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The link between similarity in amino acid sequence for ammonia monooxygenase (AMO)
and isotopic discrimination for ammonia oxidation (εAMO) was investigated in
β-subdivision ammonia-oxidizing bacteria. The isotope effects for ammonia oxidation
in pure cultures of the nitrifying strains Nitrosomonas marina, Nitrosomonas C-113a,
Nitrosospira tenuis, Nitrosomonas europaea, and Nitrosomonas eutropha ranged from
14.2‰ to 38.2‰. The differences in isotope effects could not be readily explained by
differential rates of ammonia oxidation, transport of NH4

+, or accumulation of NH2OH
or N2O among the strains. The major similarities and differences observed in εAM O

are, however, paralleled by similarities and differences in amino acid sequences for the
α-subunit of AMO (AmoA). Robust differences in εAM O among nitrifying bacteria may
be expected to influence the stable isotopic signatures of nitrous oxide (N2O) produced
in various environments.
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Introduction

Ammonia-oxidizing nitrifying bacteria play a key role in the regeneration of nitrate (NO−
3 )

and the production of N2O in many marine, estuarine, and terrestrial ecosystems. The im-
portance of ammonia-oxidizers in the nitrogen cycle has led to interest in understanding
their species diversity, distribution, and activity in relation to environmental variables. The
diversity of ammonia-oxidizing bacteria has been explored through morphological, physio-
logical, inmmunological, and genetic features (Ward and Carlucci 1985; Koops et al. 1991;
Bothe et al. 2000; Kowalchuk and Stephen 2001). Most cultured isolates of ammonia-
oxidizing nitrifiers can be assigned to one of two genera in the β-subdivision of the Pro-
teobacteria, Nitrosomonas and Nitrosospira, while a few characterized ammonia-oxidizers
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belong to the γ -subdivision of the Proteobacteria (Head et al. 1993; Teske et al. 1994;
Purkhold et al. 2000; Aakra et al. 2001). The scope of nitrifier diversity is expanded by
nitrifier 16S rDNA clone libraries obtained from the environment, which contain sequences
distinct from the cultured strains (Stephen et al. 1996; Purkhold et al. 2000; Smith et al.
2001; Hollibaugh et al. 2002).

The question of whether particular ammonia-oxidizers are capable of thriving in vari-
able environments or whether populations of ammonia-oxidizers shift in response to envi-
ronmental changes has been addressed in a few studies (Kowalchuk et al. 2000; de Bie et al.
2001). Studies have also shown that certain physiological traits, such as urease activity,
saturation constants for ammonia (Km), as well as ammonia, pH, and salt tolerance are
consistent with 16S rRNA groupings (Koops et al. 1991; Stehr et al. 1995; Pommerening-
Roser et al. 1996; Suwa et al. 1997; Jiang and Bakken 1999a). These different abilities to
thrive in various environmental conditions, or niches, can allow nitrification to occur under
a broad range of pH, NH3, and O2 concentrations and may explain the wide distribution
and diversity of ammonia-oxidizers in oxic environments. This phenotypic or “functional
diversity” that impacts the geochemistry in an environment is a concept referred to here as
“biogeochemical diversity.”

Functional diversity that is important for success in different environments may be
reflected not only in 16S rRNA diversity but also in diversity of the metabolic enzymes
of nitrifying bacteria. The key enzymes for ammonia (NH3) oxidation to nitrite (NO−

2 ) are
ammonia monooxygenase (AMO), which converts NH3 to hydroxylamine (NH2OH), and
hydroxylamine oxidoreductase (HAO), which converts NH2OH to NO−

2 . The gene encoding
the α-subunit of AMO (amoA) has been sequenced from many ammonia-oxidizers. Phylo-
genies based on amoA (and the protein sequence AmoA) have in general shown remarkable
correspondence to 16S rRNA phylogenies (Purkhold et al. 2000; Norton et al. 2002). How-
ever, some important differences in the placement of NH3-sensitive Nitrosomonas species
relative to Nitrosospiras make amoA a better functional or phenotypic marker than phyloge-
netic marker (Aakra et al. 2001; Norton et al. 2002). amoA sequences are particularly useful
in distinguishing among closely-related ammonia-oxidizing bacteria because this protein-
encoding gene shows more variation than does the 16S rRNA gene (Rotthauwe et al. 1997).
amoA sequences obtained from the environment demonstrate a substantial diversity in natu-
ral populations (Rotthauwe et al. 1997; Juretschko et al. 1998; Mendum et al. 1999; Voytek
et al. 1999; Nold et al. 2000; Purkhold et al. 2000), and an important question raised by these
observations is how diversity in gene or protein sequences is reflected in diversity in biogeo-
chemical activity (e.g., variable rates, isotope fractionation, substrate affinity and tolerance).

Isotopic ratios of dissolved inorganic nitrogen pools (NH+
4 , NO−

3 , and N2O) can be
altered by the action of nitrifying bacteria, thus providing an in situ tracer for nitrification
activity (Mariotti et al. 1984; Horrigan et al. 1990). Variation in the stable isotopic compo-
sition of N2O, a climatically important atmospheric trace gas, may represent an important
constraint on the contribution of nitrifying bacteria to its production (Yoshida et al. 1984;
Kim and Craig 1990; Dore et al. 1998; Rahn and Wahlen 2000). In light of the observed
diversity of ammonia-oxidizing bacteria, it is important to address the scope of biological
and environmental factors that may lead to variability in their kinetic isotope effects in order
to fully interpret variations in stable isotope distributions as tracers of underlying microbial
activity. It is of particular concern that interpretations of marine nitrogen isotope dynamics
have necessarily been based on N. europaea (Yoshida et al. 1984; Naqvi et al. 1998), which
may not be representative of marine ammonia-oxidizers.

Here we examine the range of kinetic isotope effects for ammonia oxidation in a
variety of cultured ammonia-oxidizing bacteria, including marine and terrestrial strains.
The kinetic isotope effect, ε, is a fundamental parameter of any biogeochemical pathway
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or transformation. It arises from small differences in the rates of enzymatic reaction with
molecules containing heavy and light isotopes of constituent atoms: ε = (k1/kh −1)×103,
where k1 and kh are the rate constants for enzymatic reaction with light and heavy molecules,
respectively (Mariotti et al. 1981). An enzyme-level isotope effect is likely to be influenced,
if not uniquely determined, by the primary sequence of the enzyme and thus may be an
effective way to connect the diversity of protein sequences to biogeochemical function.
However, in whole cells, in addition to enzyme-level isotope effects, physiological factors
may play a role in the overall (expressed or observed) isotope effect for a multi-step process
that involves transport of substrate between extra-cellular and intra-cellular pools (Laws
et al. 1997). In the present work we use εAMO to refer to the expressed isotope effect
for ammonia oxidation by whole cells. The current study was undertaken to investigate
the potential range in isotope effects for ammonia oxidation among nitrifying bacteria. The
observed differences in εAMO are analyzed in the context of genetic and physiological factors
that may lead to different εAMO values among nitrifiers. We further discuss the potential
impact of diversity in εAMO on N2O isotope distributions.

Materials and Methods

Bacteria and Culture Conditions

Nitrosomonas europaea (Schmidt strain, ATCC 19718), Nitrosomonas eutropha (Schmidt
strain), and Nitrosospira tenuis (NV-12) were grown in Walker medium with deionized
water (Soriano and Walker 1968). Nitrosomonas sp. C-113a (Red Sea isolate) was grown
in medium with full strength seawater using the recipe given by Ward (Ward 1987) (W
medium), and Nitrosomonas marina (BBW culture collection) was grown in W medium
made up in 50% seawater (W/2 medium). Cultures (500 ml) were grown in static 1-liter
flasks in the dark at 18◦C and maintained in “semi-continuous” batch culture by periodic
replacement of 50% of the culture with fresh medium (Ward 1987). Saturated K2CO3

solution was added as needed to maintain pH around 8.

