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Summary

Many studies have shown that changes in nitrogen
(N) availability affect primary productivity in a variety
of terrestrial systems, but less is known about the
effects of the changing N cycle on soil organic matter
(SOM) decomposition. We used a variety of tech-
niques to examine the effects of chronic N amend-
ments on SOM chemistry and microbial community
structure and function in an alpine tundra soil. We
collected surface soil (0–5 cm) samples from five
control and five long-term N-amended plots estab-
lished and maintained at the Niwot Ridge Long-
term Ecological Research (LTER) site. Samples were
bulked by treatment and all analyses were conducted
on composite samples. The fungal community shifted
in response to N amendments, with a decrease in
the relative abundance of basidiomycetes. Bacterial
community composition also shifted in the fertilized
soil, with increases in the relative abundance of
sequences related to the Bacteroidetes and Gemma-
timonadetes, and decreases in the relative abundance
of the Verrucomicrobia. We did not uncover any bac-
terial sequences that were closely related to known

nitrifiers in either soil, but sequences related to
archaeal nitrifiers were found in control soils. The
ratio of fungi to bacteria did not change in the
N-amended soils, but the ratio of archaea to bacteria
dropped from 20% to less than 1% in the N-amended
plots. Comparisons of aliphatic and aromatic carbon
compounds, two broad categories of soil carbon
compounds, revealed no between treatment dif-
ferences. However, G-lignins were found in higher
relative abundance in the fertilized soils, while pro-
teins were detected in lower relative abundance.
Finally, the activities of two soil enzymes involved
in N cycling changed in response to chronic N
amendments. These results suggest that chronic N
fertilization induces significant shifts in soil carbon
dynamics that correspond to shifts in microbial com-
munity structure and function.

Introduction

Over the last half century, human activity has dramatically
altered the global nitrogen (N) cycle, and the anthropo-
genic creation of reactive N now likely exceeds all natural
terrestrial sources combined (Vitousek et al., 1997; Gal-
loway et al., 2004). This increase in fixed N inputs has a
litany of consequences for the environment, including
climate change, marine and freshwater eutrophication, air
pollution, species loss and even human health threats
(Vitousek et al., 1997; NRC, 2000; Townsend et al.,
2003). Many of the effects on terrestrial ecosystems arise
from increased N deposition rates, which in some parts of
North America, Europe and East Asia are more than an
order of magnitude greater than in pre-industrial times
(Galloway et al., 2004). The majority of temperate terres-
trial ecosystems show clear signs of N limitation to net
primary productivity (Vitousek and Howarth, 1991); thus,
increases in N deposition can lead to increased carbon
(C) storage in the form of plant biomass (Townsend et al.,
1996; Nadelhoffer et al., 1999; Magnani et al., 2007).
Higher N inputs can also drive shifts in plant species
composition (Bobbink et al., 1998; Clark et al., 2007), with
growing evidence of a general trend towards a loss of
diversity (Stevens et al., 2004; Suding et al., 2005).
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However, changes in N availability also affect, and are
affected by, the soil microbial community, as these organ-
isms regulate many fundamental processes that deter-
mine ecosystem N availability (Paul and Clark, 1997). For
example, deposition-driven increases in ammonium and
nitrate represent larger substrate pools for nitrification
and denitrification, both of which affect N loss to aquatic
and atmospheric realms. As such, the ultimate fate of N
from depositional processes, and the fraction that fuels
primary production, is intimately linked to the underlying
soil microbial community.

Nitrogen availability can also affect soil heterotrophic
respiration, which comprises a yearly source of atmo-
spheric CO2 nearly an order of magnitude larger than
fossil fuel emissions (Schimel et al., 2001). Yet our under-
standing of how increased N affects decomposition
remains notably incomplete, with existing data suggesting
a highly intricate set of interactions between changing N
availability, biologically diverse soil microbial communities
and chemically complex soil organic matter (SOM) (Neff
et al., 2002; Zak et al., 2003). Resolving the links between
N availability and SOM decomposition is of great impor-
tance, as SOM represents a C reservoir three to four
times larger than that contained in either plant biomass or
the atmosphere (Eswaran et al., 1993; Davidson and Jan-
ssens, 2006). Data from multiple N fertilization experi-
ments show that N additions elicit a myriad of responses
in soil heterotrophic processes, including changes in
enzyme activity, respiration and decomposition (Carreiro
et al., 2000; Saiya-Cork et al., 2002; Sinsabaugh et al.,
2004; 2005; Waldrop et al., 2004a,b). However, the rela-
tive response varies by ecosystem type (Waldrop et al.,
2004a), and can show significant seasonal and spatial
variation within a given ecosystem (Bardgett et al., 1999;
Schmidt et al., 2004), thus highlighting the complexity of
the underlying mechanisms.

A recent study in an alpine tundra soil further empha-
sizes this complexity and offers some insight into how
shifts in N availability may alter SOM turnover. Neff and
colleagues (2002) used a set of long-term N fertilization
plots in the Colorado Front Range to show that N inputs
altered both the turnover time and the chemistry of differ-
ent SOM fractions. Notably, this work showed that
intermediate-aged (10- to 40-year-old) portions of the
SOM pool displayed significant increases in decomposi-
tion following chronic N additions, and that much of this
pool appeared to contain C-rich, N-poor compounds such
as cellulose and its derivatives. At the same time, the
results suggested the potential for the reduced decay of
other SOM fractions. These findings were consistent with
general theory suggesting that increases in N availability
may spur the decay of specific fractions of the chemically
complex SOM pool, especially those compounds that are
N-poor, but may slow the decay of N-rich, chemically

recalcitrant compounds such as lignin derivatives (Fog,
1988). Neff and colleagues (2002) also showed that tra-
ditional ecosystem metrics for assessing changes in SOM
turnover – e.g. changes in total soil C pools – did not
reveal what was clearly a dynamic but varied response in
soil heterotrophic activity to changes in N availability.

However, the role of the soil microbial community in
these complex interactions is poorly understood. There
are a suite of molecular phylogenetic tools to examine
how changes in N availability affect the community struc-
ture of specific types of N cycling organisms, including
nitrifiers (e.g. He et al., 2007), denitrifiers (e.g. Enwall
et al., 2005) and N fixers (e.g. Tan et al., 2003). Parallel
investigations into the effects of N availability on soil
microbial C cycling are more challenging because of the
lack of a single, conserved gene for decomposition. Thus,
our aim was to use the same plots sampled by Neff and
colleagues (2002) and ask if the microbial community
composition shifted in the long-term N-amended plots. We
integrate a molecular phylogenetic study of the abun-
dance and diversity of bacterial, archaeal and fungal
members of the soil microbial community with a high-
resolution characterization of the commensurate changes
in soil C pools. Our results show that soil C chemistry and
microbial community composition undergo shifts, but the
activity of most C-cycling enzymes did not change sig-
nificantly in a composite soil sample derived from
N-amended plots.

Results

Microbial community composition

Surface soil (0–5 cm) samples were collected from five
control and five long-term N-amended plots established
and maintained through the Niwot Ridge Long-term Eco-
logical Research (LTER) site in the fall of 2003. Samples
were bulked by treatment in the field and all subsequent
analyses were conducted on composite samples, hereaf-
ter referred to as control and N-amended soils. We used
molecular phylogenetic techniques to analyse the bacte-
rial community structure in composites of both control
and N-amended soils. Community composition shifted
in response to N amendments (Fig. 1). For example, 16S
rRNA genes related to the Verrucomicrobia comprised
10% of the control library, but were not detected in
the +N library. Additionally, sequences related to the
Bacteroidetes and the Gemmatimonadetes were present
in the unamended soils (5% and 4% respectively), but
increased in relative abundance in the fertilized soils (19%
and 10% respectively).

