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Abstract
Monitoring of terrestrial and aquatic species assemblages at large spatial scales based on environmental DNA (eDNA) has 
the potential to enable evidence-based environmental policymaking. The spatial coverage of eDNA-based studies varies 
substantially, and the ability of eDNA metabarcoding to capture regional biodiversity remains to be assessed; thus, questions 
about best practices in the sampling design of entire landscapes remain open. We tested the extent to which eDNA sampling 
can capture the diversity of a region with highly heterogeneous habitat patches across a wide elevation gradient for five days 
through multiple hydrological catchments of the Swiss Alps. Using peristaltic pumps, we filtered 60 L of water at five sites 
per catchment for a total volume of 1800 L. Using an eDNA metabarcoding approach focusing on vertebrates and plants, we 
detected 86 vertebrate taxa spanning 41 families and 263 plant taxa spanning 79 families across ten catchments. For mam-
mals, fishes, amphibians and plants, the detected taxa covered some of the most common species in the region according to 
long-term records while including a few more rare taxa. We found marked turnover among samples from distinct elevational 
classes indicating that the biological signal in alpine rivers remains relatively localised and is not aggregated downstream. 
Accordingly, species compositions differed between catchments and correlated with catchment-level forest and grassland 
cover. Biomonitoring schemes based on capturing eDNA across rivers within biologically integrated catchments may pave 
the way toward a spatially comprehensive estimation of biodiversity.
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Introduction

With their complex and wide-ranging environmental condi-
tions, mountainous regions host extraordinarily high biodi-
versity with high spatial turnover (Guisan et al. 2019; Kerr 
and Packer 1997; Körner 2004) while facing increasing 
anthropogenic pressures such as land-use intensification 
(Rounsevell et  al. 2006). Large-scale biodiversity map-
ping tools are essential to control pressures on terrestrial 
landscapes and inform environmental policy decisions that 
can effectively enable sustainable land use (Cardinale et al. 
2012; Isbell et al. 2017). However, though traditional site-
based sampling methods are widespread and established, 
using these methods to sample biodiversity at larger spa-
tial scales over regular intervals can become costly, time-
intensive, and invasive. A less costly, non-invasive tool 
for rapid biodiversity assessment is environmental DNA 
(eDNA) metabarcoding. eDNA-based methods use DNA 
fragments that organisms have shed through faeces, skin 
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cells, or organelles, captured through water or soil filtering 
(Ficetola et al. 2008). An eDNA approach could allow a 
more efficient assessment of biodiversity change and facili-
tate the survey of organisms at broad spatial and taxonomic 
scales. It also can potentially target the species assemblage 
of a region—such as a river catchment—for many groups 
(Altermatt et al. 2020) over regular periods (Deiner et al. 
2017; Lawson Handley 2015). Hence, designing more effi-
cient methods for integrative sampling of complex mountain 
terrains could provide a novel, efficient method to monitor 
biodiversity.

eDNA metabarcoding of riverine samples can be used 
to retrieve information on aquatic, semi-aquatic and ter-
restrial species in the wider landscape (Broadhurst et al. 
2021; Deiner et al. 2016; Mizumoto et al. 2022; Ushio et al. 
2017). Rivers can therefore function as “conveyor belts” of 
biological information stored in eDNA (Deiner et al. 2016; 
Sales et al. 2020; Villacorta-Rath et al. 2021), leading to 
an aggregated biodiversity signal downstream that captures 
the wider landscape biodiversity, i.e. biological integration. 
Because rivers exist in isolated hydrological catchments, 
such biodiversity signals should be broadly representa-
tive of wide-scale spatial units, as demonstrated in aquatic 
invertebrates, amphibians and other vertebrates (Deiner et al. 
2016; Mizumoto et al. 2022; Villacorta-Rath et al. 2021). 
Nonetheless, eDNA in rivers has been predicted to show 
non-uniform concentration patterns along river networks 
due to hydrological conditions, and optimal site selection 
may depend on the taxonomic group (Carraro et al. 2021). 
Before eDNA-based methods are widely implemented into 
large biomonitoring programs, it is crucial to determine what 
portion of taxa occurring in a region (e.g., a catchment) an 
eDNA sample can represent.

An appropriate sampling design maximises the capture 
of the regional species pool while minimising the number 
of sites that require sampling (Altermatt et al. 2023). How-
ever, the number of spatial replicates required to get an accu-
rate impression of a region can vary by site (Stauffer et al. 
2021), as well as the taxon’s spatial abundance (Erickson 
et al. 2019) and distribution (Carraro et al. 2021). Assessing 
the whole biodiversity of an alpine river catchment requires 
knowledge of whether the eDNA of the species in habitats 
from higher elevations are integrated downstream, but this 
might depend on hydrological conditions (Altermatt et al. 
2023). If this were the case, then sampling at the low eleva-
tion would provide an accurate enough representation of the 
whole catchment. If the signal remains primarily localised, 
then the information from higher elevation habitats and their 
species would not be reflected within the low elevation sam-
ple, and more sites upstream would be necessary. Under-
standing how information about entire species assemblages 
is integrated downstream is critical for an accurate assess-
ment of catchment-scale biodiversity.

The use of eDNA in the context of biodiversity assessment 
has already been applied to vertebrates and invertebrates for 
various ecosystem quality assessments (Keck et al. 2022). 
Contrastingly, it is less known whether terrestrial plants can 
also be captured using eDNA metabarcoding of river water 
(Mächler et al. 2019; Seymour et al. 2020). Yet, plant composi-
tion can be very informative for evaluating the ecological qual-
ity of a site (Spyreas 2019). Plant inventories play an important 
role in evaluating ecosystem functionality and recovery (Abe 
et al. 2021; Bachand et al. 2014), such as food resources for 
species at higher trophic levels (Felton et al. 2010). To better 
evaluate ecosystem health, plant assemblages must be sam-
pled, and not just the animals depending on them. We know 
from eDNA metabarcoding in soil samples that it can simul-
taneously identify seeds (active and dormant), pollens, and 
detritus of species, thus providing a quick and comprehen-
sive overview of terrestrial plant composition and diversity 
(Fahner et al. 2016; Yoccoz et al. 2012). Moreover, river and 
lake samples have already been able to accurately capture the 
composition of aquatic vascular plant assemblages and identify 
invasive species (Coghlan et al. 2021). Rather than sampling 
in different substrates such as water and soil whilst increasing 
sampling time and effort, using multiple primers for animals 
and plants within the same river sample could be a time and 
cost-effective method of monitoring the many aspects of bio-
diversity across spatially heterogeneous river catchments.

In this study, we investigated mountain rivers within ten 
hydrological catchments in the Western Swiss Alps to deter-
mine how eDNA sampling can capture the diversity of a 
region and within which spatial neighbourhood. We targeted 
mainly terrestrial clades by sequencing two widely different 
groups of organisms, spermatophytes and vertebrates, using 
two different primer sets. We sampled different river locations 
across a wide elevational gradient within each catchment to 
investigate whether the signal is localised or integrated down-
stream in the catchment. We compared the species recovered 
to the best existing estimate of the regional species pool. We 
aimed to answer the following questions:

1. How many sample replicates are required per catchment 
to reach saturation when assessing the regional diversity 
(γ-diversity)?

2. How well do samples from rivers at lower elevations 
integrate biological signals from species present at 
higher elevations?

3. Can the distinct assemblages present in each catchment 
and elevation be identified using an eDNA approach?
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Materials and methods

Sampling design and water filtration

We selected ten catchments [based on Topographical 
catchment areas of Swiss water bodies 40  km2 (FOEN 
2010)] of the Northern Alps biogeographic region in the 
canton of Vaud, Switzerland, a region where plant and ani-
mal biodiversity have historically been well-documented 
(Dubuis et al. 2013; Pellissier et al. 2013). Moreover, its 
comparatively high heterogeneity of vegetation types and 
various land uses enables the potential to distinguish each 
catchment's plant assemblage (Randin et al. 2009). From 
22-Jun-2020 to 26-Jun-2020, we sampled five sites com-
prising one low, two intermediate and two high-elevation 
sites per catchment (Fig. 1a). We visited two catchments 
per day—one in the morning and one in the afternoon—for 
a total of ten catchments. All samples per catchment were 
collected within a maximum four-hour period by three 
groups of samplers. The intermediate and high-elevation 
sites were situated along two tributaries leading into the 
low-elevation site of the river. We used three filters for 
each relative elevation class and filtered 60 L per relative 
elevation class. We sampled 30 L per tributary for a com-
bined volume of 60 L at the intermediate and high-eleva-
tion sites. In total, 180 L were sampled in total per catch-
ment. A filtration device composed of either the  Athena® 
peristaltic pump (Proactive Environmental Products LLC; 
1 L/min nominal flow) or the  Subspace® underwater peri-
staltic pump (Subspace Pictures; 1 L/min nominal flow), 
combined with a  VigiDNA® 0.2 µM cross-flow filtration 
capsule (VigiDNA, SPYGEN) was used in order to fil-
ter a large water volume. We used a finer mesh than the 
recommended  VigiDNA® 0.45 µM cross-flow filtration 
capsule to maximise the capture of biological material 
since mountain water does not transport high quantities of 
sediments. For each filtration capsule, we used disposable 
sterile tubing. At the end of each filtration, we emptied 
the water inside the capsules, replaced it with 80 ml of 
CL1 conservation buffer (SPYGEN), and stored it at room 
temperature. We followed a strict contamination control 
protocol in both field and laboratory stages (Goldberg 
et al. 2016; Valentini et al. 2016). Each water sample was 
processed using disposable gloves and single-use filtration 
equipment. We used two primer sets targeting vertebrates 
(Vert01, forward: − TTA GAT ACC CCA CTA TGC , reverse: 
−  TAG AAC AGG CTC CTC TAG , mean marker length: 
97 bp) and spermatophytes (g-h/Sper01, forward: − GGG 
CAA TCC TGA GCCAA, reverse: CCA TTG AGT CTC TGC 
ACC TATC, mean marker length: 48 bp) (Taberlet et al. 
2018). Though both primers are relatively broad with low 
species-level resolution, we selected them as the goal was 

to minimise cost and effort and maximise the identifica-
tion of a broad range of taxa which can represent the spe-
cies assemblages of the region. We used existing protocols 
(Polanco Fernández et al. 2021; Valentini et al. 2016) to 
perform eDNA extraction, PCR amplification, purification 
and library preparation, as well as bioinformatic analyses 
(See Supplementary Information 1 for more detail).

