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Anomalous droughts, not invasion, decrease persistence
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Abstract

Changing climate extremes and invasion by non-native species are two of the most prominent threats to native fau-
nas. Predicting the relationships between global change and native faunas requires a quantitative toolkit that effec-
tively links the timing and magnitude of extreme events to variation in species abundances. Here, we examine how
discharge anomalies — unexpected floods and droughts — determine covariation in abundance of native and non-
native fish species in a highly variable desert river in Arizona. We quantified stochastic variation in discharge using
Fourier analyses on >15 000 daily observations. We subsequently coupled maximum annual spectral anomalies with
a 15-year time series of fish abundances (1994-2008), using Multivariate Autoregressive State-Space (MARSS) models.
Abiotic drivers (discharge anomalies) were paramount in determining long-term fish abundances, whereas biotic
drivers (species interactions) played only a secondary role. As predicted, anomalous droughts reduced the abun-
dances of native species, while floods increased them. However, in contrast to previous studies, we observed that the
non-native assemblage was surprisingly unresponsive to extreme events. Biological trait analyses showed that func-
tional uniqueness was higher in native than in non-native fishes. We also found that discharge anomalies influenced
diversity patterns at the meta-community level, with nestedness increasing after anomalous droughts due to the dif-
ferential impairment of native species. Overall, our results advance the notion that discharge variation is key in deter-
mining community trajectories in the long term, predicting the persistence of native fauna even in the face of
invasion. We suggest this variation, rather than biotic interactions, may commonly underlie covariation between
native and non-native faunas, especially in highly variable environments. If droughts become increasingly severe due
to climate change, and floods increasingly muted due to regulation, fish assemblages in desert rivers may become
taxonomically and functionally impoverished and dominated by non-native taxa.
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character of rivers in the direction from lotic to lentic;

Introduction Sabater, 2008) will likely continue to impact river struc-

River ecosystems comprising ~65% of global discharge
have moderate to high water scarcity (Vorosmarty
et al., 2010) and water scarcity has been implicated with
lower native and higher non-native freshwater species
richness (Sabo et al., 2010a). In the Southwest United
States, an ongoing transition to a more arid climate
(Seager et al., 2007) interacts with an increasing human
appropriation of streamflow (Sabo et al., 2010a) to influ-
ence mean annual streamflow and discharge variation.
As a result, even large and highly regulated water-
courses like the Colorado River are drying with increas-
ing frequency (Gleick, 2003). Prolonged droughts and
‘lentification” (i.e., the transformation of the habitat
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ture and functioning across broad geographic scales.
Furthermore, the increasing intensification of the global
hydrological cycle is expected to cause a higher fre-
quency of extreme events of both signs (i.e., droughts
and floods) in the Northern hemisphere’s subtropics
like the US sunbelt (Oki & Kanae, 2006; Kirtman et al.,
2013). Mounting evidence suggests that climate change
impact studies, by focusing on changes in climate
means rather than on variability, may underestimate
the full impacts of climate change (Easterling et al.,
2000; Thornton et al., 2014). Therefore, it is crucial to
develop and apply statistical tools that allow us
to quantify the response of ecological communities to
environmental variation and project how these
responses will change under new regimes characterized
by increased variation.

The relative importance of discharge variation and
species interactions in determining fish community
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composition and structure (i.e., relative abundances)
has been a long standing topic of study, precipitating
numerous lively debates (Grossman, 1982; Rahel et al.,
1984; Grossman et al., 1985; Moyle & Vondracek, 1985).
These early studies explored the notion that community
trajectories were either predictable by virtue of consis-
tent species interactions, or unpredictable by virtue of
stochastic variation in flow. Support was found for both
hypotheses, and recent work has shown how this false
dichotomy can be resolved by considering communities
to be increasingly driven by discharge variation as the
stochastic component of environmental variation
increases (Grossman & Sabo, 2010). Environmental var-
iation is now widely accepted as a predictable driver of
ecological processes across a wide range of organiza-
tion levels and ecosystem types (e.g., Stacey & Taper,
1992; Seether, 1997; Sabo et al., 2010b) and it is accord-
ingly considered central to eco-evolutionary theory
(Lytle, 2001; Ruokolainen et al., 2009). Here, we explore
the role of discharge variation as a predictor of commu-
nity structure within the context of climate extremes
and species invasions—-two of the most poignant signals
of global change. Specifically, we develop a new set of
integrated tools to project the potential impacts of dif-
ferent regimes of environmental variation under long-
term environmental change on the success of invasion
and the resilience of native faunas.

Parsing out the relative importance of biotic vs. abi-
otic interactions in determining long-term community
trajectories would improve theories of invasive species’
control (Mack et al., 2000; Sabo, 2005). In aridland ripar-
ian ecosystems, hydrological alterations induce domi-
nance shifts in plant communities from native to
introduced species (Stromberg et al., 2007a). Native flo-
ras do not decline because of invasion, but rather as a
direct result of the same environmental conditions that
favor introduced species. Abundant literature revol-
ving around the ‘natural flow regime’ concept (Poff
et al., 1997; Lytle & Poff, 2004) has similarly described
differential (and generally opposite) effects of altered
flow regimes on native compared to non-native fishes.
This pattern was described long ago by Seegrist & Gard
(1972) and since then an increasing body of evidence
has supported the notion that the loss of natural flow
regimes favors the non-native assemblage and deci-
mates the native one (e.g., Bernardo et al., 2003; Propst
et al., 2008; Gido & Propst, 2012; Mims & Olden, 2013;
Pool & Olden, 2014). The early work of Seegrist & Gard
(1972) advanced the notion that antagonistic interac-
tions between non-native and native species is
enhanced by flow regime alteration; however, analyti-
cal limitations have prevented explicit quantification of
the relative strength of biotic (species interactions) and
abiotic (flow) effects on native species. Here, we
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address this by using a novel combination of time-ser-
ies methods to ask whether negative covariation
between flow changes and native fish abundances is a
direct consequence of flow changes (abiotic paradigm),
or of flow-mediated changes in non-native species
abundances (biotic paradigm). In streams where native
species resilience is determined by interactions between
non-native and native species, the restoration of the
native community would require mechanical removal
of non-native faunas. By contrast, flow manipulations
would be the best recourse where changes to the natu-
ral flow regime underlie declines in native species. The
suitability of these management strategies would be
better assessed if biotic and abiotic effects could be
effectively parsed.

Our overarching aim is to determine how discharge
anomalies (floods and droughts of high magnitude and
unexpected timing) influence long-term community
trajectories of fishes in desert rivers, contrasting
responses of the native vs. the non-native assemblage
and considering potentially antagonistic biotic interac-
tions between these assemblages. To do this we inte-
grate two time-series methods in a novel way. First, we
use the Discrete Fast Fourier Transform (DFFT) to iden-
tify the periodic (seasonal) and stochastic (interannual)
components of discharge variation, and to extract maxi-
mum annual spectral anomalies. Subsequently we com-
bine these discharge anomalies within a multivariate
autoregressive state-space (MARSS) modeling frame-
work to quantify and compare the effects of species
interactions and discharge anomalies on long-term fish
abundances. This framework (Fig. 1) provides a tool for
quantifying the relative influences of abiotic and biotic
drivers on the native and the non-native assemblages,
and especially for disentangling the direct effects of
flow, from the flow-mediated effects of non-native
fishes, on the native assemblage. In particular, we ask
the following chained questions: (i) what are the rela-
tive roles of species interactions and discharge anoma-
lies in driving the long-term trajectory (i.e., variation in
the relative abundances) of the fish community?; (ii)
does the magnitude and direction of these influences
differ between the native and the non-native assem-
blage?; (iii) are eventual differences in responses to
discharge anomalies between the native and the non-
native assemblage explained by differences in their
biological traits?; and finally, (iv) do discharge anoma-
lies influence the spatial patterns of the fish meta-com-
munity, measured as beta diversity components across
sites?