Both the P test (Martin, 2002) and the UniFrac metric
(Lozupone and Knight, 2005), statistical techniques that
compare the overall phylogenetic diversity within micro-
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bial communities, revealed significant differences in the
control and the +N bacterial 16S rRNA gene libraries
(Table 1). However, the same three phyla – the Acidobac-
teria, the Actinobacteria and the a-Proteobacteria – domi-
nated in both soils (Fig. 1). Thus, we applied UniFrac and
the P test to compare the diversity of sequences from
within these three phyla in the two soil types. These tests
demonstrated that the acidobacterial sequences from the
N-amended soils were different from those recovered
from control soils, while the sequences related to the
Actinobacteria and the a-Proteobacteria were more
similar across treatments (Table 1). Therefore, although
the relative abundance of sequences related to the Aci-
dobacteria was identical in both soils, the actual types of
Acidobacteria were different in the control and +N treat-
ments (Table 1).

Long-term N amendments also resulted in a significant
shift in the phylogenetic diversity of the soil fungal com-
munity (Table 1, Fig. 2). The relative abundance of Asco-
mycota LSU rRNA genes increased by 30% in response
to fertilization, while the fraction of sequences related to
the Basidiomycota and a novel, unclassified fungal group

decreased in relative abundance. LSU rRNA genes
related to other groups, including the Mucoromycotina,
Chytridiomycota and Blastocladiomycota, were also
detected in the fungal libraries, but were found in low
abundance and showed no obvious response to N
amendments.

We also used molecular methods to assess the
archaeal community structure in the control and
N-amended soils. Here, we used primers that were
designed to amplify a wide diversity of archaea, including
the highly divergent nanoarchaeal clade (Costello and
Schmidt, 2006). As a consequence, these primers also
target bacterial and eukaryotic SSU rRNA gene
sequences. In the control soils, 43% of the library was
archaeal, while only one sequence from the +N library
was archaeal (data not shown). Although this precluded a
direct comparison of archaeal diversity in control and fer-
tilized soils, it suggested an overall change in the relative
abundance of eukaryotic, bacterial and/or archaeal com-
munities in the +N soils. Thus, we applied domain level
quantitative PCR (qPCR) techniques to further explore
this result. The relative abundance of fungi to bacteria did

Acidobacteria

Actinobacteria

proteobacteria

Verrucomicrobia Bacteroidetes

Control + N

Fig. 1. Relative abundance of 16S rRNA gene phylotypes in clone libraries in the control and N-amended soils. Colours represent phyla- or
subphyla-level clades and black lines represent individual phylotypes (> 3% different from all other sequences). Number of sequences = 54
(control) and 99 (+N). , Acidobacteria; , Actinobacteria; , a-Proteobacteria; , Verrucomicrobia; , Cyanobacteria; , Bacteroidetes; ,
d-Proteobacteria; , Gemmatimonadetes; , candidate division TM7; , candidate division OP10; , Planctomycetes; , b-Proteobacteria;

, Chloroflexi; , candidate division TG1; , Firmicutes; , g-Proteobacteria; �, candidate division OD2; , Viridiplantae; , candidate
division OP11; �, candidate division SC3; , candidate division AD3.

Table 1. Phylogenetic comparison of SSU gene (bacteria) and LSU gene (fungi) clone libraries for control and N-amended soils.

Fungi Bacteria Acidobacteria Actinobacteria a-Proteobacteria

Per cent of sequences in control soil NA NA 18.2% 16.4% 10.9%
Per cent of sequences in +N soil NA NA 18.2% 10.1% 13.1%
P testa ** * * NS NS
UniFracb ** * * NS *

a. Phylogenetic test, as in Martin (2002), results were similar for distance and parsimony-derived trees.
b. UniFrac, as in Lozupone and Knight (2005), results were similar for distance and parsimony-derived trees.
*P < 0.05; **P < 0.01.
NA, not applicable; NS, not significant.

Effects of chronic nitrogen fertilization 3095

© 2008 The Authors
Journal compilation © 2008 Society for Applied Microbiology and Blackwell Publishing Ltd, Environmental Microbiology, 10, 3093–3105



not change in fertilized soils, but the ratio of archaea to
bacteria dropped dramatically, falling from 20% in control
soils to less than 1% in the N-amended soils (Fig. 3).

SOM chemistry and soil enzyme activities

We used pyrolysis-gas chromatography-mass spectro-
metry (Py-GC-MS; Gleixner et al. 1999) to examine
the response of specific soil C fractions to chronic N
amendments. Py-GC-MS analyses have the advantage of
allowing a relatively comprehensive look at how different
classes of soil organic compounds change in response to
environmental forcings (Gleixner et al., 1999). Neff and
colleagues (2002) first applied this technique to the inves-
tigation of SOM responses to N fertilization. Subsequent
developments in the analytical procedures allowed us to
take a more detailed look at SOM pools. Comparisons of
aliphatic and aromatic C compounds, two broad catego-
ries of soil C compounds, revealed no difference in the
N-amended and control soils (Fig. 4A). In contrast,
G-lignins were found in higher relative abundance in the
fertilized soils, while proteins were detected in lower rela-
tive abundance (Fig. 4B). Other SOM fractions showed
high analytical variability so it is difficult to infer what
effect, if any, long-term N amendments have had on their
abundance (Fig. 4B).

Finally, we investigated extracellular soil enzyme activ-
ity to examine the functional response of the soil microbial
community to fertilization. Two enzymes directly related to
N transformations changed significantly: leucine amino
peptidase (LAP), which is associated with microbial N
acquisition from proteins, declined, while urease, which
is involved in urea mineralization, increased (Fig. 5).
Notably, there was a lack of a significant shift in the activity
of a broad suite of soil enzymes involved in many steps of
C cycling (Fig. 5).

Fig. 2. Relative abundance of fungal LSU
rRNA gene phylotypes in clone libraries in the
control and N-amended soils. Bars represent
the abundance of fungal phyla or subphyla in
the libraries. Number of sequences = 69
(control) and 157 (+N).
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Fig. 3. Relative abundances of bacterial, archaeal and fungal SSU
rRNA genes in control and N-amended soils, as estimated using
qPCR assays. Error bars are the standard errors of the mean for
four independent qPCR reactions for both archaea and bacteria
(A) or bacteria and fungi (B). Thus, the standard error of the ratios
reflects the error in the quantification of both sets of genes.
***P < 0.001; NS, not significant.
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Fig. 4. Effect of chronic N amendments on
SOM.
A. Bars show the relative abundance of
aliphatic and aromatic compounds in the
control and +N soils.
B. Bars show the relative abundance of
polysaccharides (polysacc), proteins, G- and
S-lignins, and fatty acids in the control and +N
soils.
The compound classes shown were
developed from compound identifications from
the published literature. Lignin derivatives
were based primarily on identifications in
Dijkstra and colleagues (1998), and
cellulose-related peaks were based on
information in Steinbeiss and colleagues
(2006). Additional compound-type
identifications were supplemented by
information from Chefetz and colleagues
(2002) and Buurman and colleagues (2007).0