Ammonia Oxidation Experiments

Semi continuous batch cultures (250 ml) were harvested by filtration, then washed twice,
and resuspended in 2 ml of growth medium without added NH+

4 . Resuspended cells (0.5 ml)
were used to inoculate 100 ml prepared medium in sealed serum bottles, for a final cell
density of approximately 107 ml−1. For each organism, a series of four serum bottles was
prepared, three of which were inoculated and one kept uninoculated as a control. Ammonium
concentrations in the media were modified from the original recipes (cited above) to 2.0 mM
for N. marina and C-113a, 1.0 mM for N. tenuis, N. eutropha, and N. europaea; other media
constituents were kept the same. The two-fold range in initial ammonia concentrations
was an unintentional result of medium preparation from (NH4)2SO4 with differing stock
concentrations.

Serum bottles were subsampled over the course of 4–10 days and the concentrations of
NH+

4 and NO−
2 , as well as the δ15N of NO−

2 , were measured. Concentrations of NH+
4 and

NO−
2 were measured using the phenol-hypochlorite (Grasshof and Johannse 1972) and the

Greiss-Islovay (Strickland and Parsons 1972) colorimetric methods, respectively.

Isotope Analyses

The δ15N of NO−
2 , defined as: δ15N(‰) = ((15N/14N)sample ÷ (15N/14N)std − 1) × 1000,

was analyzed using the denitrifier method (Sigman et al. 2001) in subsamples taken over
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FIGURE 1 Time course of NH+
4 oxidation to NO−

2 by N. marina (A), C-113a (B), N. tenuis
(C), N. eutropha (D), and N. europaea (E). In each panel [NH+

4 ]/[NH+
4 ]init (dot-dashed

line), [NO−
2 ]/[NH+

4 ]init (dashed line), and [NH+
4 +NO−

2 ]/[NH+
4 ]init (solid line) are shown

for representative bottles. Error bars for [NH+
4 ] and [NO−

2 + NH+
4 ] represent the typical

standard deviation for [NH+
4 ] measurements (±5%), and error bars for [NO−

2 ] measurements
are smaller than the symbols (<0.5–1%).

the time course of NH+
4 conversion to NO−

2 for each strain. Each point represented in
Figure 1, with the exception of the initial time points (which contained <1 µM NO−

2 ),
was analyzed for δ15NO−

2 . The measured concentrations of NO−
2 were used to calculate

the volume of each sample to be aliquotted for isotopic analysis (20 nmoles per analysis).
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Measured δ15N values are referenced to air N2 by calibrating to analyses of IAEA-NO-3,
an internationally distributed reference material (KNO3 salt) which has a δ15N of +4.7‰
vs. air N2 (Gonfiantini et al. 1995). Analytical reproducibility of the denitrifier method for
δ15N measurements is ±0.2‰ (Sigman et al. 2001).

Isotope Effect Estimates

Isotope effects for ammonia oxidation (εAMO) were calculated from the δ15NO−
2 data using

the Rayleigh accumulated product equation: δ15 NO−
2 = δ15 N H4,initial+ε× f ×ln( f )/(1− f )

(Mariotti et al. 1981), where f = [NH4
+]/[NH4

+]initial or 1-([NO−
2 ]/[NH+

4 ]initial). Here
we have assumed that the oxidation of NH+

4 to NO−
2 is a pseudo-one step reaction, with

NH2OH held in steady state. While the activity of AMO does depend on supply of electrons
from HAO, NH2OH accumulation has not been observed in exponentially-growing cells of
N. europaea (Wood 1986; Bock et al. 1992). The coupling of AMO and HAO is thus
assumed to maintain NH2OH in low steady-state concentrations, in which case isotope
effects associated with HAO should have limited impact on the δ15N of NO−

2 . The potential
errors involved in this assumption due to possible accumulation of NH2OH and alternative
sinks of NH+

4 , such as NO and N2O, are discussed below.
It should also be noted that isotopic equilibration between NH+

4 and NH3 is associ-
ated with a 20‰ equilibrium isotope effect (Bigeleisen 1965; Hermes et al. 1985). At a
pH of 8, NH3 is approximately 5% of the total (NH3 + NH+

4 ) pool. Therefore, if the to-
tal pool has a δ15N of 0‰, δ15N of NH3 (the substrate being acted on) will be around
−18‰ relative to the bulk pool. This is likely to be relevant for the results presented here,
as equilibrium between NH+

4 and NH3 is expected to be fast relative to NH3 oxidation.
Because we are measuring changes in δ15N-NO−

2 rather than δ15N-NH+
4 , this isotope ef-

fect would be subsumed into our estimate of εAMO. That is, our reported εAMO combines
the equilibrium isotope effect with the kinetic isotope effect for ammonia oxidation (Hoch
et al. 1992). This is not expected to be a major source of variation among our experiments,
however, because it relies on the rate of isotopic equilibration relative to reaction rates,
which does not vary significantly, and pH, which is similar among the different growth
media.

Sequence Analysis

AmoA amino acid sequences were obtained from the GenBank database (http://www.ncbi.
nlm.nih.gov) under the following accession numbers: Nitrosomonas sp. URW (AAK54693),
Nitrosomonas sp. C-45 (AAK54694), N. marina (AAK54691), Nitrosomonas sp. NO3W
(AAK54692), Nitrosomonas sp. C-113a (AAK54695), Nitrosomonas sp. TA-921i-NH4
(AAK54696), Nitrosomonas sp. AL212 (AAL86637), Nitrosomonas sp. JL21 (AAL86638),
Nitrosomonas cryotolerans (AAG60667), Nitrosospira briensis (AAB38709), Nitrosospira
sp. NP39-19 (AAC25055), N. tenuis (AAB38710), Nitrosospira multiformis (AAC25057),
Nitrosospira sp. NpAV copy 1 (AAB86881), Nitrosospira sp. NpAV copy 2 (AAB87792),
Nitrosospira sp. NpAV copy 3 (AAB53437), N. europaea copy 1 (AAC38651), N. europaea
copy 2 (AAC38653), N. eutropha copy 1 (AAB08985), N. eutropha copy 2 (AAB16816),
Nitrosomonas sp. GH22 (AAL86636), and Nitrosococcus oceani (AAB57809).

AmoA sequences were aligned using ClustalW multiple sequence alignment
(Thompson et al. 1994). PAUP∗ 4.0 (Swofford 1993) was used to generate a neighbor-
joining tree based on distance matrix analysis of the aligned 177 amino acid segment,
with N. oceani as the outgroup. Bootstrapping was performed (100 replicates) using the
neighbor-joining option in PAUP∗ 4.0.
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Results

Time Course of Ammonia Oxidation

The oxidation of NH+
4 was nearly complete in 4 days for N. europaea, N. eutropha, N.

tenuis, and N. marina (Figure 1). There was a 2–3 day lag before the onset of ammonia
oxidation for C-113a, which resulted in a longer time course for C-113a (Figure 1). The
main product of ammonia oxidation is NO−

2 , but it did not account for all of the ammo-
nia oxidized in some cultures. The sum of NH+

4 and NO−
2 is relatively consistent over the

course of ammonia oxidation for N. tenuis and N. eutropha but decreases for N. marina,
C-113a, and N. europaea, accounting for 82%, 77%, and 75%, respectively, of the ini-
tial NH+

4 by the end of incubations (Figure 1). The 20–25% of N that is not accounted
for as NH+

4 or NO−
2 could have accumulated as NH2OH, NO, N2O, or cell biomass (or

some combination of these), which were not measured in these experiments. The redi-
rection of N from the NO−

2 pool does not appear to cause convergence in εAMO among
the strains in which “missing” N accounts for a significant portion of initial NH+

4 (see
below), nor does it affect the final δ15NO−

2 , which approaches δ15NH+
4 init (−1‰), but it

may impose additional error or uncertainty in εAMO estimates, which is discussed further
below.