Species accumulation curves and comparison 
with conventional observational surveys

Using the outputs of the bioinformatic analyses, we evalu-
ated whether the spermatophyte and vertebrate taxa at all 
resolutions recovered with the two primers matched the 
species recorded by national catchment-level occurrence 
datasets. These surveys represent an archive of long-term 
(multiple decades, up to centennial for some taxa) ongoing 
monitoring efforts and thus were not performed at the same 
time as the eDNA-based sampling. Those represent the best 
available information about these taxa at the catchment level. 
As we aimed to determine the extent of existing knowledge 
of biodiversity in the region, which could be captured by a 
short field excursion using eDNA sampling, we excluded 
all taxa not represented in the occurrence datasets for each 
catchment. These excluded taxa could be false assignments, 
horticultural or agricultural species, or potentially intro-
duced species.

We additionally corrected for taxonomic redundancy fol-
lowing (Marques et al. 2020) by only including higher order 
taxa if there were no species already belonging to the rank, 
as this could have resulted in nested taxa and over-inflation 
of taxon richness. Unlike (Marques et al. 2020), our refer-
ence databases for some groups were significantly incom-
plete, and thus higher-order taxa may represent species pre-
sent and captured in the region but absent from the reference 
database. Thus, we modified their approach to only exclude 
taxa if all species nested within the taxa and known to occur 
in the region (Supplementary Information 2) were accounted 
for by eDNA at the regional scale (all ten catchments).

We calculated regional species richness as the sum of all 
species present in the ten catchments and classified them 
according to their abundances to obtain the regional rich-
ness of common species (Supplementary Information 1). We 
additionally classified all identified taxa as common or rare 
(Supplementary Information 1). For amphibians, birds, fish, 
mammals, and spermatophytes, we used taxon richness as a 
proxy for regional species richness and compared this with 
the expected total regional species richness according to the 
existing records. Moreover, we compared common taxon 
richness to the expected common regional species richness. 
We used taxon richness as the primers do not have a high 
species-level resolution, and some species were not present 
in the reference database used for the bioinformatic analyses. 
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We define taxon richness as the richness of all taxa in all 
ranks, including and under the taxonomic group of interest 
(amphibians, birds, fish, mammals, and spermatophytes). We 
produced taxon richness accumulation curves for both all 
and only common species across filtration replicates for the 
region (the sum of all ten catchments) using the R package 
vegan and its specaccum function (Oksanen et al. 2020). 

We generated 1000 accumulation curves using the ‘random’ 
method to fit models that describe the relationship between 
taxon richness and replicates (number of filters required). 
We fitted fourteen models to each saturation experiment and 
ranked them by AIC score. We then generated multimodel 
mean averages, which, along with the sars_average function 
(R package sars version 1.3-7), were used for extrapolation 

Fig. 1  Study Area and plant assemblage composition. A map (a) of 
the study area (FOT swisstopo 2021) showing the visited sites over-
laid on polygons of the rivers within the catchments (FOEN 2010). 
Pie charts (b) represent the proportion of plants detected in the eDNA 

samples by land cover type, based on a modified Flora Indicativa 
plant assignment (see Supplementary Information 3). The elevations 
of the sites visited are presented in the table (c), and the catchment 
IDs correspond to the map and pie charts
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(Matthews et al. 2019). Then the sar_pred function was 
used to extrapolate taxon richness for up to 50 filtration 
replicates. We calculated the number of filtration replicates 
required to reach regional species richness (total and com-
mon), up to fifty replicates, as further extrapolation would 
incur increased uncertainty. In order to test the sensitivity 
of this analysis to the inclusion of the taxa which had been 
classified as redundant, we repeated this analysis without 
excluding the taxa.

Partition of beta diversity between elevations

To quantify the dissimilarity in species composition between 
elevations in catchments, we calculated beta diversity and 
partitioned it into its turnover and nestedness components. 
We utilise the definition of beta diversity as the sum of spe-
cies replacement between the sites (turnover) and the site-to-
site species loss (nestedness) (Baselga 2010). High turnover 
from upstream to downstream would indicate that biological 
information remained highly localised, as the species com-
position would change from site to site. Conversely, high 
nestedness, where the upstream species composition is a 
subset of the downstream species composition, would indi-
cate that biological information is integrated downstream 
in the low-elevation site. We calculated the Jaccard dissimi-
larity index to partition beta-diversity into these two com-
ponents using the betapart.core function in the R package 
betapart version 1.6 (Baselga and Orme 2012). We calcu-
lated nestedness and turnover between the low and interme-
diate elevations and the intermediate and high elevations to 
determine the extent to which eDNA conveyed biological 
information differently between the two sections of the river 
system. We tested whether the differences in nestedness and 
turnover between elevations were higher between low and 
intermediate versus intermediate and high classes and also 
between taxonomic groups using Wilcoxon Rank Signed 
Tests.

Assemblage composition across catchments

We conducted a principal coordinates analysis (PCoA) 
to determine whether clear compositional differences 
between the catchments and elevations can be evidenced 
in vertebrate and spermatophyte assemblages. We used the 
dudi.pco function in the ade4 package (version 1.7-20) in 
R (Dray and Dufour 2007), with the distances calculated as 
a Euclidean distance dissimilarity matrix based on the Jac-
card index. We computed the explained deviance. We then 
carried out a distance-based redundancy analysis (dbRDA) 
with the eigenvalues obtained in the PCoA, using the 
capscale function in the R package vegan version 2.6-4. 
We tested the significance of the canonical axes of the 
dbRDA using the Monte Carlo permutation test (anova.cca 

function in R package vegan), using relative elevation and 
catchment as constraints. In order to determine the extent 
of the spatial neighbourhood covered by the samples, we 
also used the fraction of land cover type per catchment and 
per circular buffers around the sites with radii of 250 m, 
500 m, and 1000 m. The relative land cover variables were 
computed using the remotely sensed land use map Areal-
statistik nach Nomenklatur 2004, Erhebungen 1979–1985, 
1992–1997, 2004–2009, 2013–2018 (henceforth Areal-
statistik) at 100-m resolution for the 2013–2018 samples 
(Bundesamt für Statistik (BFS), 2021). We reclassified the 
72 classes according to Nomenklatur 2004 into seven land 
cover types (forest, high elevation grassland, low eleva-
tion grassland, rock, shrubland, urban and water bodies 
(Supplementary Information 3) and computed the frac-
tion of each land cover per catchment. We created circular 
buffers around the sites with radii of 250 m, 500 m, and 
1000 m and computed the fraction of each land cover per 
site using the st_buffer function in the R package sf version 
1.0-9 (Pebesma 2018). We correlated these compositions 
to the relative proportion of land cover types within each 
catchment and within the circular buffers according to the 
remote sensing data using the Kendall Tau-B statistic.

Moreover, plant genera present in the samples can be 
assigned to land cover types according to a modified Flora 
Indicativa habitat classification system (Landolt et  al. 
2010) (Supplementary Information 3), which we related 
to catchment properties. In Switzerland, an established 
method is the usage of Flora Indicativa: Ecological indi-
cator values and biological attributes of the Flora of Swit-
zerland and the Alps (Landolt et al. 2010). We used the 
plant community classifications of Flora Indicativa and 
focused on indicator genera (those present in 5 or fewer 
communities) to characterise the relative habitat compo-
sitions of the ten catchments. We used the genus level 
because the taxonomic resolution of the Sper01 primer 
was poor at the species level. Moreover, non-native sper-
matophyte genera were assigned a new class of "non-
native" outside the Flora Indicativa classification. Then, 
we calculated relative fractions of each Flora Indicativa 
habitat per catchment as the sum of plants assigned to each 
habitat category. We investigated whether the number of 
spermatophyte genera assigned to these categories corre-
lated with the proportions obtained from Arealstatistik (at 
the catchment, 250, 500 and 1 000 m radii buffer scales) 
using the Kendall Tau-B Rank correlation coefficient for 
alpine grassland, lowland grassland, forest, and rock frac-
tions, shrub, water. Moreover, we investigated whether 
the proportion of urban cover correlated with non-native 
spermatophyte genera present in each catchment (Supple-
mentary Information 3).

All statistical analyses were performed in R 3.6.2. (R 
Development Core Team 2011).
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Results

We detected 349 unique taxa assigned to vertebrate (86) and 
spermatophyte (263) taxa (see Supplementary Information 
2 for a full list of taxa) across the ten catchments, which 
we defined together as our study region. Vertebrate taxa 
were distributed in 3 amphibian (5 taxa), 18 avian (37), 6 
fish (14), 13 mammalian (29) and 1 reptilian (1) families. 
Plant taxa were distributed in 68 angiosperm (243), 3 coni-
fer (8), 1 fern (2) and 7 moss (10) families. However, since 
the Sper01 primer is not optimal for amplifying non-seed-
bearing plant species, mosses and ferns were excluded from 
further analyses.