20

40

60

80

100

Aliphatic Aromatic

control

+ N

R
el

at
iv

e 
ab

un
da

nc
e 

(%
)

A

B

0

2

4

6

Polysacc Protein G lignins S lignins Fatty acids

control

 +N

R
e
la

ti
ve

 a
b
u
n
d
a
n
ce

 (
%

)

Fig. 5. Effect of chronic N amendments on
the activity of soil enzymes. Bars show the
specific activity of b-1,4-N-acetyl-
glucosaminidase (NAG), b-D-1,4-
cellobiosidase (CBH), a-1,4-glucosidase (AG),
b-1,4-glucosidase (BG), leucine amino
peptidase (LAP), b-1,4-xylosidase (BYL), acid
phosphatase (PHO), phenol oxidase (PHE),
peroxidase (PER), urease (URE). *P < 0.10;
**P < 0.05.
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Discussion

Previous work at this site documented accelerated
decomposition of intermediate-aged portions of the SOM
pool following chronic N additions (Neff et al., 2002).
Here, we asked if these dynamic changes in SOM
(Fig. 4B) are matched – and perhaps partially explained –
by shifts in microbial composition. We collected soils in
the fall, an important season for decomposition in the
alpine tundra (Schmidt et al., 2004). Our results revealed
significant changes in all fractions of the soil microbial
community. Bacteria and fungi shifted in diversity (Figs 1
and 2, Table 1), and the overall abundance of archaea
decreased dramatically in the N-amended soils (Fig. 3).
The activities of two soil enzymes involved in N cycling
changed in response to chronic N amendments, but
seven other enzymes involved in a variety of C decom-
position steps showed no response to fertilization (Fig. 5).
Below, we propose several hypotheses to relate these
changes in C and N cycling processes and the shifts in the
soil microbial community composition.

In a much earlier study of these plots, Fisk and Schmidt
(1996) showed that nitrification potentials in N-amended
soils were significantly higher than control soils during the
fall season. While our approach does not allow us to make
direct links to changes in functional groups, we did not
uncover any bacterial sequences that were closely related
to known nitrifiers in either the control or +N soils (Fig. 1).
Archaeal nitrifiers (Könneke et al., 2005) are also impor-
tant in soil and water environments (Francis et al., 2005;
Leininger et al., 2006); thus, we performed a detailed
phylogenetic analysis of the archaeal community from
control soils (as mentioned above, only one archaeal
sequence was obtained from N-amended plots). We
detected a number of 16S rRNA genes that fall between
the crenarchaeal Groups 1.1a and 1.1b (Fig. 6), which
contain marine and terrestrial archaeal nitrifiers (Nicol and
Schleper, 2006). Although it is difficult to assign functions
to the organisms represented by these sequences, it is
possible that they may be important in ammonium oxida-
tion in the unamended dry meadow soils. Interestingly,
archaeal abundance declined precipitously in N-amended

Fig. 6. Neighbour-joining phylogenetic tree
showing representative sequences from the
clones related to the archaea in the control
plots. Grey rectangles represent sequences
from this study, and the relative size of
the rectangle symbolizes the number of
sequences. SCA sequences are from the
Bintrim and colleagues (1997) study.
Sequences in boxes are nitrifiers. Tree is
rooted with four bacterial 16S rRNA gene
sequences (not shown). Values indicate
distance and parsimony bootstrap values
respectively.
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plots (Fig. 3). Little is known about the physiology of the
archaea, and it is possible that they are sensitive to
changes in pH or C sources in N-amended soils, or that
they are simply out-competed under more eutrophic
conditions. This response of archaea to N fertilization may
be a widespread phenomenon, as others have reported
decreases in abundance (He et al., 2007) and diversity
(Gattinger et al., 2007) of archaea in response to N
amendments.

The increase in G-lignin-related compounds (Fig. 4B) is
in agreement with other studies supporting decreases in
lignin decomposition in response to N amendments
(Carreiro et al., 2000; Waldrop et al., 2004a). In general,
lignin-related compounds are viewed as chemically recal-
citrant, because substantial energy investment is required
for their breakdown, and the net caloric return is small
(Kirk and Farrell, 1987). The recalcitrance of these mol-
ecules also relates to their structural uniqueness. Thus,
one school of thought has been that in N-poor environ-
ments, investment in lignin decay may be partly driven by
demand for its relatively high N content (Craine et al.,
2007). According to this hypothesis, if N availability is
enhanced, lignin decay should decline. Our pyrolysis data
(Fig. 4B) provide a time-integrated picture that suggests a
general decrease in lignin degradation over the course of
the multi-year fertilization. Other mechanisms for the
increase in lignin pools are possible as well, such as
N-fuelled increases in the lignin content of plant tissues
(Knops et al., 2007), or a change in lignin inputs because
of the plant community shifts in these plots (Bowman
et al., 1993).

The shift in fungal community composition may support
the hypothesis that lignin decay is suppressed in the
N-amended soils. Basidiomycetes possess a suite of
lignin oxidase enzymes (Hammel, 1997), and these
organisms appear to decrease in relative abundance in
fertilized soils (Fig. 2). However, other explanations for
this community shift are possible. For example, many
basidiomycetes are ectomycorrhizal, and declines in both
the diversity and abundance of mychorrizal infections
have been seen in response to N amendments (reviewed
in Treseder, 2004). Indeed, the increase in graminoid
species cover in response to N fertilization suggests a
decline in the importance of ectomycorrhizal associations
in the tundra (Bowman et al., 1993). Thus, a shift to fewer
basidiomycetes could be due to both N inhibition of lignin
decay and a decreased prevalence of ectomycorrhizal
infections because of increased N availability.

Although the function of organisms represented by spe-
cific sequences is difficult to predict, some hypotheses
can be generated about the bacteria responsible for the
changes in C cycling in the N-amended soils. For
example, fertilized soils appeared to have higher relative
abundances of Bacteroidetes and Gemmatimonadetes,

two bacteria phyla which may be important in the decom-
position of recalcitrant C compounds (Zhang et al., 2003;
Lipson and Schmidt, 2004), perhaps suggesting a mecha-
nism for the increase in the decomposition of 10- to
40-year-old C compounds revealed by Neff and col-
leagues (2002). Additionally, the Verrucomicrobia, which
have been shown to be an abundant component of the
summer microbial community in similar soils (Lipson and
Schmidt, 2004), comprised 10% of the control library, but
were not found in the +N library. Relatives of these organ-
isms have been shown to ferment plant C compounds and
to thrive under oligotrophic conditions (Albrecht et al.,
1987; Janssen et al., 1997; 2002), which may be a more
common feature of the lower productivity control soils
(Bowman et al., 1993). More recent work shows that
some Verrucomicrobia can also oxidize methane in acidic
soils (Dunfield et al., 2007). N fertilization has been shown
to significantly decrease methane oxidation at this site
(Neff et al., 1994); thus, the decrease in the relative abun-
dance of these organisms may be linked to decreased
methane cycling in N-amended soil. However, it is impor-
tant to note that few organisms have been studied in
pure culture for each of these divisions. Thus, future
approaches should include cultivation-based work as
well as stable isotope probing to allow more direct
links between changes in community composition and
C-cycling processes.