For each strain, replicate bottles (not shown) behaved similarly in their rate of ammonia
oxidation and gave NO−

2 yields that varied by less than ±1.5%. The average rates of NH+
4

oxidation for each strain were calculated from the overall change in NH+
4 concentration

and the time elapsed from the first data point until the ammonia was effectively removed
(100 h for N. marina, 168 h for C-113a, 90 h for N. tenuis, 42 h for N. eutropha, and 48 h for
N. europaea). The results of these calculations are summarized in Table 1. The reported rates
may be conservative in cases where the end of the experiment is undersampled, because the
ammonia may have been consumed prior to the final sampling point. Slight differences in
the rate of ammonia oxidation between cultures may have resulted from this limitation of
our calculation, as well as potentially different cell densities, initial [NH+

4 ], or inherent rate
differences among the organisms but are not correlated with the isotopic differences (see
Table 1).

Isotope Effects for Ammonia Oxidation

The δ15NO−
2 results are presented in Figure 2. Individual isotope analyses are plotted versus

f × ln(f)/(1 − f), where [NH+
4 ] is used to calculate f = [NH+

4 ]/[NH+
4 ]initial in each sam-

ple. εAMO is given by the slope of the linear regression of δ15NO−
2 vs. f × ln(f)/(1 − f),

TABLE 1 Summary of ammonia oxidation experiments

Growth Initial NH+
4 NH+

4 -ox rate Isotope effect
Nitrifier strain medium conc. (µM) (µM/hr)a (εAMO)

Nitrosomonas marina W/2 2000 20.9 ± 1.4 14.2 ± 3.6‰
Nitrosomonas sp. C-113a W 2000 15.4 ± 1.5 19.1 ± 1.2‰
Nitrosospira tenuis Walker 1000 12.0 ± 2.5 24.6 ± 1.4‰
Nitrosomonas eutropha Walker 1000 23.5 ± 1.2 32.8 ± 1.7‰
Nitrosomonas europaea Walker 1000 21.1 ± 0.2 38.2 ± 1.6‰

aAverage ammonia oxidation rates were calculated from the overall change in NH+
4 concentration

and the amount of time required for nearly complete consumption of NH+
4 . 1σ standard deviations

are based on rates calculated from replicate bottles.
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FIGURE 2 δ15NO−
2 measurements from N. marina (A), C-113a (B), N. tenuis (C), N. eu-

tropha (D), and N. europaea (E) reported in ‰ relative to air N2. Kinetic isotope effects were
calculated from the slope of the linear regression for each series, according to the Rayleigh
accumulated product equation: εAMO = (δ15NO−

2 − δ15NH4,init)/(f × ln(f)/(1 − f)). The
uncertainties given for εAMO estimates are the 95% confidence intervals around the slope
for each linear regression.

incorporating samples from replicate serum bottles for each strain. The two marine ammonia-
oxidizing bacteria, N. marina and C-113a, showed similar εAMO values of 14.2±3.6‰ and
19.1 ± 1.2‰, respectively. The εAMO values for N. eutropha and N. europaea were also
similar to each other, 32.8 ± 1.7‰ and 38.2 ± 1.6‰, respectively, but significantly higher
than the N. marina group. N. tenuis had an intermediate εAMO of 24.6 ± 1.4‰.

Analytical uncertainty in isotopic analyses (±0.2‰) accounts for very little of the
scatter observed in each of the series (Figure 2). Rather, deviations from the Rayleigh accu-
mulated product model, such as transient accumulation of intermediates, back reaction of
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substrates, or loss of N to uncharacterized pools, may cause scatter early in the experiment.
This scatter leads to larger uncertainty in the N. marina εAMO estimate compared to exper-
iments with N. europaea and N. tenuis.

AmoA Sequence Comparison

An alignment of partial amino acid sequences (177 AA) for AmoA (Figure 3) allows
a detailed comparison of the AmoA sequences among these five nitrifier strains. Three
histidine residues that are conserved among all known β-subdivision AmoA sequences are
contained in this region (positions 118, 173, 216 based on N. europaea numbering). There are
several sites that distinguish the four Nitrosomonas strains from N. tenuis, while differences
at other sites alternately group N. tenuis with N. marina and C-113a or N. europaea and
N. eutropha. Notably, the AmoA sequences from N. europaea and N. eutropha have in
common two additional histidine residues which are located in an otherwise well-conserved
periplasmic loop (positions 165-218) (Norton et al. 2002).

Overall, the AmoA sequences are well conserved. The sequences of N. marina and
C-113a are 98% identical over this section, while they are both 84% and 82% identical
to N. europaea and N. eutropha, respectively. N. tenuis is 87% identical to N. marina
and C-113a, and it is 83% identical to both N. europaea and N. eutropha. These pair-
wise similarities in AmoA amino acid sequences among N. marina, C-113a, N. tenuis,
N. europaea, and N. eutropha closely parallel the pattern of εAMO similarities for these
strains.

FIGURE 3 Alignment of ammonia monooxygenase amino acid sequences (177 AA) from
N. marina, C-113a, N. tenuis, N. eutropha, and N. europaea. Numbering is based on
amino acid positions from the full N. europaea AmoA1 sequence (AAC38651). Amino
acid residues conserved across all five sequences are boxed. One histidine residue that
is conserved in both AmoA and PmoA (particulate methane monooxygenase subunit A),
and is likely to be involved in Cu2+ binding, is highlighted in black and marked with
an asterisk (position 173). Two histidine residues that are conserved across all AmoA se-
quences in β-subdivision ammonia-oxidizers, but not present in PmoA (particulate methane
monooxygenase subunit A), are highlighted in black (positions 118 and 216). Unique his-
tidine residues in N. europaea and N. eutropha are also highlighted in black (positions 191
and 204).
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Discussion

Previous reports of the isotope effect for ammonia oxidation by N. europaea range from
26‰ to 35‰ (Delwiche and Steyn 1970; Mariotti et al. 1981; Yoshida 1988). The reasons
for this range in values for N. europaea have not been thoroughly investigated, although
high N2O yields are cited as an explanation for some of the low εAMO estimates (Yoshida
1988). The effect of N2O production on εAMO is not well documented and may actually
be to increase εAMO estimates based on δ15NO−

2 measurements due to a greater influence
of N2O production at higher NO−

2 concentrations. Furthermore, N2O production cannot
explain the 5‰ difference in εAMO for two experiments with the same N2O yield (Yoshida
1988). Another variable among published studies is the initial ammonium concentration,
which ranged from 500 µM (Mariotti et al. 1981) to 38 mM (Yoshida 1988). However,
variations in NH+

4 concentration between 500 µM and 25 mM did not cause variation in the
εAMO estimates within a single study (Mariotti et al. 1981). Results presented here also show
no change of εAMO in N. europaea for NH+

4 concentrations ranging from 1,000 µM down
to less than 5 µM NH+

4 , the range of substrate concentrations covered in the time course.
Concentration dependence of εAMO would have been apparent from a nonlinear trend in
Figure 2, which is not observed for N. europaea. Therefore, change in the initial ammo-
nium concentration does not appear to explain the published range of εAMO estimates for
N. europaea. Our estimate (38‰) is closest to the 35‰ estimate from Mariotti et al. (1981),
which is based on multiple isotopic analyses from several experiments (Mariotti et al. 1981).
Other estimates, which range from 26‰ to 32‰, are based on single-point analyses of f and
δ15NO−

2 or δ15NH+
4 and are subject to greater uncertainty than the multiple-point estimates.

