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Abstract
Freshwater springs are important ecosystems. In the arid regions of North America, groundwater extraction has caused the 
desiccation of springs and the extinction of taxa. To better describe the biodiversity of freshwater springs in the hope of 
establishing a sensitive approach for monitoring the predicted change in spring systems, we used high-resolution genetic 
methods to estimate the alpha and beta diversity of 19 springs and two reservoirs within the Ash Meadows National Wildlife 
Refuge in southwestern Nevada. We discovered a large number of distinct taxa based on eukaryote ribosomal gene sequences 
and show water temperature, spring size, and the presence or absence of non-native predators predicts alpha diversity, and 
temperature predicts beta diversity. Our study highlights how DNA data support inferences of environmental factors influ-
encing community diversity and demonstrates the method may be an important tool for monitoring ecological communities.
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Introduction

Freshwater springs are among the most important, and 
most imperiled, ecological resources on Earth (Jackson 
et al. 2001; Dudgeon et al. 2006; Vörösmarty et al. 2010; 
Davis et al. 2017). There are tens of thousands of springs 
and seeps of varying sizes scattered across western North 
America (Meinzer 1923; Stevens and Meretsky 2008). 
Many of these isolated surface waters harbor high levels 
of biodiversity and endemic taxa (Soltz and Naiman 1978; 
Shepard 1993; Bogan et al. 2014) and have ecological and 
cultural importance extending far beyond their physical bor-
ders (Hunter et al. 2017). There are approximately 30,000 
springs and seeps in the state of Nevada, 700 of which pro-
vide habitat for 165 of the state’s 173 described endemic 
species (Abele 2011). Despite broad recognition of the 
intrinsic value of groundwater-dependent ecosystems, there 

are a litany of processes threatening the integrity of regional 
spring systems, including water extraction, altered flow and 
temperature regimes due to climate change, destructive land 
use practices, and the spread of invasive species (Deacon 
and Williams 1991; Shepard 1993; Glennon 2002; Deacon 
et al. 2007). Of these threats, groundwater exploitation for 
agriculture and municipal uses is an increasingly pressing 
concern: groundwater extraction can cause loss of vegetation 
communities, land subsidence, and declines in surface water 
and stream flows (Zektser et al. 2005; Elmore et al. 2006).

Despite looming threats, our knowledge of freshwater 
spring community diversity and composition remains inad-
equate. Most surveys of freshwater community diversity 
focus on macrophytes (McCreary 1991; Lougheed et al. 
2001; Hansel-Welch et al. 2003; Meerhoff et al. 2007); ani-
mals such as molluscs, insects, and vertebrates (Schlosser 
1982; Agostinho and Zalewski 1995; Delong and Brusven 
1998; Haag and Warren 1998; Milner et al. 2008; Vaughn 
et al. 2008; Hershler et al. 2014); or some combination of 
these taxa (Welborn et al. 1996; Friberg et al. 2009; Ruhí 
et al. 2014). These groups include only a small fraction of 
the organisms comprising freshwater ecological communi-
ties. Missing from biodiversity assessments are thousands 
of microbial and protist producers, consumers, and decom-
posers (Finlay et al. 1997; Hahn 2006). Ideally, studies of 
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freshwater systems utilize methods enabling unbiased and 
more complete assessment of alpha and beta diversity when 
estimating the effects of physical and biotic factors on com-
munity composition and structure. With estimates of the 
effects of hypothesized drivers of community composition, 
we can begin to predict the fate of biodiversity and ecosys-
tem function in the face of climate change, isolation and 
fragmentation of habitat, and the potential cascading effects 
of invasive species.

We studied a set of springs and seeps in Nevada’s Mojave 
Desert within Ash Meadows National Wildlife Refuge. Our 
primary purpose was to predict the consequences of aquifer 
decline anticipated from a combination of global climate 
change and groundwater mining. Estimates of biodiversity 
and inferences of the effects of physical and biotic factors 
on diversity will provide a baseline for evaluating how pro-
jected environmental changes—including aquifer depletion 
and global warming—might influence biological diversity 
and inform conservation efforts. Several questions moti-
vated the study. Are communities structured along gradi-
ents that can influence the effects of groundwater extraction 
and global warming on local alpha and beta diversity? Or 
alternatively, is each community an approximately random 
assemblage from a localized aquifer species pool, such that 
changes to, or the desiccation of, springs have little discern-
ible effect on alpha and beta diversity? (At least until the 
whole system of springs is impacted.)

Our working model for the effects of groundwater extrac-
tion and increasing aridity associated with global warming 
is that a decline in the aquifer yields incremental desicca-
tion of springs along an elevational gradient (Deacon et al. 
2007; Unmack and Minckley 2008; Morrison et al. 2013). 
With an estimate of alpha diversity within springs across 
an elevational gradient, and the sobering recognition that 
spring desiccation results in extirpation of all aquatic organ-
isms from a particular spring (e.g., Contreras-Balderas and 
Lozano-Vilano 1996), we can simulate spring desiccation by 
computationally removing individual spring diversity along 
the elevational gradient to estimate changes to system-wide 
diversity. In addition, we were interested in gaining answers 
to three other questions. Do larger springs harbor more alpha 
diversity than smaller springs as expected from island bioge-
ographical theory? Are there demonstrable and predictable 
effects of water temperature and the presence or absence 
of introduced predatory species on alpha and beta diver-
sity? Finally, are estimates of the composition of distinct 
ecological communities from DNA samples extracted from 
environmental samples useful for making general inferences 
about community structure?

Study system

Ash Meadows National Wildlife Refuge, hereafter Ash 
Meadows, consists of approximately 30 springs and seeps 
and associated wetland and riparian habitats in a relatively 
small area in southwestern Nevada (Fig. 1). Surface water 
is derived from a deep carbonate aquifer, which receives 
drainage from approximately 12,000 km2 to the northeast 
of Ash Meadows (Winograd and Thordarson 1975). The 
deep aquifer is intersected by a fault at the northeast edge 
of the Ash Meadows system, marked by a line of Paleo-
zoic rocky outcrops (Dudley and Larsen 1976). The fault 
system provides pathways for water to flow upwards to 
the land surface, resulting in freshwater springs. The deep 
aquifer is geothermally influenced: discharge localities 
located nearest to the fault maintain a constant temperature 
of ~ 34 °C, while discharge points located further away 
from the fault emit water with lower temperatures, reflect-
ing cooling that occurs across subterranean distances as 
well as subsurface mixing with local groundwater. On 
the days we sampled, water temperatures among springs 
ranged from 16 to 34 °C.

The entire system discharges approximately 40,500 L 
per min, or just under 21 million cubic meters per year 
(Walker and Eakin 1963). Individual springs vary in dis-
charge rate from 0.1 L per second (L/s) to nearly 200 L/s 
(Dudley and Larsen 1976). In addition, there are two large 
reservoirs. Surface area of the aquatic habitats—the main 
pool environment—varies over six orders of magnitude. 
Episodic flooding occurs across the system that tempo-
rarily connects isolated springs (Fig. 1b) and provides a 
means for dispersal for some aquatic organisms between 
spring habitats distributed across Ash Meadows (Paulson 
and Martin 2014).