Regional diversity assessment

In our assessment of regional diversity captured by eDNA 
sampling, we found that common species' regional richness 
was reproduced by amphibians’ common taxon richness (4/4 
common species within thirty filters). Within thirty filters, 

the regional richness of common spermatophyte species was 
nearly reproduced (141 taxa/152 common species). This was 
not the case for mammals (22 taxa/39 common species), 
birds (32 taxa/60 common species) or fishes (12 taxa/19 
common species) within thirty filters. At the regional scale, 
the taxon richness accumulation curves reached a plateau 
for mammals, amphibians and spermatophytes. They did 
not flatten for fishes and birds within the 30 filters (Fig. 2), 
but some reached an asymptote when extrapolating to 50 
filters. For birds, neither regional nor common regional spe-
cies richness is reached by 50 replicates. Of the 86 vertebrate 
taxa, 71 taxa were regionally common. Additionally, 50/86 
taxa were identified to the species level, of which 40 were 
regionally common (80%). For amphibians, eDNA success-
fully detected five out of seven species known to the area, 
including all four species common to the area and the rarer 
Salamandra salamandra. The two species not detected were 
the rare and potentially close-to-extinct Bombina variegata, 
as well as Pelophylax esculentus. For birds, it is expected 
that the success rate would be lower than for groups that are 
more closely associated with water, which is on par with the 

Fig. 2  Species accumulation curves across filter replicates for 
amphibians, birds, fishes, mammals, and seed-bearing plants. The 
darker blue line represents total regional species richness, and the 
lighter blue line represents common regional species richness. The 

solid curves represent multimodel mean averages for the 30 replicates 
sampled, while the dashed curves represent extrapolated values for 
a further 20 replicates. The darker shades represent all found taxa, 
while the lighter shades represent common taxa
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finding of only 37 taxa, 13 at the species level out of 120 
bird species expected to occur across these ten catchments. 
Regionally rare mammals, such as Microtus agrestis, Micro-
tus subterraneus, Neomys fodiens, and Sorex araneus, were 
also detected at the species level. For fish, seven detections 
were at the species level. We detected 57 spermatophyte spe-
cies with known distributions in these catchments, of which 
33 could be classified as common or rare using abundance 
data. Of these 33 species, 20 were regionally rare (61%). 
57% of identified genera (48/84) were common to the region. 
Of the 263 spermatophyte taxa, 201 could be classified as 
common or rare, of which 141 taxa (70%) were common to 
the region. Though rare taxa were indeed detected, a larger 
proportion of the eDNA signal represents common taxa in 
the region.

Species compositional dissimilarity 
between elevational classes

The composition of vertebrate species was highly dissimi-
lar between both the low vs intermediate elevation (mean 
β-div = 0.73 ± 0.14) and intermediate vs high elevation 
pairs (mean β-div = 0.78 ± 0.21), where a value of 1 indi-
cates complete dissimilarity with no species in common 
between elevational classes (Fig. 3). The composition of 
spermatophyte species was dissimilar between both the low 
vs intermediate (mean β-div = 0.48 ± 0.17) and intermediate 
vs high pairs (mean β-div = 0.53 ± 0.12). When comparing 
the β-diversity of vertebrates and spermatophytes (Fig. 3), 
vertebrates had higher compositional dissimilarities between 
the low and intermediate elevation sites (Wilcoxon Signed 
Rank Test, n = 20, Z = − 2.89, p < 0.01), and between inter-
mediate and high elevation sites (Wilcoxon Signed Rank 
Test, n = 20, Z = − 3.09, p < 0.01).

For vertebrates, species compositional differences 
between the elevational classes were primarily due to 
species turnover for both low vs intermediate (Wilcoxon 
Signed Rank Test, n = 20, Z = − 2.58, p < 0.01, mean turn-
over = 0.57 ± 0.19) as well as intermediate vs high com-
parisons (Wilcoxon Signed Rank Test, n = 20, Z = − 2.46, 
p = 0.01, mean turnover = 0.68 ± 0.33). Nestedness con-
tributed less in both cases as well, with mean values being 
0.16 ± 0.15 (low vs intermediate) and 0.10 ± 0.13 (inter-
mediate vs high). Spermatophytes contrasted these pat-
terns, whereby species compositional differences between 
the low and intermediate elevation classes were almost 
equally due to nestedness (mean = 0.23 ± 0.22) and turnover 
(mean = 0.25 ± 0.15) with no significant difference between 
the two (Wilcoxon Signed Rank Test, n = 20, Z = -0.39, 
p = 0.69). In the intermediate vs high elevation compari-
son, the turnover component (Wilcoxon Signed Rank Test, 
n = 20, Z = − 2.46, p = 0.01, mean turnover = 0.39 ± 0.16) 
contributed significantly more to the β-diversity than nest-
edness (mean nestedness = 0.13 ± 0.10) (Fig. 3).

Detection of distinct vertebrate and spermatophyte 
assemblages

Both vertebrate and spermatophyte assemblages were sig-
nificantly constrained by catchment and elevation (Table 1), 
indicating that the assemblages were compositionally differ-
ent between catchments and elevations. When comparing 
the dissimilarities between vertebrate assemblages across all 
filters in the region to catchment land cover characteristics, 
we found that the first two axes explained 42.43% of the 
variation (Fig. 4a). Relative elevation, proportion of forest, 
shrubland, low grassland and high grassland per catchment 
were significant constraints on the dissimilarity of vertebrate 

Fig. 3  Species compositional 
dissimilarity (β-diversity) 
between low and intermediate 
sites and intermediate and high 
sites and their partitioning into 
nestedness and turnover. The 
large orange (vertebrates) and 
purple (seed-bearing plants) 
circles represent the mean 
nestedness and turnover of the 
ten catchments, and error bars 
represent the standard deviation. 
The small translucent circles 
represent the individual values 
per catchment
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species compositions (Table 2). The first two axes explained 
59.26% of spermatophyte assemblages (Fig. 4b). Relative 
elevation, proportions of forest, urban and high grassland 
cover per catchment were significant constraints (Table 2). 
Overall, the canonical axes were highly significant for both 
vertebrates (Monte Carlo permutation test: F(8,21) = 1.50, 
p < 0.001) and spermatophytes (Monte Carlo permutation 
test: F(8,21) = 2.04, p < 0.001). When comparing the dissimi-
larities between vertebrate assemblages across all filters in 
the region to land cover characteristics in the nearer neigh-
bourhood of 250, 500 and 1000 m buffers, no constraints 
were significant (Supplementary Information 3). However, 

for spermatophytes, fractional water cover was a significant 
constraint at 250 m, while absolute elevation was significant 
at 250 and 1000 m and showed a trend at the 500 m scale 
(Supplementary Information 3).

The relative composition of the broad Flora Indicativa 
land cover types assigned from the captured spermatophyte 
genera differed across the ten catchments (Fig. 1b). At the 
catchment level, the relative composition of land cover types 
did not significantly correlate to the relative compositions 
of land cover types captured by the eDNA samples (Sup-
plementary Information 3). At 250 m and 500 m, the frac-
tion of high grassland cover was significantly correlated to 
the relative composition of land cover types captured by the 
eDNA samples (Supplementary Information 3).

In a parallel analysis that did not correct for taxonomic 
redundancy, all results were comparable to those that 
excluded them. One notable exception is that the inclusion 
of these higher taxa resulted in the common regional species 
richness of mammals being captured in the regional diversity 
assessment analysis (Supplementary Information 3).

Discussion

Focusing on specific taxonomic groups, we demonstrate 
that catchment-level terrestrial biodiversity can be reliably 
estimated through samples of eDNA from riverine water. 
Relying on five days of sampling across fifty locations, we 

Table 1  Monte Carlo permutation test results for dbRDA on factors 
catchment and relative elevation

We assessed the marginal effects of relative elevation and catchment 
on the 30 vertebrate and spermatophyte assemblages using the Jac-
card dissimilarity index

Group Constraint Df Sum of Sqs F Pr (> F)

Vertebrates Catchment 9 3.701 1.380 0.001
Relative eleva-

tion
2 0.904 1.517 0.003

Residual 18 5.365
Spermatophytes Catchment 9 2.153 1.760 0.001

Relative eleva-
tion

2 0.659 2.423 0.002

Residual 18 2.446

Fig. 4  Distance-based redundancy analysis (Canonical Component 
Analysis) of site species compositional dissimilarity showing the 
changes with relative elevation (black arrows) for (a) vertebrates and 
(b) spermatophytes. The relative elevation classes were low, interme-

diate (I), and high (H). Distances were calculated using the Jaccard 
dissimilarity index. Points represent sites, and the ellipses in dashed 
lines represent the ordiellipses (standard error with 95% confidence 
interval)



707Oecologia (2023) 202:699–713 

1 3

show that taxon richness for amphibians and spermatophytes 
was comparable to regional common species richness within 
thirty replicates. Contrary to our expectations and the idea 
that biological information can be conveyed via rivers at 
large distances (Deiner et al. 2016; Deiner and Altermatt 
2014), the species composition of higher elevation sites 
was not significantly nested within the lower elevation sites, 
except between the low and intermediate elevations for sper-
matophytes. We identify the unique land cover configura-
tions of the ten catchments and show that the species compo-
sition was significantly correlated to the proportional cover 
of some land cover types. Our work supports that sampling 
of riverine eDNA offers an unrivalled rapid assessment of 
terrestrial biodiversity toward landscape-scale assessments. 
Though intensification of sampling volume, time of filtra-
tion or number of samples per catchment is necessary to 
estimate catchment-level biodiversity better (Altermatt et al. 
2023), our results demonstrate that regional diversity could 
be estimated using eDNA with relatively few samples during 
short field visits.

Our results support the ability of eDNA metabarcoding 
to recover amphibians well, as shown in other monitoring 
investigations (Manzer et al. 2020). Only half of the other 
groups of vertebrates (i.e. mammals, birds, and fishes) 
potentially occurring in the areas were detected. However, 

the list of potential species in each catchment represents the 
accumulated knowledge of decades of observation. Hence, 
the detection of nearly half the common regional taxa within 
a 5-day sampling period (mammals: 56%, birds: 53%, fishes: 
63%) is already a promising result for catchment-level bio-
diversity monitoring using eDNA from river water. While 
the recovery was high for amphibians, in the case of mam-
mals and birds, the inability to detect some species may be 
due to their behaviour with limited interaction with water 
(De Souza et al. 2016) or because they may not be present 
anymore in the study area following anthropogenic activities 
(Tingley and Beissinger 2009). With regards to fish taxa, 
while we considered the whole catchments to establish the 
potential fish checklist, the sampling was more intensively 
focused on the upper stretch of the catchment, which is 
suitable to only a small subset of these species (Askeyev 
et al. 2017). Thus, we hypothesize that an additional lower 
elevation site in the true lowlands would have improved the 
rate of fish taxa recovery. We detected one reptilian taxon: 
Zootoca vivipara, and no higher-level taxa. We surmise that 
reptiles may have a lower shedding rate than other organisms 
like fish and amphibians and have more limited contact with 
water, so they are not an ideal group for detecting by river 
water (Nordstrom et al. 2022). We additionally recovered 
93% of the common spermatophyte taxa in the region. The 
highly heterogeneous topography of the alpine catchments 
has led to an extraordinary diversity of plants in the area 
(Rahbek et al. 2019); this total diversity could not be cap-
tured by this present sampling approach. Additionally, unlike 
vertebrates, most plant species employ less direct contact 
with river water. Therefore, they may be better suited for 
sampling using soil (Yoccoz et al. 2012) or following peri-
ods of high concentrations of pollen in the air, which have 
been documented to sink into the water surface with time 
(Pansu et al. 2015). At the regional level, a larger number 
of samples may be required to inventory the total fauna and 
flora of the region, including more rare species.

