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Abstract
Aim: Understanding the roles of deterministic and stochastic processes in community 
assembly is essential for gaining insights into the biogeographical patterns of biodi-
versity. However, the way community assembly processes operate is still not fully 
understood, especially in oceanic islands. In this study, we examine the importance 
of assembly processes in shaping diatom communities in islands and continents, while 
also investigating the influence of climate and local water chemistry variables on spe-
cies distributions.
Location: Global.
Taxon: Stream benthic diatoms.
Methods: We used diatom datasets from five continents and 19 islands and applied 
beta diversity analyses with a null model approach and hierarchical joint species dis-
tribution modelling. To facilitate comparisons with continents, we used continental 
area equivalents (CAEs), which represent continental subsets with comparable areas 
and the same number of study sites as their corresponding islands counterparts.
Results: We found that homogeneous selection (i.e., communities being more simi-
lar than the random expectation) was the dominant assembly process within islands 
whereas stochastic processes tended to be more important within continents. In addi-
tion, assembly processes were influenced by study scale and island isolation. Climatic 
variables showed a greater influence on species distribution than local factors. 
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1  |  INTRODUC TION

Biological communities are shaped by a combination of deterministic 
and stochastic factors, which are frequently referred to as community 
assembly processes (Chase & Myers, 2011). Deterministic processes 
encompass non-random ecological processes such as environmental 
filtering and biotic interactions (Stegen et al., 2012). Such determin-
istic processes can lead to either similar (homogeneous selection) or 
dissimilar (heterogeneous selection) species composition depending, 
for example, on study scale and dispersal limitation of species (Chase 
et al., 2011; Ning et al., 2020). In contrast, stochastic processes in-
clude demographic stochasticity, such as random dispersal, births 
and deaths (ecological drift) (Vellend, 2016; Vellend et al., 2014), and 
environmental stochasticity due to random environmental fluctua-
tions (Lande, 1993; Shoemaker et al., 2020).

Recently, multiple studies have investigated the community as-
sembly processes in different ecosystems and taxa in order to define 
their relative importance in controlling biodiversity. Studies found 
that the extent to which communities are shaped by deterministic 
and/or stochastic processes depends on several fundamental fac-
tors. Firstly, their balance may be affected by organismal body size. 
However, the evidence so far is conflicting because either stochas-
tic (Farjalla et al., 2012; Logares et al., 2018; Roguet et al., 2015; 
Soininen et al., 2013; Vilmi et al., 2021) or deterministic factors 
(Pound et al., 2019; Powell et al., 2015; Soininen, 2023) may play a 
more prominent role in structuring the communities of smaller or-
ganisms, such as the microorganisms studied here. The second fac-
tor is ecosystem type, whereby taxa in lotic systems, the focus of 
our study, may often exhibit stochastic distributions due to physical 
disturbance, unlike taxa in other aquatic systems (Soininen, 2014; 
Soininen et al., 2013). Thirdly, as spatial scale increases, stochastic 
factors typically become more prevalent in structuring biological 
communities due to stronger dispersal limitation at larger, biogeo-
graphical scales (Soininen, 2023).

Understanding the interplay between deterministic and sto-
chastic processes is critical for drawing conclusions about species 

biogeography. In this regard, islands where species distribution and 
diversity are strongly influenced by isolation and area with impact on 
dispersal and extinction, respectively (MacArthur & Wilson, 1967; 
Whittaker & Fernández-Palacios, 2007), provide exceptional natural 
laboratories (Whittaker et al., 2017) to investigate the community 
assembly processes. However, despite advances in island biogeog-
raphy, the relative roles of deterministic and stochastic processes in 
structuring island communities are still not well understood, given 
that both environmental filtering (Jamoneau et al., 2022; Teittinen 
& Soininen, 2015; Burns et al., 2010) and dispersal limitation 
(Verleyen et al., 2021) have been reported as the dominant process. 
Furthermore, it is still unclear if filtering results in homogenous or 
heterogeneous selection in islands.

Another important question regarding the environmental con-
trol of communities is whether climatic or local environmental 
variables have a greater overall impact on explaining the commu-
nity variability than the local environmental variables or vice versa. 
Typically, climatic variables show remarkable variation mostly at 
broad scales while physico-chemical factors may vary across spatial 
scales. Recent studies found that climatic variables have a greater 
influence on species distribution than local factors, and this effect 
is likely more pronounced at broader scales (Gillard et al., 2020; 
Pajunen et al., 2016; Potapova & Charles, 2002; Pound et al., 2021). 
To our knowledge, no study has examined this issue simultaneously 
in island and continental communities at least for microorganisms. 
This question is, however, of great interest because when com-
pared to continental climates, island climates are often considered 
anomalous due to strong oceanic influence (Whittaker & Fernández-
Palacios, 2007). Therefore, climate may affect species distributions 
differently in islands than continents within the same geographic 
area. In addition, identifying the key climatic and local factors that 
influence the species distributions would be highly relevant for our 
understanding of how island communities, and especially species 
unique to islands (i.e., not occurring in continents) might be altered 
by global change. Although island species with narrow distributions 
may occupy only a small fraction of their climatic niche and not be 

However, in islands, local environmental variables had a greater impact on the distri-
butions of unique taxa as opposed to non-unique taxa.
Main Conclusions: We observed that the assembly processes of diatom communi-
ties were complex and influenced by a combination of deterministic and stochastic 
forces, which varied across spatial scales. In islands, there was no universal pattern of 
assembly processes, given that their influence depends on abiotic conditions such as 
area, isolation, and environmental heterogeneity. In addition, the sensitivity of species 
occurring uniquely in islands to local environmental variables suggests that they are 
perhaps less vulnerable to climatic changes but may be more influenced by changes 
in local physicochemistry.

K E Y W O R D S
beta diversity, climate, community assembly, freshwater diatoms, Island biogeography, streams
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immediately affected by climate change, these species could still be 
vulnerable to other kinds of environmental change (Thomas, 2010). 
Particularly, in recent decades, we have seen a significant increase 
in exposure and vulnerability of island species to climate-related 
hazards, often attributed to a combination of factors, such as ac-
celerated sea level rise and other anthropogenic factors (Becker 
et al., 2012; Duvat et al., 2017).

Using null model approaches (Chase et al., 2011) and hierarchi-
cal joint species distribution modelling (Ovaskainen et al., 2017), we 
investigated stream diatom community assembly processes globally 
in islands with different level of isolation vs. continents and whether 
communities are subject to homogeneous or heterogeneous selec-
tion by environment. We also identified key environmental drivers of 
species occurrence in islands and continents, putting special empha-
sis on disentangling the roles of climate and local water chemistry 
variables in driving species distributions.

2  |  MATERIAL S AND METHODS

2.1  |  Diatom and environmental data

In this study, we used the stream community and environmental 
data from Jamoneau et al. (2022), who investigated diatom spe-
cies richness patterns in islands and continents globally. These data 
consist of benthic (epilithic and epiphytic) diatoms collected from a 
total of 19 islands and six continental areas covering 5440 sites in 
total (Table 1). The procedures for sampling, counting, and identify-
ing diatoms are described in detail in Jamoneau et al. (2022). While 
sampling aimed to comprehensively cover entire islands, this was 
not feasible in certain cases due to the absence of suitable stream 
sites. Some continental regions such as the USA, France, and most 
of Finland were thoroughly sampled. However, in places like Africa 
and China, sampling was less extensive. Diatoms were sampled from 
stony substrates or macrophytes, processed with acid or hydrogen 
peroxide, and enumerated in counts of approximately 400 to 700 
valves per sample. Most of the diatoms were identified to species 
level, with less than 5% being identified only to genus level. The 
OMNIDIA database (Lecointe et al., 1993) was used to standardize 
the taxonomy across the different datasets.