Most springs have nearly constant flow rates and tem-
peratures over time. Additionally, the chemistry of springs 
varies little over time and among localities, although there 
are two localized exceptions in the most northern portion 
of Ash Meadows that differ from the other springs for 
nitrate, sulfate and strontium concentrations (Dudley and 
Larsen 1976; Thomas et al. 2013). Importantly, the springs 
in Ash Meadows are arrayed along an elevational gradient 
and there is a strong correlation between spring elevation, 
spring flow rate, and spring temperature; the higher eleva-
tion springs are smaller, have lower flow rates, and also 
tend to be warmer. The highest elevation aquatic habitat 
exists within a deep chasm that opens onto the aquifer sur-
face, a geological phenomenon called Devils Hole. There 
are a series of small springs at the next highest eleva-
tions—termed the Warm Springs complex—that may be 
particularly susceptible to aquifer decline because of the 
very low spring flow rates. Most of the springs exist at the 
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lower elevation of the refuge and vary in temperature and 
size. Finally, there are several reservoirs in Ash Meadows 
formed by earthen dams. Overall, spring size and tempera-
ture provide a useful means of describing the diversity of 
habitats (Fig. 2), including (1) small warm-water springs; 
(2) large warm-water springs; (3) large reservoirs; (4) 
cool-water springs; and (5) Devils Hole. Finally, the spring 
pools and associated outflows also vary in the presence or 
absence of non-native predatory species: red swamp cray-
fish (Procambarus clarkii) and large-mouth bass (Microp-
terus salmoides). While there are clear negative effects of 
crayfish and bass for the endemic Cyprinodon fishes, their 
impacts on the community composition are unknown.

Methods

We sampled 21 sites across Ash Meadows that varied in 
water temperature, size, elevation, and presence or absence 
of red swamp crayfish and largemouth bass (Table 1). Sam-
ples were collected from algal mats where present, benthic 
sediments, and the water column at each site in an effort 
to estimate community composition for the whole ecosys-
tem in each spring. Sampling sites for the larger springs 
were located at the springhead, which forms a distinct 

Fig. 1  Map of the study area in Ash Meadows National Wildlife Refuge, Nevada (a). Select abiotic and biotic characteristics of each spring are 
reported in Table 1. Rare flooding events can lead to increased connectivity between otherwise isolated waterways (b)

Fig. 2  Bivariate plot of the mean water temperature and log of habi-
tat surface area for the sampled Ash Meadows spring systems. Filled 
and open symbols are springs with and without non-native predators, 
respectively
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pool of water in those higher-flow systems; for the lower-
flow springs (North Indian, South Indian, School, North 
Scruggs, Marsh, and Cottonwood) sample sites were located 
at the springhead and four downstream sites approximately 
ten meters apart due to the habitat heterogeneity that occurs 
along these more linear systems. Because the goal was to 
estimate diversity for whole springs, not habitats within 
springs, care was taken to remove visible traces of contami-
nation from tools between but not within sites, including 
a final rinse with ethanol. A large-bore pipette was used 
to collect approximately 300 mL of water, sediment, and 
algal material (if present) from three locations within each 
habitat type, which were then pooled by habitat type within 
each spring and stored in sterile WhirlPak bags at − 20 °C. 
All sites were sampled in November 2013, except for Devils 
Hole which was sampled in December 2014 due to permit 
issues.

DNA was extracted using MO BIO PowerWater DNA 
isolation kits (MO BIO Laboratories, Carlsbad, CA), per the 
manufacturer’s protocol with two modifications. First, water 
samples were centrifuged at 4000g for 8 min, and the pellet 
was used for extraction. For algal and sediment samples, 
two 300-µL sweeps were pulled from the sample for extrac-
tion (i.e., the sample was stirred with the pipette tip while 
drawing up material); the same total volume was pulled 
from water samples, including the pellet. Second, samples 
were heated at 65 °C for 10 min after addition of the PW1 

reagent. All samples were extracted in triplicate to ensure 
that maximum taxonomic scope was encompassed per habi-
tat type, per site, in order to thoroughly explore the diversity 
present in comparative analyses. Devils Hole samples were 
not extracted in triplicate, but increased sampling at that 
site yielded the same number of total data points for the site 
(three each of water, algal mats, and sediments).

A short, variable region of the 18S rDNA gene region 
was amplified and sequenced to broadly target eukaryotic 
taxa. This is a commonly used gene region for eukaryotic 
DNA studies, as it is conserved enough to capture diversity 
across the eukaryotic tree of life, but this level of conser-
vation results in taxonomic resolution that is reliable only 
to the family level. DNA amplification followed the Earth 
Microbiome Project protocol for 18S Illumina library prepa-
ration (http://www.earth micro biome .org/emp-stand ard-proto 
cols/18s/), with the exception of using 2 µL template DNA 
per reaction volume. The forward Illumina Euk 1391f and 
reverse Illumina EukBr primer set was used to amplify 
and barcode approximately 200 base pairs of the hyper-
variable V9 region of the 18S rDNA locus (Amaral-Zettler 
et al. 2009). PCR was performed in triplicate, and tripli-
cate reactions were pooled per sample. Pooled amplicons 
were quantified to normalize pooling per plate, and pooled 
plate amplicons were quantified to normalize further pool-
ing into a single library. The library was sequenced on an 
Illumina MiSeq platform with a V2 300 cycle kit (Illumina, 

Table 1  Characteristics 
of springs sampled in Ash 
Meadows National Wildlife 
Refuge, Nevada

NNP non-native predators, °C water temperature at time of collection, Log10 (size) log10 of spring area

Spring name # Latitude Longitude NNP °C Elevation Log10 (size)

Bradford 1 1 36.401166 − 116.3028057 Crayfish 18 683.56 1.83
Bradford 2 2 36.402167 − 116.3024522 Crayfish 20 683.22 1.84
Cold 3 36.460790 − 116.3459333 Crayfish 18 681.79 0.14
Cottonwood 4 36.431621 − 116.3097668 None 32 705.36 − 1.05
Crystal 5 36.420127 − 116.3233199 Crayfish 32 670.61 2.14
Crystal Reservoir 6 36.412053 − 116.3284355 Bass 16 664.98 5.80
Devils Hole 7 36.425342 − 116.2914326 None 33.5 742.47 1.14
Fairbanks 8 36.490436 − 116.3421221 Crayfish 28 692.10 2.32
Forest 9 36.399170 − 116.2836293 Crayfish 26 695.78 2.83
Jackrabbit 10 36.390043 − 116.2784375 Crayfish 28 694.33 1.78
Kings Pool 11 36.401535 − 116.2738525 Crayfish 31.5 704.30 1.82
Longstreet 12 36.467514 − 116.3264313 Crayfish 27 703.31 2.40
Marsh 13 36.429059 − 116.3100024 None 31 700.63 − 0.24
North Indian 14 36.426914 − 116.3098409 None 31 696.62 − 0.68
North Scruggs 15 36.433120 − 116.3091260 None 34 708.00 − 0.68
Peterson Reservoir 16 36.444840 − 116.3539505 Crayfish 15 661.58 5.08
Point of Rocks 17 36.401248 − 116.2715388 Crayfish 33 707.17 1.52
Rogers 18 36.479191 − 116.3262426 Crayfish 29 694.63 1.61
School 19 36.427719 − 116.3042623 None 32 713.45 − 0.43
South Indian 20 36.426480 − 116.3099131 None 31 695.77 − 1.05
Tubbs 21 36.399084 − 116.3011726 Crayfish 21 685.94 1.52

http://www.earthmicrobiome.org/emp-standard-protocols/18s/
http://www.earthmicrobiome.org/emp-standard-protocols/18s/
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San Diego, CA), at the University of Colorado BioFrontiers 
Institute Next-Gen Sequencing core facility. Raw MiSeq 
reads and the mapping file associated with the samples used 
for this manuscript are archived at figshare.com under https 
://doi.org/10.6084/m9.figsh are.77891 33; additional samples 
from the same study area which were not used for this manu-
script can be found in the same fileset, as well as under https 
://doi.org/10.6084/m9.figsh are.77865 47.

MiSeq reads were processed using a combination of USE-
ARCH 8 (Edgar 2010) and QIIME 1.9 (Caporaso et al. 2010) 
scripts. First, adaptors were trimmed, reads were de-multi-
plexed, and paired reads were merged. Quality filtering was 
conducted with a maximum e rate of 0.005, merged reads 
were de-replicated, and singletons were removed. Next, a 
de novo database was assembled at 97% clustering similar-
ity using the USEARCH algorithm. The database was then 
filtered using the SILVA 127 reference set (Quast et al. 2013) 
so that only sequences with at least 75% similarity to those 
found in the reference set were retained. Last, the demulti-
plexed merged reads (including singletons) were mapped to 
the filtered de novo database with a 97% similarity cutoff to 
assemble the final database. Taxonomy assignment was per-
formed with the RDP classifier (Wang et al. 2007). An OTU 
table was constructed from this database for downstream 
analyses and is archived at figshare.com under https ://doi.
org/10.6084/m9.figsh are.77891 33.