While it has been established that rivers can transport 
eDNA downstream (Deiner et al. 2016; Deiner and Alter-
matt 2014; Pont et al. 2018), challenges remain in assigning 
the location and spatial scale of the biological signal. Our 
results show the species composition of higher elevation 
sites was not substantially nested within that of the lower 
elevation sites, in contrast with a previous study on mam-
mals on a catchment in British Columbia (Lyet et al. 2021). 
Lyet et al. (2021) demonstrated that the regional terrestrial 
mammal biodiversity signal was integrated with relatively 
few samples in larger, faster and more turbulent streams with 
high sediment transport potential so that sampling a large 
volume downstream of the catchment was sufficient to obtain 
most of the diversity. The transport of eDNA downstream 
depends on river size, depth, and velocity, where larger, 
deeper and faster rivers convey eDNA further downstream to 

Table 2  Monte Carlo permutation test results for dbRDA on catch-
ment-level land cover proportions and elevation

We assessed the marginal effects of the relative elevation and frac-
tions of land cover (forest, high grassland, low grassland, urban, 
shrub, water) on the vertebrate and spermatophyte assemblages using 
the Jaccard dissimilarity index. As the fraction of rock cover was 
highly correlated to the fraction of forest, we removed it from this 
analysis

Group Predictor Df Sum of sqs F Pr (> F)

Vertebrates Forest 1 0.520 1.722 0.008
High grassland 1 0.542 1.795 0.007
Low grassland 1 0.463 1.532 0.040
Shrubland 1 0.464 1.536 0.030
Urban 1 0.387 1.282 0.121
Water 1 0.432 1.429 0.068
Relative eleva-

tion
2 0.904 1.496 0.004

Residual 21 6.344
Spermatophytes Shrubland 1 0.321 2.282 0.011

High grassland 1 0.278 1.974 0.018
Low grassland 1 0.191 1.356 0.120
Shrubland 1 0.198 1.409 0.103
Urban 1 0.263 1.870 0.023
Water 1 0.162 1.149 0.250
Relative eleva-

tion
2 0.659 2.338 0.003

Residual 21 2.958
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provide a more spatially integrated measure of biodiversity 
(Pont et al. 2018). In the present system, the alpine tributar-
ies in this system—especially those in the high-elevation 
sites—are relatively small and shallow, potentially leading 
to a decreased rate in the transport of sediments and eDNA 
downstream. Downstream transport of eDNA over longer 
distances may be reliant on the attachment of eDNA to sedi-
ment particles (Behnke et al. 2023). Thus, the downstream 
transport of capturable eDNA becomes limited in high-
alpine systems by the lower ability of the rivers to transport 
sediment particles. Moreover, higher elevation sites may 
house more animal and plant species (Körner 2004; Myers 
et al. 2000; Rahbek 1995) than the intermediate and low 
elevation sites. In such alpine streams, exclusive downstream 
sampling may thus be a less reliable approach to estimate 
whole catchment diversity.

Combining eDNA with ecological indicator species 
information can allow for ecosystem health assessments in 
managed landscapes in a repeatable, quantitative way (Sid-
dig et al. 2016; Spyreas 2019). Therefore, combining eDNA 
metabarcoding with indicator information could generate a 
landscape-scale assessment of ecosystem composition and 
health and their changes over time (Blattner et al. 2021; Sid-
dig et al. 2016). Here, we found that the fraction of land 
cover types at the catchment level was not significantly cor-
related with the spermatophyte species assigned to them 
using the Flora Indicativa method. We explain this poor 
association by the eDNA from high alpine sites might not 
be transported very far by water, creating a local rather than 
catchment-wide signal. Using more local analyses, we found 
that the proportion of high grassland species around each 
sampling site (buffers of 250 and 500 m radii) in eDNA was 
significantly correlated with the proportion of high-elevation 
grassland cover. As there was no animal equivalent for Flora 
Indicativa, a parallel analysis could not be performed for 
the vertebrates. Irrespective of the Flora Indicativa classes, 
the dbRDA demonstrated that species composition in eDNA 
generally reflects land cover fractions across catchments, 
especially forest and high grasslands for both vertebrates and 
spermatophytes. In the future, combining indicator values, 
such as habitat commonness and invasions (Djurhuus et al. 
2020; Godefroid and Koedam 2003), for animal and plant 
species, with eDNA data could offer an efficient tool for 
monitoring ecosystems.

Considering the relative localisation of eDNA between 
the sites in this present study, repeated monitoring efforts 
along alpine mountain streams can establish a time series 
that elucidates mountain species shifts to higher eleva-
tions as a response to warming. Alternatively, by focusing 
on indicator species representing crucial plant communi-
ties (Bunce and Freeth 2022), it may be possible to identify 
catchments of conservation importance and inform land-
use change strategies to mitigate their loss (Carignan and 

Villard 2002). Such an approach would not require massive 
sampling efforts to capture all species in a catchment and 
instead utilise a more judicious, cost-effective approach. A 
similar use of targeted primers designed for known poten-
tially invasive species can also serve as an early warning 
signal for conservationists and drive prompt actions (Black-
man et al. 2018). Though this present study focused on how 
well our method compared to existing species knowledge, 
non-native species had also been identified (Supplementary 
Information 2), such as the Buddleja genus, which may 
point towards the presence of Buddleja davidii, an invasive 
neophyte. eDNA-based monitoring approaches can create 
a cost-effective opportunity to sample a region quickly and 
repeatedly, which is especially difficult in less accessible 
regions such as alpine mountains, for the identification of 
native and non-native species, as well as entire communities 
(Lin et al. 2021) and enable policy-makers to make decisions 
based on the most recent snapshots of the region.

Limitations

eDNA-based sampling is a potentially powerful tool for cap-
turing regional diversity; however, the study design must be 
improved to reach a more comprehensive regional estimate. 
In this present study, common regional species richness 
was well-captured for most groups, but total regional spe-
cies richness was underestimated in some groups. Recent 
work highlights that both the volume of filtered water and 
the duration of filtration affect the probability of species 
detection (Lyet et al. 2021). Though we filtered comparable 
volumes of water to Lyet et al. (2021) (60 L vs 70–80 L, 
respectively), our duration was significantly shorter (1-h vs 
up to 6-h), which may have decreased the chance of events 
where an organism interacts with filtered water. Moreover, 
although the number of sites we used captured the com-
mon regional species richness relatively well, more intensive 
sampling would be required to estimate richness within each 
catchment.

A one-time sampling of eDNA at a site provides a snap-
shot of a moment in time (Yamamoto et al. 2016) without 
considering eDNA release, diffusion, and degradation pat-
terns and how this is influenced by seasons and weather 
conditions. For example, it has been estimated that 92–99% 
of the recovered eukaryotic species information could be 
detected 4–6 km downstream, but only on rainy summer 
days (Yang et al. 2021). Species composition has also been 
shown to be directly affected by seasonality and temporal 
turnover, using both eDNA-based and traditional biomoni-
toring methods (Seymour et al. 2021). Therefore, further 
studies that consider climatic or hydrological variables 
would enable a clearer understanding of how terrestrial 
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eDNA is released, transported, and degraded as it travels 
downstream in a river catchment.

Effective identification is especially challenging for plants 
as universal primers suitable for eDNA analysis with high-
resolution levels do not exist. The ideal eDNA metabarcod-
ing marker should be variable, standardised, phylogeneti-
cally informative, extremely robust and short. Unfortunately, 
such an ideal DNA marker does not exist, so when work-
ing with environmental samples, the primer robustness and 
shorter fragments should be favoured (Valentini et al. 2009), 
but this will result in a loss of taxonomic resolution. How-
ever, despite this disadvantage, the primers used in this study 
are highly conserved, and they guarantee a robust amplifica-
tion system without amplification bias between the different 
spermatophyte species (Taberlet et al. 2007). One approach 
that improves taxonomic resolution is to complement the 
analysis with additional primer pairs specifically designed to 
amplify more discriminant genetic regions for families with 
poor resolution levels (Baamrane et al. 2012; De Barba et al. 
2014). However, a targeted metagenomic approach with a 
focus on bioindicator (species with specific habitat asso-
ciations that are useful for habitat classification) (Blattner 
et al. 2021; Kuzmina et al. 2018), or invasive (Shackleton 
et al. 2019) plant species, have been proven successful for 
some groups. With the broad primer, we detected Pedicu-
laris ascendens in one high-elevation site. This is a region-
ally rare species and indicative of only one Flora Indicativa 
plant community: “6.5 subalpine-alpine lawns in the broader 
sense, including rocky lawns”. Consequently, using a more 
targeted marker may lead to more effective species-level 
identification of terrestrial indicator plants and a clearer 
understanding of plant communities in the catchment.