The lack of changes in C-related enzymes may suggest
that enzyme analyses are not suitable for distinguishing
more subtle, long-term changes in SOM turnover. They
may also be due to the notable seasonality of the com-
munities in these soils, and their strong responses to the
annual dynamics of plant C inputs to the soil (Nemergut
et al., 2005; Schmidt et al., 2007). In other ecosystems,
changes in soil enzyme activities in response to N enrich-
ment vary both spatially and seasonally (DeForest et al.,
2004; Lucas et al., 2007). Thus, it is possible that other
seasons may reveal differences in the activities of
C-degrading soil enzymes in fertilized and control soils.
The similarity in enzyme activities among treatments
despite the presence of different microbial communities
may also suggest that there is considerable redundancy
of function when it comes to C decay (e.g. Kemmitt et al.,
2008).

Finally, we note that our emphasis in this study was on
a thorough characterization of the soil microbial commu-
nity, which prevented us from assessing spatial or sea-
sonal variability within or across treatment types. We
believe the differences between control and +N plots are
robust for our fall sampling period, not only based on the
analyses performed here, but because other work at this
site has demonstrated comparatively low spatial hetero-
geneity in microbial community structure (Lipson and
Schmidt, 2004). However, seasonal shifts in the microbial
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community can be profound in alpine tundra systems
(Lipson and Schmidt, 2004; Schmidt et al., 2007). Thus,
while we chose to sample in the fall because it is a key
time for heterotrophic activity in the alpine (Schmidt et al.,
2004), we stress that additional study of seasonal differ-
ences across nutrient treatments is a logical next step.

Conclusions

The results of this study demonstrate that long-term, high-
level N fertilization caused significant changes both in the
chemical composition of SOM pools and in the structure
of the microbial community. Moreover, some of the micro-
bial community shifts could provide at least a partial
explanation for changes in SOM structure. Most notably,
steep declines in basidiomycetes (Fig. 2) make sense in
light of the higher lignin concentrations of the N-amended
plots (Fig. 4B). Additionally, the observed increase in the
bacterial groups Bacteroidetes and Gemmatimonadetes
(Fig. 1) may reflect earlier observations from these sites
suggesting that the decay of 10- to 40-year-old C com-
pounds is enhanced following N additions (Neff et al.,
2002).

However, while these results provide potential links
between microbial community structure and ecosystem
function, we stress that unravelling the biological controls
over SOM turnover will be a significant challenge. Multiple
factors can alter SOM pools following increases in N
availability, including shifts in both plant productivity and
species composition. Likewise, changes in plant dynam-
ics may alter the microbial community in ways that do not
necessarily have implications for SOM turnover. In addi-
tion, microbial communities at this site are extraordinarily
dynamic across seasons (Schadt et al., 2003; Schmidt
et al., 2007), while the changes in SOM pool chemistry
reflect the integrated activity of the microbial community
over annual to decadal time scales. Thus, drawing infer-
ences from SOM–microbial community comparisons for a
single time point must be done with caution.

Last, the lack of significant changes in C-degrading
enzyme activity between treatments may hint at a broader
debate on the role of microbial communities in ecosystem
function: under what conditions and/or for what processes
will community shifts result in detectable changes in
ecosystem-relevant functions? In the case of processes
driven by groups of organisms with relatively low phylo-
genetic diversity, such as methanogenesis and nitrifica-
tion, one might expect to see a community shift frequently
coincide with a change in process. However, SOM
decomposition is carried out by an astonishing variety of
organisms interacting with an equally daunting array of
chemical compounds; thus, one might expect much
greater redundancy of function when investigating a trait
like heterotrophy. A suite of methods, including ones that

can reflect microbial activity over different time scales, are
likely to be required to clearly establish links between soil
community structure and SOM turnover.

Experimental procedures

Site description and sampling

The plots are in a well-characterized high alpine tundra dry
meadow site, part of the Niwot Ridge LTER site in the Front
Range of the Colorado Rocky Mountains, USA (reviewed in
Bowman and Seastedt, 2001). In late October of 2003, we
used a sterile trowel to remove the top 5 cm of soil from 10
different 2 ¥ 2 m plots, five control and five N-amended plots.
Soil samples were bulked in the field; thus, within-plot vari-
ability was not assessed. Fertilized plots had received 25 kg
N ha-1 year-1 in 1991, and 10 kg N ha-1 year-1 in years 1992–
2000 in the form of urea (Bowman et al., 1993; Neff et al.,
2002). Detailed site descriptions have been previously pre-
sented (Bowman et al., 1993; Fisk and Schmidt, 1996).

Pyrolysis-gas chromatography-mass spectrometry
(Py-GC-MS)

We examined the chemical structure of the light and heavy C
fractions using previously described methods (Neff et al.,
2006). Three replicates of each pooled soil (control and +N)
were pyrolysed at 590°C in pyrofoils (Pyrofoil F590, Japan
Analytical Company, Tokyo, Japan) within a Curie-Point
pyrolyser (Pyromat, Brechbühler Scientific Analytical Solu-
tions, Houston, TX, USA). Pyrolysis products were trans-
ferred online to a gas chromatograph (ThermoQuest Trace
GC, Thermo Finnigan, San Jose, CA, USA). We used an
interface temperature of 250°C with a split injection (split ratio
50:1, He flow rate 1.0 ml min-1). Separation of pyrolysis prod-
ucts was performed on a BPX 5 column (60 m ¥ 0.25 mm,
film thickness 0.25 mm) using a temperature programme of
40°C for 5 min, 5°C min-1 to 270°C followed by a jump (30°C
min-1) to a final temperature of 300°C with a 10 min hold. The
column outlet was coupled to a Thermo Polaris-Q ion-trap
mass spectrometer (Polaris Q, Thermo Finnigan) operated at
70 eV in the EI mode. The transfer line was heated to 270°C
and the source temperature was held at 200°C.

Peaks corresponding to pyrolysis products were compared
to reference spectra after deconvolution and extraction using
AMDIS v. 2.64 and National Institute of Standards and Tech-
nology mass spectral libraries and published literature
(Pouwels et al., 1989; Schulten and Schnitzer, 1997).

DNA extraction and clone library construction

DNA was extracted from pooled +N and control soil samples
using a modification of the protocol described by Moré and
colleagues (1994). Half gram of soil was added to 0.3 g each
of 0.1 mM, 0.5 mM and 1 mM sized glass beads (Biospec
Products, Bartlesville, OK, USA) with 1 ml of phosphate
extraction buffer and agitated for 2 min with a bead beater
(Mini-bead-beater 8, Biospec Products). Samples were then
centrifuged at 14 000 r.p.m. for 10 min and the supernatant
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was removed to a fresh tube. Two hundred millilitres of 7.5 M
ammonium acetate was added and samples were incubated
on ice for 5 min. Extracts were centrifuged at 14 000 r.p.m.
for 3 min and the supernatant was again removed to a fresh
tube. Samples were then extracted with an equal volume of
phenol : chloroform : isoamyl alcohol (25:24:1). DNA was
precipitated with 200 ml of isopropanol overnight at -80°C.
Samples were then centrifuged at 14 000 r.p.m. for 20 min
and DNA pellets were washed with 1 ml of 70% ethanol. For
each soil type (control and +N), eight separate DNA extrac-
tions were pooled to form composite extracts and purified
over Sepharose 4B (Sigma, St Louis, MO, USA) packed
columns as described in Jackson and colleagues (1997).