To answer these questions, we analyzed long-term
data on fish abundances from seven sites of the Verde
River in Arizona, USA. This river has a flashy hydro-
graph and a relatively low diversity, with nearly equal
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Fig. 1 Flow diagram illustrating the main analyses, from input data (discharge and species abundance time series) to MARSS models

outputs (origin, species, and beta diversity models).

numbers of native and non-native species. We pre-
dicted that discharge anomalies would be the ultimate
driver of long-term trajectories of fish communities in
this river, and consequently, that biotic interactions
would play only a proximate role (question i). We fur-
ther predicted that responses would differ between the
native and the non-native assemblage (question ii),
with biological traits causing native fishes to be
impaired by anomalous droughts (but favored by
anomalous floods), and non-natives to be benefitted
from muted discharge variation (question iii). Finally,
we predicted that environmental variation would also
influence the (spatial) beta diversity patterns of the fish
meta-community, with discharge anomalies determin-
ing the relative importance of the two components that
contribute to composition dissimilarity across local
communities, namely nestedness and turnover (ques-
tion iv). If these predictions hold true, they would indi-
cate that environmental variation can predict
community dynamics even in flashy environments,
shedding light on the direction and extent to which
anomalous floods and droughts are likely to affect

long-term trajectories of native riverine fauna in the
light of global change.

Materials and methods

Study area

We studied the upper Verde River, a major tributary of the
Salt River (Gila River basin) in the US state of Arizona. The
Verde River flows around 270 km from its headwaters in Big
Chino Wash (Prescott National Forest) to its confluence with
the Salt River near Phoenix. In 1994, the Rocky Mountain
Research Station (USDA Forest Service) established seven
monitoring sites from Sullivan Lake to Sycamore Creek (Rinne
& Miller, 2006), which were sampled continuously (every
April) until 2008. This upper part of the Verde River is rela-
tively undisturbed, without any flow-altering dams or major
diversions, and has been an ideal setting to study the abiotic
and biotic factors that influence fish assemblage structure in
desert rivers (Stefferud & Rinne, 1995). Sample sites ranged
from 150 to 300 m in length and included a variety of aquatic
habitats. Backpack electrofishing units were used to sample
under debris, banks, and in riffles. For high- and low-gradient

© 2014 John Wiley & Sons Ltd, Global Change Biology, 21, 1482-1496



DROUGHTS AND FISHES IN A DESERT RIVER 1485

riffles and for glide-runs, shocking was conducted from
upstream to downstream, and fish were collected into a 6-m,
3-mm mesh bag seine. Trammel nets (30 m in length and
meshes of 13-, 40-, and 80-mm mesh arrays) were employed to
sample in deep pools (>2 m). All fishes were counted and
returned alive to the stream, and counts from different sam-
pling methodologies were combined at each site and visit.
Throughout the 105 recorded samples (7 stations x 15 years),
a total of 16 fish species were detected, of which 6 were native
and 10 were non-native. For the present work we dropped
from the analyses 2 species with <2% occurrence (both non-
native: fathead minnow Pimephales promelas, 1.9% occurrence;
and largemouth bass Micropterus salmoides, 1.0% occurrence).
This delivered a final matrix of 14 fish species (6 native, 8 non-
native) x 105 samples. Daily mean discharge data for 45 com-
plete years (from 1/1/1966 to 31/12/2010) were obtained
from the US Geological Service (USGS) station 09504000
(Verde River near Clarkdale, AZ, USA).

Stochasticity in discharge variation

We used the Discrete Fast Fourier Transform (DFFT) to iden-
tify the characteristic signal of discharge variation in the Verde
River, and the residuals or ‘anomalies’ from this long-term
seasonal signal. We then used the maximum (high-flow) or
minimum (low-flow) annual anomalies to construct hydro-
logic (abiotic) variables that would be considered as covariates
in the multivariate time-series modeling. Hydrologic variation
has been traditionally quantified using recurrence intervals
(e.g., with Log-Pearson III distributions). However, such tech-
niques focus on the magnitude of either high- or low-extremes
(not both together) and ignore the seasonal occurrence (i.e.,
timing) of these events; a crucial aspect for ecological applica-
tions as biological impacts of high and low flows depend on
seasonal base flows (Bunn & Arthington, 2002). Statistical
tools borrowed from signal processing, such as the DFFT, pro-
vide a means for decomposing variation in discharge into the
periodic (seasonal) and stochastic (interannual) components.
This allows analyzing discharge series in a more ecologically
meaningful way, as extreme forms of stochastic variation (but
not predictable, periodic signals) cause ecological disturbance
(Lande ef al., 2003; Grossman & Sabo, 2010). A complete
description of the method employed here is provided in Sabo
& Post (2008). Briefly, the DFFT is applied to the time series
and the characteristic signals (frequencies, phases, and ampli-
tudes) of seasonal hydrologic variation (i.e., the long-term sea-
sonal trend) are extracted from the power spectrum in the
frequency domain. Observed daily events can then be com-
pared to long-term seasonal trend, and residual events
(observed — expected discharge) or discharge anomalies can
be computed. Anomalies either higher (floods) or lower
(droughts) than two standard deviations of the distribution of
residual variation around the long-term seasonal can be
regarded as catastrophic events (Sabo & Post, 2008). Because
these events ‘carry’ information on their magnitude and tim-
ing (i.e., they are always of high magnitude and happen
‘unexpectedly’), their occurrence may be regarded as a proxy
for ecological disturbance (Sabo & Post, 2008; Grossman &
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Sabo, 2010). In this study, we computed the long-term sea-
sonal trend for the 45-year discharge series, and identified and
extracted the highest- and lowest annual discharge anomaly
for each year in the time series. This process yielded a new
time series of annual maxima (or minima), which could then
be used to index each year in terms of high- or low-flow varia-
tion for 1993-2007 (hereafter, discharge anomalies). We used
these discharge anomalies as covariates in the subsequent
multivariate time-series models of the fish community (Fig. 1).

Exploring long-term trajectories of fishes using
multivariate time-series modeling

We assessed the effects of discharge anomalies and biotic
interactions on the trajectories of fish using state-space ver-
sions of multivariate autoregressive models. Multivariate
autoregressive (MAR) models have been used extensively in
econometrics, and in ecology they have been mainly
employed to quantify the effects of environmental drivers on
species’ population growth rates and community dynamics
(reviewed in Hampton et al., 2013). Multivariate autoregres-
sive models rely on theory about the patterns of temporal cor-
relation that emerge from environmental drivers and species
interactions (Ives et al., 2003). Hence, instead of treating tem-
poral correlation as a nuisance, MAR models use it to estimate
effects of drivers vs. interactions on community dynamics.
Despite being data-hungry, MAR models are less challenging
than mechanistic models, as the latter (but not MAR) require
ecophysiological parameters. Moreover, state-space versions
of MAR models (i.e., MARSS models) allow inclusion of obser-
vation error in the data, which is advantageous because ignor-
ing observation error can fundamentally change our inference
about the underlying process (e.g., Knape & de Valpine, 2012).
Our fish count data certainly contained observation error that
could potentially bias the measured influence of abiotic and
biotic drivers on community dynamics. Therefore, MARSS
allowed us to separate the variation in the fish count data due
to observation error from the variation due to true population
fluctuations. This separation is possible because unlike true
population fluctuations, observation error does not influence
current or future abundances —it only affects our estimation of
that abundance. We used the ‘MARSS’" R-package (Holmes
et al., 2014), which provides support for fitting MARSS models
with covariates (i.e., discharge anomalies) to multivariate
time-series data (i.e., fish community abundances) via maxi-
mum likelihood, using an Expectation-Maximization algo-
rithm. In the matrix form, a MARSS model takes the following
form [Eqn (1) is the state process and Eqn (2) is the observa-
tion process]:

xt = Bx¢_1 + Cc;—1 + wi, where wy ~ MVN(0, Q) (1)
¥, = Zx; + v, where v, ~ MVN(0, R) (2)

Data enter the model as y (with y; being fish abundances
modeled as a linear function of the ‘hidden’ or true abun-
dances, x;), and as ¢, (the lagged covariates, in our case dis-
charge anomalies). In the state process [Eqn (1)], B is an
interaction matrix and models the effect of species on each
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other, C is the matrix whose elements describe the effect of
each covariate on each species (hereafter discharge anomaly
effects), and w is a matrix of the process error, with process
errors at time t being multivariate normal with mean 0 and
covariance matrix Q. In the observation process [Eqn (2)], v is
a vector of non-process errors, with observation errors at time
t being multivariate normal with mean 0 and covariance
matrix R.