More targeted and efficient primer choices would also 
result in higher species-level identification of vertebrate tar-
get groups (Lyet et al. 2021; Sales et al. 2020; Shackleton 
et al. 2019). Although eDNA metabarcoding of rare species 
is rapidly becoming more common, insufficient specificity in 
the primer can reduce the identification accuracy, especially 
when evolutionarily related species are present in abundance 
(Wilcox et al. 2013). This study found no critically endan-
gered or endangered species from the Swiss Red List of 
Species (FOEN 2021). In future studies, the use of multiple 
targeted vertebrate primers for amphibians, fish, mammals, 
and birds, along with family-specific plant primers, may 
increase the taxonomic resolution of the sample results and 
enable better detection of rare species.

eDNA-based identification of species is only as good as 
the level of completeness of the reference database. Accurate 
identification of species assemblages requires a reference 
database that covers the region's biodiversity well. This cov-
erage varied substantially for the different taxonomic groups 
covered in this study. For example, the reference database 
was particularly good for amphibians (7/7 species, 100%), 

fish (25/26 species, 96%), mammals (49/58 species, 84%), 
and spermatophytes (689/878 species, 78%), while less ideal 
for birds (70/122 species, 57%). For example, the regionally 
common Sorex alpinus species could not be detected as it 
was not present in the reference database, though the Sorex 
genus was detected in multiple catchments. Thus, using a 
local reference database may allow for increasing the tax-
onomic resolution of the assigned eDNA sequences [e.g. 
(Taberlet et al. 2007)]). This would also minimise over-infla-
tion of taxon richness due to taxonomic redundancy from 
higher order taxa, as they could be (a) completely removed, 
(b) or identified to a higher taxonomic resolution during bio-
informatic analyses.

Conclusion

We have demonstrated that landscape-level biodiversity 
for some common terrestrial and aquatic plant and animal 
groups can be estimated by sampling eDNA in rivers at the 
catchment scale. Our study shows that eDNA can be used to 
detect the unique spermatophyte assemblages of river catch-
ments, even at the genus level. As the current biodiversity 
crisis grows, so does the need for cost-effective, repeatable 
and rapid biodiversity measurements at large spatial scales, 
such as using eDNA. Before implementing large-scale 
eDNA-based biomonitoring approaches, it is vital to under-
stand how biological information is integrated within river 
networks, especially in highly diverse and spatially hetero-
geneous alpine habitats. Challenges remain in determining 
the most effective ways to capture the composition of plant 
assemblages using universal or other markers. Moreover, 
repeatable and rapid measures of biodiversity using eDNA 
require a deeper understanding of the temporal and seasonal 
dynamics. Armed with this knowledge, decision-makers 
and stakeholders can make more informed policy choices 
to maintain mountainous ecosystems, one of biodiversity's 
last refuges in the face of global change.

Supplementary Information The online version contains supplemen-
tary material available at https:// doi. org/ 10. 1007/ s00442- 023- 05428-4.

Acknowledgements We are grateful to Meret Jucker for the R code 
used to create the SARS curves and for assistance in the field. We also 
thank InfoSpecies (Schweizerisches Informationszentrum für Arten) 
for providing animal species inventories for the catchments and SPY-
GEN staff for technical support in the eDNA laboratory. We thank the 
reviewers of this submission as well as a previous submission of this 
manuscript, for their valuable feedback and insightful comments, which 
greatly contributed to the improvement of this work. MR thanks EXO 
for providing invaluable support and inspiration.

Author contribution statement FA, LP, MR, and CW: conceptualised 
ideas, overarching research goals and aims. FF, TK, ER and CW: per-
formed field excursions. AV: led molecular and bioinformatic analyses. 
FF, AG, PR, MR and AL: provisioned and curated research data. MR: 

https://doi.org/10.1007/s00442-023-05428-4


710 Oecologia (2023) 202:699–713

1 3

conducted all statistical analyses and wrote the original draft, with 
major revisions from LP. All other authors provided significant edito-
rial and scientific input into the manuscript.

Funding Open Access funding provided by Lib4RI – Library for the 
Research Institutes within the ETH Domain: Eawag, Empa, PSI & 
WSL. This study was funded by the Swiss Federal Office of the Envi-
ronment (FOEN). Funding to FA is by the Swiss National Science 
Foundation (Grant 31003A_173074) and the University of Zurich 
Research Priority Programme on Global Change and Biodiversity 
(URPP_GCB).

Availability of data and material All data available here: https:// doi. 
org/ 10. 16904/ envid at. 409.

Code availability Analysis code available here: https:// doi. org/ 10. 
16904/ envid at. 409.

Declarations 

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

Ethics approval Not applicable.

Consent to participate Not applicable.

Consent for publication Not applicable.

Open Access  This article is licensed under a Creative Commons Attri-
bution 4.0 International License, which permits use, sharing, adapta-
tion, distribution and reproduction in any medium or format, as long 
as you give appropriate credit to the original author(s) and the source, 
provide a link to the Creative Commons licence, and indicate if changes 
were made. The images or other third party material in this article are 
included in the article's Creative Commons licence, unless indicated 
otherwise in a credit line to the material. If material is not included in 
the article's Creative Commons licence and your intended use is not 
permitted by statutory regulation or exceeds the permitted use, you will 
need to obtain permission directly from the copyright holder. To view a 
copy of this licence, visit http:// creat iveco mmons. org/ licen ses/ by/4. 0/.

References

Abe T, Kudo T, Saito K, Takashima A, Miyamoto A (2021) Plant indi-
cator species for the conservation of priority forest in an insular 
forestry area, Yambaru, Okinawa Island. J Res 26(3):181–191. 
https:// doi. org/ 10. 1080/ 13416 979. 2020. 18585 35

Altermatt F, Little CJ, Mächler E, Wang S, Zhang X, Blackman RC 
(2020) Uncovering the complete biodiversity structure in spatial 
networks: the example of riverine systems. Oikos 129(5):607–618. 
https:// doi. org/ 10. 1111/ oik. 06806

Altermatt F, Carraro L, Antonetti M, Albouy C, Zhang Y, Lyet A, 
Zhang X, Pellissier L (2023) Quantifying biodiversity using 
eDNA from water bodies: general principles and recommenda-
tions for sampling designs. Environmental DNA 00:1–12. https:// 
doi. org/ 10. 1002/ EDN3. 430

Askeyev A, Askeyev O, Yanybaev N, Askeyev I, Monakhov S, Marić 
S, Hulsman K (2017) River fish assemblages along an elevation 
gradient in the eastern extremity of Europe. Environ Biol Fishes 
100(5):585–596. https:// doi. org/ 10. 1007/ S10641- 017- 0588-Z/ 
TABLES/4

Baamrane MAA, Shehzad W, Ouhammou A, Abbad A, Naimi M, 
Coissac E, Taberlet P, Znari M (2012) Assessment of the food 
habits of the Moroccan dorcas gazelle in M’Sabih Talaa, west 
central Morocco, using the trnL approach. PLoS One 7(4):e35643. 
https:// doi. org/ 10. 1371/ journ al. pone. 00356 43

Bachand M, Pellerin S, Côté SD, Moretti M, De Cáceres M, Brousseau 
PM, Cloutier C, Hébert C, Cardinal É, Martin JL, Poulin M (2014) 
Species indicators of ecosystem recovery after reducing large her-
bivore density: comparing taxa and testing species combinations. 
Ecol Ind 38:12–19. https:// doi. org/ 10. 1016/j. ecoli nd. 2013. 10. 018

Baselga A (2010) Partitioning the turnover and nestedness components 
of beta diversity. Glob Ecol Biogeogr 19(1):134–143. https:// doi. 
org/ 10. 1111/j. 1466- 8238. 2009. 00490.x

Baselga A, Orme CDL (2012) Betapart: an R package for the study of 
beta diversity. Methods Ecol Evol 3(5):808–812. https:// doi. org/ 
10. 1111/j. 2041- 210X. 2012. 00224.x

Behnke MI, Tank SE, McClelland JW, Holmes RM, Haghipour N, 
Eglinton TI, Raymond PA, Suslova A, Zhulidov AV, Gur-
tovaya T, Zimov N, Zimov S, Mutter EA, Amos E, Spencer 
RGM (2023) Aquatic biomass is a major source to particulate 
organic matter export in large Arctic rivers. Proc Natl Acad Sci 
120(12):e2209883120. https:// doi. org/ 10. 1073/ PNAS. 22098 
83120/ SUPPL_ FILE/ PNAS. 22098 83120. SD01. CSV

Blackman RC, Hänfling B, Lawson-Handley L (2018) The use of 
environmental DNA as an early warning tool in the detection of 
new freshwater invasive non-native species. CAB Rev Perspect 
Agric Vet Sci Nutr Nat Resour 13:15–19. https:// doi. org/ 10. 1079/ 
PAVSN NR201 813010

Blattner L, Ebner JN, Zopfi J, von Fumetti S (2021) Targeted non-
invasive bioindicator species detection in eDNA water samples to 
assess and monitor the integrity of vulnerable alpine freshwater 
environments. Ecol Indic 129:107916. https:// doi. org/ 10. 1016/J. 
ECOLI ND. 2021. 107916

Broadhurst HA, Gregory LM, Bleakley EK, Perkins JC, Lavin JV, 
Bolton P, Browett SS, Howe CV, Singleton N, Tansley D, Sales 
NG, McDevitt AD (2021) Mapping differences in mammalian 
distributions and diversity using environmental DNA from rivers. 
Sci Total Environ 801:149724. https:// doi. org/ 10. 1016/j. scito tenv. 
2021. 149724

Bunce M, Freeth A (2022) Looking further and deeper into environ-
mental protection, regulation and policy using environmental 
DNA (eDNA). Policy Q 18(4):33–39. https:// doi. org/ 10. 26686/ 
PQ. V18I4. 8013

Bundesamt für Statistik (BFS) (2021) Arealstatistik nach Nomenklatur 
2004, Erhebungen 1979–1985, 1992–1997, 2004–2009, 2013–
2018 (Issue 20104753). Bundesamt für Statistik (BFS)

Cardinale BJ, Duffy JE, Gonzalez A, Hooper DU, Perrings C, Venail P, 
Narwani A, MacE GM, Tilman D, Wardle DA, Kinzig AP, Daily 
GC, Loreau M, Grace JB, Larigauderie A, Srivastava DS, Naeem 
S (2012) Biodiversity loss and its impact on humanity. Nature. 
https:// doi. org/ 10. 1038/ natur e11148

Carignan V, Villard MA (2002) Selecting indicator species to monitor 
ecological integrity: a review. Environ Monit Assess 78(1):45–61. 
https:// doi. org/ 10. 1023/A: 10161 36723 584/ METRI CS

