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Microbiome of the freshwater sponge Ephydatia muelleri shares
compositional and functional similarities with those of marine
sponges
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Sponges are known for hosting diverse communities of microbial symbionts, but despite persistent interest in the sponge
microbiome, most research has targeted marine sponges; freshwater sponges have been the focus of less than a dozen studies.
Here, we used 16 S rRNA gene amplicon sequencing and shotgun metagenomics to characterize the microbiome of the freshwater
sponge Ephydatia muelleri and identify potential indicators of sponge-microbe mutualism. Using samples collected from the Sooke,
Nanaimo, and Cowichan Rivers on Vancouver Island, British Columbia, we show that the E. muelleri microbiome is distinct from the
ambient water and adjacent biofilms and is dominated by Sediminibacterium, Comamonas, and unclassified Rhodospirillales. We
also observed phylotype-level differences in sponge microbiome taxonomic composition among different rivers. These differences
were not reflected in the ambient water, suggesting that other environmental or host-specific factors may drive the observed
geographic variation. Shotgun metagenomes and metagenome-assembled genomes further revealed that freshwater sponge-
associated bacteria share many genomic similarities with marine sponge microbiota, including an abundance of defense-related
proteins (CRISPR, restriction-modification systems, and transposases) and genes for vitamin B12 production. Overall, our results
provide foundational information on the composition and function of freshwater sponge-associated microbes, which represent an
important yet underappreciated component of the global sponge microbiome.
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INTRODUCTION
Sponges have garnered considerable scientific attention for their
ecological, evolutionary, and microbiological significance. These
sessile benthic filter-feeders are the oldest extant multicellular
animals [1] and collectively process thousands of liters of water
per day per kilogram of tissue, facilitating the transfer of essential
nutrients between the benthic and pelagic zones in aquatic
ecosystems [2]. In the past few decades, marine sponges have
additionally become known for harboring dense and phylogen-
etically diverse communities of microorganisms. In some sponges,
sponge-associated microbes comprise up to 40% of sponge body
weight and reach population densities up to 2–4 orders of
magnitude higher than ambient seawater [3]. These microbial
communities, often housed within the sponge mesohyl, con-
tribute to host metabolism and produce antimicrobials and other
biologically active compounds that are beneficial to the sponge
host [2].
The vast majority of sponge microbiome studies have focused

on marine sponges, which are highly diverse, widely distributed,
and comprise more than 95% of documented sponge species [4].
Comparatively little attention has been given to the 248 currently
described species of freshwater sponges [5], which provide similar
ecosystem services in a diversity of freshwater habitats [6]. Most

freshwater sponge research has focused on microbes associated
with endemic sponges in Lake Baikal [7–13], though isolated
studies have examined microbial communities and activity in
Ephydatia fluviatilis [14–16], E. muelleri [17], Spongilla lacustris
[18, 19], Eunapius carteri [20], Corvospongilla lapidosa [20], Tubella
variabilis [5], and Metania reticulata [21]. These studies have found
that, like marine sponges, freshwater sponges are primarily
populated by Proteobacteria, Bacteroidetes, and Actinobacteria,
though the resident microbial communities still differ substantially
from those of marine sponges [5]. However, fewer than ten studies
[5, 7, 8, 11, 17, 20] have examined freshwater sponge-associated
microbial communities using next-generation sequencing
approaches, and high-resolution taxonomic data on these
communities therefore remains limited. In addition, no study has
yet determined if freshwater sponge microbiomes differ from
adjacent biofilms. This is another foundational consideration in
sponge microbiome research, given that differences in micro-
biome composition between sponges and water could reflect
differences between benthic and planktonic communities rather
than functionally meaningful sponge-microbe associations.
The paucity of data on the freshwater sponge microbiome also