We compared two different configurations of the C matrix.
First, we allowed discharge anomaly effects to differ only
between native- and non-native species (origin model in
Fig. 1). This model was structured to have only four different
values in the elements of the C matrix and hence allowed us
to quantify how fishes of native and non-native origin differed
(systematically) in their responses to discharge anomalies.
Subsequently, we constructed a more complex MARSS model
that allowed for species-specific discharge anomaly effects
(species model in Fig. 1), thus obtaining as many discharge
anomaly effects as the number of species x discharge anoma-
lies. For both the origin and the species models, we compared
several model structures, combining in each case two different
configurations of the B matrix with two different configura-
tions of the R matrix. In the B matrix [Eqn (1)], we compared
models allowing for biotic interactions (i.e., with all diagonal
and off-diagonal coefficients being estimated) with models not
allowing for them (using an identity B matrix, i.e., a diagonal
matrix with 1’s on the diagonal and 0’s elsewhere). In the R
matrix [Eqn (2)], we compared models considering species-
specific observation errors with models considering constant
observation errors (i.e., equal across all species). For all models
we used log-transformed abundances of the 14 fish species as
variates, and the discharge anomalies as covariates. Discharge
anomaly effects and biotic interaction strengths were assessed
via 95% confidence intervals (1000 bootstrap samples).

Biological trait analyses

In addition to MARSS, we also explored whether differences
in responses to discharge anomalies between the native and
the non-native assemblage could be explained by differences
in their biological traits. To this end, we described each fish
species in terms of 38 traits using Fish Traits, a database of
ecological and life-history traits of freshwater fishes of the
United States (Frimpong & Angermeier, 2009). These traits
describe the trophic ecology, body size, reproductive ecology,
life history, and salinity and habitat preference of the present
species (see Table S1 for more details). Replicating the recent
approach by Buisson et al. (2013), we constructed a multidi-
mensional functional space using Gower’s distance for each
species pair and a Principal Coordinate Analysis (PCoA). The
orthogonal axes provided by the PCoA may be regarded as
‘synthetic functional traits summarizing a fish functional
niche’ (Buisson et al., 2013). Then, the fish species coordinates
in the space defined by the PCoA may be used to calculate
functional indices. We aimed at obtaining the functional origi-
nality and the functional uniqueness of each species. Func-
tional originality was defined as the Euclidean distance to the
average position of the species pool (i.e., the centroid of the

fish species coordinates in the space defined by the PCoA),
with relatively higher distances to the centroid implying more
functionally original fishes. Functional uniqueness was
defined as the distance to the nearest neighbor in the func-
tional space, with species falling relatively closer in the func-
tional space being considered more redundant than those
being isolated, and hence functionally unique (Buisson et al.,
2013). For both functional originality and uniqueness, raw val-
ues were standardized by dividing them by the respective
maximum value observed among the 14 species. Differences
in functional originality and uniqueness between native and
non-native fishes were tested using a GLM (1 fixed effect: ori-
gin). Finally, biological traits typifying the native vs. the non-
native assemblage were identified by means of a similarity per-
centages (SIMPER) test (999 permutations, single layout: origin
factor). Traits contributing highly and consistently to dissimi-
larity (i.e., those with dissimilarity/standard deviation >1)
were considered to discriminate fish origins (native vs. the non-
native species). Functional analyses were conducted with Pri-
mer v.6 software (Primer-E Ltd, UK) and the ‘vegan’ R-package
(Oksanen et al.,2014).

Spatial patterns of the meta-community

Finally, the spatial extent of our fish data allowed us to exam-
ine temporal variation in spatial patterns of diversity. We used
a beta diversity partitioning procedure to examine variation in
the spatial patterns of the fish meta-community (i.e., the set of
the seven studied local communities or monitoring sites). The
‘betapart’ R-package (Baselga & Orme, 2012) allowed us to
quantify overall beta diversity (fsor) for each year, as well as
the relative importance of the two additive components that
contribute to fsor: nestedness (fngs), which indicates
‘ordered’ species loss and gain, and turnover (fisn), which
indicates species replacements (Baselga, 2010; Baselga &
Orme, 2012). We carried out 15 analyses, one for each sampled
year (1994-2008), on presence-absence matrices (14 fish spe-
cies x 7 sites). Subsequently, we aimed at addressing how
Psor, Pnes and Pspv (variates) responded to discharge anoma-
lies (covariates) with an additional MARSS model (Fig. 1), but
one in which the variates were a matrix of beta diversity com-
ponents rather than species abundances. We considered com-
ponent-specific observation error and all possible interactions
of discharge covariates on the beta diversity components
(Bsor, Pnes, and Psiv). As with our analysis of the temporal
dynamics of the global community, we were again interested
in quantifying the discharge anomaly effects. We assessed
these effects via 95% confidence intervals (obtained numeri-
cally after 1000 bootstrap samples). We refer to this model
hereafter as beta diversity model (Fig. 1).

Results

Discharge anomalies overview

The long-term seasonal trend extracted with the DFFT
(red line in Fig. 2a) showed low basal flows and a
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Fig. 2 Summary of 45 years (1966-2010) of daily mean discharge data in the upper Verde River. (a) Hydrograph showing daily average
discharge (black dots) in normalized log;o-transformed units (originally measured as cfps, from USGS data). The long-term seasonal
trend extracted from DFFT is shown as solid red. (b) Timing of the high flow anomalies (empty circles) and the low-flow anomalies
(black circles) recorded for the whole discharge series (lresiduals!| for comparison). Discontinuous lines show the threshold corre-
sponding to 2 standard deviations of the distribution of all residual flows across the 45-year record (dotted line for high flows; dashed
line for low flows). Empty circles above the dotted line, and black circles above the dashed line, indicate catastrophic floods and
droughts, respectively. For ‘ordinal day’, day 1 is January 1st. The approximate timing of winter frontal storms and summer monsoons,
and of late winter droughts, is shown. (c) Magnitude of maximum residual high flow events (empty circles) and low-flow events (black
circles) across the 45-year record (Iresiduals!| for comparison). Discontinuous lines show the threshold corresponding to 2 standard
deviations of the distribution of all residual flows across the 45-y record, for high flows (dotted line) and for low flows (dashed line).
Empty circles above the dotted line, and black circles above the dashed line, indicate catastrophic floods and droughts, respectively.
The gray-shaded area shows the 15-year period (1993-2007) that was coupled with fish data.

seasonal peak in late winter. High flow anomalies gen- anomalies were clustered around later winter, between
erally occurred in two distinct periods (summer mon- mid-January to mid-April (Fig. 2b). A long drought
soons and winter frontal storms), whereas low-flow (9 years, 1984-1992) immediately preceded our 15-year

© 2014 John Wiley & Sons Ltd, Global Change Biology, 21, 1482-1496
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study (shaded area in Fig. 2¢; years 1993-2007). Our 15-
year period encompassed both wet (1993-1995, 2004—
2005) and dry periods (1996-2003, 2006-2007), and
started with the most extreme high flow event observed
across the entire series (in 1993). Overall, this 15-year
period encompassed a total of four catastrophic high
flow events and nine low-flow events that were either
immediately below or above the catastrophic threshold.

Discharge anomaly effects on the long-term trajectories of
fishes

The native and the non-native assemblages demon-
strated large fluctuations in abundance and a general
negative co-variation (Figure S1). The best (lowest
AICc) origin model (the model where the effect of envi-
ronmental drivers is determined by whether the species
is native or non-native; Fig. 1) was the one considering
species-specific observation errors and origin-specific
biotic interactions (i.e., allowing effects of non-native
on native species and vice versa, as well as effects within
the native and within the non-native assemblage;
model 1 in Table 1). The support for this model was
higher than that observed for the best species model (the
effect of environmental drivers is determined by spe-
cies regardless of whether it is native or non-native;
Fig. 1), implying that fish responses to discharge anom-
alies could be safely summarized as native vs. non-
native responses. For the species models, species-spe-
cific observation errors were also better supported, but
the model not allowing species-specific biotic interac-
tions received virtually the same support as the one
allowing species-specific biotic interactions (AICc =
1104.2 and 1104.6, respectively; models 5 and 6 in
Table 1). To assess if selecting one of these species
models would change our inference about the drivers,

we compared the discharge anomaly effects estimated
by this pair of models (Figure 52). Both models 5 and 6
provided a similar inference about the drivers (Figure
52). Therefore, for the sake of simplicity we selected
model 6 as the best species model.