Characterization of habitats

Temperature data were collected by Ash Meadows person-
nel. All spatial, geographic, and elevation data were col-
lected in ArcGIS 3.1 (ESRI, Redlands, CA). Elevation data 
for springheads were obtained from a 10-m digital eleva-
tion model. Spring size was estimated by surface area at the 
springhead measured from aerial imagery. In addition, we 
recorded the presence or absence of non-native predators 
(NNP) for each locality.

Alpha diversity

Alpha diversity was estimated for each spring after rarefac-
tion to 25,203 sequences (merged reads) per site. Alpha 
diversity was estimated by the number of distinct OTUs as 
a species richness estimate. For the Warm Springs complex, 
we calculated the mean diversity across the five separate 
sample sites along each stream to represent per-spring diver-
sity. We explored whether there were detectable associations 
between OTU richness with various combinations of water 
temperature, spring size, elevation, and presence or absence 
of non-native predators using linear models. All possible 
additive models were compared using AICc (Burnham and 
Anderson 2004) implemented in the ‘MuMin’ R package 
(Barto 2008). We focused on using a Gaussian linear model 

for estimating parameters and making predictions from the 
best model defined by AICc. Conformity of the data with 
the assumptions of a Gaussian model was evaluated using 
Q–Q plots.

Beta diversity

For characterizing beta diversity, we used Bray–Curtis com-
munity dissimilarities calculated from square-root trans-
formed abundances and transformed the distance values 
using non-metric multidimensional scaling (NMDS) plots. 
We evaluated the effect of temperature, habitat area, eleva-
tion, and presence of non-native predators in two ways. 
First, we used the BIOENV function in ‘vegan’ (Clarke and 
Ainsworth 1993; Oksanen et al. 2011) and partial Mantel 
tests to estimate the independent contributions of environ-
mental distance and geographic distance to Bray–Curtis 
distances. Environmental distances between communities 
were obtained from the BIOENV results. For geographic 
distance, we calculated Euclidean distances between sample 
sites. Second, we visualized the data as a bivariate plot of 
NMDS 1 and NMDS 2 for each of the predictive environ-
mental parameters.

Metacommunity structure

We used a hierarchical metacommunity analysis approach to 
discern community structure along the elevational gradient 
implemented using the R package ‘metacom’ (Dallas 2014). 
We also repeated the analysis for ordinations of temperature 
and spring size. Taxon occurrence data for each spring were 
coded as presence or absence for all taxa observed using an 
abundance threshold of  > 100 sequences (merged reads) per 
taxon per site. We calculated three statistics for inferring 
metacommunity structure: coherence, turnover, and bound-
ary clumping (Leibold and Mikkelson 2002). These three 
statistics distinguish among different categories of metacom-
munity structure (see Leibold and Mikkelson 2002; Mihalje-
vic et al. 2015).

Predictive effects of aquifer decline on alpha 
diversity

We evaluated the potential effects of aquifer decline on 
local biodiversity by counting the number of OTUs across 
all springs after stepwise removal of each locality begin-
ning with the highest elevation spring. To evaluate whether 
the predicted decline in diversity based on the observed 
elevational distribution of taxa differed from a null model, 
we randomly assigned OTUs across springs, keeping the 
number of OTUs per spring constant, and repeated the step-
wise removal analysis 1000 times. From the simulated decay 
curves for the randomized occurrence data, we extracted 

https://doi.org/10.6084/m9.figshare.7789133
https://doi.org/10.6084/m9.figshare.7789133
https://doi.org/10.6084/m9.figshare.7786547
https://doi.org/10.6084/m9.figshare.7786547
https://doi.org/10.6084/m9.figshare.7789133
https://doi.org/10.6084/m9.figshare.7789133
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the 2.5% and 97.5% quantiles and compared the observed 
decline in richness to the quantile range for the randomized 
model. All analyses were performed in R (R Core Team 
2018).

Results

Environmental variation among springs

We utilized four environmental parameters across 21 aquatic 
environments: temperature (°C), the log of spring area 
(Area), presence or absence of non-native predators (NNP), 
and elevation (Elev) (Table 1). All environmental param-
eters were highly correlated: the absolute magnitude of all 
pairwise Pearson coefficients was > 0.58 and all pairwise p 
values were < 0.005.

Taxonomic diversity

We estimated the taxonomic composition across all commu-
nities for the data set rarified to 46,008 sequences (merged 
reads) per spring. From the 21*46,008 = 966,168 sequences, 
we discovered 6,769 distinct operational taxonomic units 
(OTUs) using the criterion of 3% ribosomal DNA sequence 

difference from other sequences. We detected an immense 
taxonomic diversity of organisms (Fig. 3). The most com-
mon higher-order taxonomic super group was the diverse, 
monophyletic assemblage of eukaryotes known as SAR: 
including stramenopiles, alveolates, and rhizaria. Within 
this group we discovered 406 different diatoms. The sec-
ond most abundant group was the opisthokonts, including 
fungi and metazoans. Within the fungi, the most species-rich 
group comprised sequences that did not match an identified 
OTU and were therefore classified as unidentified. A large 
number of different ascomycetes (275), chytrids (130), and 
basidiomycetes (110) were detected. Finally, we detected 
a variety of different animals. Arthropods were the most 
common major animal group within which we discovered 
86 different crustacea, 61 different insects, and 27 chelicer-
ates (e.g., water mites and spiders). Most of the crustacea 
were copepods (~ 60%) and ostracods (~ 20%). We detected 
Nematoda, Platyhelminthes, Annelida, Rotifera, and mis-
cellaneous protist metazoans. Additionally, we detected six 
different fish OTUs, five different molluscs, four mammals, 
one bird and one crayfish (also counted as a crustacean). 
Two of the mammal OTUs were identified as human, most 
likely a contaminant from sampling. The final major group 
we focused on was the archaeplastids, which comprised 300 
different algae and plants. Overall, our results underscore the 

Fig. 3  Summary of some of the 
distinct taxa discovered across 
all springs within Ash Mead-
ows. The number of sampled 
sequences was 966,168
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power of DNA surveying for detecting a diverse assemblage 
of taxa.

Alpha diversity

For comparing alpha diversity across sites, we rarified the 
number of sequences (merged reads) per site to 25,203. The 
Warm Springs complex springs were sampled at five dif-
ferent sites along each spring outflow (due to the absence 
of large pools at the springheads); for these springs we cal-
culated the mean number of OTUs across sites. Estimates 
of OTU richness within sites ranged from 388 in Devils 
Hole to 1248 in Bradford 2. The mean number of distinct 
OTUs per site was 674. The rank abundance distributions 
of OTUs across sites exhibited a typical log-normal pattern 
with a large number of rare sequences and exponentially 
fewer higher-abundance OTUs. Most OTUs were detected 
from only a single spring and there were exponentially fewer 
OTUs detected from an increasing number of sites. Fifteen 
different predictive models were evaluated for estimating 
the effects of water temperature, habitat size, elevation, and 
the presence or absence of non-native predators on alpha 
diversity (OTU richness). For some of the models, Q–Q 
plots revealed limited but recognizable hyper-dispersion of 
the residuals, suggesting AICc may have favored a more 

parameter-rich model. Furthermore, estimated p values may 
be inaccurate. Figure 4 shows all four univariate plots. The 
best model included temperature, area and NNP as predic-
tors (Table 2). In both the best and second-best models, the 
estimated effects of temperature and area were negative and 
the effect of NNP was positive (Table 3). We used the residu-
als from the best model to visualize the springs harboring 
more or fewer species than expected; the most notable result 
was greater than expected diversity in Bradford 2 and Jack-
rabbit (Fig. 5).