means that key hypotheses regarding host-microbe specificity,
host-microbe metabolic partnerships, and the environmental
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drivers of microbiome structure (reviewed in ref. [2]) remain poorly
tested in freshwater sponges. For example, several studies have
observed a distance-decay relationship in the marine sponge
microbiome in which geographically proximate sponges (i.e., those
from the same ocean or within a few hundred kilometers of each
other) have more similar microbiota [22–24]. However, it is unclear if
or how such relationships would be preserved in non-contiguous
freshwater habitats. Tests for geographic variation in the freshwater
sponge microbiome could therefore help identify conserved
sponge-microbe relationships and elucidate the mechanisms
through which freshwater sponges acquire their microbiomes.
Metagenomic and multi-omic studies of marine sponge

microbiomes have additionally demonstrated characteristic func-
tional features that are consistent among sponge-associated
bacteria [25, 26], but no such techniques have yet been applied
to freshwater sponges. Marine sponge-associated bacteria con-
tribute to host metabolism by providing their hosts with fixed
carbon and essential vitamins [27] and degrading sponge-derived
ammonium [28]. They also have unique genomic features,
including restriction/modification (RM) systems, transposases,
clustered regularly interspaced short palindromic repeats (CRISPR),
and eukaryotic-like protein domains [27, 29, 30], which are all
believed to promote microbial survival in the sponge by helping
the sponge discriminate among pathogens, mutualists, and food
[2, 31]. Whether any of these features are preserved in freshwater
sponges is unknown, and a better understanding of the fresh-
water sponge microbiome therefore requires the supplementation
of 16 S rRNA gene sequencing data with shotgun metagenomic
data to provide more detailed analyses of functional potential.
In this study, we used 16 S rRNA gene amplicon sequencing

complemented with shotgun metagenomics to test three
foundational hypotheses about the bacterial community asso-
ciated with the freshwater sponge Ephydatia muelleri: (1) this
species harbors bacterial communities that are distinct from both
ambient water and adjacent biofilms; (2) these sponge-associated
microbial features are conserved across ecologically similar but
geographically isolated sponge populations; and (3) the fresh-
water sponge microbiome is enriched in many of the same
symbiont-associated genetic features that characterize marine
sponge microbiomes. We chose E. muelleri for these analyses
because of its cosmopolitan distribution and extensive history in
both in situ and laboratory studies [17]. Overall, our study
represents the largest and most comprehensive investigation of
freshwater sponge microbiomes to date and provides an
important foundation for future research on the composition,
function, and ecological role of freshwater sponge microbiomes.

MATERIALS AND METHODS
Sample collection
We collected sponge, water, and biofilm samples from the Sooke,
Cowichan, and Nanaimo Rivers on southeastern Vancouver Island, British
Columbia, Canada over three days in July 2018 (Fig. 1). All three rivers are
short (<50 km) first- through third-order freshwater systems situated within
temperate old-growth forests. The rivers are in separate watersheds and
are not connected at any time of year. At our sampling locations, the rivers
have rocky banks and cobble beds, interspersed with bedrock and
boulders that provide substrate for various sponge species and other
freshwater fauna and flora.
All samples and measurements were taken within 50m stretches of each

river (Fig. 1). At each site, we measured water temperature, pH and
physicochemistry as outlined in the Supplementary Methods. We then
collected two sponge tissue samples approximately 1 cm in diameter from
five individual sponges ranging from 0–2m in depth. Samples were
collected from adult sponges with encrusting growth forms and included
both the pinacoderm and endoderm. Sponges were chosen randomly and
varied in color from tan to green (Fig. S1). One tissue sample of each pair,
designated for microbiome analysis, was rinsed gently with distilled water
to remove any attached debris and then flash-frozen in a dry ice and
isopropanol slurry before being stored at −20 °C. The second tissue sample
of each pair was fixed in 100% ethanol for species identification and stored
at 4 °C. Species identifications were confirmed using both histologic and
genomic methods (see Supplementary Methods).
To compare the sponge microbiome to its ambient environment, we

also collected paired water and biofilm samples for each individual
sampled sponge. We used sterile spatulas to scrape biofilm samples from
the bedrock adjacent to each sponge and flash-froze the samples as
before. A 500-ml water sample was collected next to each sponge using
Whirl-Pak bags (Nasco, Canada). Water samples were stored in a cool and
dark place for 2–4 hours during transport to a laboratory, where they were
vacuum filtered through 0.2-μm cellulose acetate (CA) filters (Millipor-
eSigma, USA). We filtered 500ml of distilled water as a negative control
prior to filtering the samples. Filters were flash-frozen as before.