Physico-chemical data collection was conducted up to two 
months prior to the diatom sampling and included altitude (m.a.s.l.), 
conductivity (μS cm−1), pH, and slope for each sampling site. Climate 
data were extracted from WorldClim 1.4 database at 0.5-minute 
resolution (Hijmans et al., 2005) and included mean annual precipi-
tation (mm), seasonality in precipitation (%), mean annual tempera-
ture (°C), and temperature seasonality (i.e., standard deviation of 
monthly mean temperatures). Although often found as an important 
factor for diatoms (Soininen, 2007), we did not include total phos-
phorus (TP) in our analyses because TP values were not available for 
Ireland, Kenya, and New Zealand. In addition, our exploratory analy-
ses with distance-based Redundancy Analysis indicated that TP had 
only a low importance (i.e., adjusted R2 increased only by 0.3% after 

adding TP) for explaining diatom distribution in European sites and 
even lower importance in other geographical regions. In addition, 
variance partitioning analyses, which considered the fixed effects 
and random levels defined for joint species distribution analyses (see 
Section 2.3 for further details), indicated that TP had only a minimal 
contribution to the data variance. It showed some significance only 
in the European and American islands, explaining 5% and 8% of the 
total explained variance (100%), respectively.

2.2  |  Geographical divisions and continental area 
equivalents (CAEs)

For conducting beta diversity analyses (see below), it is crucial to 
characterize diatom species pools as realistically as possible. In this 
regard, Chase et al. (2011) noted that a suitable regional species pool 
might consist of those species capable of colonizing a given location 

TA B L E  1  Dataset descriptions for each mainland and island 
regions examined in this study.

Datasets Sampling years
No. of 
sites Isolation

Continents

China 2008–2013 257

Finland 1986–2001 196

France 1992–2009 2717

French Guiana 2007–2018 132

Kenya 2016 61

USA 1993–2009 1201

Islands

Corsica 1997–2009 31 23

Cyprus 2018 36 27

Guadeloupe 2009–2013 61 33

Iceland 2016 45 65

Ireland 2018 175 29

Hawaii 2017 11 109

Kauai 2017 10 113

La Réunion 2010 55 73

Madeira 2015 and 2020 67 66

Majorca 2008 18 32

Martinique 2009–2013 71 42

Mayotte 2015 39 47

New Caledonia 2012 61 88

North New Zealand 2006 48 88

Oahu 2017 28 109

Possession island 1997–1998 10 83

São Miguel 2012 15 77

Sardinia 2020–2021 30 32

South New Zealand 2006 56 86

Note: Isolation is measured by the index developed by Dahl (1991).
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in a reasonable period of time. Based on this reasoning, we grouped 
our data into five geographical divisions corresponding to the 
five major geographical areas from which the data originated (i.e., 
America, Europe, Africa, China, and Pacific). We assumed that most 
diatom species might be able to disperse among localities within 
each division due to the high dispersal capacity of diatoms. However, 
we acknowledge that this assumption may not hold for many other 
organisms with more limited dispersal capabilities. These five divi-
sions were delineated as follows (Figure 1): (1) America division 
comprised data from the Guadeloupe, Hawaii, Kauai, Martinique, 
and Oahu islands, and the continental data from French Guiana 
and USA; (2) Europe division comprised island data from Corsica, 
Cyprus, Iceland, Ireland, Madeira, Majorca, São Miguel, and Sardinia, 
and continental data from Finland and France; (3) Africa division was 
composed of island data from La Réunion, Mayotte, and Possession 
islands, and continental data from Kenya; (4) China division only con-
sisted of continental data from China; and finally (5) Pacific division 
had island data from New Caledonia, North New Zealand, and South 
New Zealand (Figure 1). Then, ANOSIM analysis was performed to 
evaluate whether differences in diatom community composition 
among the five divisions were significantly higher than within them. 
ANOSIM confirmed that diatom communities differed significantly 
among the divisions (p value = 0.02). However, the relatively low R 
statistic (0.21) indicated that the among-division differences were 

modest. This was not surprising, given the relatively similar com-
position of communities in some well-separated regions, especially 
North America and Europe (see Figure S1), as recognized previously 
(Soininen et al., 2016). It must be noted that defining species pools 
by dividing our dataset into fixed geographical regions constitutes 
an arbitrary decision that might affect the conclusions drawn about 
community assemblage processes. In this context, probabilistic 
methods, such as those developed by Karger et al. (2016), represent 
alternative approaches to defining species pools while avoiding ar-
bitrary decisions. However, they are not suitable for the purpose of 
our study because the beta diversity indices we applied are based on 
presence-absence data (see Section 2.3), which make probabilistic 
(continuous) values unsuitable for this type of analysis. In addition, 
the method developed by Karger et al. (2016) requires prior knowl-
edge of specific dispersal rates, which are context-dependent and 
not known for diatom species.

To facilitate the corresponding analyses in islands and conti-
nents, we used the continental area equivalents (CAEs) as a basis 
for analyses in continents. They represent subsets of a given conti-
nent that are similar in area and contain the same number of study 
sites as corresponding islands (Jamoneau et al., 2022). Briefly, CAEs 
were formed by a total of 15 sites, except for CAEs corresponding to 
islands with fewer than 15 sampling sites. These CAEs-island pairs 
were as follows: Kenia – Possession island (11 sites), USA – Hawaii 

F I G U R E  1  Global location of sample sites in this study. Grey squares indicate the five major geographical divisions (American sites; 
European sites; African sites; Chinese sites; and Pacific sites). Sites from continental area equivalents are coloured in green and those from 
islands are in blue.
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(12 sites), USA – Kauai (11 sites), French Guiana – Hawaii (12 sites), 
and French Guiana – Kauai (11 sites). In addition, the island data were 
subsampled by pulling 15 samples at random except for Possession 
Island, Hawaii and Kauai, which were not randomized due to their 
smaller sample size. Out of the total number of 833 CAEs gener-
ated by Jamoneau et al. (2022), in this study we use only 448 CAEs 
as this was the number corresponding to the continental-island pair 
data from America, Europe, and Africa datasets (note that for China 
and Pacific datasets, there were no CAEs data as these datasets 
exclusively comprised continental and island data, respectively). In 
addition, area of island and CAEs, and island isolation data were ex-
tracted from Jamoneau et al. (2022). In particular, island isolation 
was computed using the isolation index of Dahl. This index is based 
on the distances between islands, archipelagos, and the nearest con-
tinent to quantify how isolated an island is from larger land masses 
(Dahl, 1991; Gillespie et al., 2008).

2.3  |  Data analyses

To investigate diatom community assembly processes in islands and 
continents, we calculated a matrix of modified Raup-Crick beta di-
versity indices (βRC) derived from the pair-wise Jaccard distance of 
diatom presence-absence (RC.pc function from the R icamp package 
[Ning et al., 2020]). Briefly, this index is calculated with a null model 
procedure following Chase et al. (2011) that re-frames the original 
βRC to where the sign and magnitude together describe the strength 
of determinism/stochasticity as well as the tendency of two sites 
to share more or less species than expected (retaining the original 
bounds of the Raup-Crick index: −1 ≤ βRC ≤ 1). In this sense, and fol-
lowing Chase et al. (2011) and Stegen et al. (2013), βRC values ≥ 0.95 
and βRC values ≤ −0.95 were interpreted as significant departures 
from the expected degree of turnover when a stochastic process 
acts alone. Thus, βRC values ≤ −0.95 indicate both strong deter-
ministic assembly and greater similarity than expected by chance, 
suggesting homogeneous selection by the environment. In contrast, 
we interpreted that βRC values ≥0.95 suggest strong deterministic 
assembly but with greater dissimilarity than expected by chance, 
which points to heterogeneous selection, e.g., due to environmen-
tal heterogeneity or competition. Finally, βRC values less than |0.95| 
indicate stochastic community assembly with their positive and 
negative values respectively interpreted as dissimilarity and simi-
larity. The underlying null models to generate the βRC values were 
ran with 999 randomizations, and we implemented Wilcoxon test to 
evaluate if βRC values differed between islands and continents. For 
this, we studied beta diversity for each geographical division at two 
scales: (1) within-island and within-CAE beta diversity and (2) across-
island and across-CAE beta diversity. Overall, we also analysed the 
Spearman correlation between island isolation and islands' beta di-
versity, as well as the correlation between the convex hull area of 
islands and CAEs and their beta diversity.