Beta diversity

We constructed a visualization of beta diversity using two 
non-metric multidimensional scaling axes for all springs 
based on pooled samples from each spring (Fig. 6). Envi-
ronmental variables were correlated with Bray–Curtis dis-
tances between sites, with temperature having the largest 
effect (Table 4). Mantel correlation coefficients from partial 
Mantel tests conditioned on geographic distance were all 
statistically distinguishable from the expectations of sam-
pling error for all four models (Table 4). Overall, multidi-
mensional scaling scores of Bray–Curtis distances for whole 
community data revealed a strong dependence of community 

Fig. 4  Bivariate visualizations 
of alpha diversity (estimated 
as number of distinct OTUs) 
and four predictive variables: 
temperature, spring area, 
spring elevation, and pres-
ence or absence of non-native 
predators. Numbers in the open 
circles identify each spring (see 
Table 1). For a summary of 
alternative predictive models, 
see Table 2
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similarity on the measured environmental variables, espe-
cially temperature. 

Metacommunity structure

There was no evidence of interpretable metacommunity 
structure for any of the three ordinations of the data because 
the inference of structure was described as quasi-nested (see 
Leibold and Mikkelson 2002).

Predicting effects of aquifer decline on alpha 
diversity

Our inference of the predicted effect of groundwater 
extraction on alpha diversity involved stepwise removal 
of springs from the local pool of species along the ele-
vational gradient, recording the total number of species 

across all remaining springs, and comparing the results to 
the expectations for a random distribution of taxa across 
sites. The observed decline in system diversity fell within 
the expectation of the null. The lack of an effect of step-
wise desiccation and extirpation of taxa reflects the lack of 
any statistically detectable effect of elevation on diversity 
(e.g., Table 2).

Table 2  Results from AICc 
analysis of 15 different models 
for predicting variation in 
OTU richness among springs 
(ALPHA)

The model in bold is the best model

Model df AICc ∆AICc Relative like-
lihood

Weights

ALPHA ~ Temp + Area + NNP 5 272.5 0 1 0.705
ALPHA ~ Temp + Area + Elev + NNP 6 275.63 3.13 0.209 0.147
ALPHA ~ Elev 3 278.21 5.71 0.058 0.041
ALPHA ~ Area + NNP 4 279.12 6.62 0.037 0.026
ALPHA ~ Temp + Area 4 279.32 6.83 0.033 0.023
ALPHA ~ Temp + Elev + NNP 3 280.31 7.81 0.02 0.014
ALPHA ~ Elev + NNP 4 280.47 7.97 0.019 0.013
ALPHA ~ Temp + Elev 4 281.16 8.66 0.013 0.009
ALPHA ~ NNP 5 281.88 9.38 0.009 0.006
ALPHA ~ Area + Elev + NNP 5 282.71 10.22 0.006 0.004
ALPHA ~ Temp + Area + Elev 5 282.81 10.31 0.006 0.004
ALPHA ~ Temp + NNP 4 283.07 10.57 0.005 0.004
ALPHA ~ Temp 3 284.36 11.86 0.003 0.002
ALPHA ~ Area 3 287.35 14.85 0.001 0.000
ALPHA ~ Area + Elev 4 287.42 14.92 0.001 0.000

Table 3  Summary of estimated effects for the two best alpha diversity 
models based on AICc (see Table 2)

Predictive variable Effect SE T

Best model
 Temperature − 21.0 5.98 − 3.52
 Area − 79.4 24.48 − 3.24
 NPP 290.3 88.33 3.29

Second best model
 Temperature − 24.4 7.32 − 3.34
 Area − 78.5 24.74 − 3.17
 NPP 305.7 91.14 3.35
 Elevation 2.0 2.48 0.82

Fig. 5  Residuals from the best model estimating the effects of predic-
tive variables on alpha diversity. Vertical dashed lines are ± 2 stand-
ard deviations from predicted values
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Discussion

Ash Meadows National Wildlife Refuge includes a 
remarkable and environmentally variable set of springs 
scattered across approximately 150 km2 of the Mojave 
Desert near Death Valley. Metacommunity analysis using 
DNA based on eukaryotic 18S ribosomal gene sequences 
revealed a high diversity of OTUs across the three major 
habitat types in this system. Our study adds to a growing 
number of descriptions of freshwater community diversity 
using DNA barcoding approaches (e.g., Nolte et al. 2010; 
Bråte et al. 2010; Monchy et al. 2011; Charvet et al. 2012; 

Bradford et al. 2013; Mangot et al. 2013; Stoeck et al. 
2014; Debroas et al. 2015, 2017). These data can serve as 
an important baseline assessment of ecological community 
diversity useful for future monitoring.

Taxonomic diversity

The value of DNA analysis was evident when we compared 
the results of this study with previous taxonomic surveys 
of regional freshwater springs. For example, an in-depth 
study of the algae of Devils Hole (Shepard et al. 2000) 
discovered 84 “terminal identifications” across 44 genera. 
Using the 97% similarity criterion for delineating distinct 
lineages, we discovered 24 different diatoms and an addi-
tional 13 lineages of Charophyta, Chlorophyta, and Rhodo-
phyceae from Devils Hole. When we expanded the scope 
to include all 21 sampled springs, we discovered 406 dif-
ferent diatoms and 300 distinct algal and plant taxa. The 
number of taxa would likely be much higher if we conducted 
more exhaustive sampling over time, and the data suggest 
DNA surveys will likely yield more exhaustive estimates 
of the alpha diversity of springs than morphology-based 
assessments. We also compared our data from insects with 
a previous morphology-based study of Odonata, a single 
order of insects (damselflies and dragonflies) (Stevens and 

Fig. 6  Plot of the first two axes 
from non-metric multidimen-
sional scaling of Bray–Curtis 
distances between sample local-
ities with points labeled relative 
to the four predictive variables. 
For each community, the num-
ber of sampled sequences was 
rarified to  ≈ 25,000

Table 4  BIOENV results from correlation analysis between Bray–
Curtis distances and environmental distances

Partial Mantel correlations were calculated controlling for geographic 
distance

Environment variables Pearson’s r Partial Mantel r P

Temp 0.7017 0.6699 0.001
Temp + Elev 0.7128 0.6882 0.001
Temp + Elev + log (Area) 0.7486 0.7308 0.001
Temp + Elev + log 

(Area) + NNP
0.6903 0.7229 0.001
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Bailowitz 2008). Stevens and Bailowitz discovered 32 spe-
cies based on bimonthly sampling from 12 springs over the 
course of 10 months. Our DNA survey discovered 61 distinct 
sequences across multiple orders of insects, but only five 
were identified as Odonata.

Prior to this study there were no published estimates of 
fungal diversity from Ash Meadows. We discovered 838 
distinguishable lineages, including a large diversity of the 
ascomycetes, basidiomycetes, and chytrids, as well as a large 
fraction of unidentifiable fungi. Other DNA-based surveys 
have revealed many environments harbor a tremendous 
diversity of fungi (Freeman et al. 2009; Sohlberg et al. 2015; 
Röhl et al. 2017). These results underscore the ubiquity of 
fungi across diverse ecosystems.

Inferred effect of water temperature

Temperature was inferred to have the strongest association 
with alpha and beta diversity. Our discovery of a negative 
effect of temperature on alpha diversity may be due to a vari-
ety of different factors. First, DNA is less stable in warmer 
environments which may result in greater decay rates of 
DNA than in cooler water (Strickler et al. 2015). Second, 
lower diversity in warmer springs may reflect environmental 
selection that effectively eliminates some taxa. Similarly, the 
inferred temperature effect on beta diversity suggests tem-
perature may cause differential survival of species among 
the different communities. Before estimates of community 
composition are generally predictive of biological processes 
structuring communities, it will be important to estimate 
whether there is a detectable and predictable bias associated 
with DNA decay rates with temperature.