After bootstrapping the discharge anomaly effects
estimated by the origin model (model 1), we observed
that native fishes responded positively to high-, and
negatively to low-flow anomalies (Fig. 3a). In contrast,
anomalies did not significantly influence long-term
abundances of non-native fishes (Fig. 3a). Biotic interac-
tion strengths between the native and the non-native
assemblages were significant in both directions
(Fig. 3b), but much closer to zero than the discharge
anomaly effects. By bootstrapping the discharge anom-
aly effects of the species model (model 6) we were able
to identify which were the species most and least
affected by discharge anomalies. Three native species
responded significantly and positively to high flow
anomalies (the desert sucker Catostomus clarki, the
sonora sucker Catostomus insignis, and the roundtail
chub Gila robusta), with this same set fishes responding
negatively to low-flow anomalies (Fig. 4). As observed
in the origin model, most of the non-native species of
the species model appeared to be less responsive. The
only exception was the green sunfish Lepomis cyanellus,
which was significantly favored by droughts (Fig. 4).

Biological traits of the native vs. the non-native
assemblage

To test if differences in the responses to discharge
anomalies between the native and the non-native
assemblage (as observed in the species and origin mod-
els) could be explained by an adaptive suite of traits,
we contrasted assemblages based on their functional

Table 1 Summary of the model selection approach of the MARSS origin (models 1 to 4) and species models (models 5 to 8). For
model types, two different structures on the process model (Eqn 1; biotic interactions allowed vs. not allowed) were combined with
two different structures on the observation model (Eqn 2; species-specific vs. constant observation error). All models were run on
log-transformed abundances of fish species as variates and discharge anomalies as covariates, and allowed origin-specific (for the
origin model) or species-specific (for the species model) effects of the covariates on the variates. The different origin and species mod-
els are ordered from strongest to weakest support (based on AICc), and the AICc of each model is compared to the AICc of the top
model (i.e., origin model with origin-specific biotic interactions and species-specific observation error)

Model Biotic interactions Observation errors AlCc AICc-min(AICc)
Origin-specific 1 Origin-specific Species-specific 970.7 0
discharge anomaly effects 2 None Species-specific 1078.0 107.4

3 Origin-specific Constant 1395.7 425.0

4 None Constant 1509.7 539.0
Species-specific 5 Species-specific Species-specific 1104.2 133.5
discharge anomaly effects 6 None Species-specific 1104.6 133.9

7 Species-specific Constant 1559.3 588.6

8 None Constant 1538.2 567.5

© 2014 John Wiley & Sons Ltd, Global Change Biology, 21, 1482-1496
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native and the non-native assemblages. The maximum likelihood (ML) of each parameter and the corresponding 95% confidence inter-

vals (CI) were obtained after 1000 bootstrap samples.

originality and uniqueness, and on their typifying
traits. Functional originality did not differ between
native and non-native fishes (GLM; F;1, = 2232,
P = 0.161; Table 2), but functional uniqueness was sig-
nificantly higher in native species (GLM; F; 1> = 4.951,
P =0.046; Table 2). When investigating individual
traits we identified 9 strategies (describing body size,
habitat preference, life history and trophic ecology of
the fishes) that typified native relative to non-native
species (Table 3).

Discharge anomaly effects on the spatial patterns of the
meta-community

Beta diversity partitioning showed that the turnover
component (fispy) dominated over the nestedness com-
ponent (fings) in explaining overall beta diversity (fisor)
(mean + SD: fsor, 0.438 + 0.092; fsmv: 0.248 + 0.129;
fnes: 0.190 £ 0.094). More importantly, the relative
importance of these components was not constant
across the 15-year period: despite turnover generally
dominating, in some years spatial dissimilarity was lar-
gely or totally explained by the nestedness component
(Figure S3). The MARSS beta diversity model showed
that discharge anomalies played a significant role in
explaining transitions between beta diversity patterns
dominated by nestedness vs. turnover, with high flow
anomalies diminishing, and low-flow anomalies
increasing, the relative contribution of nestedness

© 2014 John Wiley & Sons Ltd, Global Change Biology, 21, 1482-1496

(Fig. 5). This result implies that after anomalous
droughts (but not after anomalous floods), beta diver-
sity was largely explained by variation in species rich-
ness among local communities.

Discussion

Quantifying the relative roles of environmental varia-
tion and species interactions in determining the resil-
ience of ecological communities to various components
of global change is challenging but essential to better
understand biological responses to increased climate
variability (Staudt et al., 2013; Thornton et al., 2014). In
this study, we present a powerful and transferable
approach to quantifying joint effects of climate and
other stressors on the resilience of biological communi-
ties. We used this approach to show how anomalous
floods and droughts can influence long-term trajecto-
ries of native fish in highly variable rivers that have
been invaded by non-native faunas. This topic has been
the focus of a considerable amount of research in both
riverine (e.g., Seegrist & Gard, 1972; Bernardo et al.,
2003; Propst et al., 2008; Gido & Propst, 2012) and ripar-
ian ecosystems (e.g., Sher ef al., 2002; Nagler et al.,
2005; Stromberg ef al., 2007a,b; Catford et al., 2011; Viv-
ian et al., 2014). Generally, the riverine studies suggest
that hydrology is an important driver of abundance of
both natives and non-natives (Seegrist & Gard, 1972;
Bernardo et al., 2003; Propst et al., 2008) and that
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Fig. 4 Bootstrapped parameters of the best MARSS species model (model 6 in Table 1). The discharge anomaly effects for each fish spe-
cies are shown (white bars = native species, grey bars = non-native species). The maximum likelihood (ML) of each C parameter and
the corresponding 95% confidence intervals (CI) were obtained after 1000 bootstrap samples. Native fishes: ACH = Longfin dace,
CCL = Desert sucker, CIN = Sonora sucker, GRO = Roundtail chub, MFU = Spike dace, ROS = Speckled dace. Non-native fishes:
ANA = Yellow bullhead, CCA = Common carp, CLU = Red shiner, GAF = Mosquitofish, IPU = Channel catfish, LCY = Green sun-

fish, MDO = Smallmouth bass, POL = Flathead catfish.

non-native species outcompete or over exploit native
species (Propst et al., 2008; Gido & Propst, 2012). In
contrast, most riparian studies have found that hydrol-
ogy supersedes species interactions — flow alterations
preclude native species and promote the dominance
non-native species, with little effect of non-natives on
natives (Nagler et al., 2005; Stromberg et al., 2007a,b).
Within this context, recent work has suggested that
successful management of native riparian plant com-
munities may be achieved by mimicking —if water allo-
cations permit — natural disturbance regimes (Catford
et al., 2011; Vivian et al., 2014). Consistent with this
riparian work, we found support for the notion that
discharge variation was paramount and superseded
species interactions in determining community compo-
sition at multiple scales. In our system, native species
responded negatively to low-flow anomalies but were
resilient to high-flow anomalies; non-native species by

contrast exhibited no significant response and the effect
of non-native species on native fishes was secondary to
the direct effects of drought. Biological traits typified a
functionally unique native assemblage and explained
the observation that droughts negatively impacted, but
floods favored, the native assemblage. Furthermore,
the abiotic paradigm was evident not only in the fishes’
temporal trends but also in the variation in their spatial
patterns, with discharge anomalies influencing compo-
sition dissimilarity patterns across the meta-commu-
nity.