Despite our efforts to harmonize diatom taxonomic names 
across data sets, we admit that somewhat subjective decisions in 

species identification by different analysts may affect the commu-
nity dissimilarities between the data sets. This is especially true for 
endemic and rare taxa for which only limited taxonomic information 
is currently available. Therefore, to determine whether similar con-
clusions could be drawn when using species and genus levels, we 
calculated Raup-Crick beta diversity indices also using genus-level 
data.

Next, to assess how environmental factors influence diatom 
occurrence in islands and continents, we applied Hierarchical 
Modelling of Species Communities (HMSC; Ovaskainen et al., 2017), 
a recently developed hierarchical joint species distribution modelling 
(JSDM) method. We built two set of models, one for islands (misl) and 
one for continents (mcont) separately for each geographical division. 
Hence, the total number of models were eight (misl-America, misl-Europe, 
misl-Africa, misl-Pacific, mcont-America, mcont-Europe, mcont-Africa, mcont-China). To 
compare the effects of environmental factors on diatoms that are 
exclusive to islands or continents (i.e., unique species) versus dia-
toms that occur in both islands and continents (i.e., non-unique spe-
cies), we computed the model twice. One set of models considered 
taxa that were detected exclusively in continents (560 taxa) or is-
lands (219 taxa), while the other set included taxa that were present 
in both continents and islands (610 taxa).

All models followed a binomial distribution (probit link function) 
and were fitted with the same environmental variables (altitude, 
conductivity, pH, slope, annual precipitation, annual temperature, 
precipitation seasonality, and temperature seasonality). Response 
variables included diatom presence-absence data. For non-unique 
species models, taxa with less than four occurrences were excluded 
for improving the model performance. For unique species models, all 
taxa were considered even if they had fewer than four occurrences 
to maintain similar site number for the regions. This was done to 
avoid potential biases in the conclusions due to the smaller number 
of taxa.

To account for spatial autocorrelation, we included a spatially ex-
plicit random effect (i.e., site location) using the nearest-neighbour 
Gaussian process (NNGP) spatial technique (Tikhonov et al., 2020). 
Furthermore, and in order to account for any possible influence that 
the definition of CAEs may have on explaining diatom occurrence, 
an additional random effect was included at the level of CAEs (i.e., 
CAE identity).

The first 20,000 iterations were removed as burn-in and the re-
maining were thinned by 2 to yield 20,000 posterior samples per 
chain. In the case of mcont-Europe models, the first 2000 and 12,000 
iterations were discarded as burn-in and the remaining were also 
thinned by 2 to yield 2000 and 12,000 posterior samples per chain.

The convergence of the models was evaluated through exam-
ination of the Gelman and Rubin's convergence diagnostic (potential 
scale reduction factor, Gelman & Rubin, 1992) and the explanatory 
power was assessed by taxon-specific Tjur R2 (Tjur, 2009) and AUC 
(Pearce & Ferrier, 2000) applying the HMSC framework with the 
default prior distributions (Ovaskainen & Abrego, 2020). Following 
Ovaskainen et al. (2017), variance partitioning (examined as the re-
spective R2 variance components attributed to the fixed and random 
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effects of the HMSC models) was performed to disentangle the role 
of environmental variables and random effects in shaping diatom 
communities.

3  |  RESULTS

3.1  |  Beta diversity

Within islands, 60.77% of island sites had βRC values ≤ −0.95, while 
within CAEs, the corresponding value was only 34.73%, indicating 
that globally, homogeneous selection affected a higher proportion 
of sites in islands than in continents. Nevertheless, homogenous se-
lection was the main assembly process within CAEs in Europe and 
America (Figure 2). Stochastic influence, on the other hand, was 
particularly strong for Sardinia, Cyprus, China, Ireland, and Kenya 
(Figure S2), as in these regions more than 70% of βRC values ranged 
between −0.95 and 0.95 (Figure 2). When βRC values were com-
pared for islands vs. continents for three divisions, mainland areas 
in America, Europe, and Africa had significantly different βRC values 
than islands (Wilcoxon test W = 2.106, p < 0.05) (Figure 3a).

Among CAEs and among islands belonging to the same geo-
graphical division, most of the sites from both CAEs and islands 
(62.8% and 76.2%, respectively) had −0.95 < βRC < 0.95 suggesting 
that stochastic processes dominated community assembly at this 
scale in both CAEs and islands (Figure 2). While stochasticity was 
the dominant assembly process in most island ecosystems, African 
islands were characterized by heterogeneous selection, and Pacific 
islands exhibited a combination of homogeneous and heteroge-
neous selection that was at a roughly similar level as stochasticity 
(Figure 2). Overall, homogeneous selection was the second stron-
gest force among CAEs in America, Europe, and Africa and its contri-
bution ranged from 28.4% to 67.3% (Figure 2). When examining βRC 
values of the three divisions (mainland areas from America, Europe, 
and Africa) between islands and continents, CAEs showed overall 
significantly (Wilcoxon test W = 2.1011, p < 0.001) more negative 
βRC values than islands in America, Europe, and Africa (Figure 3b).

A significant negative correlation (p < 0.01, Spearman's 
Rho = −0.24) was found between the log-transformed convex hull 
area of European CAEs and the proportion of sites within CAEs that 
were subjected to homogeneous selection. In contrast, a positive 
correlation (p < 0.01, Spearman's Rho = 0.20) was found between the 
convex hull area of European CAEs and the proportion of sites within 
CAEs subjected to stochasticity. Similar trends were found between 
the transformed area of the convex hull of the islands and their beta 
diversity, but the correlations were not statistically significant.

We also found a positive correlation between island isolation and 
the proportion of sites subjected to homogeneous selection within 
islands (p < 0.05, Spearman's Rho = 0.56) and a negative correlation 
between island isolation and the proportion of sites subjected to 
stochasticity (p < 0.01, Spearman's Rho = −0.66) (Figure S3).

When beta diversity was analysed using genus-level data, re-
sults were overall similar to the species-level results with the only 

discrepancies being the Pacific islands and Africa, where stochas-
ticity was the dominant force both within and across islands and 
CAEs (Figure S4). In addition, island isolation and community as-
sembly processes showed similar trends for genus-level data as spe-
cies-level data, but the correlations were not statistically significant 
(Figure S5).

3.2  |  HMSCs results

The Gelman and Rubin's potential scale reduction factor for all the 
models was <1.2, indicating good conversion for all the models 
(Table 2). Furthermore, the models demonstrated acceptable fit as 
evidenced by their discriminatory and explanatory powers. For ex-
ample, all models showed mean AUC values greater than 0.9. In ad-
dition, mean Tjur R2 among models ranged between 0.08 and 0.77, 
with half of the models showing mean Tjur R2 greater than 0.31. 
Models based on continental communities from America, Europe, 

F I G U R E  2  Percent of sites that were subjected to strong 
homogenous selection (βRC ≤ −0.95), heterogenous (βRC ≥ 0.95) 
selection, and stochasticity (−0.95 ≤ βRC ≤ 0.95) for the analyses 
performed within islands (ordered by the level of isolation) and 
continental area equivalents (CAEs) (a) and among islands and CAEs 
(b). Note that for the China dataset, there was no CAEs data as this 
dataset exclusively comprised continental data.
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and Africa showed lower explanatory power than the respective 
models based on island data, except in the case of European mod-
els based on non-unique taxa. In particular, the American models 
showed the greatest differences in explanatory power, with models 
based on continental diatoms exhibiting much greater explanatory 
power than models based on island communities (Table 2).