Carraro L, Stauffer JB, Altermatt F (2021) How to design optimal 
eDNA sampling strategies for biomonitoring in river networks. 
Environmental DNA 3(1):157–172. https:// doi. org/ 10. 1002/ 
EDN3. 137

Coghlan SA, Shafer ABA, Freeland JR (2021) Development of an 
environmental DNA metabarcoding assay for aquatic vascular 
plant communities. Environ DNA 3(2):372–387. https:// doi. org/ 
10. 1002/ edn3. 120

De Barba M, Miquel C, Boyer F, Mercier C, Rioux D, Coissac E, 
Taberlet P (2014) DNA metabarcoding multiplexing and vali-
dation of data accuracy for diet assessment: application to 

https://doi.org/10.16904/envidat.409
https://doi.org/10.16904/envidat.409
https://doi.org/10.16904/envidat.409
https://doi.org/10.16904/envidat.409
http://creativecommons.org/licenses/by/4.0/
https://doi.org/10.1080/13416979.2020.1858535
https://doi.org/10.1111/oik.06806
https://doi.org/10.1002/EDN3.430
https://doi.org/10.1002/EDN3.430
https://doi.org/10.1007/S10641-017-0588-Z/TABLES/4
https://doi.org/10.1007/S10641-017-0588-Z/TABLES/4
https://doi.org/10.1371/journal.pone.0035643
https://doi.org/10.1016/j.ecolind.2013.10.018
https://doi.org/10.1111/j.1466-8238.2009.00490.x
https://doi.org/10.1111/j.1466-8238.2009.00490.x
https://doi.org/10.1111/j.2041-210X.2012.00224.x
https://doi.org/10.1111/j.2041-210X.2012.00224.x
https://doi.org/10.1073/PNAS.2209883120/SUPPL_FILE/PNAS.2209883120.SD01.CSV
https://doi.org/10.1073/PNAS.2209883120/SUPPL_FILE/PNAS.2209883120.SD01.CSV
https://doi.org/10.1079/PAVSNNR201813010
https://doi.org/10.1079/PAVSNNR201813010
https://doi.org/10.1016/J.ECOLIND.2021.107916
https://doi.org/10.1016/J.ECOLIND.2021.107916
https://doi.org/10.1016/j.scitotenv.2021.149724
https://doi.org/10.1016/j.scitotenv.2021.149724
https://doi.org/10.26686/PQ.V18I4.8013
https://doi.org/10.26686/PQ.V18I4.8013
https://doi.org/10.1038/nature11148
https://doi.org/10.1023/A:1016136723584/METRICS
https://doi.org/10.1002/EDN3.137
https://doi.org/10.1002/EDN3.137
https://doi.org/10.1002/edn3.120
https://doi.org/10.1002/edn3.120


711Oecologia (2023) 202:699–713 

1 3

omnivorous diet. Mol Ecol Resour 14(2):306–323. https:// doi. 
org/ 10. 1111/ 1755- 0998. 12188

Deiner K, Altermatt F (2014) Transport distance of invertebrate envi-
ronmental DNA in a natural river. PLoS One 9(2):88786. https:// 
doi. org/ 10. 1371/ journ al. pone. 00887 86

Deiner K, Fronhofer EA, Mächler E, Walser JC, Altermatt F (2016) 
Environmental DNA reveals that rivers are conveyer belts of bio-
diversity information. Nat Commun 7(1):1–9. https:// doi. org/ 10. 
1038/ ncomm s12544

Deiner K, Bik HM, Mächler E, Seymour M, Lacoursière-Roussel A, 
Altermatt F, Creer S, Bista I, Lodge DM, de Vere N, Pfrender 
ME, Bernatchez L (2017) Environmental DNA metabarcoding: 
Transforming how we survey animal and plant communities. Mol 
Ecol 26(21):5872–5895. https:// doi. org/ 10. 1111/ mec. 14350

Djurhuus A, Closek CJ, Kelly RP, Pitz KJ, Michisaki RP, Starks HA, 
Walz KR, Andruszkiewicz EA, Olesin E, Hubbard K, Montes E, 
Otis D, Muller-Karger FE, Chavez FP, Boehm AB, Breitbart M 
(2020) Environmental DNA reveals seasonal shifts and potential 
interactions in a marine community. Nat Commun 11(1):1–9. 
https:// doi. org/ 10. 1038/ s41467- 019- 14105-1

Dray S, Dufour AB (2007) The ade4 package: implementing the duality 
diagram for ecologists. J Stat Softw 22(4):1–20. https:// doi. org/ 
10. 18637/ jss. v022. i04

Dubuis A, Giovanettina S, Pellissier L, Pottier J, Vittoz P, Guisan A 
(2013) Improving the prediction of plant species distribution and 
community composition by adding edaphic to topo-climatic vari-
ables. J Veg Sci 24(4):593–606. https:// doi. org/ 10. 1111/ jvs. 12002

Erickson RA, Merkes CM, Mize EL (2019) Sampling designs for land-
scape-level eDNA monitoring programs. Integr Environ Assess 
Manag 15(5):760–771. https:// doi. org/ 10. 1002/ ieam. 4155

Fahner NA, Shokralla S, Baird DJ, Hajibabaei M (2016) Large-scale 
monitoring of plants through environmental DNA metabarcoding 
of soil: recovery, resolution, and annotation of four DNA mark-
ers. PLoS One 11(6):e0157505. https:// doi. org/ 10. 1371/ journ al. 
pone. 01575 05

Felton AM, Felton A, Foley WJ, Lindenmayer DB (2010) The role of 
timber tree species in the nutritional ecology of spider monkeys 
in a certified logging concession, Bolivia. Forest Ecol Manag 
259(8):1642–1649. https:// doi. org/ 10. 1016/j. foreco. 2010. 01. 042

Ficetola GF, Miaud C, Pompanon F, Taberlet P (2008) Species detec-
tion using environmental DNA from water samples. Biol Let 
4(4):423–425. https:// doi. org/ 10. 1098/ rsbl. 2008. 0118

FOEN (2010) Topographical catchment areas of Swiss water bodies 
40  km2.  https:// opend ata. swiss/ en/ datas et/ topog raphi sche- einzu 
gsgeb iete- der- schwe izer- gewas ser- teile inzug sgebi ete- 40- km. 
Accessed 6 Jul 2020

FOEN (2021) Red lists: threatened species in Switzerland. https:// 
www. bafu. admin. ch/ bafu/ en/ home/ topics/ biodi versi ty/ publi catio 
ns- studi es/ publi catio ns/ red- lists- threa tened- speci es. html Accessed 
8 Apr 2021

FOT swisstopo (2021) SWISSIMAGE 25. https:// www. swiss topo. 
admin. ch/ de/ geoda ta/ images/ ortho/ swiss image 10. html. Accessed 
10 May 2021

Godefroid S, Koedam N (2003) Identifying indicator plant species of 
habitat quality and invasibility as a guide for peri-urban forest 
management. Biodivers Conserv 12(8):1699–1713. https:// doi. 
org/ 10. 1023/A: 10236 06300 039

Goldberg CS, Turner CR, Deiner K, Klymus KE, Thomsen PF, Mur-
phy MA, Spear SF, McKee A, Oyler-McCance SJ, Cornman 
RS, Laramie MB, Mahon AR, Lance RF, Pilliod DS, Strickler 
KM, Waits LP, Fremier AK, Takahara T, Herder JE, Taberlet P 
(2016) Critical considerations for the application of environmen-
tal DNA methods to detect aquatic species. Methods Ecol Evol 
7(11):1299–1307. https:// doi. org/ 10. 1111/ 2041- 210X. 12595

Guisan A, Broennimann O, Buri A, Cianfrani C, D’Amen M, Di Cola 
V, Fernandes R, Gray SM, Mateo RG, Pinto E, Pradervand J-N, 
Scherrer D, Vittoz P, von Däniken I, Yashiro E (2019) Climate 
change impact on mountain biodiversity. In: Lovejoy TE, Hannah 
L (eds) Biodiversity and climate change. Yale University Press, 
pp 221–233

Isbell F, Gonzalez A, Loreau M, Cowles J, Díaz S, Hector A, MacE 
GM, Wardle DA, O’Connor MI, Duffy JE, Turnbull LA, Thomp-
son PL, Larigauderie A (2017) Linking the influence and depend-
ence of people on biodiversity across scales. Nature. https:// doi. 
org/ 10. 1038/ natur e22899

Keck F, Blackman RC, Bossart R, Brantschen J, Couton M, Hürlemann 
S, Kirschner D, Locher N, Zhang H, Altermatt F (2022) Meta-
analysis shows both congruence and complementarity of DNA 
and eDNA metabarcoding to traditional methods for biological 
community assessment. Mol Ecol 31(6):1820–1835. https:// doi. 
org/ 10. 1111/ MEC. 16364

Kerr JT, Packer L (1997) Habitat heterogeneity as a determinant 
of mammal species richness in high-energy regions. Nature 
385(6613):252–254. https:// doi. org/ 10. 1038/ 38525 2a0

Körner C (2004) Mountain biodiversity, its causes and function. Ambio 
33(SPEC. ISS. 13):11–17. https:// doi. org/ 10. 1007/ 0044- 7447- 33. 
sp13. 11

Kuzmina ML, Braukmann TWA, Zakharov EV (2018) Finding the 
pond through the weeds: eDNA reveals underestimated diversity 
of pondweeds. Appl Plant Sci. https:// doi. org/ 10. 1002/ aps3. 1155

Landolt E, Bäumler B, Erhardt A, Hegg O, Klötzli F, Lämmler W, 
Nobis M, Rudmann-Maurer K, Schweingruber FH, Theurillat JP 
(2010) Flora indicativa - Ökologische Zeigerwerte und biologis-
che Kennzeichen zur Flora der Schweiz und der Alpen. Haupt 
Bern 7:378

Lawson Handley L (2015) How will the “molecular revolution” con-
tribute to biological recording? Biol J Lin Soc 115(3):750–766. 
https:// doi. org/ 10. 1111/ bij. 12516