The εAMO values measured here for marine nitrifiers, N. marina and C-113a, were
significantly lower than for N. europaea and fall near the range of values (15.2–25.6‰)
reported for an unidentified marine nitrifier (Miyake and Wada 1971). These culture-based
estimates are also similar to field estimates for the isotope effects of ammonia oxidation
in the Chesapeake Bay, which fall in the range of 12.7 to 16.0‰ (Horrigan et al. 1990).
The possible factors leading to the εAMO differences among nitrifiers will be considered in
subsequent sections, addressing genetic as well as physiological factors.

Enzyme-Level Differences Among Nitrifier Species

Genetic and biochemical differences in AMO among nitrifier species may be important
determinants of the range in observed isotope effects. The similarities among AMO from
N. marina, C-113a, N. tenuis, N. eutropha, and N. europaea will first be explored at the
molecular level. A level of 84% identity at the protein level, representing the level of iden-
tity between N. marina and N. europaea, represents significant divergence among known
AmoA sequences (Purkhold et al. 2000). However, the full functional diversity is clearly
not resolved by the overall percent identity of the protein sequence. For instance, the 84%
identity between N. marina and N. europaea AmoA sequences is associated with a much
larger difference in εAMO (∼24‰) than is the 83% identity between N. tenuis and N. eu-
ropaea (∼14‰). In attempting to relate protein sequence and function, it is important to
consider not only the overall level of identity but also where these differences occur in
relation to amino acid residues that are critical for structure and function of the protein. The
section of the AmoA protein analyzed in Figure 3 is targeted by PCR primers A189 and
A682 (Holmes et al. 1995) and is expected to contain much of the active site of the enzyme
(Hyman and Arp 1992; Holmes et al. 1995).

The active site of AMO is thought to be hydrophobic (Hooper et al. 1997) and to
contain copper (Ensign et al. 1993). However, aside from predicted membrane-spanning
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regions (Hooper et al. 1997; Norton et al. 2002), information on the important struc-
tural features of AMO is limited. Some additional information about important regions
of the active site may be drawn by comparison to particulate methane monooxygenase
(pMMO), an enzyme thought to be homologous to AMO (Holmes et al. 1995; Semrau et al.
1995). Electron paramagnetic resonance (EPR) and electron spin echo envelope modulation
(ESEEM) analysis of pMMO suggest that 3–4 histidine residues are involved in binding
of each Cu2+ (Lemos et al. 2000). The observation that pMMO contains 12–15 Cu atoms
per enzyme (Nguyen et al. 1998) suggests that conservation of histidine residues may be
particularly important for the function of pMMO, and for AMO by analogy. Analysis of
AmoA sequences from β-subdivision ammonia-oxidizers shows that they contain five con-
served histidine residues, three of which are also conserved in PmoA (Holmes et al. 1995;
Norton et al. 2002). Three of the conserved histidine residues from AmoA are contained in
the 177 AA fragment of the protein analyzed here, while the other two are just upstream
(Norton et al. 2002), suggesting that similarities and differences in this region of the protein
may represent functionally significant changes.

The region surrounding the first histidine residue (position 118 based on N. europaea
numbering) is well conserved among the five nitrifiers compared in Figure 3, with a few
substitutions (involving similar amino acids) differentiating Nitrosomonas sequences from
N. tenuis. Within two residues of the second conserved histidine residue (position 173),
there is a significant difference between Nitrosomonas sequences (which contain a proline
residue) and the N. tenuis sequence (which contains a leucine residue). Proline and leucine
have different structural properties that may lead to differing secondary structures between
Nitrosomonas and N. tenuis AmoA proteins. The region surrounding the third H (position
216) is highly conserved.

Hydropathy profiles of AmoA from N. europaea, N. marina, and N. tenuis (not shown)
predict that the two extra histidine residues in the AmoA sequences from N. europaea and
N. eutropha would cause significant differences in AmoA secondary structure. The histidine
residue at position 191 increases the predicted relative hydrophilicity of the N. europaea/N.
eutropha protein relative to the other sequences, which contain phenylalanine. At position
204, a leucine residue in the N. marina sequence leads to a predicted hydrophobic pocket in
the middle of the otherwise hydrophilic periplasmic loop between transmembrane sections
5 and 6 (Norton et al. 2002). Histidine and asparagine residues in N. europaea and N. tenuis,
respectively, preserve the predicted hydrophilicity of this periplasmic loop.

While we cannot evaluate, given the available information, whether the extra histidine
residues present in N. europaea and N. eutropha serve a functional purpose, they may
represent phylogenetic markers for strains that tolerate high concentrations of NH3 (Norton
et al. 2002) and may also be a marker for ammonia-oxidizers with high εAMO values. Like
N. europaea and N. eutropha, isolate GH22 which is tolerant of NH+

4 concentrations up
to 100 mM (Suwa et al. 1997) also has the two extra histidine residues (Norton et al.
2002). Other isolates of Suwa et al. (1997), which have a lower tolerance to NH3 (JL21 and
AL212), have AmoA sequences that are similar to N. marina and C-113a and lack these
extra two histidine residues (Norton et al. 2002). Variability in regions of AmoA outside of
this region may also be important, and the full-length sequences would provide additional
information.

A neighbor-joining tree based on the 177 amino acid alignment of AmoA, summarizes
the phylogenetic placement of the strains whose εAMO were determined here and gives a
sense of their relation to other ammonia-oxidizers (Figure 4). The nitrifiers studied here
include members of the main groups of cultured ammonia-oxidizers, and in these organisms
the isotope effects for AMO are consistent with the AmoA phylogeny. This phylogenetic
tree also indicates where further examination of this link between AmoA sequence and
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FIGURE 4 Neighbor-joining tree based on distance matrix analysis of the 177 amino acid
fragment shown in Figure 3 using PAUP∗ 4.0. Bootstrap values are based on 100 pseudo-
replicate analyses. Nodes which are supported by bootstrap values greater than 70% are
marked with filled circles and those that have weak bootstrap support (<70%) are marked
with open circles. Isotope effects (εAMO) measured in this study are included for comparison.
Scale bar represents 0.01 substitutions per amino acid site.

activity may be directed. To further investigate the pattern of congruence between AmoA
sequence and εAMO, it will be important to measure εAMO in strains such as GH22 (which
has many similarities in AmoA sequence compared to N. europaea and N. eutropha),
additional members of the N. marina and Nitrosospira clades, and N. oceani. In order to
fully understand how to extend these results to the environment, it will also be crucial to
obtain and characterize ammonia-oxidizing isolates from clades that are well represented
in clone libraries but are not currently represented in the culture collection (Rotthauwe et al.
1997; Mendum et al. 1999; Juretschko et al. 1998).

The close relationship between the phylogeny of AMO sequences and apparent isotope
effects contrasts with an extensive study of sulfate reducing bacteria, which found no clear
relationship between the phylogeny of organisms (based on 16S rRNA genes) and their
isotope effects for sulfate reduction (Detmers 2001). Phylogenies based on functional genes
involved in sulfate reduction may correspond better to the distribution of isotope effects,
however, and evidence exists for lateral gene transfer of the genes for dissimilatory sulfite
reductase (dsrA and dsrB) among sulfate reducing bacteria (Klein et al. 2001). Indeed,
our εAMO estimates would not be consistent with 16S rRNA phylogeny of nitrifiers, in
which a clear delineation separates the Nitrosomonas from Nitrosospira species (Head
et al. 1993; Purkhold et al. 2000). Only based on the functional gene sequences (amoA)
and associated amino acid sequences (AmoA) for AMO do our εAMO estimates concur
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with nitrifier phylogeny (Figure 4). This observation adds weight to the idea that the εAMO

estimates may be linked to the activity of AMO itself and not a general physiological feature
of phylogenetically similar organisms.