Variance partition indicated that diatom distributions were influ-
enced mostly by climatic factors for islands and continents for all di-
visions, except for continental communities in Europe where random 
effect was the most important variable (Figure 4). Particularly, mean 
annual temperature was identified as the most important variable 
for both non-unique continental and island diatoms for Africa and 
island diatoms for Europe, as well as for continental communities 
from the Pacific (Figure S6).

In contrast, local factors had a minor impact on diatom distri-
butions, except for altitude and conductivity. Altitude played an 
important role for continental diatoms in Africa and China, as well 
as for unique taxa from African islands and diatoms from American 

islands. On the other hand, conductivity showed a considerable in-
fluence on diatoms from China and European islands (Figure S6).

When focusing on taxa unique to islands, local environmen-
tal variables had a greater relative impact on their distributions, 
compared to non-unique species. This pattern was especially pro-
nounced in Africa and Europe, where altitude and conductivity 
showed the highest increase in the proportion of explained vari-
ance (Figure S6). In continents, the same pattern was only found 
for China.

4  |  DISCUSSION

Our findings indicate that diatom community assembly in islands and 
continents is influenced by a combination of deterministic and sto-
chastic forces and their balance varies with spatial scale. Importantly, 
we found differences in how assembly processes act within islands 
and continents (i.e., using CAEs data). Globally, our results showed 
that homogeneous selection dominated the assembly process within 
islands, followed by stochastic processes, whereas stochastic pro-
cesses tended to be more important within continents, followed 
by homogeneous selection. We further discovered that at larger 
scales (i.e., among islands and CAEs), the influence of stochasticity 
increased being the dominant process in most of the surveyed re-
gions. In addition, our results provided evidence that stochasticity 
increased with the area of European CAEs, while homogeneous se-
lection decreased with area. Although we observed a similar trend in 
islands, this correlation was not statistically significant.

Overall, these findings agree with previous diatom studies in 
mainland, showing that stochastic processes become more promi-
nent at larger scales (Soininen et al., 2004). The most likely reason 
for such a finding is that stochasticity stems partly from dispersal 
processes (Ossyssek et al., 2023), with dispersal limitation being 
more prevalent at larger scales (Keck et al., 2018; Soininen, 2023). 
However, the high rates of stochasticity within CAEs observed in 
some areas may be related to smaller-scale dispersal limitation 
associated with local dispersal barriers (e.g., mountains) (Keck 
et al., 2018). Similarly, the higher stochasticity observed among is-
lands may suggest that only part of the species was able to disperse 
among them, as evidenced by the only moderate percent of shared 
taxa among some of the islands. But at the same time, environmental 
conditions were sufficiently homogeneous to select similar commu-
nities within islands. Interestingly, these results contrasted to what 
has been found for other microbes where homogenous selection 
had a strong effect among islands but stochastic factors were more 
important within freshwater islands (Wang et al., 2020).

It must be noted that in both islands and continents, the rela-
tive importance of different assembly processes was not uniform 
across all the regions surveyed. Rather, there was considerable 
between-region variation in the assembly processes, and it is thus 
difficult to predict whether communities in a particular region are 
primarily shaped by stochastic processes or environmental se-
lection. Nonetheless, our results suggest that the prevalence of 

F I G U R E  3  Violin plots of the Raup-Crick beta diversity index 
(βRC) (a) within islands (in blue) and continental area equivalents 
(CAEs) (in green) and (b) among islands and CAEs for all five 
geographical divisions.
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one process over the other is somewhat correlated with the level 
of island isolation. Specifically, homogenous selection appears to 
be more pronounced within isolated islands. In our data set, the 
Hawaiian Islands were the most isolated and displayed within island 
βRC values smaller than −0.95. This suggested that, within islands, 
communities were highly similar because of shared environmental 
filters, especially climatic variables, as shown by HMSC models. 
However, it can be expected that dispersal limitation plays a dom-
inant role within extremely isolated islands, as found by Verleyen 
et al. (2021). Therefore, the observed pattern of diatom community 
assembly in isolated islands could most probably stem from the com-
bined effect of environmental filtering and dispersal limitation, sim-
ilar to what has been observed for bacteria communities in isolated 
lakes in Antarctica (Logares et al., 2018).

Conversely, in less isolated islands (mostly European islands), 
stochasticity may result from a diverging history of coloniza-
tion from a common source and subsequent extinctions. Indeed, 
nearby islands, e.g., Corsica and Sardinia, share only around 28% 
of taxa (Figure S1). Furthermore, HMSC model for European is-
lands showed the lowest explanatory power among island mod-
els, reinforcing the idea that environmental filtering may be less 
important than stochastic factors. This is surprising, as European 
islands showed the highest environmental heterogeneity, which 
should typically have a strong impact on species distribution 
(Langenheder & Lindström, 2019). One reason could be that 
these environmental variations do not greatly influence diatom 

composition, as the HMSC results suggest. In essence, these 
findings indicate that perhaps no universal pattern can be dis-
cerned about island community assembly processes acting on a 
global scale, but rather that the degree to which these processes 
operate in freshwater diatom communities is highly dependent 
on abiotic conditions, such as area, isolation, and environmental 
heterogeneity.

We found that climatic variables were the most important envi-
ronmental factors explaining diatom occurrence in both continents 
and islands, which is consistent with previous mainland studies 
(Pajunen et al., 2016; Potapova & Charles, 2002; Pound et al., 2021). 
However, we may have not fully assessed the role of local variables 
because some physicochemical variables, potentially important for 
freshwater diatoms, such as substrate composition, nutrient levels, 
current velocity, and colour (Castro et al., 2019; Dalu et al., 2017; 
Pajunen et al., 2016; Passy, 2001; Soininen et al., 2004), were miss-
ing from our global analysis. On the other hand, the highest ex-
planatory power of climatic variables for insular diatoms indicates 
that climate models may provide a robust approach to track and 
predict changes in diatom distribution due to changes in climate. 
Furthermore, the greater sensitivity to local environmental variables 
of species found only in islands and not in continents (i.e., observed 
for European and African insular communities) implies that species 
with more restricted distributions may be less vulnerable to changes 
in climate but more at risk from changes in local physicochemistry. 
However, further research based on molecular and trait diatom data 

Model Species included

Potential scale reduction factor

Mean 
explanatory/
discriminatory 
power

Mean point 
estimate Upper credible interval Tjur R2 AUC

mcont-America Non-unique 1.07 1.17 0.77 0.99

misl-America Non-unique 1.00 1.00 0.29 0.91

mcont-Europe Non-unique 1.07 1.19 0.19 0.94

misl -Europe Non-unique 1.00 1.00 0.22 0.91

mcont-Africa Non-unique 1.02 1.06 0.44 0.96

misl-Africa Non-unique 1.00 1.00 0.39 0.91

mcont-China Non-unique 1.00 1.00 0.19 0.96

misl-Pacific Non-unique 1.00 1.00 0.32 0.92

mcont-America Unique 1.06 1.15 0.63 0.99

misl-America Unique 1.00 1.00 0.22 0.96

mcont-Europe Unique 1.04 1.12 0.38 0.99

misl -Europe Unique 1.00 1.00 0.16 0.97

mcont-Africa Unique 1.00 1.01 0.35 0.98

misl-Africa Unique 1.00 1.00 0.33 0.97

mcont-China Unique 1.00 1.00 0.08 0.96

misl-Pacific Unique 1.00 1.01 0.26 0.97

Note: Discriminatory and explanatory power were assessed by computing the area under the curve 
(AUC) and the taxa-specific Tjur R2.