Discharge anomalies, not non-native species, determine
trajectories of native fish

The notion that seasonal flooding has differential effects
on native and non-native freshwater faunas has a long
history dating to Seegrist & Gard (1972), who reported

© 2014 John Wiley & Sons Ltd, Global Change Biology, 21, 1482-1496
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Table 2 Global relative abundance (‘Abund’, in %), functional originality (‘FOri’) and functional uniqueness (‘FUni’) of the fish
species considered in the study. Functional originality and uniqueness were obtained after Buisson ef al. (2013), using traits com-

piled in the Fish Traits database (Frimpong & Angermeier, 2009) (see complete list and description of traits in Table S1)

Code English name Latin name Abund FOri FUni
Native ACH Longfin dace Agosia chryogaster 52 0.782 0.783
CCL Desert sucker Catostomus clarki 20.6 0.667 0.822
CIN Sonora sucker Catostomus insignis 16.5 0.682 1.000
GRO Roundtail chub Gila robusta 5.9 0.583 0.900
MFU Spike dace Meda fulgida 2.0 0.758 0.860
ROS Speckled dace Rhinichthys osculus 0.9 0.834 0.919
Non-native ANA Yellow bullhead Ameiurus natalis 12 0.807 0.860
CCA Common carp Cyprinus carpio 0.4 0.694 0.783
CLU Red shiner Cyprinella lutrensis 38.8 1.000 0.825
GAF Mosquitofish Gambusia affinis 2.0 0.985 0.793
IPU Channel catfish Ictalurus punctatus <0.1 0.721 0.738
LCY Green sunfish Lepomis cyanellus 2.5 0.708 0.840
MDO Smallmouth bass Micropterus dolomieu 3.9 0.666 0.850
POL Flathead catfish Pylodictis olivaris <0.1 0.951 0.793

Table 3 Similarity percentages (SIMPER) analysis identify-
ing the traits that typify native vs. non-native species. The
average abundance of each trait is shown for native (‘Native’)
and for non-native (‘Non-native’) species, and bolded in
whichever category is higher. Only traits contributing highly
and consistently to dissimilarity between these categories, i.e.,
those with dissimilarity/standard deviation (‘Diss/SD’) >1,
are shown. Contributions to dissimilarity (‘Contrib%’) are also
shown. Maxtl = maximum total length in cm, lacus-
trine = preference for lentic systems, modcurr = preference
for moderate current, claysilt = preference for clay or silt sub-
strate, season = the sum of the proportions of each month in
which spawning occurs, approximating the length of the
spawning season, longevity = longevity in years based on life
in the wild wherever available, serial = serial or batch spaw-
ner, fshcrerb = trophic preference for large fishes, crayfishes,
crabs, and frogs, detritus = trophic preference for detritus or
unidentifiable vegetative matter. We used the traits compiled
in the Fish Traits database (Frimpong & Angermeier, 2009)
(see complete list and description of traits in Table 51)

Non- Diss/ Contrib

Trait type Trait Native native SD %

Body size Maxtl 4.12 9.41 117 3.02
Habitat Lacustrine 2.08  10.94 1.62 3.88
preference Modcurr  11.11 4.17 120  2.63
Claysilt 4.76 8.93 1.02  3.08
Life history =~ Season 8.15 6.38 124  2.00
Longevity ~ 4.90 8.82 1.10 241
Serial 9.52 5.36 1.01  3.19
Trophic Fshcrerb 278  10.42 111 412
ecology Detritus 9.52 5.36 1.03 318

that the negative covariation between native and intro-
duced trout (Salmonidae) in Sagehen Creek (California,
USA) was explained by alterations to the natural flow

© 2014 John Wiley & Sons Ltd, Global Change Biology, 21, 1482-1496

regime. There, seasonal winter floods favored native
salmonid life histories (spring spawners) but not non-
native life histories (fall spawners); whereas minor
spring floods destroyed native salmonid eggs, thereby
enhancing survival of young non-native salmonids.
Since then, several studies have demonstrated different
responses of native and non-native fishes to seasonal
flows, especially in other arid-land rivers in the Ameri-
can Southwest (Tyus & Saunders, 2000; Eby et al., 2003;
Propst et al., 2008; Gido & Propst, 2012; Gido et al.,
2013). These studies generally show opposite effects of
streamflow features on natives and non-natives, and/or
significant antagonistic interactions of the non-native
assemblage (or some particular non-native species) on
the natives.

Our results enrich the findings of these previous
studies in at least two ways. First, our DFFT-MARSS
framework allowed us to explicitly measure the relative
effects of biotic and abiotic drivers of variance in stream
fish abundances and we observed only weak biotic
effects on the long-term trajectory of the fish commu-
nity as a whole. Species interactions (captured by the B
matrix) were non-significant in the species model, and
negative but much less important than discharge anom-
aly effects (in the C matrix) when considering the global
effects of the non-native on the native assemblage in
the origin model. Second, the effects of discharge varia-
tion on native and non-native fishes were different but
surprisingly not opposite in sign. In contrast to strong
negative effects of low-flow anomalies on native spe-
cies, the non-native assemblage was largely unrespon-
sive to high- or low-flow variation (as measured by
anomalies). Hence, abundances of native species varied
due to significant environmental variation (high- and
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low-flows) and in spite of a relatively more constant
baseline of non-natives.

The context of our results is also important and dif-
fers from previous work that has drawn different con-
clusions. First, our system experiences large flow
variation. Disturbance is known to alter competitive
interactions among species (Byers, 2002). Therefore,
species interactions may indeed be relevant in more sta-
ble rivers, such as desert rivers with managed flows
(Gido & Propst, 2012; Gido et al., 2013) or rivers under
hydroclimates with lower catastrophic variation (i.e.,
Mediterranean rather than arid and semiarid Koppen
climate types; Seegrist & Gard, 1972; Bernardo et al.,
2003). Second, the effects of non-native species on
native species’ persistence may strongly depend on the
identity of the non-native species (Bunn & Arthington,
2002; Pusey et al., 2006). Gido & Propst (2012) found
that the channel catfish Ictalurus punctatus was included
in the top-ranked models predicting native abundances
in the San Juan River (New Mexico and Utah, USA),
but in our study, this predator was extremely scarce, as

also was the flathead catfish Pylodictis olivaris (both rep-
resented <0.1% of the global abundance; Table 2).
Although small-bodied non-native fishes like the red
shiner Cyprinella lutrensis (by far the most abundant
species in our study) have been found to prey on larvae
of native fishes (Ruppert et al., 1993; Brandenburg &
Gido, 1999), these interactions did not influence our
native assemblage. Overall, our results suggest that
even when biotic interactions are potentially relevant,
faunal communities in highly variable environments
may be driven predominantly by environmental varia-
tion (abiotic paradigm).

Droughts decimate the native assemblage and lead to
“functional debt’

The term lentification has been recently coined to
describe the widely observed transformation of rivers
from lotic to lentic habitats (Sabater, 2008). The fact that
native species are severely affected by anomalous
droughts in our system is very relevant when consider-
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ing the impacts of lentification on biodiversity. In the
Southwest United States, the equivalent of nearly 76%
of streamflow is being currently appropriated by
humans, and this figure could increase if demographic
projections that predict a doubling of the super-region’s
population within this century come true (Sabo et al.,
2010a). More importantly, in the American Southwest
high human water appropriation is interacting with a
transition to a more arid climate (Seager et al., 2007;
Karl et al., 2009). Our study suggests that if frequency
and magnitude of droughts increase in southwestern
rivers and anomalous droughts (due to high intensity
or aseasonal timing) become the new normal, function-
ally homogenized fish communities with low preva-
lence of native members are to be expected.