Currently, the only variables that reliably group sulfate-reducing bacteria with similar
isotope effects are based on physiological characteristics of their carbon metabolism and
the source of electron donors (H2 or various forms of organic carbon) supplied in culture
(Detmers et al. 2001). With that in mind, we consider alternative explanations for the
correspondence of sequence similarities and apparent functional similarities in ammonia-
oxidizers, including broad physiological differences that fall along general phylogenetic
lines such as transport of NH+

4 , rates of reaction, or accumulation of metabolic intermediates.

Physiological Similarities and Differences

N. eutropha and N. europaea are commonly found in similar eutrophic environments. They
also share traits of moderate halotolerance, NH3 tolerance, and lack urease activity (Koops
et al. 1991). N. europaea also has a high Km value for NH3 (23–58 µM) (Suzuki et al.
1974). N. tenuis was first isolated from unamended soil (Harms et al. 1976). Strains similar
to N. tenuis described by Jiang and Bakken (1999a) were found to have low Km values
(∼10 µM NH3) and are tolerant of low pH. The amoA sequences from these strains (Aakra
et al. 2001) also group with many amoA clones sequenced in soil and soil enrichments
from low and neutral pH soils (Smith et al. 2001). These ammonia-oxidizers are thus
likely to be adapted to low concentrations of NH3, which is a minor fraction of total NH+

4
(NH+

4 plus NH3) at low pH. N. marina and C-113a were isolated by Watson in 1966 from
marine environments (the continental shelf off Peru and the Red Sea, respectively). These
Nitrosomonas strains are immunologically similar (Ward and Carlucci 1985) and are very
similar in amoA (96%), and nirK (97%) functional gene sequences (Casciotti and Ward
2001). Not much is known about their comparative physiology, but both were isolated from
natural environments that typically have low NH+

4 concentrations. Specific adaptations to
low concentrations of NH3/NH+

4 that could affect apparent εAMO among ammonia-oxidizers,
independently of enzyme-level differences, will be discussed further.

Transport of Ammonium and Ammonia Oxidation Rate

If marine nitrifiers (or other NH+
4 -sensitive environmental strains) have evolved transport

mechanisms to grow on low concentrations of NH+
4 , then they might be expected to have

lower apparent εAMO values compared to N. europaea and N. eutropha, even with similar
enzyme-level isotope effects. This is because cells that are more efficient at transporting or
maintaining NH+

4 inside the cell would not allow the partially utilized NH+
4 pool to escape

from the cell. In that case, the primary isotope effect would be due to transport or diffusion
processes, which tend to have lower isotope effects than enzymatic processes (O’Leary
1984). Ammonium transport has not yet been observed in ammonia-oxidizers (Suzuki et al.
1974; Burton and Prosser 2001; Glover 1985), but it has not been exhaustively studied,
particularly in strains adapted to low NH+

4 concentrations. Further investigation will be
required to evaluate the role of NH+

4 or NH3 transport in nitrifier metabolism and isotopic
fractionation.

A related issue is potential variability in the rate of ammonia oxidation among nitrifiers.
Depending on the balance of ammonia diffusion (or transport) and oxidation, different
apparent isotope effects may be observed despite constant enzyme-level isotope effects.
This is observed during CO2 fixation by phytoplankton, where a rapid fixation rate relative
to carbon uptake results in a lower apparent isotope effect for the overall process because
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transport is the rate-limiting step and it generally has a low isotope effect (O’Leary 1981).
At lower rates of CO2 fixation or when supply is plentiful, the high isotope effect for
RuBisCO dominates the isotope effect for the overall fixation process (Popp et al. 1989;
Goericke et al. 1994; Laws et al. 1997). The rate of sulfate reduction has also been shown
to be inversely proportional to isotope effects in some, but not all, studies (Aharon and Fu
2000; Bruchert et al. 2001; Detmers et al. 2001; Rudnicki et al. 2001). For the experiments
reported here, the range in ammonia-oxidation rates was not large (12.0–23.5 µM/hr), and
there is no clear relationship between the rates of ammonia oxidation and the isotope effects
among these strains (Table 1). The highest and lowest rates of ammonia oxidation do not
correspond to the lowest or highest isotope effects, and organisms with similar rates of
oxidation can have very different isotope effects (Table 1). Although we cannot rule out an
effect of reaction rate on variations in εAMO for a single organism, beyond the range tested
here, the differences among organisms we observe are not readily explained by such an
effect.

Given the relatively small range in rates of NH3 oxidation rates in these experiments,
the relative rates of NH3 oxidation and NH+

4 /NH3 equilibration are also not significantly
different. Therefore, expression of the equilibrium isotope effect for NH+

4 /NH3 equilibration
is not likely to cause the εAMO differences among these nitrifier species.

Production of NH2OH or N2O

Accumulation of intermediates, such as NH2OH, could lead to an overestimation of the
isotope effect for AMO based on δ15NO−

2 because any isotope effect involved in the second
step (NH2OH oxidation to NO−

2 ) would increase the δ15N difference between the substrate
(NH+

4 ) and ultimate product (NO−
2 ). To explain the differences between measured isotope

effects for AMO, accumulation of NH2OH would have to be consistently greater in N.
europaea and N. eutropha than in N. marina, C-113a, and N. tenuis. The mass balance of
NH+

4 and NO−
2 for each organism suggests that NH2OH could accumulate in N. marina,

C-113a, and N. europaea but not N. eutropha nor N. tenuis. This pattern is not consistent
with differences in εAMO and cannot explain the εAMO differences between N. tenuis and
N. eutropha, both of which showed complete mass balance between NH+

4 and NO−
2 . In

addition, as the electrons needed for ammonia oxidation are derived from NH2OH (Hooper
et al. 1997), it would be difficult energetically to maintain a significant accumulation of
NH2OH.

Production of the gases nitric oxide (NO) and nitrous oxide (N2O) may also lead to
deviation from the simplified Rayleigh accumulated product model for δ15NO−

2 by adding
an additional fractionation step either prior to or subsequent to NO−

2 production. The effect
that gas production has on δ15NO−

2 will depend on the pathways for gas production, relevant
isotope effects, and the relative yields of NO and N2O. Typical N2O yields for ammonia-
oxidizing bacteria under aerobic conditions range from 0.1% to 3.0% and can be as high as
11% under microaerophilic conditions (Goreau et al. 1980; Lipschultz et al. 1981; Yoshida
1988; Kester et al. 1997; Jiang and Bakken 1999b). Yields of NO are more variable, ranging
from 0.51% up to 30% in N. europaea cultures at atmospheric O2 levels (Lipschultz et al.
1981; Yoshida 1988; Kester et al. 1997), indicating that under some conditions production of
NO may account for significant “missing” N in ammonia oxidation experiments. To deter-
mine the exact effect of NO production on εAMO for each strain in this study, we would have
to know whether NO is produced through nitrite reduction (Poth and Focht 1985; Ritchie
and Nicholas 1972; Hooper et al. 1990) or from hydroxylamine oxidation (Hooper and
Terry 1979; Beaumont et al. 2002). Estimates of the isotope effects for NH2OH oxidation
to NO−

2 , NH2OH oxidation to NO, and NO−
2 reduction to NO would also be needed.
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Mariotti et al. (1981) circumvented these concerns by determining εAMO for N. europaea
from both δ15NH+

4 and δ15NO−
2 measurements over the course of ammonia oxidation. The

estimate of εAMO based on the change in δ15NH+
4 is not subject to the same concerns

associated with intermediates or alternate end products that accompany estimates based
on δ15NO−

2 . The independent εAMO estimates based on δ15NH+
4 and δ15NO−

2 were indis-
tinguishable from each other (and from our estimate) within the error of the measurement
(Mariotti et al. 1981). In that study, as much as 30% of the initial NH+

4 was also unaccounted
for as NH+

4 or NO−
2 in the end. This suggests that despite lack of mass balance between

NH+
4 and NO−

2 pools, similar to the levels that we observed, estimates of εAMO using the
Rayleigh accumulated product model for δ15NO−

2 can give accurate results. However, this
may not always be the case, and a more robust estimate of εAMO would require measurement
of the amount and δ15N of the possible alternative N pools such as NO and N2O to constrain
their effect on δ15NO−

2 . However, as NO is a difficult pool to collect for isotopic analysis,
future measurements of εAMO may rely on coupled estimates from δ15NH+

4 and δ15NO−
2 .