TA B L E  2  Gelman and Rubin's 
convergence diagnostic and explanatory 
power of all models built using 
Hierarchical Modelling of Species 
Communities.
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might provide a more comprehensive understanding of how insu-
lar diatoms interact with their environment and how they may be 
affected by future changes in climate and/or other environmental 
variables.

In conclusion, we found that diatom community assembly pro-
cesses vary between islands and continents but also with spatial 
scale. Within islands, homogeneous selection dominated the assem-
bly followed by stochastic processes, whereas within continental 
areas, stochastic processes tended to be more important. Moreover, 
stochasticity increased with study scale most probably due to stron-
ger dispersal limitation. Overall, species distribution was mostly 
driven by climatic variables, which may reflect partly the lack of 
some potentially influential local variables. We think these results 
are highly useful for a better understanding of how freshwater algal 
communities are shaped by environmental factors in fragmented 
ecosystems under global change.

AFFILIATIONS
1Department of Geosciences and Geography, University of Helsinki, 
Helsinki, Finland
2INRAE, EABX, Cestas, France
3Department of Biology, University of Texas at Arlington, Arlington, Texas, 
USA
4Department of Biodiversity and Environment Management, University of 
León, León, Spain
5ERSE soc. coop. s.t.p. (Ecological Research and Services for the 
Environment), Viareggio, Italy
6Department of Fisheries and Wildlife, Michigan State University, East 
Lansing, Michigan, USA

7BIOME Lab, Department of Biological, Geological and Environmental 
Sciences, Alma Mater Studiorum, University of Bologna, Bologna, Italy
8Secretaria Regional de Ambiente, Recursos Naturais e Alterações Climáticas 
- Governo Regional da Madeira, Funchal, Portugal
9Department of Ecology and Animal Biology, Faculty of Science, University 
of Vigo, Pontevedra, Spain
10Water Development Department, Nicosia, Cyprus
11Centro de Investigação em Biodiversidade e Recursos Genéticos, Rede 
de Investigação em Biodiversidade e Biologia Evolutiva – Laboratório 
Associado, Ponta Delgada, Portugal
12Faculty of Sciences and Technology, University of the Azores, Ponta 
Delgada, Portugal
13Department of Entomology, Nanjing Agricultural University, Nanjing, 
China
14Key Laboratory of Eco-Environment of Three Gorges Region, Ministry of 
Education, Chongqing University, Chongqing, China
15Environmental Protection Agency, Castlebar, Co, Mayo, Ireland
16I.A.CO Environmental & Water Consultants Ltd, Nicosia, Cyprus
17AS.AMBI, Consultoria Ambiental, Évora, Portugal
18Meise Botanic Garden, Meise, Belgium
19Department of Biology, ECOSPHERE, University of Antwerp, Wilrijk, 
Belgium
20State Key Laboratory of Lake Science and Environment, Nanjing Institute 
of Geography and Limnology, Chinese Academy of Sciences, Nanjing, China
21University of Chinese Academy of Sciences, Beijing, China

ACKNO WLE DG E MENTS
For financial support, the authors thank the Academy of Finland 
(grant nr. 346812 to JS); the Institut Francais de Finlande; the 
Embassy of France to Finland; the French Ministry of Education and 
Higher Education; Finnish Society of Sciences and Letters. J.J. Wang 
was further supported by the National Natural Science Foundation 
of China (91851117, 41871048), CAS Key Research Program of 
Frontier Sciences (QYZDB-SSW-DQC043), and The National Key 
Research and Development Program of China (2019YFA0607100). 
We thank OFB (Office Francais Biodiversité), all French Water 
Agencies, and Asconit for data contribution and financial support 
and Anna Astorga and Riku Paavola for collecting the diatom data in 
New Zealand. We thank Hilaire Drouineau and Michel Coste for sta-
tistical and taxonomic discussion respectively. We thank colleagues 
at the Laboratory of Aquatic Insects and Stream Ecology of Nanjing 
Agricultural University for assistance with diatom sampling and pro-
cessing in China. We thank Feiyan Pan, Han Xiao, and Qing Liu for the 
field trip to Iceland. We thank the Water Development Department 
of the Republic of Cyprus for providing data from Cyprus. We are 
grateful to RAS-Direzione generale Agenzia regionale del Distretto 
Idrografico della Sardegna Servizio tutela e gestione delle risorse 
idriche, vigilanza sui servizi idrici e gestione delle siccità (STGRI), and 
ARPAS—Agenzia Regionale per la Protezione dell'Ambiente della 
Sardegna for making available physical and chemical data collected 
during the institutional monitoring of surface waters for the streams 
in Sardinia. We thank the EPA (Environmental Protection Agency) 
for providing data from Ireland. We also thank the editor and re-
viewers for their meaningful suggestions and corrections that have 
improved the quality of the text. The collection of samples from the 
various geographical regions surveyed in this study did not require 
specific permits, with the exceptions of Cyprus (permit granted by 
the Department of Water Development), the Hawaiian Islands (per-
mits given from both private owners and the Hawaiian State Park 

F I G U R E  4  Variance partitioning resulting from the Hierarchical 
Modelling of Species Communities performed for each of the 
five different geographical divisions for unique species and non-
unique species. The bar diagrams represent the average relative 
importance of the local (altitude, conductivity, pH, and slope), 
climatic (annual precipitation, annual temperature, precipitation 
seasonality, and temperature seasonality), and random factors 
(geographic coordinates and CAE identity).

 13652699, 2024, 3, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1111/jbi.14761 by C

ochrane France, W
iley O

nline L
ibrary on [23/05/2024]. See the T

erm
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline L

ibrary for rules of use; O
A

 articles are governed by the applicable C
reative C

om
m

ons L
icense



    |  391PÉREZ-BURILLO et al.

Division), and New Caledonia (sampling carried out under the CIFRE 
convention no. 2012/0977).

CONFLIC T OF INTERE S T S TATEMENT
None.

DATA AVAIL ABILIT Y S TATEMENT
Data on the presence or absence of diatom species for all island and 
continental sites, along with the corresponding environmental data 
for these sites, can be accessed at the following link: https:// doi. org/ 
10. 57745/  ZPBSLT.

ORCID
Javier Pérez-Burillo  https://orcid.org/0000-0002-8489-2389 
Aurélien Jamoneau  https://orcid.org/0000-0003-1181-2269 
Siwen He  https://orcid.org/0000-0003-4709-9119 
Virpi Pajunen  https://orcid.org/0000-0002-5608-9353 
Anette Teittinen  https://orcid.org/0000-0002-0531-4530 
Jianjun Wang  https://orcid.org/0000-0001-7039-7136 

R E FE R E N C E S
Becker, M., Meyssignac, B., Letetrel, C., Llovel, W., Cazenave, A., & 

Delcroix, T. (2012). Sea level variations at tropical Pacific islands 
since 1950. Global and Planetary Change, 80, 85–98. https:// doi. org/ 
10. 1016/j. glopl acha. 2011. 09. 004

Burns, K. C., Berg, J., Bialynicka-Birula, A., Kratchmer, S., & Shortt, K. 
(2010). Tree diversity on islands: Assembly rules, passive sampling 
and the theory of Island biogeography. Journal of Biogeography, 37(10), 
1876–1883. https:// doi. org/ 10. 1111/j. 1365- 2699. 2010. 02352. x

Castro, E., Siqueira, T., Melo, A. S., Bini, L. M., Landeiro, V. L., & Schneck, 
F. (2019). Compositional uniqueness of diatoms and insects in sub-
tropical streams is weakly correlated with riffle position and en-
vironmental uniqueness. Hydrobiologia, 842, 219–232. https:// doi. 
org/ 10. 1007/ s1075 0- 019- 04037 - 8

Chase, J. M., Kraft, N. J., Smith, K. G., Vellend, M., & Inouye, B. D. (2011). 
Using null models to disentangle variation in community dissimilar-
ity from variation in α-diversity. Ecosphere, 2(2), 1–11. https:// doi. 
org/ 10. 1890/ ES10- 00117. 1

Chase, J. M., & Myers, J. A. (2011). Disentangling the importance of eco-
logical niches from stochastic processes across scales. Philosophical 
Transactions of the Royal Society B: Biological Sciences, 366(1576), 
2351–2363. https:// doi. org/ 10. 1098/ rstb. 2011. 0063

Dahl, A. L. (1991). Island directory (UNEP Regional Seas Directories and 
Bibliographies No. 35, p. 573). UNEP.