DNA extraction
Whole community DNA was extracted from the sponge tissue, membrane
filters, and biofilm samples using the FastDNA Spin Kit for Soil (MP
Biomedicals, Santa Ana, CA) following the manufacturer’s instructions, with
an added 5-minute incubation at 50 °C prior to the final elution to maximize
DNA yield. For the extractions, we thawed sponge samples and measured
100mg of tissue (wet weight) into extraction tubes, and we aseptically cut
the membrane filters into small pieces to extract DNA directly from the filters.
All biofilm samples weighed less than 100mg, so DNA was extracted from
the entire available sample. Due to low yields of biofilm DNA, multiple
biofilm samples from the same river were pooled and concentrated using an
ethanol precipitation procedure to obtain a sufficient quantity of DNA for
sequencing [32]. This process resulted in final biofilm sample numbers of 4, 3,
and 1 for the Sooke, Nanaimo, and Cowichan Rivers, respectively.

Fig. 1 Locations for sampling the freshwater sponge Ephydatia muelleri. Map depicts southern Vancouver Island (British Columbia,
Canada). Samples were collected in July 2018 from suitable habitat in the Sooke, Nanaimo, and Cowichan Rivers. Watersheds are shaded blue
and sampling locations within each river are indicated in red.
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16S rRNA gene sequencing and analysis
DNA samples were submitted to Microbiome Insights (Vancouver, BC) for
16 S rRNA gene amplicon sequencing using the barcoded primers 515 F
and 806 R [33] following previously described methods [34]. All DNA
extraction and sequencing steps were performed with appropriate positive
and negative controls to ensure the accuracy and replicability of
sequencing results (see Supplementary Methods and Figs. S2, S3).
Sequencing data was processed using the R package dada2 v1.6.0 [35]
to produce amplicon sequence variants (ASVs) following a previously
described protocol for read filtering, taxonomic assignment, contaminant
removal, and phylogenetic tree construction [34] (see also Supplementary
Methods). ASV abundances were then centered log ratio (CLR)-trans-
formed to account for the compositional nature of sequencing data. The
final feature table was imported into the R package phyloseq [36] for
statistical analyses.

Metagenome sequence analysis
Whole community DNA from three paired sponge and water samples from
the Sooke River were additionally sequenced by shotgun metagenome
sequencing to explore the functional potential of the freshwater sponge
microbiome. Paired-end genomic DNA libraries were prepared using the
Nextera XT DNA Sample Preparation Kit (Illumina Inc., CA, USA). Libraries
were multiplexed and sequenced using the NextSeq platform (Illumina) to
generate 150-bp paired-end reads. Library preparation and sequencing
were performed by the University of British Columbia Sequencing and
Bioinformatics Consortium.
Read quality control was performed in four steps: adapter removal, read

trimming, low complexity read removal, and host sequence removal.
Procedural details for these processing steps are provided in the
Supplementary Methods. Processed, merged reads were assembled with
Megahit v1.0.3 [37], resulting in 1,225,502 contigs with a minimum length
of 200 bp and a maximum length of 258,389 bp (N50= 819 bp). We
additionally recovered and annotated 25 non-redundant metagenome
assembled genomes (MAGs) using the compiled results from three
different genome assembly pipelines as described in the Supplementary
Methods. Protein-coding genes were functionally annotated against the
Clusters of Orthologous Groups (COGs) of Proteins database [38]. For
downstream analyses, the abundance of each gene or COG was imputed
as the abundance of the contig to which it was assigned.