Measurement of εAMO using purified enzyme is an approach that would also circumvent
some of the problems discussed here, but AMO has never been purified and is often inactive
in cell-free systems (Ensign et al. 1993; Hooper et al. 1997).

Supply of Electrons

The concentration of electron donors (succinate or phenazine methosulphate) has been
shown to play an important role in variations in the isotope effect for nitrite reduction (εNiR)
in whole cells and cell-free systems (Bryan et al. 1983). An increase from <0.1 to 1.0 in the
rate of nitrite reduction relative to the maximum rate (V/Vmax) that is driven by increasing
electron donor concentrations corresponded to a decrease of 15‰ in εNiR (Bryan et al. 1983).
Although ammonia oxidation involves a different set of enzymes and electron shuttles, it is
possible that its isotope effect also has a dependence on electron donor concentration. For
ammonia-oxidizing bacteria, the ultimate source of electrons is NH3. The concentration
of NH+

4 (NH+
4 + NH3) used in our experiments was 2.0 mM among the marine nitrifiers,

compared with 1 mM for N. tenuis, N. eutropha, and N. europaea. A rough calculation
based on Michaelis-Menten saturation kinetics can be used to estimate the effect of this
range of substrate concentration on V/Vmax(= [S]/[S] + Km) and thus εAMO, based on
analogy to nitrite reduction. The range in V/Vmax for our experiments was estimated by
assuming Km values of 10 µM NH3 for N. marina, C-113a, and N. tenuis (Suwa et al. 1997;
Jiang and Bakken 1999a), and 40 µM NH3 for N. europaea and N. eutropha (Suzuki et al.
1974). V/Vmax values thus calculated vary from 0.91 for N. marina to 0.55 for N. europaea,
which would correspond to an upper limit of 6‰ for changes in εAMO if it carries the same
dependence on V/Vmax as εNiR (Bryan et al. 1983). However, previous measurements of
εAMO from N. europaea have shown no detectable change of εAMO with NH+

4 concentration,
covering a larger estimated range of V/Vmax of 0.38 to 0.97 (Mariotti et al. 1981). This
would suggest that εAMO is not as sensitive to changes in V/Vmax as εNiR, and we would
therefore argue that the range of NH+

4 concentrations used in our experiments is not likely
to contribute to the observed range of εAMO values.

Environmental Significance

Isotopic distributions of NH+
4 , NO−

3 , and N2O in the environment can provide important con-
straints on the biogeochemical cycling of nitrogen. At this point, interpretations of isotope
measurements are necessarily based on the isotope effects for cultured strains of nitrifying
and denitrifying bacteria. This study demonstrates that there are observable biogeochemical
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differences even among the described species of ammonia-oxidizing bacteria. The range
in εAMO among ammonia-oxidizers adds an extra dimension to the study of stable isotope
dynamics in the environment, but one that may be tractable through the application of ge-
netic tools. We would suggest that there might yet be more diversity in εAMO values among
cultivated and uncultivated strains of AOB, and further work will be required to address
the full spectrum of isotope effects for ammonia oxidizing bacteria and to understand the
factors that contribute to differences in AMO isotope effects. Discovery of the bases for
these differences may ultimately lead to a better fundamental understanding of nitrifier
physiology and biochemistry.

In using nitrogen isotopes as a tool to evaluate the impact of ammonia-oxidizing bacteria
on nitrogen cycling and N2O production, it is important to recognize that a range of εAMO

values exists. It may thus be important to consider which organisms are present and active in
any particular environment, as nitrifier community composition may determine the isotope
effects that are relevant. In environments where ammonia-oxidizing populations vary in
dominance with space and time, different isotope effects may also be needed to explain
the changes in NH+

4 , NO−
3 , and N2O isotopic signatures. Furthermore, N. europaea may

not always be the most appropriate model organism for isotope dynamics in nitrification
processes. The isotope effect estimated by Horrigan et al. (1990) for ammonia oxidation
in the Chesapeake Bay, for example, shows poor agreement with εAMO estimates from
N. europaea and is better explained by εAMO from N. marina or N. tenuis-like nitrifiers.
Nitrogen isotopic measurements of N2O in the ocean (Yoshida et al. 1984; Kim and Craig
1990; Dore et al. 1998) are also difficult to reconcile with the severe depletion of δ15N in
N2O produced by N. europaea (Yoshida 1988). The lower εAMO values in marine nitrifiers
relative to N. europaea are likely to be reflected in the production of N2O that is less depleted
in δ15N, regardless of whether it is produced during nitrite reduction (Poth and Focht 1985;
Ritchie and Nicholas 1972; Hooper et al. 1990) or directly from hydroxylamine oxidation
(Hooper and Terry 1979; Beaumont et al. 2002). This may allow a significant production
of N2O from nitrification in the ocean to fit better with N2O isotopic constraints.

References

Aakra A, Utaker JB, Nes IF. 2001. Comparative phylogeny of the ammonia monooxygenase subunit
A and 16S rRNA genes of ammonia-oxidizing bacteria. FEMS Microbiol Lett 205:237–242.

Aharon P, Fu BS. 2000. Microbial sulfate reduction rates and sulfur and oxygen isotope fractionations
at oil and gas seeps in deepwater Gulf of Mexico. Geochim Cosmochim Acta 64:233–246.

Beaumont HJE, Hommes NG, Sayavedra-Soto LA, Arp DJ, Arciero DM, Hooper AB, Westerhoff
HV, van Spanning RJM. 2002. Nitrite reductase of Nitrosomonas europaea is not essential for
production of gaseous nitrogen oxides and confers tolerance to nitrite. J Bacteriol 184:2557–
2560.

Bigeleisen J. 1965. Chemistry of isotopes. Science 147:463–471.
Bock E, Koops H-P, Ahlers B, Harms H. 1992. Oxidation of inorganic nitrogen compounds as energy

source. In: Balows A, et al., editors. The Prokaryotes. New York: Springer-Verlag. p 414–430.
Bothe H, Jost G, Schloter M, Ward BB, Witzel KP. 2000. Molecular analysis of ammonia oxidation

and denitrification in natural environments. FEMS Microbiol Rev 24:673–690.
Bruchert V, Knoblauch C, Jorgensen BB. 2001. Controls on stable sulfur isotope fractionation during

bacterial sulfate reduction. Geochim Cosmochim Acta 65:763–776.
Bryan BA, Shearer G, Skeeters JL, Kohl DH. 1983. Variable expression of the nitrogen isotope effect

associated with denitrification of nitrite. J Biol Chem 258:8613–8617.
Burton SAQ, Prosser JI. 2001. Autotrophic ammonia oxidation at low pH through urea hydrolysis.

Appl Environ Microbiol 67:2952–2957.
Casciotti KL, Ward BB. 2001. Dissimilatory nitrite reductase genes from autotrophic ammonia-

oxidizing bacteria. Appl Environ Microbiol 67:2213–2221.



July 23, 2003 21:26 GMB Tj773-06

350 K. L. Casciotti et al.

de Bie MJM, Speksnijder A, Kowalchuk GA, Schuurman T, Zwart G, Stephen JR, Diekmann
OE, Laanbroek HJ. 2001. Shifts in the dominant populations of ammonia-oxidizing beta-
subclass Proteobacteria along the eutrophic Schelde estuary. Aquatic Microb Ecol 23:225–
236.

Delwiche CC, Steyn PL. 1970. Nitrogen isotope fractionation in soils and microbial reactions. Environ
Sci Technol 4:929–935.