Lin M, Simons AL, Harrigan RJ, Curd EE, Schneider FD, Ruiz-Ramos 
DV, Gold Z, Osborne MG, Shirazi S, Schweizer TM, Moore TN, 
Fox EA, Turba R, Garcia-Vedrenne AE, Helman SK, Rutledge 
K, Mejia MP, Marwayana O, Munguia Ramos MN, Meyer RS 
(2021) Landscape analyses using eDNA metabarcoding and Earth 
observation predict community biodiversity in California. Ecol 
Appl 31(6):e02379. https:// doi. org/ 10. 1002/ EAP. 2379

Lyet A, Pellissier L, Valentini A, Dejean T, Hehmeyer A, Naidoo R 
(2021) eDNA sampled from stream networks correlates with cam-
era trap detection rates of terrestrial mammals. Sci Rep 11(1):1–
14. https:// doi. org/ 10. 1038/ s41598- 021- 90598-5

Mächler E, Little CJ, Wüthrich R, Alther R, Fronhofer EA, Gounand 
I, Harvey E, Hürlemann S, Walser JC, Altermatt F (2019) Assess-
ing different components of diversity across a river network using 
eDNA. Environ DNA 1(3):290–301. https:// doi. org/ 10. 1002/ edn3. 
33

Manzer D, Kendell K, Rezansoff A (2020) Amphibian monitoring 
using environmental DNA. https:// www. ab- conse rvati on. com/ 
downl oads/ annual_ summa ries/ wildl ife/ aca_ summa ry_ 2019_ 
2020_ eDNA. pdf. Accessed 2 Jul 2021

Marques V, Guérin PÉ, Rocle M, Valentini A, Manel S, Mouillot D, 
Dejean T (2020) Blind assessment of vertebrate taxonomic diver-
sity across spatial scales by clustering environmental DNA meta-
barcoding sequences. Ecography 43(12):1779–1790. https:// doi. 
org/ 10. 1111/ ECOG. 05049

Matthews T, Triantis K, Whittaker R, Guilhaumon F (2019) Sars: an R 
package for fitting, evaluating and comparing species–area rela-
tionship models. Ecography 42:1446–1455

Mizumoto H, Kishida O, Takai K, Matsuura N, Araki H (2022) Utiliz-
ing environmental DNA for wide-range distributions of reproduc-
tive area of an invasive terrestrial toad in Ishikari river basin in 

https://doi.org/10.1111/1755-0998.12188
https://doi.org/10.1111/1755-0998.12188
https://doi.org/10.1371/journal.pone.0088786
https://doi.org/10.1371/journal.pone.0088786
https://doi.org/10.1038/ncomms12544
https://doi.org/10.1038/ncomms12544
https://doi.org/10.1111/mec.14350
https://doi.org/10.1038/s41467-019-14105-1
https://doi.org/10.18637/jss.v022.i04
https://doi.org/10.18637/jss.v022.i04
https://doi.org/10.1111/jvs.12002
https://doi.org/10.1002/ieam.4155
https://doi.org/10.1371/journal.pone.0157505
https://doi.org/10.1371/journal.pone.0157505
https://doi.org/10.1016/j.foreco.2010.01.042
https://doi.org/10.1098/rsbl.2008.0118
https://opendata.swiss/en/dataset/topographische-einzugsgebiete-der-schweizer-gewasser-teileinzugsgebiete-40-km
https://opendata.swiss/en/dataset/topographische-einzugsgebiete-der-schweizer-gewasser-teileinzugsgebiete-40-km
https://www.bafu.admin.ch/bafu/en/home/topics/biodiversity/publications-studies/publications/red-lists-threatened-species.html
https://www.bafu.admin.ch/bafu/en/home/topics/biodiversity/publications-studies/publications/red-lists-threatened-species.html
https://www.bafu.admin.ch/bafu/en/home/topics/biodiversity/publications-studies/publications/red-lists-threatened-species.html
https://www.swisstopo.admin.ch/de/geodata/images/ortho/swissimage10.html
https://www.swisstopo.admin.ch/de/geodata/images/ortho/swissimage10.html
https://doi.org/10.1023/A:1023606300039
https://doi.org/10.1023/A:1023606300039
https://doi.org/10.1111/2041-210X.12595
https://doi.org/10.1038/nature22899
https://doi.org/10.1038/nature22899
https://doi.org/10.1111/MEC.16364
https://doi.org/10.1111/MEC.16364
https://doi.org/10.1038/385252a0
https://doi.org/10.1007/0044-7447-33.sp13.11
https://doi.org/10.1007/0044-7447-33.sp13.11
https://doi.org/10.1002/aps3.1155
https://doi.org/10.1111/bij.12516
https://doi.org/10.1002/EAP.2379
https://doi.org/10.1038/s41598-021-90598-5
https://doi.org/10.1002/edn3.33
https://doi.org/10.1002/edn3.33
https://www.ab-conservation.com/downloads/annual_summaries/wildlife/aca_summary_2019_2020_eDNA.pdf
https://www.ab-conservation.com/downloads/annual_summaries/wildlife/aca_summary_2019_2020_eDNA.pdf
https://www.ab-conservation.com/downloads/annual_summaries/wildlife/aca_summary_2019_2020_eDNA.pdf
https://doi.org/10.1111/ECOG.05049
https://doi.org/10.1111/ECOG.05049


712 Oecologia (2023) 202:699–713

1 3

Japan. Biol Invasions 24(4):1199–1211. https:// doi. org/ 10. 1007/ 
s10530- 021- 02709-y

Myers N, Mittermeler RA, Mittermeler CG, Da Fonseca GAB, Kent 
J (2000) Biodiversity hotspots for conservation priorities. Nature 
403(6772):853–858. https:// doi. org/ 10. 1038/ 35002 501

Nordstrom B, Mitchell N, Byrne M, Jarman S (2022) A review of 
applications of environmental DNA for reptile conservation and 
management. Ecol Evol 12(6):e8995. https:// doi. org/ 10. 1002/ 
ECE3. 8995

Oksanen J, Blanchet FG, Friendly M, Kindt R, Legendre P, McGlinn 
D, Minchin PR, O’Hara RB, Simpson GL, Solymos P, Stevens 
MHH, Szoecs E, Wagner H (2020) Vegan: community ecology 
Package Version 2.5-7. https:// cran.r- proje ct. org/ packa ge= vegan

Pansu J, Giguet-Covex C, Ficetola GF, Gielly L, Boyer F, Zinger L, 
Arnaud F, Poulenard J, Taberlet P, Choler P (2015) Reconstruct-
ing long-term human impacts on plant communities: an ecological 
approach based on lake sediment DNA. Mol Ecol 24(7):1485–
1498. https:// doi. org/ 10. 1111/ mec. 13136

Pebesma E (2018) Simple features for R: standardized support for 
spatial vector data. R J 10(1):439–446. https:// doi. org/ 10. 32614/ 
RJ- 2018- 009

Pellissier L, Ndiribe C, Dubuis A, Pradervand JN, Salamin N, Guisan 
A, Rasmann S (2013) Turnover of plant lineages shapes herbivore 
phylogenetic beta diversity along ecological gradients. Ecol Lett 
16(5):600–608. https:// doi. org/ 10. 1111/ ele. 12083

Polanco Fernández A, Marques V, Fopp F, Juhel J-BB, Borrero-Pérez 
GH, Cheutin M-CC, Dejean T, González Corredor JD, Acosta-
Chaparro A, Hocdé R, Eme D, Maire E, Spescha M, Valentini A, 
Manel S, Mouillot D, Albouy C, Pellissier L (2021) Comparing 
environmental DNA metabarcoding and underwater visual cen-
sus to monitor tropical reef fishes. Environ DNA 3(1):142–156. 
https:// doi. org/ 10. 1002/ edn3. 140

Pont D, Rocle M, Valentini A, Civade R, Jean P, Maire A, Roset N, 
Schabuss M, Zornig H, Dejean T (2018) Environmental DNA 
reveals quantitative patterns of fish biodiversity in large rivers 
despite its downstream transportation. Sci Rep 8(1):1–13. https:// 
doi. org/ 10. 1038/ s41598- 018- 28424-8

R Development Core Team, R. (2011). R: a language and environment 
for statistical computing. In: R foundation for statistical comput-
ing (3.6.2). R foundation for statistical programming. Vienna, 
Austria. ISBN 3-900051-07-0. http:// www.R- proje ct. org.

Rahbek C (1995) The elevational gradient of species richness: a uni-
form pattern? Ecography 18(2):200–205. https:// doi. org/ 10. 
1111/j. 1600- 0587. 1995. tb003 41.x

Rahbek C, Borregaard MK, Colwell RK, Dalsgaard B, Holt BG, Moru-
eta-Holme N, Nogues-Bravo D, Whittaker RJ, Fjeldså J (2019) 
Humboldt’s enigma: what causes global patterns of mountain 
biodiversity? Science 365(6458):1108–1113. https:// doi. org/ 10. 
1126/ SCIEN CE. AAX01 49

Randin CF, Jaccard H, Vittoz P, Yoccoz NG, Guisan A (2009) Land 
use improves spatial predictions of mountain plant abundance but 
not presence-absence. J Veg Sci 20(6):996–1008. https:// doi. org/ 
10. 1111/j. 1654- 1103. 2009. 01098.x

Rounsevell MDA, Reginster I, Araújo MB, Carter TR, Dendoncker 
N, Ewert F, House JI, Kankaanpää S, Leemans R, Metzger MJ, 
Schmit C, Smith P, Tuck G (2006) A coherent set of future land 
use change scenarios for Europe. Agr Ecosyst Environ 114(1):57–
68. https:// doi. org/ 10. 1016/j. agee. 2005. 11. 027

Sales NG, McKenzie MB, Drake J, Harper LR, Browett SS, Coscia I, 
Wangensteen OS, Baillie C, Bryce E, Dawson DA, Ochu E, Hän-
fling B, Lawson Handley L, Mariani S, Lambin X, Sutherland C, 
McDevitt AD (2020) Fishing for mammals: landscape-level moni-
toring of terrestrial and semi-aquatic communities using eDNA 
from riverine systems. J Appl Ecol 57(4):707–716. https:// doi. org/ 
10. 1111/ 1365- 2664. 13592