Statistical analysis
All statistical analyses were performed in R 3.6.2 [39] and are described in
detail in the Supplementary Methods. We tested for sponge-specific
bacterial communities (hypothesis #1) by analyzing the 16 S rRNA
amplicon data across our three sample types, independent of river, and
we tested for geographic variation among sampling locations (hypothesis
#2) by comparing the amplicon data across sponge and water samples
separately for our three different rivers. Species richness and Shannon
diversity were calculated for all samples using iNext [40] (see Fig. S4), and
significant differences among sample types and rivers were evaluated
using an ANOVA with Tukey’s post hoc test. We tested for differences in
microbiome composition among sample types and rivers using Aitchison
distance-based permutational analyses of variance (PERMANOVA) and
random forest models. Taxa that were differentially abundant among
sample types and rivers were also identified at the phylum, class, family,
and genus levels by pooling ASVs in common taxa. Differential abundance
was tested using ALDEx2 [41], and p-values were adjusted using the
Benjamini-Hochberg correction. We lastly used Spearman’s correlation to
assess the relationship between ASV relative abundances in sponges
compared to water and biofilm samples. All taxon relative abundances are
reported in percentages as means ± standard deviation, and statistical
significance for all comparisons was defined at p < 0.05.
We expanded our geographic comparison of sponges in different rivers

(hypothesis #2) to include publicly available 16 S rRNA amplicon
sequencing data from 11 other E. muelleri samples collected from North
America and the United Kingdom [17]. These included three unhatched
gemmule samples (clusters of embryonic cells produced as a form of
asexual reproduction), five gemmule samples hatched in a laboratory
setting, and three adult sponges. To minimize any potential noise caused
by different extraction and sequencing methodologies [42, 43], sequen-
cing data from the two experiments were clustered into operational
taxonomic units (OTUs) at 97% identity (see Supplementary Methods).
Samples from the two experiments were then compared using the same
analyses described above.

We used the metagenome data from Sooke River samples to search for
shared functional characteristics among sponge-associated taxa (hypoth-
esis #3). We tested for significant taxonomic and functional differences
between sponges and water samples using Aitchison and Euclidean
distance-based PERMANOVAs, respectively, and identified differentially
abundant COGs using edgeR [44]. Functional categories that were
significantly over-represented among the differentially abundant COGs
were identified using a hypergeometric over-representation test. We also
searched for genomic features linked to taxa implicated in the 16 S rRNA
gene amplicon analysis, including chitin degradation, steroid degradation,
and nitrogen cycle genes, using hidden Markov models (HMMs) or BLASTp
analysis as described in the Supplementary Methods.
We identified key symbiosis features in the MAGs by classifying MAGs as

either sponge- or water-associated based on the sample type in which
they were more relatively abundant. We then compared sponge- and
water-associated MAGs by (1) testing for significant differences in basic
genome features (genome size, etc.); (2) performing PCA on whole-
genome COG profiles to test for broad genomic differences; (3) using
logistic regression models to identify COGs most strongly associated with
sponge-associated MAGs independent of any underlying phylogenetic
differences among taxa; and (4) searching for a “core” set of COGs present
in all sponge-associated MAGs and a “unique” set of COGs absent from
water-associated MAGs. We also obtained COG profiles for the closest
relatives of our sponge-associated MAGs and used paired t-tests to identify
genomic features enriched in sponge-associated MAGs relative to these
references. These analyses are described in the Supplementary Methods.