Dalu, T., Wasserman, R. J., Magoro, M. L., Mwedzi, T., Froneman, P. W., 
& Weyl, O. L. (2017). Variation partitioning of benthic diatom com-
munity matrices: Effects of multiple variables on benthic diatom 
communities in an austral temperate river system. Science of the 
Total Environment, 601, 73–82. https:// doi. org/ 10. 1016/j. scito tenv. 
2017. 05. 162

Duvat, V. K. E., Magnan, A. K., Wise, R. M., Hay, J. E., Fazey, I., Hinkel, 
J., Stojanovic, T., Yamano, H., & Ballu, V. (2017). Trajectories of ex-
posure and vulnerability of small islands to climate change. Wiley 
Interdisciplinary Reviews: Climate Change, 8(6), e478. https:// doi. 
org/ 10. 1002/ wcc. 478

Farjalla, V. F., Srivastava, D. S., Marino, N. A. C., Azevedo, F. D., Dib, V., 
Lopes, P. M., Rosado, A. S., Bozelli, R. L., & Esteves, F. A. (2012). 
Ecological determinism increases with organism size. Ecology, 93(7), 
1752–1759. https:// doi. org/ 10. 1890/ 11- 1144. 1

Gelman, A., & Rubin, D. B. (1992). Inference from iterative simulation 
using multiple sequences. Statistical Science, 7, 457–511.

Gillard, M. B., Aroviita, J., & Alahuhta, J. (2020). Same species, same hab-
itat preferences? The distribution of aquatic plants is not explained 
by the same predictors in lakes and streams. Freshwater Biology, 
65(5), 878–892. https:// doi. org/ 10. 1111/ fwb. 13470 

Gillespie, R. G., Claridge, E. M., & Roderick, G. K. (2008). Biodiversity dy-
namics in isolated Island communities: Interaction between natural 
and human-mediated processes. Molecular Ecology, 17(1), 45–57. 
https:// doi. org/ 10. 1111/j. 1365- 294X. 2007. 03466. x

Hijmans, R. J., Cameron, S. E., Parra, J. L., Jones, P. G., & Jarvis, A. (2005). 
Very high resolution interpolated climate surfaces for global land 
areas. International Journal of Climatology, 25(15), 1965–1978. 
https:// doi. org/ 10. 1002/ joc. 1276

Jamoneau, A., Soininen, J., Tison-Rosebery, J., Boutry, S., Budnick, 
W. R., He, S., Marquié, J., Jyrkänkallio-Mikkola, J., Pajunen, V., 
Teittinen, A., Tupola, V., Wang, B., Wang, J., Blanco, S., Borrini, 
A., Cantonati, M., Valente, A. C., Delgado, C., Dörflinger, G., … 
Passy, S. I. (2022). Stream diatom biodiversity in islands and con-
tinents—A global perspective on effects of area, isolation and en-
vironment. Journal of Biogeography, 49, 2156–2168. https:// doi. 
org/ 10. 1111/ jbi. 14482 

Karger, D.N., Cord, A.F., Kessler, M., Kreft, H., Kühn, I., Pompe, S., 
Sandel, B., Sarmento Cabral, J., Smith, A.B., Svenning, J.-C., 
Tuomisto, H., Weigelt, P., & Wesche, K. (2016). Delineating 
probabilistic species pools in ecology and biogeography. Global 
Ecology and Biogeography, 25(4), 489–501. https:// doi. org/ 10. 
1111/ geb. 12422 

Keck, F., Franc, A., & Kahlert, M. (2018). Disentangling the processes 
driving the biogeography of freshwater diatoms: A multiscale ap-
proach. Journal of Biogeography, 45(7), 1582–1592. https:// doi. org/ 
10. 1111/ jbi. 13239 

Lande, R. (1993). Risks of population extinction from demographic and 
environmental stochasticity and random catastrophes. The American 
Naturalist, 142(6), 911–927. https:// doi. org/ 10. 1086/ 285580

Langenheder, S., & Lindström, E. S. (2019). Factors influencing aquatic 
and terrestrial bacterial community assembly. Environmental 
Microbiology Reports, 11(3), 306–315. https:// doi. org/ 10. 1111/ 
1758- 2229. 12731 

Lecointe, C., Coste, M., & Prygiel, J. (1993). “Omnidia”: Software for tax-
onomy, calculation of diatom indices and inventories management. 
Hydrobiologia, 269–270(1), 509–513.

Logares, R., Tesson, S. V., Canbäck, B., Pontarp, M., Hedlund, K., & 
Rengefors, K. (2018). Contrasting prevalence of selection and drift 
in the community structuring of bacteria and microbial eukaryotes. 
Environmental Microbiology, 20(6), 2231–2240. https:// doi. org/ 10. 
1111/ 1462- 2920. 14265 

MacArthur, R. H., & Wilson, E. O. (1967). The theory of Island biogeogra-
phy. Princeton University Press.

Ning, D., Yuan, M., Wu, L., Zhang, Y., Guo, X., Zhou, X., Yang, Y., Arkin, A., 
Firestone, M., & Zhou, J. (2020). A quantitative framework reveals 
ecological drivers of grassland microbial community assembly in re-
sponse to warming. Nature Communications, 11, 4717. https:// doi. 
org/ 10. 1038/ s4146 7- 020- 18560 - z

Ossyssek, S., Hofmann, A. M., Geist, J., & Raeder, U. (2023). Sedimentary, 
littoral and planktic diatoms show different diversity patterns and 
assembly mechanisms in mountain lakes of the northern European 
Alps. Hydrobiologia, 850, 1941–1954. https:// doi. org/ 10. 1007/ 
s1075 0- 022- 05103 - 4

Ovaskainen, O., & Abrego, N. (2020). Joint species distribution modelling: 
with applications in R. Cambridge University Press.

Ovaskainen, O., Tikhonov, G., Norberg, A., Guillaume Blanchet, F., 
Duan, L., Dunson, D., Roslin, T., & Abrego, N. (2017). How to make 
more out of community data? A conceptual framework and its 