Approximately 30 ng of DNA was amplified by using the
primers 8f and 1492r (bacterial; Lane, 1991), ITS9 and
nLSU1221R (fungal; Schadt et al., 2003) and 8fa (Costello
and Schmidt, 2006) and 1492 (archaeal; Lane, 1991) using
reaction conditions described elsewhere (Schadt et al., 2003;
Costello and Schmidt, 2006; Nemergut et al., 2007) and opti-
mizing for the fewest possible number of cycles to attain
visible product on an agarose gel. For bacterial 16S rRNA
genes, we used 25 cycles, and, to maximize the diversity of
genes targeted (Dahllof, 2002), a gradient of annealing tem-
peratures ranging from 48°C to 68°C was employed. For
archaeal SSU rRNA genes, we amplified for 30 cycles, and
used annealing temperatures ranging from 45°C to 65°C. For
fungal LSU genes, we used 35 cycles and annealing tem-
peratures between 50°C and 70°C. The same PCR condi-
tions were employed for both control and N-amended soil
DNA samples. PCR products from four separate reactions
with different annealing temperatures were pooled and gel-
purified using QIAquick gel purification columns (Qiagen,
Valencia, CA, USA). Purified products were ligated into the
vector TOPO 2.1 (Invitrogen, Carlsbad, CA, USA) and trans-
formed into Escherichia coli following the manufacturer’s
instructions.

Inserted 16S rRNA genes were PCR-amplified from the
plasmids using the primers M13F and M13R (Invitrogen) and
sequenced with the T7 promoter primer and the M13-9 primer
using the BigDye Terminator Cycle Sequencing kit v. 3.0 (PE
Biosystems, Foster City, CA, USA) following the manufactur-
er’s directions. Fungal LSU rRNA genes clones were
sequenced as described by Schadt and colleagues (2003).
Sequencing products were analysed at the Iowa State Uni-
versity DNA Sequencing Facility and Functional Biosciences
(Madison, WI, USA). Sequences were deposited in GenBank
with the Accession No. EU861594–EU861972.

Quantitative PCR

Relative abundances of bacteria, archaea and fungi were
quantified following the qPCR protocol described in Fierer
and colleagues (2005). Bacterial and archaeal 16S rRNA
gene abundances were determined from a 10-fold serial dilu-
tion of a plasmid containing a full-length copy of the 16S
rRNA gene from E. coli and Sulfolobus acidocaldarius
respectively. Likewise, fungal gene abundance was quanti-
fied using a plasmid containing the Saccharomyces cerevi-
siae SSU rRNA gene. Standard curves were run in triplicate
with five non-zero concentrations per assay. Primer sets for
the bacterial (Eub338, Eub518) and fungal (ITS1f, 5.8s)

qPCR assays are described in Fierer and colleagues
(2005) and we used the archaeal–primer set (ARCH967f,
ARCH1060r) whose specificity has been demonstrated
previously (Cadillo-Quiroz et al., 2006). Each 25 ml qPCR
reaction contained 12.5 ml of ABgene SYBR Master Mix
(Rochester, NY, USA), 0.5 ml of each 10 mM forward and
reverse primers and 10.5 ml of sterile, DNA-free water. Stan-
dard and environmental DNA samples were added at 1.0 ml
per reaction after normalizing soil DNA concentrations to
10 ng ml-1. The reaction was carried out on a Eppendorf Real-
plex 2 thermocycler using the following conditions: 94°C for
3 min followed by 40 cycles of 94°C for 30 s, 50°C for 45 s
and 72°C for 30 s. Melting curve and gel electrophoresis
analysis were performed to confirm that the amplified prod-
ucts were the appropriate size. Ratios of gene copy numbers
(bacterial to fungal and bacterial to archaeal) were generated
with a regression equation for each assay relating the
threshold (Ct) value to the known number of copies in
the standards. Reporting the results as ratios of gene copy
numbers limits the effects of differential amplification efficien-
cies on estimates of relative taxon abundances (Fierer et al.,
2005). All qPCR reactions were run in quadruplicate with
pooled DNA samples from each plot.

Phylogenetic analysis and comparisons

Bacterial SSU gene sequences were edited in Sequencher
(Gene Codes, Ann Arbor, MI, USA) and aligned to the ARB
database (Ludwig et al., 2004) using the Greengenes NAST
aligner (DeSantis et al., 2006). Alignments were subjected to
Bellerophon (Huber et al., 2004) and all putative chimeras
were removed from further analyses. Taxonomic affiliations
were assigned based on both BLAST (Altschul et al., 1990)
matches and ARB alignments. We obtained 54 and 99 non-
chimeric bacterial 16S rRNA genes for the control and
N-amended samples respectively. We obtained 69 and 157
non-chimeric fungal LSU genes for the control and
N-fertilized samples respectively. For archaeal 16S rRNA
gene libraries, many of the genes that we sequenced were
actually bacterial and eukaryotic SSU rRNA genes. Indeed,
despite obtaining ~75 sequences from each of these libraries,
only 29 (control) and 1 (+N) were archaeal 16S rRNA genes.
OTU assignments were made by calculating a distance
matrix in ARB and importing it into DOTUR (Schloss and Han-
delsman, 2005). Fungal LSU gene sequences were
assembled and edited in Sequencher. Each sequence was
then assigned a higher-order phylogenetic classification
based on the top 10 matches from BLAST scores using the
PLAN interface (http://bioinfo.noble.org/plan/) and manual
annotation of phylogenetic lineages based on the GenBank
taxonomy. Those clones grouping only with environmental
sequences and those displaying only short (< 50% or query
length) or divergent matches (< than 80%) homology were
grouped as unclassified.

Phylogenetic trees were constructed by exporting align-
ments from ARB with the appropriate sequence mask. All
alignments were subjected to Modeltest (Posada and Cran-
dall, 1998) and the best model was used to construct a
neighbour-joining tree. Parsimony trees were constructed
using the heuristic search algorithm. Our crenarchaeal phy-
logenetic reconstruction was subjected to 100 bootstrap rep-
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licates, using both the distance and parsimony optimality
criteria. UniFrac (Lozupone and Knight, 2005) and P test
phylogenetic comparisons (Martin, 2002) were made using
the UniFrac web interface (Lozupone et al., 2006).

Enzyme assays

We analysed the activity of 10 enzymes involved in C and
nutrient cycling (see Weintraub et al., 2007 for descriptions
of the reactions that these enzymes catalyse) using the
methods reported in Saiya-Cork and colleagues (2002).
Sample suspensions were prepared by homogenizing 1.0 g
of soil in 125 ml of 50 mM sodium acetate buffer adjusted to
the mean pH of the soil samples. We created 16 replicate
wells for each enzyme assay and sample, and all samples
were incubated in the dark at 13 � 2°C for up to 24 h.

For fluorometric assays, we added 50 ml of a 200 mM sub-
strate solution to each sample well. Blanks, quench controls,
substrate controls and reference standards were included in
each microtitre plate. Fluorometric assays were terminated
by adding 10 ml of 1.0 M NaOH to each well. We measured
fluorescence with 365 nm excitation and 460 nm emission
filters using a microplate fluorometer (Fluoroskan II, Thermo
Labsystems, Franklin, MA, USA).