Seymour M, Edwards FK, Cosby BJ, Kelly MG, de Bruyn M, Car-
valho GR, Creer S (2020) Executing multi-taxa eDNA ecological 
assessment via traditional metrics and interactive networks. Sci 
Total Environ 729:138801. https:// doi. org/ 10. 1016/j. scito tenv. 
2020. 138801

Seymour M, Edwards FK, Cosby BJ, Bista I, Scarlett PM, Brailsford 
FL, Glanville HC, de Bruyn M, Carvalho GR, Creer S (2021) 
Environmental DNA provides higher resolution assessment of 
riverine biodiversity and ecosystem function via spatio-temporal 
nestedness and turnover partitioning. Commun Biol 4(1):1–12. 
https:// doi. org/ 10. 1038/ s42003- 021- 02031-2

Shackleton ME, Rees GN, Watson G, Campbell C, Nielsen D (2019) 
Environmental DNA reveals landscape mosaic of wetland plant 
communities. Global Ecol Conserv 19:e00689. https:// doi. org/ 10. 
1016/j. gecco. 2019. e00689

Siddig AAH, Ellison AM, Ochs A, Villar-Leeman C, Lau MK (2016) 
How do ecologists select and use indicator species to monitor 
ecological change? Insights from 14 years of publication in eco-
logical indicators. Ecol Ind 60:223–230. https:// doi. org/ 10. 1016/J. 
ECOLI ND. 2015. 06. 036

De Souza LS, Godwin JC, Renshaw MA, Larson E (2016) Environ-
mental DNA (eDNA) detection probability is influenced by sea-
sonal activity of organisms. Plos one 11(10):e0165273. https:// 
doi. org/ 10. 1371/ JOURN AL. PONE. 01652 73

Spyreas G (2019) Floristic quality assessment: a critique, a defense, 
and a primer. Ecosphere 10(8):e02825. https:// doi. org/ 10. 1002/ 
ecs2. 2825

Stauffer S, Jucker M, Keggin T, Marques V, Andrello M, Bessudo S, 
Cheutin MC, Borrero-Pérez GH, Richards E, Dejean T, Hocdé R, 
Juhel JB, Ladino F, Letessier TB, Loiseau N, Maire E, Mouillot 
D, Mutis Martinezguerra M, Manel S, Waldock C (2021) How 
many replicates to accurately estimate fish biodiversity using envi-
ronmental DNA on coral reefs? Ecol Evol 11(21):14630–14643. 
https:// doi. org/ 10. 1002/ ece3. 8150

Taberlet P, Coissac E, Pompanon F, Gielly L, Miquel C, Valentini A, 
Vermat T, Corthier G, Brochmann C, Willerslev E (2007) Power 
and limitations of the chloroplast trnL (UAA) intron for plant 
DNA barcoding. Nucleic Acids Res 35(3):e14–e14. https:// doi. 
org/ 10. 1093/ nar/ gkl938

Taberlet P, Bonin A, Zinger L, Coissac E (2018) Environmental DNA: 
for biodiversity research and monitoring. Environmental DNA: 
for biodiversity research and monitoring. Oxford University Press

Tingley MW, Beissinger SR (2009) Detecting range shifts from his-
torical species occurrences: new perspectives on old data. Trends 
Ecol Evol 24(11):625–633. https:// doi. org/ 10. 1016/J. TREE. 2009. 
05. 009

Ushio M, Fukuda H, Inoue T, Makoto K, Kishida O, Sato K, Murata K, 
Nikaido M, Sado T, Sato Y, Takeshita M, Iwasaki W, Yamanaka 
H, Kondoh M, Miya M (2017) Environmental DNA enables detec-
tion of terrestrial mammals from forest pond water. Mol Ecol 
Resour 17(6):e63–e75. https:// doi. org/ 10. 1111/ 1755- 0998. 12690

Valentini A, Pompanon F, Taberlet P (2009) DNA barcoding for ecolo-
gists. Trends Ecol Evol 24(2):110–117. https:// doi. org/ 10. 1016/j. 
tree. 2008. 09. 011

Valentini A, Taberlet P, Miaud C, Civade R, Herder J, Thomsen PF, 
Bellemain E, Besnard A, Coissac E, Boyer F, Gaboriaud C, Jean 
P, Poulet N, Roset N, Copp GH, Geniez P, Pont D, Argillier C, 
Baudoin JM, Dejean T (2016) Next-generation monitoring of 
aquatic biodiversity using environmental DNA metabarcoding. 
Mol Ecol 25(4):929–942. https:// doi. org/ 10. 1111/ MEC. 13428

Villacorta-Rath C, Hoskin CJ, Strugnell JM, Burrows D (2021) Long 
distance (>20 km) downstream detection of endangered stream 
frogs suggests an important role for eDNA in surveying for rem-
nant amphibian populations. PeerJ 9:e12013

Wilcox TM, McKelvey KS, Young MK, Jane SF, Lowe WH, White-
ley AR, Schwartz MK (2013) Robust detection of rare species 

https://doi.org/10.1007/s10530-021-02709-y
https://doi.org/10.1007/s10530-021-02709-y
https://doi.org/10.1038/35002501
https://doi.org/10.1002/ECE3.8995
https://doi.org/10.1002/ECE3.8995
https://cran.r-project.org/package=vegan
https://doi.org/10.1111/mec.13136
https://doi.org/10.32614/RJ-2018-009
https://doi.org/10.32614/RJ-2018-009
https://doi.org/10.1111/ele.12083
https://doi.org/10.1002/edn3.140
https://doi.org/10.1038/s41598-018-28424-8
https://doi.org/10.1038/s41598-018-28424-8
http://www.R-project.org
https://doi.org/10.1111/j.1600-0587.1995.tb00341.x
https://doi.org/10.1111/j.1600-0587.1995.tb00341.x
https://doi.org/10.1126/SCIENCE.AAX0149
https://doi.org/10.1126/SCIENCE.AAX0149
https://doi.org/10.1111/j.1654-1103.2009.01098.x
https://doi.org/10.1111/j.1654-1103.2009.01098.x
https://doi.org/10.1016/j.agee.2005.11.027
https://doi.org/10.1111/1365-2664.13592
https://doi.org/10.1111/1365-2664.13592
https://doi.org/10.1016/j.scitotenv.2020.138801
https://doi.org/10.1016/j.scitotenv.2020.138801
https://doi.org/10.1038/s42003-021-02031-2
https://doi.org/10.1016/j.gecco.2019.e00689
https://doi.org/10.1016/j.gecco.2019.e00689
https://doi.org/10.1016/J.ECOLIND.2015.06.036
https://doi.org/10.1016/J.ECOLIND.2015.06.036
https://doi.org/10.1371/JOURNAL.PONE.0165273
https://doi.org/10.1371/JOURNAL.PONE.0165273
https://doi.org/10.1002/ecs2.2825
https://doi.org/10.1002/ecs2.2825
https://doi.org/10.1002/ece3.8150
https://doi.org/10.1093/nar/gkl938
https://doi.org/10.1093/nar/gkl938
https://doi.org/10.1016/J.TREE.2009.05.009
https://doi.org/10.1016/J.TREE.2009.05.009
https://doi.org/10.1111/1755-0998.12690
https://doi.org/10.1016/j.tree.2008.09.011
https://doi.org/10.1016/j.tree.2008.09.011
https://doi.org/10.1111/MEC.13428


713Oecologia (2023) 202:699–713 

1 3

using environmental DNA: the importance of primer specificity. 
PLoS One. https:// doi. org/ 10. 1371/ journ al. pone. 00595 20

Yamamoto S, Minami K, Fukaya K, Takahashi K, Sawada H, Murakami 
H, Tsuji S, Hashizume H, Kubonaga S, Horiuchi T, Hongo M, 
Nishida J, Okugawa Y, Fujiwara A, Fukuda M, Hidaka S, Suzuki 
KW, Miya M, Araki H, Kondoh M (2016) Environmental DNA 
as a ‘Snapshot’ of fish distribution: a case study of Japanese Jack 
Mackerel in Maizuru Bay, Sea of Japan. Plos one 11(3):e0149786. 
https:// doi. org/ 10. 1371/ JOURN AL. PONE. 01497 86

Yang H, Du H, Qi H, Yu L, Hou X, Zhang H, Li J, Wu J, Wang C, 
Zhou Q, Wei Q (2021) Effectiveness assessment of using riverine 

water eDNA to simultaneously monitor the riverine and riparian 
biodiversity information. Sci Rep 11(1):1–11. https:// doi. org/ 10. 
1038/ s41598- 021- 03733-7

Yoccoz NG, Bråthen KA, Gielly L, Haile J, Edwards ME, Goslar T, 
Von Stedingk H, Brysting AK, Coissac E, Pompanon F, Son-
stebo JH, Miquel C, Valentini A, De Bello F, Chave J, Thuiller 
W, Wincker P, Cruaud C, Gavory F, Taberlet P (2012) DNA from 
soil mirrors plant taxonomic and growth form diversity. Mol Ecol 
21(15):3647–3655. https:// doi. org/ 10. 1111/j. 1365- 294X. 2012. 
05545.x

https://doi.org/10.1371/journal.pone.0059520
https://doi.org/10.1371/JOURNAL.PONE.0149786
https://doi.org/10.1038/s41598-021-03733-7
https://doi.org/10.1038/s41598-021-03733-7
https://doi.org/10.1111/j.1365-294X.2012.05545.x
https://doi.org/10.1111/j.1365-294X.2012.05545.x

	Catchment-based sampling of river eDNA integrates terrestrial and aquatic biodiversity of alpine landscapes
	Abstract
	Introduction
	Materials and methods
	Sampling design and water filtration
	Species accumulation curves and comparison with conventional observational surveys
	Partition of beta diversity between elevations
	Assemblage composition across catchments

	Results
	Regional diversity assessment
	Species compositional dissimilarity between elevational classes
	Detection of distinct vertebrate and spermatophyte assemblages

	Discussion
	Limitations
	Conclusion
	Anchor 16
	Acknowledgements 
	References




