002, 35,
183.
(18) Solomon, E. I.; Ginsbach, J. W.; Heppner, D. E.; Kieber-
Emmons, M. T.; Kjaergaard, C. H.; Smeets, P. J.; Tian, L.; Woertink, J.
S. Faraday Discuss. 2011, 148, 11.
(19) Himes, R. A.; Karlin, K. D. Curr. Opin. Chem. Biol. 2009, 13,
119.
(20) Que, L.; Tolman, W. B. Nature 2008, 455, 333.
(21) Lewis, E. A.; Tolman, W. B. Chem. Rev. 2004, 104, 1047.
(22) Mirica, L. M.; Ottenwaelder, X.; Stack, T. D. P. Chem. Rev.
2004, 104, 1013.
(23) Vanelderen, P.; Hadt, R. G.; Smeets, P. J.; Solomon, E. I.;
Schoonheydt, R. A.; Sels, B. F. J. Catal. 2011, 284, 157.
(24) Woertink, J. S.; Smeets, P. J.; Groothaert, M. H.; Vance, M. A.;
Sels, B. F.; Schoonheydt, R. A.; Solomon, E. I. Proc. Natl. Acad. Sci.
U.S.A. 2009, 106, 18908.
(25) Smeets, P. J.; Hadt, R. G.; Woertink, J. S.; Vanelderen, P.;
Schoonheydt, R. A.; Sels, B. F.; Solomon, E. I. J. Am. Chem. Soc. 2010,
132, 14736.
(26) Shiota, Y.; Yoshizawa, K. Inorg. Chem. 2009, 48, 838.
(27) Yoshizawa, K.; Shiota, Y. J. Am. Chem. Soc. 2006, 128, 9873.
(28) Eickman, N. C.; Himmelwright, R. S.; Solomon, E. I. Proc. Natl.
Acad. Sci. U.S.A. 1979, 76, 2094.
(29) Jolley, R. L.; Evans, L. H.; Makino, N.; Mason, H. S. J. Biol.
Chem. 1974, 249, 335.
(30) Lieberman, R. L.; Shrestha, D. B.; Doan, P. E.; Hoffman, B. M.;
Stemmler, T. L.; Rosenzweig, A. C. Proc. Natl. Acad. Sci. U.S.A. 2003,
100, 3820.
(31) Boal, A. K.; Rosenzweig, A. C. Chem. Rev. 2009, 109, 4760.
(32) Dassama, L. M. K.; Yosca, T. H.; Conner, D. A.; Lee, M. H.;
Blanc, B.; Streit, B. R.; Green, M. T.; DuBois, J. L.; Krebs, C.;
Bollinger, J. M. Biochemistry 2012, 51, 1607.
(33) Felsenfeld, G.; Printz, M. P. J. Am. Chem. Soc. 1959, 81, 6259.
(34) Zlateva, T.; Santagostini, L.; Bubacco, L.; Casella, L.; Salvato, B.;
Beltramini, M. J. Inorg. Biochem. 1998, 72, 211.
(35) García-Molina, F.; Hiner, A. N. P.; Fenoll, L. G.; Rodríguez-
Lopez, J. N.; García-Ruiz, P. A.; García-Cańovas, F.; Tudela, J. J. Agric.
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