Our results were similar to other DNA surveys. For 
instance, Torstensson et al. (2015) discovered a negative 
association between alpha diversity and temperature for sea 
ice communities, and Sharp et al. (2014) discovered bacteria 
and Archaea diversity is predicted by a Gaussian model with 
maximum diversity near 24 °C. If the effect is due to taxon 
selection, dependence of alpha diversity on environmental 
temperature suggests the community composition of springs 
will change with the predicted increase in temperature and 
declines in precipitation in the Desert Southwest (Seager 
et al. 2007; Cayan et al. 2010). Finally, different groundwater 
sources may have correspondingly different biotic communi-
ties (Korbel et al. 2013); consequently, the effect of tempera-
ture may indicate mixing of different communities below 
ground. In this case, one set of taxa may occur in the warm, 
deep regional aquifer and the other inhabits the shallow, 
local aquifer. The higher diversity of cooler water springs 
may be due to mixing. The statistical association between 
temperature and beta diversity, coupled with the lack of an 
apparent effect of geography, suggests community composi-
tion may reflect environmental filtering over ecological time 

frames (Baas Becking 1934). Overall, temperature appears 
to be the main axis of environmental filtering, although there 
may be other important axes structuring variation we did 
not measure.

Inferred effect of spring size

In contrast to many studies (e.g., Green and Bohannan 
2006), we found spring size and alpha diversity were nega-
tively correlated. One prominent feature of Ash Meadows 
springs that may partially explain the lack of a detectable 
association between habitat area and diversity was the two 
largest aquatic habitats were constructed reservoirs with 
very different geomorphological characteristics than the 
springs. Additionally, a general positive association between 
diversity and geographic area may be confounded by the 
strong effect of temperature, especially since, as we noted, 
temperature reflects the mixing of different water sources.

Inferred effect of the presence or absence 
of non‑native predators

We did detect an effect of non-native predators (NNP) 
on alpha diversity, and there appears to be an association 
between beta diversity and NNP. Interestingly, the inferred 
effect of NNP on alpha diversity was positive. The cause of 
the effect is unknown but may be due to the introduction of 
protists associated with the non-native predators (Bangyeek-
hun et al. 2001; Lafferty et al. 2006). However, until we can 
associate specific taxa detected using 18S barcodes with the 
invasive crayfish, fish, and amphibian species, the cause of 
the inferred effect remains unknown.

No detectable effect of elevation

Multiple case studies exist demonstrating the dramatic 
effects of groundwater pumping on biodiversity. When 
groundwater pumping reduces the aquifer, there is a decline 
and eventually a complete loss of biodiversity in freshwater 
spring systems (Deacon et al. 2007). The effects of ground-
water pumping are not limited to the aquatic organisms: 
aquifer decline challenges the existence of many terrestrial 
plants because of their dependence on the proximity of the 
aquifer to their roots.

One of our motivations for pursuing this survey was to 
document spring diversity and then ask whether a decline 
in the aquifer volume from the combined influence of water 
mining and climate change will cause potentially irrevers-
ible extirpations of ecological communities that may be 
restricted to particular springs. In this case, spring eleva-
tion provides a proxy for the sensitivity of a spring to aqui-
fer decline. Higher elevation springs with lower flow rates 
are more likely to desiccate than lower elevation springs 
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with higher flow rates. Our null model assumed each spring 
was phylogenetically or taxonomically redundant with other 
springs because they support, more or less, a random sam-
ple of the regional species pool. We simulated the loss of 
diversity for both models by stepwise removal of springs 
along an elevational gradient. The decline of biodiversity 
after the removal of most springs was no different from the 
expectation of the null model. These results suggest indi-
vidual springs do not harbor unique assemblages of line-
ages, and the loss of the low-flow, relatively high-elevation 
springs—the Warm Springs complex—will likely have a 
relatively negligible effect on the overall eukaryote com-
munity because many of the lineages exist elsewhere in the 
Ash Meadows system. This result was also evident from the 
metacommunity analysis in which we failed to find a signal 
of community structure for ordinations of springs along the 
elevational gradient. We stress, however, that our inferences 
are based on a broad-scale survey of the entire eukaryote 
community and they do not apply to specific taxa. For exam-
ple, there are some species endemic to particular springs 
(e.g., spring snails, Hershler et al. 2013) and the desiccation 
of particular springs will likely result in extinction.

Caveats

There are a number of limitations of the study. The first is 
that our sampling was limited to one point in time. All com-
munities, and especially microbial communities, vary across 
time. However, our purpose was not an exhaustive charac-
terization of the community composition of Ash Meadows 
springs, but rather an assessment of whether DNA can pro-
vide useful information about alpha and beta diversity. Our 
results suggest metacommunity analysis using DNA can be 
an efficient means of characterizing communities and our 
results suggests a temporal analysis of springs will likely 
yield relevant information for gauging the potentially del-
eterious effects of groundwater mining and climate change 
on the ecological integrity of groundwater-supported aquatic 
communities, especially in arid western North America.

Another limitation of our study was that we have not 
established an unambiguous link between 18S sequence 
barcodes and particular species; therefore, we did not assign 
generic or species names to the particular taxa identified 
using DNA. Nonetheless, it would be extremely useful to 
connect repeatedly sampled and relatively abundant DNA 
barcodes with phenotypes and species. This is a time-inten-
sive process.

Our 18S ribosome gene-based survey likely underesti-
mated diversity. While our survey discovered a large number 
of different OTUs, the use of the conserved 18S ribosomal 
gene yields an almost order of magnitude less diversity than 
other barcode markers like cytochrome oxidase 1 (Tang et al. 
2012). Comparison between morphological and molecular 

surveys, and between surveys using different barcode 
sequences, underscores different methods of documenting 
diversity will yield different results. If the goal is to monitor 
particular taxa that may be of high apparent cultural value, 
like endangered fish and snails, then DNA surveys of whole 
community diversity using the highly conserved riboso-
mal 18S gene may yield largely uninformative data in part 
because the resolution of a small segment of a highly con-
served gene provides relatively poor taxonomic resolution. 
(We did, however, detect six different fish and five different 
molluscs.) If, however, the goal is to rapidly and efficiently 
estimate the composition of ecological communities for the 
purpose of monitoring alpha and beta diversity as indicators 
of ecological change, then DNA surveys using 18S should 
prove extremely useful (Carignan and Villard 2002; Walther 
et al. 2002; Röhl et al. 2017). The utility of DNA for moni-
toring freshwater ecological communities depends on a com-
mitment to long-term and regular sampling so the range of 
variation is sufficiently well documented to detect anoma-
lous patterns that may be indicative of conditions requiring 
management actions.

Finally, the inferred effects of temperature, spring size, 
elevation and the presence or absence of non-native preda-
tors remain hypotheses rather than general claims. Ideally, 
this study is repeated, perhaps using a different barcode and 
at different times of year, to assess whether the patterns 
observed for the 18S gene from samples obtained in late 
fall are generally true.

Acknowledgements Funding was provided by a departmental Graduate 
Student Research Grant. Thanks to Ash Meadows National Wildlife 
Refuge for permitting sampling of springs. Thanks also to Cristi Bal-
dino, Darrick Weissenfluh, Will Thomas, Jon Leff, Joey Knelman, Jes-
sica Henley, Noah Fierer, Diana Nemergut, Kendi Davies, Nolan Kane, 
and the Martin Lab group. We are especially grateful for the reviews 
provided by Leon Barmuta, Joel Trexler, and two anonymous review-
ers; their knowledge and attention to detail greatly improved our paper. 
All remaining errors and omissions are attributable to the authors.

Author contribution statement ELP and APM conceived of and 
designed the study. ELP performed the fieldwork and lab work. ELP 
and APM conducted analyses and wrote the manuscript.

Compliance with ethical standards 

Conflict of interest The authors declare that they have no conflict of 
interest.

Ethical approval This article does not contain any studies with human 
participants or animals performed by any of the authors.