 13652699, 2024, 3, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1111/jbi.14761 by C

ochrane France, W
iley O

nline L
ibrary on [23/05/2024]. See the T

erm
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline L

ibrary for rules of use; O
A

 articles are governed by the applicable C
reative C

om
m

ons L
icense

https://doi.org/10.57745/ZPBSLT
https://doi.org/10.57745/ZPBSLT
https://orcid.org/0000-0002-8489-2389
https://orcid.org/0000-0002-8489-2389
https://orcid.org/0000-0003-1181-2269
https://orcid.org/0000-0003-1181-2269
https://orcid.org/0000-0003-4709-9119
https://orcid.org/0000-0003-4709-9119
https://orcid.org/0000-0002-5608-9353
https://orcid.org/0000-0002-5608-9353
https://orcid.org/0000-0002-0531-4530
https://orcid.org/0000-0002-0531-4530
https://orcid.org/0000-0001-7039-7136
https://orcid.org/0000-0001-7039-7136
https://doi.org/10.1016/j.gloplacha.2011.09.004
https://doi.org/10.1016/j.gloplacha.2011.09.004
https://doi.org/10.1111/j.1365-2699.2010.02352.x
https://doi.org/10.1007/s10750-019-04037-8
https://doi.org/10.1007/s10750-019-04037-8
https://doi.org/10.1890/ES10-00117.1
https://doi.org/10.1890/ES10-00117.1
https://doi.org/10.1098/rstb.2011.0063
https://doi.org/10.1016/j.scitotenv.2017.05.162
https://doi.org/10.1016/j.scitotenv.2017.05.162
https://doi.org/10.1002/wcc.478
https://doi.org/10.1002/wcc.478
https://doi.org/10.1890/11-1144.1
https://doi.org/10.1111/fwb.13470
https://doi.org/10.1111/j.1365-294X.2007.03466.x
https://doi.org/10.1002/joc.1276
https://doi.org/10.1111/jbi.14482
https://doi.org/10.1111/jbi.14482
https://doi.org/10.1111/geb.12422
https://doi.org/10.1111/geb.12422
https://doi.org/10.1111/jbi.13239
https://doi.org/10.1111/jbi.13239
https://doi.org/10.1086/285580
https://doi.org/10.1111/1758-2229.12731
https://doi.org/10.1111/1758-2229.12731
https://doi.org/10.1111/1462-2920.14265
https://doi.org/10.1111/1462-2920.14265
https://doi.org/10.1038/s41467-020-18560-z
https://doi.org/10.1038/s41467-020-18560-z
https://doi.org/10.1007/s10750-022-05103-4
https://doi.org/10.1007/s10750-022-05103-4


392  |    PÉREZ-BURILLO et al.

implementation as models and software. Ecology Letters, 20, 561–
576. https:// doi. org/ 10. 1111/ ele. 12757 

Pajunen, V., Luoto, M., & Soininen, J. (2016). Climate is an import-
ant driver for stream diatom distributions. Global Ecology and 
Biogeography, 25(2), 198–206. https:// doi. org/ 10. 1111/ geb. 12399 

Passy, S. I. (2001). Spatial paradigms of lotic diatom distribution: A land-
scape ecology perspective. Journal of Phycology, 37(3), 370–378. 
https:// doi. org/ 10. 1046/j. 1529- 8817. 2001. 03700 3370. x

Pearce, J., & Ferrier, S. (2000). Evaluating the predictive performance 
of habitat models developed using logistic regression. Ecological 
Modelling, 133(3), 225–245. https:// doi. org/ 10. 1016/ S0304 - 3800 
(00) 00322 - 7

Potapova, M. G., & Charles, D. F. (2002). Benthic diatoms in USA rivers: 
Distributions along spatial and environmental gradients. Journal 
of Biogeography, 29(2), 167–187. https:// doi. org/ 10. 1046/j. 1365- 
2699. 2002. 00668. x

Pound, K. L., Larson, C. A., & Passy, S. I. (2021). Current distributions 
and future climate-driven changes in diatoms, insects and fish in US 
streams. Global Ecology and Biogeography, 30(1), 63–78. https:// doi. 
org/ 10. 1111/ geb. 13193 

Pound, K. L., Lawrence, G. B., & Passy, S. I. (2019). Beta diversity re-
sponse to stress severity and heterogeneity in sensitive versus tol-
erant stream diatoms. Diversity and Distributions, 25(3), 374–384. 
https:// doi. org/ 10. 1111/ ddi. 12865 

Powell, J. R., Karunaratne, S., Campbell, C. D., Yao, H., Robinson, L., & 
Singh, B. K. (2015). Deterministic processes vary during community 
assembly for ecologically dissimilar taxa. Nature Communications, 
6(1), 8444. https:// doi. org/ 10. 1038/ ncomm s9444 

Roguet, A., Laigle, G. S., Therial, C., Bressy, A., Soulignac, F., 
Catherine, A., Lacroix, G., Jardillier, L., Bonhomme, C., Lerch, 
T. Z., & Lucas, F. S. (2015). Neutral community model explains 
the bacterial community assembly in freshwater lakes. FEMS 
Microbiology Ecology, 91(11), fiv125. https:// doi. org/ 10. 1093/ 
femsec/ fiv125

Shoemaker, L. G., Sullivanm, L. L., Donohue, I., Cabral, J. S., Williams, 
R. J., Mayfield, M. M., Chase, J. M., Chu, C., Harpole, W. S., Huth, 
A., HilleRisLambers, J., James, A. R. M., Kraft, N. J. B., May, F., 
Muthukrishnan, R., Satterlee, S., Taubert, F., Wang, X., Wiegand, T., 
… Abbott, K. C. (2020). Integrating the underlying structure of sto-
chasticity into community ecology. Ecology, 101, e02922. https:// 
doi. org/ 10. 1002/ ecy. 2922

Soininen, J. (2007). Environmental and spatial control of freshwater dia-
toms—A review. Diatom Research, 22, 473–490. https:// doi. org/ 10. 
1080/ 02692 49X. 2007. 9705724

Soininen, J. (2014). A quantitative analysis of species sorting across or-
ganisms and ecosystems. Ecology, 95(12), 3284–3292. https:// doi. 
org/ 10. 1890/ 13- 2228. 1

Soininen, J. (2023). Are diatom community assembly processes scale 
invariant in streams? Freshwater Biology, 68, 502–508. https:// doi. 
org/ 10. 1111/ fwb. 14042 

Soininen, J., Jamoneau, A., Rosebery, J., & Passy, S. I. (2016). Global pat-
terns and drivers of species and trait composition in diatoms. Global 
Ecology and Biogeography, 25(8), 940–950. https:// doi. org/ 10. 1111/ 
geb. 12452 

Soininen, J., Korhonen, J. J., & Luoto, M. (2013). Stochastic species dis-
tributions are driven by organism size. Ecology, 94(3), 660–670. 
https:// doi. org/ 10. 1890/ 12- 0777. 1

Soininen, J., Paavola, R., & Muotka, T. (2004). Benthic diatom communi-
ties in boreal streams: Community structure in relation to environ-
mental and spatial gradients. Ecography, 27, 330–342. https:// doi. 
org/ 10. 1111/j. 0906- 7590. 2004. 03749. x

Stegen, J. C., Lin, X., Fredrickson, J. K., Chen, X., Kennedy, D. W., Murray, 
C. J., Rockhold, M. L., & Konopka, A. (2013). Quantifying commu-
nity assembly processes and identifying features that impose them. 

The ISME Journal, 7(11), 2069–2079. https:// doi. org/ 10. 1038/ ismej. 
2013. 93

Stegen, J. C., Lin, X., Konopka, A. E., & Fredrickson, J. K. (2012). Stochastic 
and deterministic assembly processes in subsurface microbial com-
munities. The ISME Journal, 6(9), 1653–1664. https:// doi. org/ 10. 
1038/ ismej. 2012. 22

Teittinen, A., & Soininen, J. (2015). Testing the theory of Island biogeogra-
phy for microorganisms patterns for spring diatoms. Aquatic Microbial 
Ecology, 75(3), 239–250. https:// doi. org/ 10. 3354/ ame01759

Thomas, C. D. (2010). Climate, climate change and range boundaries. 
Diversity and Distributions, 16(3), 488–495. https:// doi. org/ 10. 
1111/j. 1472- 4642. 2010. 00642. x

Tikhonov, G., Duan, L., Abrego, N., Newell, G., White, M., Dunson, D., 
& Ovaskainen, O. (2020). Computationally efficient joint species 
distribution modeling of big spatial data. Ecology, 101(2), e02929. 
https:// doi. org/ 10. 1002/ ecy. 2929

Tjur, T. (2009). Coefficients of determination in logistic regression 
models—A new proposal: The coefficient of discrimination. The 
American Statistician, 63(4), 366–372. https:// doi. org/ 10. 1198/ tast. 
2009. 08210 

Vellend, M. (2016). The Theory of Ecological Communities. Princeton 
University Press.