For the phenol oxidase and peroxidase assays, we com-
bined 200 ml of sample suspension and 50 ml of a 25 mM
L-3,4-dihydroxyphenylalanine (L-DOPA) solution. We created
the phenol oxidase-negative control wells by combining
200 ml of acetate buffer and 50 ml of L-DOPA; blank wells
contained 200 ml of sample suspension and 50 ml of acetate
buffer. All of the wells in the peroxidase assays were identical
to the phenol oxidase assays except they received 10 ml of
0.3% H2O2. Phenol oxidase and peroxidase activity was
quantified spectrophotometrically by measuring absorbance
at 460 nm (Spectramax Microplate Spectrophotometer,
Molecular Devices, Sunnyvale, CA, USA). We subtracted
phenol oxidase activity from peroxidase activity to calculate
the net peroxidase activities reported here.

We set up the urease microplates in the same manner as
the phenol oxidase assay plates except that 10 ml of 400 mM
urea was used as the substrate. To quantify urease activity,
ammonium concentrations were measured using colorimetric
ammonium assay reagent packets (Sinsabaugh et al., 2000).

We analysed the enzyme data using one-way multivariate
analysis of variance (MANOVA; DataDesk version 6.1, Ithaca,
NY, USA) with N addition as the factor. To account for the
possibility of finding significant differences simply by chance,
which is a concern when several statistical comparisons are
made together, the Bonferroni correction was used with all of
the MANOVA tests, and all of the P-values reported here are
Bonferroni corrected.

Acknowledgements

The authors wish to thank Christian Lauber, Dan Fernandez
and Robert Kysela for assistance with laboratory analyses.
We also acknowledge Elizabeth Costello for insightful discus-
sions and Cory Cleveland for help with sampling. This work
was partially supported by the NSF Microbial Observatories
Program (MCB-0455606) and the Niwot Ridge LTER
Program.

References

Albrecht, W., Fischer, A., Smida, J., and Stackebrandt, E.
(1987) Verrucomicrobium spinosum, a eubacterium repre-
senting an ancient line of descent. System Appl Microbiol
10: 57–62.

Altschul, S.F., Gish, W., Miller, W., Myers, E.W., and Lipman,
D.J. (1990) Basic local alignment search tool. J Mol Biol
215: 403–410.

Bardgett, R.D., Lovell, R.D., Hobbs, P.J., and Jarvis, S.C.
(1999) Seasonal changes in soil microbial communities
along a fertility gradient of temperate grasslands. Soil Biol
Biochem 31: 1021–1030.

Bintrim, S.B., Donohue, T.J., Handelsman, J., Roberts, G.P.,
and Goodman, R.M. (1997) Molecular phylogeny of
archaea from soil. Proc Natl Acad Sci USA 94: 277–282.

Bobbink, R., Hornung, M., and Roelofs, J.G.M. (1998) The
effects of air-borne nitrogen pollutants on species diversity
in natural and semi-natural European vegetation. J Ecol
86: 717–738.

Bowman, W.D., and Seastedt, T.R. (2001) Structure and
Function of an Alpine Ecosystem: Niwot Ridge, Colorado.
New York, USA: Oxford University Press.

Bowman, W.D., Theodose, T.A., Schardt, J.C., and Conant,
R.T. (1993) Constraints of nutrient availability on primary
production in two alpine tundra communities. Ecology 74:
2085–2097.

Buurman, P., Peterse, F., and Martin, G.A. (2007) Soil
organic matter chemistry in allophanic soils: a pyrolysis-
GC/MS study of a Costa Rican Andosol catena. Eur J Soil
Sci 58: 1330–1347.

Cadillo-Quiroz, H., Brauer, S., Yashiro, E., Sun, C., Yavitt, J.,
and Zinder, S. (2006) Vertical profiles of methanogenesis
and methanogens in two contrasting acidic peatlands in
central New York State, USA. Environ Microbiol 8: 1428–
1440.

Carreiro, M.M., Sinsabaugh, R.L., Repert, D.A., and
Parkhurst, D.F. (2000) Microbial enzyme shifts explain litter
decay responses to simulated nitrogen deposition. Ecology
81: 2359–2365.

Chefetz, B., Tarchitzky, J., Deshmukh, A.P., Hatcher, P.G.,
and Chen, Y. (2002) Structural characterization of soil
organic matter and humic acids in particle-size fractions of
an agricultural soil. Soil Sci Soc Am J 66: 129–141.

Clark, C.M., Cleland, E.E., Collins, S.L., Fargione, J.E.,
Gough, L., Gross, K.L., et al. (2007) Environmental and
plant community determinants of species loss following
nitrogen enrichment. Ecol Lett 10: 596–607.

Costello, E.K., and Schmidt, S.K. (2006) Microbial diversity in
alpine tundra wet meadow soil: novel Chloroflexi from a
cold, water-saturated environment. Environ Microbiol 8:
1471–1486.

Craine, J.M., Morrow, C., and Fierer, N. (2007) Microbial
nitrogen limitation increases decomposition. Ecology 88:
2105–2113.

Dahllof, I. (2002) Molecular community analysis of microbial
diversity. Curr Opin Biotechnol 13: 213–217.

Davidson, E.A., and Janssens, I.A. (2006) Temperature sen-
sitivity of soil carbon decomposition and feedbacks to
climate change. Nature 440: 165–173.

DeForest, J.L., Zak, D.R., Pregitzer, K.S., and Burton, A.J.
(2004) Atmospheric nitrate deposition, microbial commu-

3102 D. R. Nemergut et al.

© 2008 The Authors
Journal compilation © 2008 Society for Applied Microbiology and Blackwell Publishing Ltd, Environmental Microbiology, 10, 3093–3105



nity composition, and enzyme activity in northern hard-
wood forests. Soil Sci Soc Am J 68: 132–138.

DeSantis, T.Z., Hugenholtz, P., Larsen, N., Rojas, M., Brodie,
E.L., Keller, K., et al. (2006) Greengenes, a chimera-
checked 16S rRNA gene database and workbench com-
patible with ARB. Appl Environ Microbiol 72: 5069–5072.

Dijkstra, E.F., Boon, J.J., and Van Mourik, J.M. (1998) Ana-
lytical pyrolysis of a soil profile under Scots pine. Eur J Soil
Sci 49: 295–304.

Dunfield, P.F., Yuryev, A., Senin, P., Smirnova, A.V., Stott,
M.B., Hou, S., et al. (2007) Methane oxidation by an
extremely acidophilic bacterium of the phylum
Verrucomicrobia. Nature 450: 879–882.

Enwall, K., Philippot, L., and Hallin, S. (2005) Activity and
composition of the denitrifying bacterial community
respond differently to long-term fertilization. Appl Environ
Microbiol 71: 8335–8343.

Eswaran, H., Vandenberg, E., and Reich, P. (1993) Organic
carbon in soils of the world. Soil Sci Soc Am J 57: 192–
194.

Fierer, N., Jackson, J.A., Vilgalys, R., and Jackson, R.B.
(2005) Assessment of soil microbial community structure
by use of taxon-specific quantitative PCR assays. Appl
Environ Microbiol 71: 4117–4120.

Fisk, M.C., and Schmidt, S.K. (1996) Microbial responses to
nitrogen additions in alpine tundra soil. Soil Biol Biochem
28: 751–755.

Fog, K. (1988) The effect of added nitrogen on the rate of
decomposition of organic matter. Biol Rev Camb Philos
Soc 63: 433–462.

Francis, C.A., Roberts, K.J., Beman, J.M., Santoro, A.E., and
Oakley, B.B. (2005) Ubiquity and diversity of ammonia-
oxidizing archaea in water columns and sediments of the
ocean. Proc Natl Acad Sci USA 102: 14683–14688.