References

Abele SL (ed) (2011) Nevada springs conservation plan. The Nature 
Conservancy, Reno



942 Oecologia (2019) 191:931–944

1 3

Agostinho AA, Zalewski M (1995) The dependence of fish commu-
nity structure and dynamics on floodplain and riparian ecotone 
zone in Parana River, Brazil. Hydrobiologia 303:141–148. https 
://doi.org/10.1007/BF000 34051 

Amaral-Zettler LA, McCliment EA, Ducklow HW, Huse SM (2009) 
A method for studying protistan diversity using massively 
parallel sequencing of V9 hypervariable regions of small-
subunit ribosomal RNA genes. PLoS One 4:e6372. https ://doi.
org/10.1371/journ al.pone.00063 72

Baas Becking L (1934) Geobiologie of inleiding tot de milieukunde. 
W.P. Van Stockum & Zoon N.V, Den Hague

Bangyeekhun E, Ryynänen H, Henttonen P et al (2001) Sequence 
analysis of the ribosomal internal transcribed spacer DNA of 
the crayfish parasite Psorospermium haeckeli. Dis Aquat Organ 
46:217–222. https ://doi.org/10.3354/dao04 6217

Barto K (2008) https ://www.rdocu menta tion.org/packa ges/MuMIn 
Bogan MT, Noriega-Felix N, Vidal-Aguilar SL et al (2014) Bio-

geography and conservation of aquatic fauna in spring-fed 
tropical canyons of the southern Sonoran Desert, Mexico. Bio-
divers Conserv 23:2705–2748. https ://doi.org/10.1007/s1053 
1-014-0745-z

Bradford TM, Morgan MJ, Lorenz Z et al (2013) Microeukaryote com-
munity composition assessed by pyro sequencing is associated 
with light availability and phytoplankton primary production 
along a lowland river. Freshw Biol 58:2401–2413. https ://doi.
org/10.1111/fwb.12219 

Bråte J, Logares R, Berney C et al (2010) Freshwater Perkinsea and 
marine-freshwater colonizations revealed by pyrosequencing and 
phylogeny of environmental rDNA. ISME J 4:1144–1153. https ://
doi.org/10.1038/ismej .2010.39

Burnham KP, Anderson DR (2004) Multimodel inference: understand-
ing AIC and BIC in model selection. Sociol Methods Res 33:261–
304. https ://doi.org/10.1177/00491 24104 26864 4

Caporaso JG, Kuczynski J, Stombaugh J et al (2010) QIIME allows 
analysis of high-throughput community sequencing data. Nat 
Methods 7:335–336. https ://doi.org/10.1038/nmeth 0510-335

Carignan V, Villard M-A (2002) Selecting indicator species to monitor 
ecological integrity: a review. Environ Monit Assess 78:45–61

Cayan DR, Das T, Pierce DW et al (2010) Future dryness in the south-
west US and the hydrology of the early 21st century drought. 
Proc Natl Acad Sci 107:21271–21276. https ://doi.org/10.1073/
pnas.09123 91107 

Charvet S, Vincent WF, Comeau A, Lovejoy C (2012) Pyrosequencing 
analysis of the protist communities in a high arctic meromictic 
lake: DNA preservation and change. Front Microbiol 3:1–14. https 
://doi.org/10.3389/fmicb .2012.00422 

Clarke KR, Ainsworth M (1993) A method of linking multivariate 
community structure to environmental variables. Mar Ecol Prog 
Ser 92:205–219

Contreras-Balderas S, Lozano-Vilano M (1996) Extinction of most 
Sandia and Potosí valleys (Nuevo León, Mexico) endemic pup-
fishes, crayfishes and snails. Ichtyological Explor Freshw 7:33–40

Dallas T (2014) Metacom: an R package for the analysis of metacom-
munity structure. Ecography 37:402–405. https ://doi.org/10.111
1/j.1600-0587.2013.00695 .x

Davis J, Kerezsy A, Nicol S (2017) Springs: conserving perennial water 
is critical in arid landscapes. Biol Conserv 211:30–35. https ://doi.
org/10.1016/j.bioco n.2016.12.036

Deacon JE, Williams CD (1991) Ash meadows and the legacy of the 
Devils hole pupfish. In: Minckley CO, Deacon JE (eds) Battle 
against extinction: native fish management in the American West. 
University of Arizona Press, Tucson, pp 69–92

Deacon JE, Williams AE, Williams CD, Williams JE (2007) Fueling 
population growth in Las Vegas: how large-scale groundwater 
withdrawal could burn regional biodiversity. Bioscience 57:688–
698. https ://doi.org/10.1641/B5708 09

Debroas D, Hugoni M, Domaizon I (2015) Evidence for an active 
rare biosphere within freshwater protists community. Mol Ecol 
24:1236–1247. https ://doi.org/10.1111/mec.13116 

Debroas D, Domaizon I, Humbert J-F et al (2017) Overview of fresh-
water microbial eukaryotes diversity: a first analysis of publicly 
available metabarcoding data. FEMS Microbiol Ecol 93:1–14. 
https ://doi.org/10.1093/femse c/fix02 3

Delong MD, Brusven MA (1998) Macroinvertebrate community struc-
ture along the longitudinal gradient of an agriculturally impacted 
stream. Environ Manag 22:445–457

Dudgeon D, Arthington AH, Gessner MO et al (2006) Freshwater bio-
diversity: importance, threats, status and conservation challenges. 
Biol Rev 81:163–182. https ://doi.org/10.1017/S1464 79310 50069 
50

Dudley W, Larsen J (1976) Effect of irrigation pumping on desert pup-
fish habitats in Ash Meadows. Nye County, Nevada

Edgar RC (2010) Search and clustering orders of magnitude faster than 
BLAST. Bioinformatics 26:2460–2461. https ://doi.org/10.1093/
bioin forma tics/btq46 1

Elmore AJ, Manning SJ, Mustard JF, Craine JM (2006) Decline in 
alkali meadow vegetation cover in California: the effects of 
groundwater extraction and drought. J Appl Ecol 43:770–779. 
https ://doi.org/10.1111/j.1365-2664.2006.01197 .x

Finlay BJ, Maberly SC, Cooper JI (1997) Microbial diversity and eco-
system function. Oikos 80:209–213

Freeman KR, Martin AP, Karki D et al (2009) Evidence that chytrids 
dominate fungal communities in high-elevation soils. Proc Natl 
Acad Sci 106:18315–18320. https ://doi.org/10.1073/pnas.09073 
03106 

Friberg N, DybkjÆr JB, Olafsson JS et  al (2009) Relationships 
between structure and function in streams contrasting in tem-
perature. Freshw Biol 54:2051–2068. https ://doi.org/10.111
1/j.1365-2427.2009.02234 .x

Glennon R (2002) The tourist’s mirage—San Antonio’s river walk, 
the Edwards aquifer, and endangered species. In: Glennon R (ed) 
Water follies: groundwater pumping and the fate of America’s 
fresh waters. Island Press, Washington DC, pp 87–97

Green J, Bohannan BJM (2006) Spatial scaling of microbial biodi-
versity. Trends Ecol Evol 21:501–507. https ://doi.org/10.1016/j.
tree.2006.06.012

Haag WR, Warren ML (1998) Role of ecological factors and reproduc-
tive strategies in structuring freshwater mussel communities. Can 
J Fish Aquat Sci 55:297–306

Hahn MW (2006) The microbial diversity of inland waters. Curr 
Opin Biotechnol 17:256–261. https ://doi.org/10.1016/j.copbi 
o.2006.05.006

Hansel-Welch N, Butler MG, Carlson TJ, Hanson MA (2003) Changes 
in macrophyte community structure in Lake Christina (Minne-
sota), a large shallow lake, following biomanipulation. Aquat Bot 
75:323–337. https ://doi.org/10.1016/S0304 -3770(03)00002 -0

Hershler R, Liu H-P, Bradford C (2013) Systematics of a widely dis-
tributed western North American springsnail, Pyrgulopsis mic-
rococcus (Caenogastropoda, Hydrobiidae), with descriptions of 
three new congeners. Zookeys 330:27–52. https ://doi.org/10.3897/
zooke ys.330.5852