Detmers J, Bruchert V, Habicht KS, Keuver J. 2001. Diversity of sulfur isotope fractionations by
sulfate-reducing prokaryotes. Appl Environ Microbiol 67:888–894.

Dore JE, Popp BN, Karl DM, Sansone FJ. 1998. A large source of atmospheric nitrous oxide from
subtropical North Pacific surface waters. Nature 396:63–66.

Ensign SA, Hyman MR, Arp DJ. 1993. In vitro activation of ammonia-monooxygenase from Nitro-
somonas europaea by copper. J Bacteriol 175:1971–1980.

Glover HE. 1985. The relationship between inorganic nitrogen oxidation and organic carbon pro-
duction in batch and chemostat cultures of marine nitrifying bacteria. Arch Microbiol 74:295–
300.

Goericke R, Montoya JP, Fry B. 1994. Physiology of isotope fractionation in algae and cyanobacteria.
In: Lakitha K, Michener BK, editors. Stable Isotopes in Ecology and Environmental Science.
London: Blackwell Scientific. p 187–221.

Gonfiantini R, Stichler W, Rozanski K. 1995. Standards and Intercomparison Materials Distributed
by the IAEA for Stable Isotope Measurements. Vienna: International Atomic Energy Agency.
p 1–18.

Goreau TJ, Kaplan WA, Wofsy SC, McElroy MB, Valois FW, Watson SW. 1980. Production of NO−
2

and N2O by nitrifying bacteria at reduced concentrations of oxygen. Appl Environ Microbiol
40:526–532.

Grasshof K, Johannse H. 1972. New sensitive and direct method for automatic determination of
ammonia in sea-water. J Du Conseil 34:516–521.

Harms H, Koops HP, Wehrmann H. 1976. An ammonia-oxidizing bacterium, Nitrosovibrio tenuis
nov. gen. nov. sp. Arch Microbiol 108:105–111.

Head IM, Hiorns WD, Embley TM, McCarthy AJ, Saunders JR. 1993. The phylogeny of autotrophic
ammonia-oxidizing bacteria as determined by analysis of 16S ribosomal-RNA gene-sequences.
J Gen Microbiol 139:1147–1153.

Hermes JD, Weiss PM, Cleland WW. 1985. Use of nitrogen-15 and deuterium isotope effects to
determine the chemical mechanism of phenylalanine ammonia-lyase. Biochemistry 24:2959–
2967.

Hoch MP, Fogel ML, Kirchman DL. 1992. Isotope fractionation associated with ammonium uptake
by a marine bacterium. Limnol Oceanogr 37:1447–1459.

Hollibaugh JT, Bano N, Ducklow HW. 2002. Widespread distribution in polar oceans of a 16S rRNA
gene sequence with affinity to Nitrosospira-like ammonia-oxidizing bacteria. Appl Environ Mi-
crobiol 68:1478–1484.

Holmes AJ, Costello A, Lidstrom ME, Murrell JC. 1995. Evidence that particulate methane monooxy-
genase and ammonia monooxygenase may be evolutionarily related. FEMS Microbiol Lett
132:203–208.

Hooper AB, Terry KR. 1979. Hydroxylamine oxidoreductase of Nitrosomonas production of nitric-
oxide from hydroxylamine. Biochim Biophys Acta 571:12–20.

Hooper AB, Arciero DM, DiSpirito AA, Fuchs J, Johnson M, LaQuier F, Mundfrom G, McTavish
H. 1990. Production of nitrite and N2O by the ammonia-oxidizing nitrifiers. In: Gresshoff
PM, Roth L, Stacey G, Newton W, editors. Nitrogen Fixation: Achievements and Objectives.
New York: Chapman and Hall. p 387–392.

Hooper AB, Todd V, Bergmann DJ, Arciero DM. 1997. Enzymology of the oxidation of ammonia to
nitrite by bacteria. Antonie van Leeuwenhoek 71:59–67.

Horrigan SG, Montoya JP, Nevins JL, McCarthy JJ. 1990. Natural isotopic composition of dissolved
inorganic nitrogen in the Chesapeake Bay. Est Coast Shelf Sci 30:393–410.

Hyman MR, Arp DJ. 1992. 14C2H2- and 14CO2-labeling studies of the de novo synthesis of polypep-
tides by Nitrosomonas europaea during recovery from acetylene and light inactivation of am-
monia monooxygenase. J Biol Chem 267:1534–1545.



July 23, 2003 21:26 GMB Tj773-06

Biogeochemical Diversity in Ammonia-Oxidizing Bacteria 351

Jiang QQ, Bakken LR. 1999a. Comparison of Nitrosospira strains isolated from terrestrial environ-
ments. FEMS Microbiol Ecol 30:171–186.

Jiang QQ, Bakken LR. 1999b. Nitrous oxide production and methane oxidation by different ammonia-
oxidizing bacteria. Appl Environ Microbiol 65:2679–2684.

Juretschko S, Timmermann G, Schmid M, Schleifer KH, Pommerening-Roser A, Koops HP, Wagner
M. 1998. Combined molecular and conventional analyses of nitrifying bacterium diversity in
activated sludge: Nitrosococcus mobilis and Nitrospira-like bacteria as dominant populations.
Appl Environ Microbiol 64:3042–3051.

Kester RA, DeBoer W, Laanbroek HJ. 1997. Production of NO and N2O by pure cultures of nitri-
fying and denitrifying bacteria during changes in aeration. Appl Environ Microbiol 63:3872–
3877.

Kim KR, Craig H. 1990. Two-isotope characterization of N2O in the Pacific Ocean and constraints
on its origin in deep water. Nature 347:58–61.

Klein M, Freidrich M, Roger AJ, Hugenholtz P, Fishbain S, Abicht H, Blackall LL, Stahl DA, Wagner
M. 2001. Multiple lateral transfers of dissimilatory sulfite reductase genes between major lineages
of sulfate-reducing prokaryotes. J Bacteriol 183:6028–6035.

Koops HP, Bottcher B, Moller UC, Pommerening-Roser A, Stehr G. 1991. Classification of eight new
species of ammonia-oxidizing bacteria: Nitrosomonas communis sp. nov., Nitrosomonas ureae
sp. nov., Nitrosomonas aestuarii sp. nov., Nitrosomonas marina sp. nov., Nitrosomonas nitrosa
sp. nov., Nitrosomonas eutropha sp. nov., Nitrosomonas oligotropha sp. nov. and Nitrosomonas
halophila sp. nov. J Gen Microbiol 137:1689–1699.

Kowalchuk GA, Stephen JR. 2001. Ammonia-oxidizing bacteria: a model for molecular microbial
ecology. Ann Rev Microbiol 55:485–529.

Kowalchuk GA, Stienstra AW, Heilig GHJ, Stephen JR, Woldendorp JW. 2000. Molecular analy-
sis of ammonia-oxidizing bacteria in soil of successional grasslands of the Drentsche A (The
Netherlands). FEMS Microbiol Ecol 31:207–215.

Laws EA, Bidigare RR, Popp BN. 1997. Effect of growth rate and CO2 concentration on carbon
isotopic fractionation by the marine diatom Phaeodactylum tricornutum. Limnol Oceanogr
42:1552–1560.

Lemos SS, Collins MLP, Eaton SS, Eaton GR, Antholine WE. 2000. Comparison of EPR-visible
Cu2+ sites in pMMO from Methylococcus capsulatus (Bath) and Methylomicrobium album
BG8. Biophys J 79:1085–1094.

Lipschultz F, Zafiriou OC, Wofsy SC, McElroy MB, Valois FW, Watson SW. 1981. Production of NO
and N2O by soil nitrifying bacteria. Nature 294:641–643.