Galloway, J.N., Dentener, F.J., Capone, D.G., Boyer, E.W.,
Howarth, R.W., Seitzinger, S.P., et al. (2004) Nitrogen
cycles: past, present, and future. Biogeochemisty 70: 153–
226.

Gattinger, A., Hoefle, M.G., Schloter, M., Embacher, A.,
Bohme, F., Munch, J.C., and Labrenz, M. (2007) Tradi-
tional cattle manure application determines abundance,
diversity and activity of methanogenic Archaea in arable
European soil. Environ Microbiol 9: 612–624.

Gleixner, G., Bol, R., and Balesdent, J. (1999) Molecular
insight into soil carbon turnover. Rapid Commun Mass
Spectrom 13: 1278–1283.

Hammel, K.E. (1997) Fungal degradation of lignin. In Driven
by Nature: Plant Litter Quality and Decomposition.
Cadisch, G., and Giller, K.E. (eds). Wallingford, UK: CAB
International, pp. 33–45.

He, J., Shen, J., Zhang, L., Zhu, Y., Zheng, Y., Xu, M., and Di,
H.J. (2007) Quantitative analyses of the abundance and
composition of ammonia-oxidizing bacteria and ammonia-
oxidizing archaea of a Chinese upland red soil under long-
term fertilization practices. Environ Microbiol 9: 2364–
2374.

Huber, T., Faulkner, G., and Hugenholtz, P. (2004) Bellero-
phon: a program to detect chimeric sequences in multiple
sequence alignments. Bioinformatics 20: 2317–2319.

Jackson, C.R., Harper, J.P., Willoughby, D., Roden, E.E.,
and Churchill, P.F. (1997) A simple, efficient method for the

separation of humic substances and DNA from environ-
mental samples. Appl Environ Microbiol 63: 4993–4995.

Janssen, P.H., Schuhmann, A., Morschel, E., and Rainey,
F.A. (1997) Novel anaerobic ultramicrobacteria belonging
to the Verrucomicrobiales lineage of bacterial descent iso-
lated by dilution culture from anoxic rice paddy soil. Appl
Environ Microbiol 63: 1382–1388.

Janssen, P.H., Yates, P.S., Grinton, B.E., Taylor, P.M., and
Sait, M. (2002) Improved culturability of soil bacteria
and isolation in pure culture of novel members of the
divisions Acidobacteria, Actinobacteria, Proteobacteria,
and Verrucomicrobia. Appl Environ Microbiol 68: 2391–
2396.

Kemmitt, S.J., Lanyon, C.V., Waite, I.S., Wen, Q., Addiscott,
T.M., Bird, N.R.A., et al. (2008) Mineralization of native soil
organic matter is not regulated by size, activity or compo-
sition of the soil microbial biomass – a new perspective.
Soil Biol Biochem 40: 61–73.

Kirk, T.K., and Farrell, R.L. (1987) Enzymatic combustion –
the microbial degradation of lignin. Ann Rev Microbiol 41:
465–505.

Knops, J.M.H., Naeemw, S., and Reich, P.B. (2007) The
impact of elevated CO2, increased nitrogen availability and
biodiversity on plant tissue quality and decomposition.
Glob Change Biol 13: 1960–1971.

Könneke, M., Bernhard, A.E., de la Torre, J.R., Walker, C.B.,
Waterbury, J.B., and Stahl, D.A. (2005) Isolation of an
autotrophic ammonia-oxidizing marine archaeon. Nature
437: 543–546.

Lane, D.J. (1991) 16S/23S rRNA sequencing. In Nucleic Acid
Techniques in Bacterial Systematics. Stackebrandt, E., and
Goodfellow, M. (eds). West Sussex, UK: John Wiley &
Sons, pp. 115–175.

Leininger, S., Urich, T., Schloter, M., Schwark, L., Qi, J.,
Nicol, G.W., et al. (2006) Archaea predominate among
ammonia-oxidizing prokaryotes in soils. Nature 442: 806–
809.

Lipson, D.A., and Schmidt, S.K. (2004) Seasonal changes in
an alpine soil bacterial community in the Colorado Rocky
Mountains. Appl Environ Microbiol 70: 2867–2879.

Lozupone, C., and Knight, R. (2005) UniFrac: a new phylo-
genetic method for comparing microbial communities. Appl
Environ Microbiol 71: 8228–8235.

Lozupone, C., Hamady, M., and Knight, R. (2006) UniFrac –
an online tool for comparing microbial community diversity
in a phylogenetic context. BMC Bioinformatics 7: 371.

Lucas, R.W., Casper, B.B., Jackson, J.K., and Balser, T.C.
(2007) Soil microbial communities and extracellular
enzyme activity in the New Jersey Pinelands. Soil Biol
Biochem 39: 2508–2519.

Ludwig, W., Strunk, O., Westram, R., Richter, L., Meier, H.,
Yadhukumar, et al. (2004) ARB: a software environment for
sequence data. Nucleic Acids Res 32: 1363–1371.

Magnani, F., Mencuccini, M., Borghetti, M., Berbigier, P.,
Berninger, F., Delzon, S., et al. (2007) The human footprint
in the carbon cycle of temperate and boreal forests. Nature
447: 848–850.

Martin, A.P. (2002) Phylogenetic approaches for describing
and comparing the diversity of microbial communities. Appl
Environ Microbiol 68: 3673–3682.

Moré, M.I., Herrick, J.B., Silva, M.C., Ghiorse, W.C., and

Effects of chronic nitrogen fertilization 3103

© 2008 The Authors
Journal compilation © 2008 Society for Applied Microbiology and Blackwell Publishing Ltd, Environmental Microbiology, 10, 3093–3105



Madsen, E.L. (1994) Quantitative cell lysis of indigenous
microorganisms and rapid extraction of microbial DNA from
sediment. Appl Environ Microbiol 60: 1572–1580.

Nadelhoffer, K.J., Emmett, B.A., Gundersen, P., Kjonaas,
O.J., Koopmans, C.J., Schleppi, P., et al. (1999) Nitrogen
deposition makes a minor contribution to carbon seques-
tration in temperate forests. Nature 398: 145–148.

Neff, J.C., Bowman, W.D., Holland, E.A., Fisk, M.C., and
Schmidt, S.K. (1994) Fluxes of nitrous oxide and methane
from nitrogen-amended soils in a Colorado alpine
ecosystem. Biogeochemistry 27: 23–33.

Neff, J.C., Townsend, A.R., Gleixner, G., Lehman, S.J., Turn-
bull, J., and Bowman, W.D. (2002) Variable effects of nitro-
gen additions on the stability and turnover of soil carbon.
Nature 419: 915–917.

Neff, J.C., Finlay, J.C., Zimov, S.A., Davydov, S.P., Carrasco,
J.J., Schuur, E.A.G., and Davydova, A.I. (2006) Seasonal
changes in the age and structure of dissolved organic
carbon in Siberian rivers and streams. Geophys Res Lett
33: L23401.

Nemergut, D.R., Costello, E.K., Meyer, A.F., Pescador, M.Y.,
Weintraub, M.N., and Schmidt, S.K. (2005) Structure and
function of alpine and arctic soil microbial communities.
Res Microbiol 156: 775–784.