Hershler R, Liu H-P, Howard J (2014) Springsnails: a new conservation 
focus in western North America. Bioscience 64:693–700. https ://
doi.org/10.1093/biosc i/biu10 0

Hunter ML, Acuña V, Marie D et al (2017) Conserving small natural 
features with large ecological roles: a synthetic overview. Biol 
Conserv 211:88–95. https ://doi.org/10.1016/j.bioco n.2016.12.020

Jackson RB, Carpenter SR, Clifford ND et  al (2001) Water in 
a changing world. Ecol Appl 11:1027–1045. https ://doi.
org/10.1890/0012-9623(2005)86%5b249 b:iie%5d2.0.co;2

Korbel KL, Hancock PJ, Serov P, Lim RP, Hose GC (2013) Ground-
water ecosystems vary with land use across a mixed agricultural 

https://doi.org/10.1007/BF00034051
https://doi.org/10.1007/BF00034051
https://doi.org/10.1371/journal.pone.0006372
https://doi.org/10.1371/journal.pone.0006372
https://doi.org/10.3354/dao046217
https://www.rdocumentation.org/packages/MuMIn
https://doi.org/10.1007/s10531-014-0745-z
https://doi.org/10.1007/s10531-014-0745-z
https://doi.org/10.1111/fwb.12219
https://doi.org/10.1111/fwb.12219
https://doi.org/10.1038/ismej.2010.39
https://doi.org/10.1038/ismej.2010.39
https://doi.org/10.1177/0049124104268644
https://doi.org/10.1038/nmeth0510-335
https://doi.org/10.1073/pnas.0912391107
https://doi.org/10.1073/pnas.0912391107
https://doi.org/10.3389/fmicb.2012.00422
https://doi.org/10.3389/fmicb.2012.00422
https://doi.org/10.1111/j.1600-0587.2013.00695.x
https://doi.org/10.1111/j.1600-0587.2013.00695.x
https://doi.org/10.1016/j.biocon.2016.12.036
https://doi.org/10.1016/j.biocon.2016.12.036
https://doi.org/10.1641/B570809
https://doi.org/10.1111/mec.13116
https://doi.org/10.1093/femsec/fix023
https://doi.org/10.1017/S1464793105006950
https://doi.org/10.1017/S1464793105006950
https://doi.org/10.1093/bioinformatics/btq461
https://doi.org/10.1093/bioinformatics/btq461
https://doi.org/10.1111/j.1365-2664.2006.01197.x
https://doi.org/10.1073/pnas.0907303106
https://doi.org/10.1073/pnas.0907303106
https://doi.org/10.1111/j.1365-2427.2009.02234.x
https://doi.org/10.1111/j.1365-2427.2009.02234.x
https://doi.org/10.1016/j.tree.2006.06.012
https://doi.org/10.1016/j.tree.2006.06.012
https://doi.org/10.1016/j.copbio.2006.05.006
https://doi.org/10.1016/j.copbio.2006.05.006
https://doi.org/10.1016/S0304-3770(03)00002-0
https://doi.org/10.3897/zookeys.330.5852
https://doi.org/10.3897/zookeys.330.5852
https://doi.org/10.1093/biosci/biu100
https://doi.org/10.1093/biosci/biu100
https://doi.org/10.1016/j.biocon.2016.12.020
https://doi.org/10.1890/0012-9623(2005)86%5b249b:iie%5d2.0.co;2
https://doi.org/10.1890/0012-9623(2005)86%5b249b:iie%5d2.0.co;2


943Oecologia (2019) 191:931–944 

1 3

landscape. J Environ Qual 42:380–390. https ://doi.org/10.2134/
jeq20 12.0018

Lafferty KD, Dobson AP, Kuris AM (2006) Parasites dominate food 
web links. Proc Natl Acad Sci 103:11211–11216. https ://doi.
org/10.1073/pnas.06047 55103 

Leibold MA, Mikkelson GM (2002) Coherence, species turnover, 
and boundary clumping: elements of meta-community structure. 
Oikos 97:237–250

Lougheed VL, Crosbie B, Chow-Fraser P (2001) Primary determi-
nants of macrophyte community structure in 62 marshes across 
the Great Lakes basin: latitude, land use, and water quality effects. 
Can J Fish Aquat Sci 58:1603–1612. https ://doi.org/10.1139/
f01-102

Mangot J-F, Domaizon I, Taib N et al (2013) Short-term dynamics of 
diversity patterns: evidence of continual reassembly within lacus-
trine small eukaryotes. Environ Microbiol 15:1745–1758. https ://
doi.org/10.1111/1462-2920.12065 

McCreary NJ (1991) Competition as a mechanism of submersed mac-
rophyte community structure. Aquat Bot 41:177–193. https ://doi.
org/10.1016/0304-3770(91)90043 -5

Meerhoff M, Clemente JM, de Mello FT et al (2007) Can warm cli-
mate-related structure of littoral predator assemblies weaken the 
clear water state in shallow lakes? Glob Chang Biol 13:1888–
1897. https ://doi.org/10.1111/j.1365-2486.2007.01408 .x

Meinzer OE (1923) Outline of ground-water hydrology, with 
definitions

Mihaljevic JR, Joseph MB, Johnson PTJ (2015) Using multispecies 
occupancy models to improve the characterization and under-
standing of metacommunity structure. Ecology 96:1783–1792. 
https ://doi.org/10.1890/07-1861.1

Milner AM, Robertson AL, Monaghan KA et al (2008) Colonization 
and development of an Alaskan stream community over 28 years. 
Front Ecol Environ 6:413–419. https ://doi.org/10.1890/06014 9

Monchy S, Sanciu G, Jobard M et al (2011) Exploring and quantifying 
fungal diversity in freshwater lake ecosystems using rDNA clon-
ing/sequencing and SSU tag pyrosequencing. Environ Microbiol 
13:1433–1453. https ://doi.org/10.1111/j.1462-2920.2011.02444 .x

Morrison RR, Stone MC, Sada DW (2013) Environmental response of 
a desert springbrook to incremental discharge reductions, death 
Valley National Park, California, USA. J Arid Environ 99:5–13. 
https ://doi.org/10.1016/j.jarid env.2013.09.002

Nolte V, Pandey RV, Jost S et al (2010) Contrasting seasonal niche 
separation between rare and abundant taxa conceals the extent of 
protist diversity. Mol Ecol 19:2908–2915. https ://doi.org/10.1111/
j.1365-294X.2010.04669 .x

Oksanen J, Blanchet FG, Kindt R et al (2011) Vegan: community ecol-
ogy package

Paulson EL, Martin AP (2014) Discerning invasion history in an 
ephemerally connected system: landscape genetics of Procamba-
rus clarkii in Ash Meadows, Nevada. Biol Invasions 16:1719–
1734. https ://doi.org/10.1007/s1053 0-013-0621-x

Quast C, Pruesse E, Yilmaz P et al (2013) The SILVA ribosomal RNA 
gene database project: improved data processing and web-based 
tools. Nucleic Acids Res 41:D590–D596. https ://doi.org/10.1093/
nar/gks12 19

R Core Team (2018) R: a language and environment for statistical 
computing

Röhl O, Peršoh D, Mittelbach M et al (2017) Distinct sensitivity of 
fungal freshwater guilds to water quality. Mycol Prog 16:155–169. 
https ://doi.org/10.1007/s1155 7-016-1261-1

Ruhí A, Chappuis E, Escoriza D et al (2014) Environmental filter-
ing determines community patterns in temporary wetlands: a 
multi-taxon approach. Hydrobiologia 723:25–39. https ://doi.
org/10.1007/s1075 0-013-1514-9

Schlosser IJ (1982) Fish community structure and function along two 
habitat gradients in a headwater stream. Ecol Monogr 52:395–414