We found that the native, but unexpectedly not the
non-native assemblage, responded to discharge anoma-
lies. The general lack of response of non-natives appar-
ently contradicts previous studies suggesting that
natural flow regimes should provide environmental
resistance to the spread of non-native species (Kiernan
et al.,, 2012; Gido et al., 2013; Mims & Olden, 2013).
Those views are based on the ‘natural flow regime’
concept (Poff et al., 1997), which implies that non-
native organisms that evolved in systems with different
suites of abiotic features should not find suitable condi-
tions in systems with natural regimes (Lytle & Poff,
2004). In our study, only the green sunfish Lepomis cya-
nellus benefitted from the anomalous droughts that
were negatively associated with native abundances,
and no non-natives were reduced in abundance by the
floods that were positively associated with native abun-
dance. Whereas the positive response of green sunfish
to anomalous droughts is in agreement with its high
preference for slow current conditions and lacustrine
habitats (Frimpong & Angermeier, 2009; Gibson et al.,
2014; Pool & Olden, 2014), non-natives not responding
to anomalous floods is a more intriguing outcome. We
offer two explanations for the observed lack of
response by non-natives: (i) catastrophic floods (4
events during the studied period and 6 preceding it)
were perhaps not intense enough to influence the non-
native assemblage; or (ii) non-natives indeed
responded (negatively) to flow variation on the short-
term but recolonized quickly, so that analyses of long-
term trajectories would not reflect such responses. His-
torical flow data suggest that the first hypothesis is
highly unlikely, since our fish time series started with
the most extreme floods recorded throughout the
whole 45-year period (including a 100-year recurrence
event), which dramatically altered stream channel mor-
phology and the aquatic habitats of the upper Verde
River (Rinne & Stefferud, 1998). In contrast, the second
hypothesis seems plausible as other studies have

© 2014 John Wiley & Sons Ltd, Global Change Biology, 21, 1482-1496

reported that non-native fishes in arid-land rivers are
highly resilient. Pool & Olden (2014) found that an
experimental flood from Alamo Dam (Bill Williams
River basin, western Arizona) elicited a short-term
reduction in the abundance of non-native species in
sites downstream to the dam, but the pre-flood compo-
sition (similar to that of the upper Verde River) was
recovered shortly after the event. Given the temporal
resolution we employed (yearly spaced, with a variable
lag of several months between the high flow event and
the spring fish sampling), it is likely that we missed
such short-term responses. This suggests that flow
management may be able to enhance the native compo-
nents of the assemblage and boost the ratio of native:
non-native abundance, but mechanical removal may
need to be invoked to manage the non-native assem-
blage in the long term.

As expected, biological traits offered a mechanistic
explanation for the effects of hydrology on the relative
persistence of native and non-native fishes. Traits con-
ferring resilience from or resistance against flood dis-
turbance typified the native assemblage. These traits
included: habitat preference for moderate current and
not for lacustrine systems, long spawning seasons
and short longevities, or trophic preference for detritus
and not for large macroinvertebrates and other verte-
brates. Similarly, a study that paired flow-regulated
and free-flowing rivers across the United States found
that fish assemblages in free-flowing locations, relative
to assemblages below dams, were characterized by a
relatively lower proportion of equilibrium species (spe-
cies with strategies favored in more stable, predictable
environments) (Mims & Olden, 2013). Our analyses
show that trait combinations of the native component
were also more unique (sensu Buisson et al., 2013). This
result contributes to the notion that generally extirpa-
tions do not occur randomly, but elicit disproportionate
functional homogenization (Pool & Olden, 2012). Of the
three drought-sensitive native species of our study, the
Sonora sucker Catostomus insignis and the Roundtail
chub Gila robusta fall under the threatened IUCN cate-
gory, with the latter additionally being a candidate
endangered species under the Endangered Species Act
criteria. We observed both species were, at the same
time, very functionally unique (= 0.9 of a possible 1,
Table 2). Functional homogenization had previously
been attributed to the contributions of non-native spe-
cies on the assemblage as a whole (Rahel, 2002; Pool &
Olden, 2012). Here, we demonstrate that anomalous
droughts may induce a ‘functional debt” whereby trait
combinations disappearing as a consequence of the
extirpation of drought-sensitive native species will
probably not be offset by the trait combinations of the
remaining drought-resistant non-natives.
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Environmental variation drives meta-community
diversity patterns

Investigating beta diversity patterns is key to under-
standing meta-community dynamics and the relative
importance of deterministic vs. stochastic processes
(Chase & Myers, 2011). Beta diversity partitioning has
lately become a popular tool in community ecology
because it allows disentangling the relative contribu-
tions of variation in species richness and in species
identities to overall composition dissimilarity (Baselga,
2010; Baselga & Orme, 2012; Legendre, 2014). Although
beta diversity (fsor) and its additive components (nest-
edness fiNgs, and turnover fgpg) are usually studied
across space (e.g., Gossner ef al., 2013; Nascimbene
et al., 2013; Escoriza & Ruhi, 2014), some studies have
examined them through time to assess global change
impacts on the spatial patterns of biodiversity (Albouy
et al., 2012; Angeler, 2013). To our knowledge our study
is the first to integrate environmental covariates (here
discharge anomalies) with beta diversity and its com-
ponents (as variates) in the context of stochastic model-
ing of time series (beta diversity model). This analysis
revealed that different types of hydrological extremes
lead to different meta-community patterns, with anom-
alous droughts increasing, and anomalous floods
decreasing, the relative importance of nestedness
(BnEs)-

Nestedness is widespread in freshwater biotas (Hei-
no, 2011; Batzer & Ruhi, 2013; Tornés & Ruhi, 2013)
and habitat suitability is known to influence this struc-
ture (Heino & Muotka, 2005; McAbendroth et al.,
2005). Therefore, results from the beta diversity model
were not only expected but also congruent with the
origin and species models, as low flows differentially
harming the native assemblage should ‘naturally’ gen-
erate a nested meta-community (see schematization in
Fig. 6). In this way, the unresponsive non-native
assemblage constituted a core set of taxa present in vir-
tually every local community, whereas some drought-
sensitive species disappeared from the most physically
adverse sites after anomalous droughts. Differential
extinction and selective environmental tolerances are
well-known determinants of nestedness (Ulrich et al.,
2009). Our study exemplifies these mechanisms and
further shows that successive nestedness- and turn-
over-dominated scenarios may be explained by low
resistance, but high resilience, of part of the assem-
blage (sensu Connell & Sousa, 1983). Overall, seasonal
floods are essential to maintain mixed assemblages of
native and non-native fishes as only by preserving
meta-community dynamics, the drought-sensitive
assemblage can bounce back to pre-drought conditions
after this disturbance.

Implications of the current findings

In this study we quantified the stochastic component of
discharge and integrated this variation directly into
community time-series models. Our results suggest that
stochastic variation can predict community composi-
tion and its spatial variability even in very flashy envi-
ronments, offering an alternative but effective way to
understand how hydroclimatic anomalies and invasive
species can affect long-term trajectories of native river-
ine fauna. Climate and invasion are two key compo-
nents of global change (Staudt et al., 2013), and well
recognized drivers of freshwater fish extinctions
(Xenopoulos et al., 2005; Rahel & Olden, 2008). Disen-
tangling their effects on native assemblages is crucial to
anticipating the ecological impacts of new hydrological
regimes. Although stream and riparian ecosystems in
the American Southwest are subject to frequent hydro-
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Fig. 6 Illustration of results from the beta diversity model.
Overall spatial dissimilarity within a meta-community (i.e., beta
diversity, fsor) may be explained by a combination of two com-
ponents, namely nestedness or species gain and loss (fngs), and
turnover or species replacements (fispvy). In the schematization,
local communities are represented by dashed circles and species
are represented by small shapes within the dashed circles
(empty shapes are native species; full shapes non-native ones).
The origin and species models showed that some (but not all)
members of the regional pool of species were sensitive to hydro-
logic extremes, with the sensitive subset responding oppositely
to high and low flows. Thus, the non-sensitive subset (i.e., non-
native species) could be potentially present in all local commu-
nities regardless of the hydrological context, whereas the sensi-
tive subset (i.e., native species) could be locally extirpated
under the harmful hydrological extreme. These differential
responses should elicit a nested structure under low- but not
under high flow anomalies, which is congruent with the dis-
charge anomaly effects described by the beta diversity model
(Fig. 5).
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logical disturbance (Grimm et al., 1997; Sponseller et al.,
2010), our results suggest that anomalous droughts (in
timing and/or magnitude) are impairing fish commu-
nities both taxonomically and functionally. As drought
severity increases with projected climate change and
groundwater depletion, native biodiversity losses are to
be expected in desert rivers of the American Southwest.

Acknowledgements

We thank the Sabo lab at Arizona State University, two anon-
ymous reviewers, and the subject editor for suggestions that
helped to improve the quality of the manuscript. This study
was funded by the National Science Foundation project
‘Water sustainability under near-term climate change: a cross-
regional analysis incorporating socio-ecological feedbacks and
adaptations’.