Nemergut, D.R., Anderson, S.P., Cleveland, C.C., Martin,
A.P., Miller, A.E., Seimon, A., and Schmidt, S.K. (2007)
Microbial community succession in an unvegetated,
recently deglaciated soil. Microb Ecol 53: 110–122.

Nicol, G.W., and Schleper, C. (2006) Ammonia-oxidising
Crenarchaeota: important players in the nitrogen cycle?
Trends Microbiol 14: 207–212.

NRC (2000) Clean Coastal Waters: Understanding and
Reducing the Problems of Nutrient Pollution. Washington,
DC, USA: National Academy Press.

Paul, E.A., and Clark, F.E. (1997) Soil Microbiology and
Biochemistry. San Diego, CA, USA: Academic Press.

Posada, D., and Crandall, K.A. (1998) MODELTEST: testing
the model of DNA substitution. Bioinformatics 14: 817–818.

Pouwels, A.D., Eijkel, G.B., and Boon, J.J. (1989) Curie-Point
pyrolysis capillary gas-chromatography high-resolution
mass-spectrometry of microcrystalline cellulose. J Anal
Appl Pyrolysis 14: 237–280.

Saiya-Cork, K.R., Sinsabaugh, R.L., and Zak, D.R. (2002)
The effects of long term nitrogen deposition on extracellu-
lar enzyme activity in an Acer saccharum forest soil. Soil
Biol Biochem 34: 1309–1315.

Schadt, C.W., Martin, A.P., Lipson, D.A., and Schmidt, S.K.
(2003) Seasonal dynamics of previously unknown fungal
lineages in tundra soils. Science 301: 1359–1361.

Schimel, D.S., House, J.I., Hibbard, K.A., Bousquet, P., Ciais,
P., Peylin, P., et al. (2001) Recent patterns and mecha-
nisms of carbon exchange by terrestrial ecosystems.
Nature 414: 169–172.

Schloss, P.D., and Handelsman, J. (2005) Introducing
DOTUR, a computer program for defining operational taxo-
nomic units and estimating species richness. Appl Environ
Microbiol 71: 1501–1506.

Schmidt, S.K., Lipson, D.A., Ley, R.E., Fisk, M.C., and West,
A.E. (2004) Impacts of chronic nitrogen additions vary sea-
sonally and by microbial functional group in tundra soils.
Biogeochemistry 69: 1–17.

Schmidt, S.K., Costello, E.K., Nemergut, D.R., Cleveland,
C.C., Reed, S.C., Weintraub, M.N., et al. (2007) Bio-
geochemical consequences of rapid microbial turnover and
seasonal succession in soil. Ecology 88: 1379–1385.

Schulten, H.R., and Schnitzer, M. (1997) The chemistry of
soil organic nitrogen: a review. Biol Fert Soil 26: 1–15.

Sinsabaugh, R.L., Reynolds, H., and Long, T.M. (2000)
Rapid assay for amidohydrolase (urease) activity in envi-
ronmental samples. Soil Biol Biochem 32: 2095–2097.

Sinsabaugh, R.L., Zak, D.R., Gallo, M., Lauber, C., and
Amonette, R. (2004) Nitrogen deposition and dissolved
organic carbon production in northern temperate forests.
Soil Biol Biochem 36: 1509–1515.

Sinsabaugh, R.L., Gallo, M.E., Lauber, C., Waldrop, M.P.,
and Zak, D.R. (2005) Extracellular enzyme activities and
soil organic matter dynamics for northern hardwood forests
receiving simulated nitrogen deposition. Biogeochemistry
75: 201–215.

Steinbeiss, S., Schmidt, C.M., Heide, K., and Gleixner, G.
(2006) delta C-13 values of pyrolysis products from cellu-
lose and lignin represent the isotope content of their
precursors. J Anal Appl Pyrolysis 75: 19–26.

Stevens, C.J., Dise, N.B., Mountford, J.O., and Gowing, D.J.
(2004) Impact of nitrogen deposition on the species rich-
ness of grasslands. Science 303: 1876–1879.

Suding, K.N., Collins, S.L., Gough, L., Clark, C., Cleland,
E.E., Gross, K.L., et al. (2005) Functional- and abundance-
based mechanisms explain diversity loss due to N
fertilization. Proc Natl Acad Sci USA 102: 4387–4392.

Tan, X.Y., Hurek, T., and Reinhold-Hurek, B. (2003) Effect of
N-fertilization, plant genotype and environmental condi-
tions on nifH gene pools in roots of rice. Environ Microbiol
5: 1009–1015.

Townsend, A.R., Braswell, B.H., Holland, E.A., and Penner,
J.E. (1996) Spatial and temporal patterns in terrestrial
carbon storage due to deposition of fossil fuel nitrogen.
Ecol Appl 6: 806–814.

Townsend, A.R., Howarth, R.W., Bazzaz, F.A., Booth, M.S.,
Cleveland, C.C., Collinge, S.K., et al. (2003) Human health
effects of a changing global nitrogen cycle. Front Ecol
Environ 1: 240–246.

Treseder, K.K. (2004) A meta-analysis of mycorrhizal
responses to nitrogen, phosphorus, and atmospheric CO2

in field studies. New Phytol 164: 347–355.
Vitousek, P.M., and Howarth, R.W. (1991) Nitrogen limitation

on land and in the sea – how can it occur? Biogeochemistry
13: 87–115.

Vitousek, P.M., Aber, J.D., Howarth, R.H., Likens, G.E.,
Matson, P.A., Schindler, D.W., et al. (1997) Human alter-
ation of the global nitrogen cycle: source and
consequences. Ecol Appl 7: 737–750.

Waldrop, M.P., Zak, D.R., and Sinsabaugh, R.L. (2004a)
Microbial community response to nitrogen deposition in
northern forest ecosystems. Soil Biol Biochem 36: 1443–
1451.

Waldrop, M.P., Zak, D.R., Sinsabaugh, R.L., Gallo, M., and
Lauber, C. (2004b) Nitrogen deposition modifies soil
carbon storage through changes in microbial enzymatic
activity. Ecol Appl 14: 1172–1177.

Weintraub, M.N., Scott-Denton, L.E., Schmidt, S.K., and
Monson, R.K. (2007) The effects of tree rhizodeposition on

3104 D. R. Nemergut et al.

© 2008 The Authors
Journal compilation © 2008 Society for Applied Microbiology and Blackwell Publishing Ltd, Environmental Microbiology, 10, 3093–3105



soil exoenzyme activity, dissolved organic carbon, and
nutrient availability in a subalpine forest ecosystem. Oeco-
logia 154: 327–338.

Zak, D.R., Holmes, W.E., White, D.C., Peacock, A.D., and
Tilman, D. (2003) Plant diversity, soil microbial communi-
ties, and ecosystem function: are there any links? Ecology
84: 2042–2050.

Zhang, H., Sekiguchi, Y., Hanada, S., Hugenholtz, P., Kim,
H., Kamagata, Y., and Nakamura, K. (2003) Gemmatimo-
nas aurantiaca gen. nov., sp nov., a gram-negative,
aerobic, polyphosphate-accumulating micro-organism, the
first cultured representative of the new bacterial phylum
Gemmatimonadetes phyl. nov. Int J Syst Evol Microbiol 53:
1155–1163.

Effects of chronic nitrogen fertilization 3105

© 2008 The Authors
Journal compilation © 2008 Society for Applied Microbiology and Blackwell Publishing Ltd, Environmental Microbiology, 10, 3093–3105