Seager R, Ting M, Held I et  al (2007) Model projections of an 
imminent transition to a more arid climate in southwestern 
North America. Science (80-) 316:1181–1184. https ://doi.
org/10.1126/scien ce.11396 01

Sharp CE, Brady AL, Sharp GH et al (2014) Humboldt’s spa: micro-
bial diversity is controlled by temperature in geothermal envi-
ronments. ISME J 8:1166–1174. https ://doi.org/10.1038/ismej 
.2013.237

Shepard WD (1993) Desert springs—both rare and endangered. Aquat 
Conserv Mar Freshw Ecosyst 3:351–359

Shepard WD, Blinn DW, Hoffman RJ, Kantz PT (2000) Algae of dev-
ils hole, Nevada, death valley National Park. West N Am Nat 
60:410–419

Sohlberg E, Bomberg M, Miettinen H et al (2015) Revealing the unex-
plored fungal communities in deep groundwater of crystalline 
bedrock fracture zones in Olkiluoto, Finland. Front Microbiol 
6:1–11. https ://doi.org/10.3389/fmicb .2015.00573 

Soltz DL, Naiman RJ (1978) The natural history of native fishes in the 
Death Valley system. Natural History Museum of Los Angeles, 
Los Angeles

Stevens LE, Bailowitz RA (2008) Odonata of ash meadows national 
wildlife refuge, Southern Nevada, USA. J Ariz-Nev Acad Sci 
40:128–135

Stevens LE, Meretsky VJ (eds) (2008) Aridland springs in North 
America: ecology and conservation. University of Arizona Press, 
Tucson

Stoeck T, Breiner H-W, Filker S et al (2014) A morphogenetic survey 
on ciliate plankton from a mountain lake pinpoints the necessity 
of lineage-specific barcode markers in microbial ecology. Environ 
Microbiol 16:430–444. https ://doi.org/10.1111/1462-2920.12194 

Strickler KM, Fremier AK, Goldberg CS (2015) Quantifying effects 
of UV-B, temperature, and pH on eDNA degradation in aquatic 
microcosms. Biol Conserv 183:85–92. https ://doi.org/10.1016/j.
bioco n.2014.11.03

Tang CQ, Leasi F, Obertegger U et al (2012) The widely used small 
subunit 18S rDNA molecule greatly underestimates true diver-
sity in biodiversity surveys of the meiofauna. Proc Natl Acad Sci 
109:16208–16212. https ://doi.org/10.1073/pnas.12091 60109 

Thomas JM, Moser DP, Fisher JC et al (2013) Using water chemis-
try, isotopes and microbiology to evaluate groundwater sources, 
flow paths and geochemical reactions in the Death Valley flow 
system, USA. Procedia Earth Planet Sci 7:842–845. https ://doi.
org/10.1016/j.proep s.2013.03.033

Torstensson A, Dinasquet J, Chierici M et al (2015) Physicochemi-
cal control of bacterial and protist community composition and 
diversity in Antarctic sea ice. Environ Microbiol 17:3869–3881. 
https ://doi.org/10.1111/1462-2920.12865 

Unmack PJ, Minckley WL (2008) The demise of desert springs. In: 
Meretsky VJ, Stevens LE (eds) Aridland springs in North Amer-
ica: ecology and conservation. The University of Arizona Press, 
Tucson, pp 12–34

Vaughn CC, Nichols SJ, Spooner DE (2008) Community and foodweb 
ecology of freshwater mussels. J N Am Benthol Soc 27:409–423. 
https ://doi.org/10.1899/07-058.1

Vörösmarty CJ, McIntyre PB, Gessner MO et al (2010) Global threats 
to human water security and river biodiversity. Nature 467:555–
561. https ://doi.org/10.1038/natur e0954 9

Walker GE, Eakin TE (1963) Geology and ground water of Amargosa 
Desert, Nevada-California

Walther G-R, Post E, Convey P et al (2002) Ecological responses 
to recent climate change. Nature 416:389–395. https ://doi.
org/10.1038/41638 9a

Wang Q, Garrity GM, Tiedje JM, Cole JR (2007) Naïve Bayesian clas-
sifier for rapid assignment of rRNA sequences into the new bacte-
rial taxonomy. Appl Environ Microbiol 73:5261–5267. https ://doi.
org/10.1128/AEM.00062 -07

https://doi.org/10.2134/jeq2012.0018
https://doi.org/10.2134/jeq2012.0018
https://doi.org/10.1073/pnas.0604755103
https://doi.org/10.1073/pnas.0604755103
https://doi.org/10.1139/f01-102
https://doi.org/10.1139/f01-102
https://doi.org/10.1111/1462-2920.12065
https://doi.org/10.1111/1462-2920.12065
https://doi.org/10.1016/0304-3770(91)90043-5
https://doi.org/10.1016/0304-3770(91)90043-5
https://doi.org/10.1111/j.1365-2486.2007.01408.x
https://doi.org/10.1890/07-1861.1
https://doi.org/10.1890/060149
https://doi.org/10.1111/j.1462-2920.2011.02444.x
https://doi.org/10.1016/j.jaridenv.2013.09.002
https://doi.org/10.1111/j.1365-294X.2010.04669.x
https://doi.org/10.1111/j.1365-294X.2010.04669.x
https://doi.org/10.1007/s10530-013-0621-x
https://doi.org/10.1093/nar/gks1219
https://doi.org/10.1093/nar/gks1219
https://doi.org/10.1007/s11557-016-1261-1
https://doi.org/10.1007/s10750-013-1514-9
https://doi.org/10.1007/s10750-013-1514-9
https://doi.org/10.1126/science.1139601
https://doi.org/10.1126/science.1139601
https://doi.org/10.1038/ismej.2013.237
https://doi.org/10.1038/ismej.2013.237
https://doi.org/10.3389/fmicb.2015.00573
https://doi.org/10.1111/1462-2920.12194
https://doi.org/10.1016/j.biocon.2014.11.03
https://doi.org/10.1016/j.biocon.2014.11.03
https://doi.org/10.1073/pnas.1209160109
https://doi.org/10.1016/j.proeps.2013.03.033
https://doi.org/10.1016/j.proeps.2013.03.033
https://doi.org/10.1111/1462-2920.12865
https://doi.org/10.1899/07-058.1
https://doi.org/10.1038/nature09549
https://doi.org/10.1038/416389a
https://doi.org/10.1038/416389a
https://doi.org/10.1128/AEM.00062-07
https://doi.org/10.1128/AEM.00062-07


944 Oecologia (2019) 191:931–944

1 3

Welborn GA, Skelly DK, Werner EE (1996) Mechanisms creating com-
munity structure across a freshwater habitat gradient. Annu Rev 
Ecol Syst 27:337–363

Winograd IJ, Thordarson W (1975) Hydrogeologic and hydrochemical 
framework, south-central Great Basin, Nevada-California, with 
special reference to the Nevada Test Site

Zektser S, Loáiciga HA, Wolf JT (2005) Environmental impacts of 
groundwater overdraft: selected case studies in the southwestern 
United States. Environ Geol 47:396–404. https ://doi.org/10.1007/
s0025 4-004-1164-3

https://doi.org/10.1007/s00254-004-1164-3
https://doi.org/10.1007/s00254-004-1164-3

	Inferences of environmental and biotic effects on patterns of eukaryotic alpha and beta diversity for the spring systems of Ash Meadows, Nevada
	Abstract
	Introduction
	Study system

	Methods
	Characterization of habitats
	Alpha diversity
	Beta diversity
	Metacommunity structure
	Predictive effects of aquifer decline on alpha diversity

	Results
	Environmental variation among springs
	Taxonomic diversity
	Alpha diversity
	Beta diversity
	Metacommunity structure
	Predicting effects of aquifer decline on alpha diversity

	Discussion
	Taxonomic diversity
	Inferred effect of water temperature
	Inferred effect of spring size
	Inferred effect of the presence or absence of non-native predators
	No detectable effect of elevation
	Caveats

	Acknowledgements 
	References