References

Albouy C, Guilhaumon F, Aratjo MB, Mouillot D, Leprieur F (2012) Combining pro-
jected changes in species richness and composition reveals climate change impacts
on coastal Mediterranean fish assemblages. Global Change Biology, 18, 2995-3003.

Angeler DG (2013) Revealing a conservation challenge through partitioned long-term
beta diversity: increasing turnover and decreasing nestedness of boreal lake meta-
communities. Diversity and Distributions, 19, 772-781.

Baselga A (2010) Partitioning the turnover and nestedness components of beta diver-
sity. Global Ecology and Biogeography, 19, 134-143.

Baselga A, Orme CDL (2012) betapart: an R package for the study of beta diversity.
Methods in Ecology and Evolution, 3, 808-812.

Batzer DP, Ruhi A (2013) Is there a core set of organisms that structure macroinverte-
brate assemblages in freshwater wetlands? Freshwater Biology, 58, 1647-1659.

Bernardo JM, Ilhéu M, Matono P, Costa AM (2003) Interannual variation of fish
assemblage structure in a Mediterranean river: implications of streamflow on
the dominance of native or exotic species. River Research and Applications, 19,
521-532.

Brandenburg WH, Gido KB (1999) Predation by nonnative fish on native fishes in the
San Juan River, New Mexico and Utah. The Southwestern Naturalist, 44, 392-394.
Buisson L, Grenouillet G, Villéger S, Canal ], Laffaille P (2013) Toward a loss of func-
tional diversity in stream fish assemblages under climate change. Global Change

Biology, 19, 387-400.

Bunn SE, Arthington AH (2002) Basic principles and ecological consequences of
altered flow regimes for aquatic biodiversity. Environmental Management, 30, 492—
507.

Byers JE (2002) Impact of non-indigenous species on natives enhanced by anthropo-
genic alteration of selection regimes. Oikos, 97, 449-458.

Catford JA, Downes BJ, Gippel CJ, Vesk PA (2011) Flow regulation reduces native
plant cover and facilitates exotic invasion in riparian wetlands. Journal of Applied
Ecology, 48, 432-442.

Chase JM, Myers JA (2011) Disentangling the importance of ecological niches from
stochastic processes across scales. Philosophical Transactions of the Royal Society B:
Biological Sciences, 366, 2351-2363.

Connell JH, Sousa WP (1983) On the evidence needed to judge ecological stability or
persistence. The American Naturalist, 121, 789-824.

Easterling DR, Meehl GA, Parmesan C, Changnon SA, Karl TR, Mearns LO (2000) Cli-
mate extremes: observations, modeling, and impacts. Science, 289, 2068-2074.

Eby LA, Fagan WF, Minckley WL (2003) Variability and dynamics of a desert stream
community. Ecological Applications, 13, 1566-1579.

Escoriza D, Ruhi A (2014) Macroecological patterns of amphibian assemblages in the
Western Palearctic: implications for conservation. Biological Conservation, 176, 252—
261.

Frimpong EA, Angermeier PL (2009) Fish traits: a database of ecological and life-his-
tory traits of freshwater fishes of the United States. Fisheries, 34, 487-495.

Gibson PP, Olden JD, O’Neill MW(2014) Beaver dams shift desert fish assemblages
toward dominance by non-native species (Verde River, Arizona, USA). Ecology of
Freshwater Fish (in press), doi: 10.1111/eff.12150/full.

© 2014 John Wiley & Sons Ltd, Global Change Biology, 21, 1482-1496

Gido KB, Propst DL (2012) Long-term dynamics of native and nonnative fishes in the
San Juan River, New Mexico and Utah, under a partially managed flow regime.
Transactions of the American Fisheries Society, 141, 645-659.

Gido KB, Propst DL, Olden JD, Bestgen KR, Rosenfeld J (2013) Multidecadal
responses of native and introduced fishes to natural and altered flow regimes in
the American Southwest. Canadian Journal of Fisheries and Aquatic Sciences, 70, 554
564.

Gleick PH (2003) Global freshwater resources: soft-path solutions for the 21st century.
Science, 302, 1524-1528.

Gossner MM, Getzin S, Lange M, Pasali¢ E, Tiirke M, Wiegand K, Weisser WW (2013)
The importance of heterogeneity revisited from a multiscale and multitaxa
approach. Biological Conservation, 166, 212-220.

Grimm NB, Chacon A, Dahm CN, Hostetler SW, Llind OT, Starkweather PL, Wurtsb-
augh WW (1997) Sensitivity of aquatic ecosystems to climatic and anthropogenic
changes: the Basin and Range, American Southwest, and Mexico. Hydrological Pro-
cesses, 11, 1023-1041.

Grossman GD (1982) Stochasticity in structural and functional characteristics of an
Indiana stream fish assemblage: a test of community theory. The American Natural-
ist, 120, 423-454.

Grossman GD, Sabo JL (2010) Incorporating environmental variation into models of
community stability: examples from stream fish. In: Community Ecology of Stream
Fishes. American Fisheries Society Symposium, vol. 73 (eds Gido KB, Jackson D), pp.
407-426. American Fisheries Society, Washington, DC, USA.

Grossman GDD, Freeman MCC, Moyle PBB, Whitaker JO Jr (1985) Stochasticity and
assemblage organization in an Indiana stream fish assemblage. The American Natu-
ralist, 126, 275-285.

Hampton SE, Holmes EE, Scheef LP, Scheuerell MD, Katz SL, Pendleton DE, Ward EJ
(2013) Quantifying effects of abiotic and biotic drivers on community dynamics
with multivariate autoregressive (MAR) models. Ecology, 94, 2663-2669.

Heino J (2011) A macroecological perspective of diversity patterns in the freshwater
realm. Freshwater Biology, 56, 1703-1722.

Heino J, Muotka T (2005) Highly nested snail and clam assemblages in boreal lake lit-
torals: roles of isolation, area, and habitat suitability. Ecoscience, 12, 141-146.

Holmes ER, Ward E, Wills K (2014) Package ‘'MARSS'. multivariate autoregressive
state-space modeling. Version 3.9. Available at: http://cran.r-project.org/web/
package/MARSS (accessed 31 March 2014).

Ives AR, Dennis B, Cottingham KL, Carpenter SR (2003) Estimating community sta-
bility and ecological interactions from time-series data. Ecological Monographs, 73,
301-330.

Karl TR, Melillo JM, Peterson TC (2009) Global Climate Change Impacts in the United
States. Cambridge University Press, Cambridge, United Kingdom and New York,
NY, USA.

Kiernan JD, Moyle PB, Crain PK (2012) Restoring native fish assemblages to a regu-
lated California stream using the natural flow regime concept. Ecological Applica-
tions, 22, 1472-1482.

Kirtman B, Power SB, Adedoyin JA et al. (2013) Near-term climate change: projections
and predictability. In: Climate Change 2013: The Physical Science Basis. Contribution
of Working Group I to the Fifth Assessment Report of the Intergovernmental Panel
on Climate Change (eds Stocker TF, Qin D, Plattner G-K, Tignor M, Allen SK, Bos-
chung ], Nauels A, Xia Y, Bex V, Midgley PM). pp. 953-1028. Cambridge Univer-
sity Press, Cambridge, UK and New York, NY, USA.

Knape J, de Valpine P (2012) Are patterns of density dependence in the global popu-
lation dynamics database driven by uncertainty about population abundance?
Ecology Letters, 15, 17-23.

Lande R, Engen S, Saether B-E (2003) Stochastic Population Dynamics in Ecology and
Conservation. Oxford University Press, Oxford, UK.

Legendre P (2014) Interpreting the replacement and richness difference components
of beta diversity. Global Ecology and Biogeography, 23, 1324-1334.

Lytle DA (2001) Disturbance regimes and life-history evolution. The American Natural-
ist, 157, 525-536.

Lytle DA, Poff NL (2004) Adaptation to natural flow regimes. Trends in Ecology & Evo-
lution, 19, 94-100.

Mack RN, Simberloff D, Mark Lonsdale W, Evans H, Clout M, Bazzaz FA (2000) Bio-
tic invasions: causes, epidemiology, global consequences, and control. Ecological
Applications, 10, 689-710.