Mariotti A, Germon JC, Hubert P, Kaiser P, Letolle R, Tardieux A, Tardieux P. 1981. Experimental
determination of nitrogen kinetic isotope fractionation: Some principles; Illustration for the
denitrification and nitrification processes. Plant Soil 62:413–430.

Mariotti A, Lancelot C, Billen G. 1984. Natural isotopic composition of nitrogen as a tracer of
origin for suspended organic-matter in the Scheldt Estuary. Geochim Cosmochim Acta 48:549–
555.

Mendum TA, Sockett RE, Hirsch PR. 1999. Use of molecular and isotopic techniques to mon-
itor the response of autotrophic ammonia-oxidizing populations of the β-subdivision of the
class Proteobacteria in arable soils to nitrogen fertilizer. Appl Environ Microbiol 65:4155–
4162.

Miyake Y, Wada E. 1971. The isotope effect on the nitrogen in biochemical oxidation-reduction
reactions. Rec Oceanogr Works Japan 11:1–6.

Naqvi SWA, Yoshinari T, Jayakumar DA, Altabet MA, Narvekar PV, Devol AH, Brandes JA, Codispoti
LA. 1998. Budgetary and biogeochemical implications of N2O isotope signatures in the Arabian
Sea. Nature 391:462–464.

Nguyen HHT, Elliot SJ, Yip JHK, Chan SI. 1998. The particulate methane monooxygenase from
Methylococcus capsulatus (Bath) is a novel copper-containing three-subunit enzyme. J Biol
Chem 273:7957–7966.

Nold SC, Zhou JZ, Devol AH, Tiedje, JM. 2000. Pacific northwest marine sediments contain ammonia-
oxidizing bacteria in the beta subdivision of the Proteobacteria. Appl Environ Microbiol 66:4532–
4535.



July 23, 2003 21:26 GMB Tj773-06

352 K. L. Casciotti et al.

Norton JM, Alzerreca JJ, Suwa Y, Klotz MG. 2002. Diversity of ammonia monooxygenase operon in
autotrophic ammonia-oxidizing bacteria. Arch Microbiol 177:139–149.

O’Leary MH. 1981. Carbon isotope fractionations in plants. Phytochemistry 20:553–567.
O’Leary MH. 1984. Measurement of the isotope fractionation associated with diffusion of carbon-

dioxide in aqueous-solution. J Phys Chem 88:823–825.
Pommerening-Roser A, Rath G, Koops HP. 1996. Phylogenetic diversity within the genus Nitro-

somonas. System Appl Microbiol 19:344–351.
Popp BN, Takigiku R, Hayes JM, Louda JW, Baker EW. 1989. The post-Paleozoic chronology and

mechanism of 13C depletion in primary marine organic matter. Amer J Sci 289:436–454.
Poth MA, Focht DD. 1985. 15N Kinetic analysis of N2O produced by Nitrosomonas europaea: an

examination of nitrifier denitrification. Appl Environ Microbiol 49:1134–1141.
Purkhold L, Pommerening-Roser A, Juretschko S, Schmid MC, Koops HP, Wagner M. 2000. Phy-

logeny of all recognized species of ammonia oxidizers based on comparative 16S and amoA se-
quence analysis: implications for molecular diversity surveys. Appl Environ Microbiol 66:5368–
5382.

Rahn T, Wahlen M. 2000. A reassessment of the global isotopic budget of atmospheric nitrous oxide.
Global Biogeochem Cycles 14:537–543.

Ritchie GAF, Nicholas DJD. 1972. Identification of the sources of nitrous oxide produced by oxidative
and reductive processes in Nitrosomonas europaea. Biochem J 126:1181–1191.

Rotthauwe JH, Witzel KP, Liesack W. 1997. The ammonia monooxygenase structural gene amoA as
a functional marker: molecular fine-scale analysis of natural ammonia-oxidizing populations.
Appl Environ Microbiol 63:4704–4712.

Rudnicki MD, Elderfield H, Spiro B. 2001. Fractionation of sulfur isotopes during bacterial sulfate
reduction in deep ocean sediments at elevated temperatures. Geochim Cosmochim Acta 65:777–
789.

Semrau JM, Chistoserdov A, Lebron J, Costello A, Davagnino J, Kenna E, Holmes AJ, Finch R,
Murrell JC, Lidstrom ME. 1995. Particulate methane monooxygenase genes in methanotrophs.
J Bacteriol 177:3071–3079.

Sigman DM, Casciotti KL, Andreani M, Barford C, Galanter M, Bohlke JK. 2001. A bacterial method
for the nitrogen isotopic analysis of nitrate in seawater and freshwater. Anal Chem 73:4145–
4153.

Smith Z, McCaig AE, Stephen JR, Embley TM, Prosser JI. 2001. Species diversity of uncultured
and cultured populations of soil and marine ammonia oxidizing bacteria. Microb Ecol 42:228–
237.

Soriano S, Walker N. 1968. Isolation of ammonia-oxidizing autrotrophic bacteria. J Appl Bacteriol
31:493–407.

Stehr G, Bottcher B, Dittberner P, Rath G, Koops HP. 1995. The ammonia-oxidizing nitrifying pop-
ulation of the river Elbe estuary. FEMS Microbiol Ecol 17:177–186.

Stephen JR, McCaig AE, Smith Z, Prosser JI, Embley TM. 1996. Molecular diversity of soil and
marine 16S rRNA gene sequences related to beta-subgroup ammonia-oxidizing bacteria. Appl
Environ Microbiol 62:4147–4154.

Strickland JDH, Parsons TR. 1972. A Practical Handbook of Seawater Analysis, 2nd ed. Bull Fish
Res Bd Canada 167:1–310.

Suwa Y, Sumino T, Noto K. 1997. Phylogenetic relationships of activated sludge isolates of ammonia
oxidizers with different sensitivities to ammonium sulfate. J Gen Appl Microbiol 43:373–379.

Suzuki I, Dular U, Kwok SC. 1974. Ammonia or ammonium ion as substrate for oxidation by
Nitrosomonas europaea cells and extracts. J Bacteriol 120:556–558.

Swofford DL. 1993. PAUP: a computer program for phylogenetic inference using maximum parsi-
mony. J Gen Physiol 102:9A.

Teske A, Alm E, Regan JM, Toze S, Rittmann BE, Stahl DA. 1994. Evolutionary relationships among
ammonia- and nitrite-oxidizing bacteria. J Bacteriol 176:6623–6630.

Thompson JD, Higgins DG, Gibson TJ. 1994. CLUSTAL W: improving the sensitivity of progressive
multiple sequence alignment through sequence weighting, position-specific gap penalties and
weight matrix choice. Nucl Acids Res 22:4673–4680.



July 23, 2003 21:26 GMB Tj773-06

Biogeochemical Diversity in Ammonia-Oxidizing Bacteria 353

Voytek MA, Priscu JC, Ward BB. 1999. The distribution and relative abundance of ammonia-oxidizing
bacteria in lakes of the McMurdo Dry Valley, Antarctica. Hydrobiologia 401:113–130.

Ward BB. 1987. Kinetic studies on ammonia and methane oxidation by Nitrosococcus oceanus. Arch
Microbiol 147:126–133.

Ward BB, Carlucci AF. 1985. Marine ammonium- and nitrite-oxidizing bacteria: Serological diversity
determined by immunofluorescence in culture and in the environment. Appl Environ Microbiol
50:194–201.

Wood PM. 1986. Nitrification as a bacterial energy source. In: Prosser JI, editor. Nitrification, Special
Publication of the Society for General Microbiology, Vol. 20. Oxford: IRL Press. p 39–62.

Yoshida N. 1988. 15N-depleted N2O as product of nitrification. Nature 355:528–529.
Yoshida N, Hattori A, Saino T, Matsuo S, Wada E. 1984. 15N/14N ratio of dissolved N2O in the eastern

tropical Pacific Ocean. Nature 307:442–444.