Vellend, M., Srivastava, D. S., Anderson, K. M., Brown, C. D., Jankowski, 
J. E., Kleynhans, E. J., Kraft, N. J., Letaw, A. D., Macdonald, A. A. 
M., & Maclean, J. E. (2014). Assessing the relative importance of 
neutral stochasticity in ecological communities. Oikos, 123, 1420–
1430. https:// doi. org/ 10. 1111/ oik. 01493 

Verleyen, E., Van de Vijver, B., Tytgat, B., Pinseel, E., Hodgson, D. A., 
Kopalová, K., Chown, S. L., Van Ranst, E., Imura, S., Kudoh, S., Van 
Nieuwenhuyze, W., ANTDIAT Consortium, Sabbe, K., & Vyverman, 
W. (2021). Diatoms define a novel freshwater biogeography of the 
Antarctic. Ecography, 44(4), 548–560. https:// doi. org/ 10. 1111/ 
ecog. 05374 

Vilmi, A., Gibert, C., Escarguel, G., Happonen, K., Heino, J., Jamoneau, 
A., Passy, S. I., Picazo, F., Soininen, J., Tison-Rosebery, J., & Wang, J. 
(2021). Dispersal–niche continuum index: A new quantitative met-
ric for assessing the relative importance of dispersal versus niche 
processes in community assembly. Ecography, 44(3), 370–379. 
https:// doi. org/ 10. 1111/ ecog. 05356 

Wang, P., Li, S. P., Yang, X., Zhou, J., Shu, W., & Jiang, L. (2020). 
Mechanisms of soil bacterial and fungal community assembly differ 
among and within islands. Environmental Microbiology, 22(4), 1559–
1571. https:// doi. org/ 10. 1111/ 1462- 2920. 14864 

Whittaker, R. J., & Fernández-Palacios, J. M. (2007). Island biogeography: 
Ecology, evolution, and conservation. Oxford University Press.

Whittaker, R. J., Fernández-Palacios, J. M., Matthews, T. J., Borregaard, 
M. K., & Triantis, K. A. (2017). Island biogeography: Taking the 
long view of nature's laboratories. Science, 357(6354), eaam8326. 
https:// doi. org/ 10. 1126/ scien ce. aam8326

BIOSKE TCH
Javier Pérez Burillo is a researcher in community ecology in the 
University of Helsinki. He is interested in diatom communities at 
multiple spatial and temporal scales.

Author contributions: Javier Pérez-Burillo and Janne Soininen 
designed research. Javier Pérez-Burillo, Janne Soininen, Juliette 
Tison-Rosebery, William R. Budnick, Siwen He, Julien Marquié, 
Jenny Jyrkänkallio-Mikkola, Virpi Pajunen, Anette Teittinen, Vilja 
Tupola, Beixin Wang, Jianjun Wang, Saúl Blanco, Alex Borrini, 

 13652699, 2024, 3, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1111/jbi.14761 by C

ochrane France, W
iley O

nline L
ibrary on [23/05/2024]. See the T

erm
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline L

ibrary for rules of use; O
A

 articles are governed by the applicable C
reative C

om
m

ons L
icense

https://doi.org/10.1111/ele.12757
https://doi.org/10.1111/geb.12399
https://doi.org/10.1046/j.1529-8817.2001.037003370.x
https://doi.org/10.1016/S0304-3800(00)00322-7
https://doi.org/10.1016/S0304-3800(00)00322-7
https://doi.org/10.1046/j.1365-2699.2002.00668.x
https://doi.org/10.1046/j.1365-2699.2002.00668.x
https://doi.org/10.1111/geb.13193
https://doi.org/10.1111/geb.13193
https://doi.org/10.1111/ddi.12865
https://doi.org/10.1038/ncomms9444
https://doi.org/10.1093/femsec/fiv125
https://doi.org/10.1093/femsec/fiv125
https://doi.org/10.1002/ecy.2922
https://doi.org/10.1002/ecy.2922
https://doi.org/10.1080/0269249X.2007.9705724
https://doi.org/10.1080/0269249X.2007.9705724
https://doi.org/10.1890/13-2228.1
https://doi.org/10.1890/13-2228.1
https://doi.org/10.1111/fwb.14042
https://doi.org/10.1111/fwb.14042
https://doi.org/10.1111/geb.12452
https://doi.org/10.1111/geb.12452
https://doi.org/10.1890/12-0777.1
https://doi.org/10.1111/j.0906-7590.2004.03749.x
https://doi.org/10.1111/j.0906-7590.2004.03749.x
https://doi.org/10.1038/ismej.2013.93
https://doi.org/10.1038/ismej.2013.93
https://doi.org/10.1038/ismej.2012.22
https://doi.org/10.1038/ismej.2012.22
https://doi.org/10.3354/ame01759
https://doi.org/10.1111/j.1472-4642.2010.00642.x
https://doi.org/10.1111/j.1472-4642.2010.00642.x
https://doi.org/10.1002/ecy.2929
https://doi.org/10.1198/tast.2009.08210
https://doi.org/10.1198/tast.2009.08210
https://doi.org/10.1111/oik.01493
https://doi.org/10.1111/ecog.05374
https://doi.org/10.1111/ecog.05374
https://doi.org/10.1111/ecog.05356
https://doi.org/10.1111/1462-2920.14864
https://doi.org/10.1126/science.aam8326


    |  393PÉREZ-BURILLO et al.

Sébastien Boutry, Marco Cantonati, Adelaide Clode Valente, 
Cristina Delgado, Gerald Dörflinger, Vítor Gonçalves, Bryan 
Kennedy, Helena Marques, Athina Papatheodoulou, Pedro 
Miguel Raposeiro, Catarina Ritter, António Serafim, Bart Van 
de Vijver, and Sophia I. Passy performed research. Javier Pérez-
Burillo analysed data and all authors contributed to paper writing.

SUPPORTING INFORMATION
Additional supporting information can be found online in the 
Supporting Information section at the end of this article.

How to cite this article: Pérez-Burillo, J., Jamoneau, A., Passy, 
S. I., Tison-Rosebery, J., Blanco, S., Borrini, A., Boutry, S., 
Budnick, W. R., Cantonati, M., Valente, A. C., Delgado, C., 
Dörflinger, G., Gonçalves, V., He, S., Jyrkänkallio-Mikkola, J., 
Kennedy, B., Marquié, J., Marques, H., Papatheodoulou, A. … 
Soininen, J. (2024). Stream diatom community assembly 
processes in islands and continents: A global perspective. 
Journal of Biogeography, 51, 382–393. https://doi.org/10.1111/
jbi.14761

 13652699, 2024, 3, D
ow

nloaded from
 https://onlinelibrary.w

iley.com
/doi/10.1111/jbi.14761 by C

ochrane France, W
iley O

nline L
ibrary on [23/05/2024]. See the T

erm
s and C

onditions (https://onlinelibrary.w
iley.com

/term
s-and-conditions) on W

iley O
nline L

ibrary for rules of use; O
A

 articles are governed by the applicable C
reative C

om
m

ons L
icense

https://doi.org/10.1111/jbi.14761
https://doi.org/10.1111/jbi.14761

	Stream diatom community assembly processes in islands and continents: A global perspective
	Abstract
	1|INTRODUCTION
	2|MATERIALS AND METHODS
	2.1|Diatom and environmental data
	2.2|Geographical divisions and continental area equivalents (CAEs)
	2.3|Data analyses

	3|RESULTS
	3.1|Beta diversity
	3.2|HMSCs results

	4|DISCUSSION
	ACKNOWLEDGEMENTS
	CONFLICT OF INTEREST STATEMENT
	DATA AVAILABILITY STATEMENT

	REFERENCES
	BIOSKETCH