McAbendroth L, Foggo A, Rundle SD, Bilton DT (2005) Unravelling nestedness and
spatial pattern in pond assemblages. Journal of Animal Ecology, 74, 41-49.

Mims MC, Olden JD (2013) Fish assemblages respond to altered flow regimes via eco-
logical filtering of life history strategies. Freshwater Biology, 58, 50-62.

Moyle PB, Vondracek B (1985) Persistence and structure of the fish assemblage in a
small California stream. Ecology, 66, 1-13.



1496 A.RUHIetal.

Nagler PL, Hinojosa-Huerta O, Glenn EP et al. (2005) Regeneration of native trees in
the presence of invasive saltcedar in the Colorado River delta, Mexico. Conserva-
tion Biology, 19, 1842-1852.

Nascimbene J, Benesperi R, Brunialti G et al. (2013) Patterns and drivers of f-diversity
and similarity of Lobaria pulmonaria communities in Italian forests. Journal of Ecol-
0gy, 101, 493-505.

Oki T, Kanae S (2006) Global hydrological cycles and world water resources. Science,
313, 1068-1072.

Oksanen J, Guillaume BF, Kindt R et al. (2014) Vegan: community ecology package. Ver-
sion 2.1-41. Available at: http:/ /r—forge.r-project.org/projects/vegan (accessed 1
June 2014).

Poff NL, Allan JD, Bain MB et al. (1997) The natural flow regime. BioScience, 47, 769-784.

Pool TK, Olden JD (2012) Taxonomic and functional homogenization of an endemic
desert fish fauna. Diversity and Distributions, 18, 366-376.

Pool TK, Olden JD (2014) Assessing long-term fish responses and short-term solu-
tions to flow regulation in a dryland river basin. Ecology of Freshwater Fish (in
press), doi: 10.1111/eff.12125/full.

Propst DL, Gido KB, Stefferud JA (2008) Natural flow regimes, nonnative fishes, and
native fish persistence in arid-land river systems. Ecological Applications, 18, 1236—
1252.

Pusey B, Burrows D, Arthington A, Kennard M (2006) Translocation and spread of
piscivorous fishes in the Burdekin River, north-eastern Australia. Biological Inva-
sions, 8, 965-977.

Rahel FJ (2002) Homogenization of freshwater faunas. Annual Review of Ecology and
Systematics, 33, 291-315.

Rahel FJ, Olden JD (2008) Assessing the effects of climate change on aquatic invasive
species. Conservation Biology, 22, 521-533.

Rahel FJ, Lyons JD, Cochran PA (1984) Stochastic or deterministic regulation of
assemblage structure? It may depend on how the assemblage is defined. The Amer-
ican Naturalist, 124, 583-589.

Rinne JN, Miller D (2006) Hydrology, geomorphology and management: implications
for sustainability of native southwestern fishes. Reviews in Fisheries Science, 14, 91—
110.

Rinne JN, Stefferud JA (1998) Verde River Native Fishes. The Impact of Abiotic and Biotic
Factors. Final report for Heritage Project 196002, Arizona Game & Fish Heritage
Fund. Flagstaff, Arizona, USA.

Ruokolainen L, Lindén A, Kaitala V, Fowler MS (2009) Ecological and evolutionary
dynamics under coloured environmental variation. Trends in Ecology & Evolution,
24, 555-563.

Ruppert JB, Muth RT, Nesler TP (1993) Predation on fish larvae by adult red shiner,
Yampa and Green rivers, Colorado. The Southwestern Naturalist, 38, 397-399.

Sabater S (2008) Alterations of the global water cycle and their effects on river struc-
ture, function and services. Freshwater Reviews, 1, 75-88.

Sabo JL (2005) Stochasticity, predator-prey dynamics, and trigger harvest of nonna-
tive predators. Ecology, 86, 2329-2343.

Sabo JL, Post DM (2008) Quantifying periodic, stochastic, and catastrophic environ-
mental variation. Ecological Monographs, 78, 19-40.

Sabo JL, Sinha T, Bowling LC ef al. (2010a) Reclaiming freshwater sustainability in
the Cadillac Desert. Proceedings of the National Academy of Sciences of the United
States of America, 107, 21263-21270.

Sabo JLL, Finlay JCC, Kennedy T, Post DMM (2010b) The role of discharge variation
in scaling of drainage area and food chain length in rivers. Science, 330, 965-967.
Seether B-E (1997) Environmental stochasticity and population dynamics of large her-

bivores: a search for mechanisms. Trends in Ecology & Evolution, 12, 143-149.

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, 316, 1181-1184.

Seegrist DW, Gard R (1972) Effects of floods on trout in Sagehen Creek, California.
Transactions of the American Fisheries Society, 101, 478-482.

Sher AA, Marshall DL, Taylor JP (2002) Establishment patterns of native Populus and
Salix in the presence of invasive nonnative Tamarix. Ecological Applications, 12,
760-772.

Sponseller RA, Grimm NB, Boulton AJ, Sabo JL (2010) Responses of macroinverte-
brate communities to long-term flow variability in a Sonoran Desert stream. Global
Change Biology, 16, 2891-2900.

Stacey PB, Taper M (1992) Environmental variation and the persistence of small pop-
ulations. Ecological Applications, 2, 18-29.

Staudt A, Leidner AK, Howard ] et al. (2013) The added complications of climate
change: understanding and managing biodiversity and ecosystems. Frontiers in
Ecology and the Environment, 11, 494-501.

Stefferud JA, Rinne JN (1995) Preliminary observations on the sustainability of fishes
in a desert river: the roles of streamflow and introduced fishes. In: Hydrology and
Water Resources in Arizona and the Southwest. Proceedings of the 1995 Meetings of
the Arizona Section, Amer. Water Resour. Assoc. and the Hydrology Section, Vols.
22-25, pp. 26-32. Arizona-Nevada Academy of Sciences, Northern Arizona Uni-
versity, Flagstaff, Arizona, USA.

Stromberg JC, Lite SJ, Marler R et al. (2007a) Altered stream-flow regimes and inva-
sive plant species: the Tamarix case. Global Ecology and Biogeography, 16, 381-393.
Stromberg JC, Beauchamp VB, Dixon MD, Lite SJ, Paradzick C (2007b) Importance of
low-flow and high-flow characteristics to restoration of riparian vegetation along

rivers in arid south-western United States. Freshwater Biology, 52, 651-679.

Thornton PK, Ericksen PJ, Herrero M, Challinor AJ (2014) Climate variability and vul-
nerability to climate change: a review. Global Change Biology, 20, 3313-3328.

Tornés E, Ruhi A (2013) Flow intermittency decreases nestedness and specialisa-
tion of diatom communities in Mediterranean rivers. Freshwater Biology, 58,
2555-2566.

Tyus HM, Saunders JF III (2000) Nonnative fish control and endangered fish recov-
ery: lessons from the Colorado River. Fisheries, 25, 17-24.

Ulrich W, Almeida Neto M, Gotelli NJ (2009) A consumer’s guide to nestedness
analysis. Oikos, 118, 3-17.

Vivian LM, Ward KA, Zwart AB, Godfree RC (2014) Environmental water allocations
are insufficient to control an invasive wetland plant: evidence from a highly regu-
lated floodplain wetland. Journal of Applied Ecology, 51, 1292-1303.

Vérosmarty CJ, McIntyre PB, Gessner MO et al. (2010) Global threats to human water
security and river biodiversity. Nature, 467, 555-561.

Xenopoulos MA, Lodge DM, Alcamo ], Marker M, Schulze K, Van Vuuren DP (2005)
Scenarios of freshwater fish extinctions from climate change and water with-
drawal. Global Change Biology, 11, 1557-1564.

Supporting Information

Additional Supporting Information may be found in the
online version of this article:
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sites and globally.
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mated by the two species models that received highest sup-
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Figure S3. Results of the Beta diversity partitioning. The rel-
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(Bsmv) components to overall beta diversity (Bsor) across the
studied period 1994-2008 are shown.

Table S1. List, data scale and description of the biological
traits considered in this study.

© 2014 John Wiley & Sons Ltd, Global Change Biology, 21, 1482-1496