RESULTS
We sampled sponges, water, and biofilms from the Sooke,
Nanaimo, and Cowichan Rivers. Due to low DNA yield from some
samples, final sample sizes for statistical analyses were 15, 14, and
8 for sponges, water, and biofilms, respectively. All three rivers
exhibited similar limnological parameters, with the Sooke River
containing slightly more total nitrogen and total dissolved solids
(Table S1). Morphological analysis of sponge spicules confirmed
that the sponges were E. muelleri (Fig. S5), and species
identification was further confirmed by the detection of two
258-bp 16 S rRNA gene amplicons that were present at high
abundances in all sponge samples (>2800 reads per sample) and
shared 100% identity with 16 S rRNA genes in the E. muelleri
mitochondrial genome (Fig. S6). In addition, mitochondrial
genomes assembled from the three Sooke River sponges used
for metagenome sequencing were 99.8% identical to the
published E. muelleri mitochondrial genome [45] (Fig. S6).

Microbiome diversity, structure, and composition
We first tested whether the diversity or composition of the
freshwater sponge bacterial microbiome differed from the
ambient environment. Our 16 S rRNA gene sequencing efforts
resulted in 2545 unique ASVs from an average of 18,077 ± 6334
high-quality reads per sample. Based on extrapolated species
richness estimates, sponges hosted an average of 881 ± 215 ASVs
per individual, significantly fewer than both the paired water
samples and adjacent biofilms (Fig. 2a, Table S2, ANOVA F= 9.04,
df= 2, p < 0.001). Shannon diversity was also significantly lower in
sponges than in both water and biofilm samples (Fig. 2b, Table S2;
ANOVA F= 16.73, df= 2, p < 0.001). With respect to community
composition (beta diversity), we observed strong and significant
clustering of sample types (sponge, water, and biofilm) indepen-
dent of sampling location (Fig. 2c; PERMANOVA F= 6.33, df= 2,
R2= 0.27, p < 0.001), with sponges and water also showing
significantly lower multivariate dispersion than biofilms (Table
S3; F= 8.28, df= 2, p= 0.003). These clusters were robust to the
choice of dissimilarity index and were also evident when each
sampling site was evaluated separately (Figs. S7, 8). Random forest
models were able to discriminate sponge samples from water and
biofilms with 97.3% accuracy (Fig. S9).
With respect to individual taxa, ASV relative abundances were

more strongly correlated between sponge and water samples
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(Spearman’s r= 0.384) than between sponges and biofilms
(r= 0.119; Fig. 3), though all samples were dominated by the
same five phyla (Proteobacteria, Bacteroidetes, Actinobacteria,
Verrucomicrobia, and Cyanobacteria; Fig. 4). Overall, sponges
harbored a core microbiome of 92 ASVs present in at least
12 sponge samples (Table S4), as well as 134 ASVs not detected in
water or biofilm samples (Fig. S10, Table S5). Taxa that were
present in the core microbiome and significantly more relatively
abundant in sponges included Comamonas, Diaphorobacter,
Methylotenera, Rhodoferax, Rhodospirillales, and Sediminibacterium

(Table S6). Three of these taxa accounted for 58% of the sponge
microbiome: unclassified Rhodospirillales (22.9% ± 7.4), Sedimini-
bacterium (22.9% ± 19.0), and Comamonas (12.5% ± 7.2). A
sequence similarity analysis using the BLASTN algorithm revealed
that the most abundant Sediminibacterium and Rhodospirillales
sequences closely resembled uncultured bacteria from Lake Baikal
sponges (sequence identities ≥98.42%). Notably, the dominant
Sediminibacterium ASV in sponge-associated communities was
different from the dominant Sediminibacterium ASV in water or
biofilm samples (Table S7).

Fig. 2 Alpha and beta diversity across sponges, water, and biofilms. Boxplots of (a) ASV richness and (b) Shannon diversity calculated via
rarefaction and extrapolation, shown for all samples and for each sampling location. Letters represent significant pairwise contrasts (p < 0.05)
between sample types (sponge, water, biofilm) within each grouping. Pairwise comparisons were performed using Tukey’s HSD post hoc test.
The single biofilm sample from the Cowichan River was not included in any pairwise comparisons, and detailed results for all pairwise
comparisons are presented in Table S2. c Aitchison distance-based ordination showing significant differences among sample types. Colored
lines show 95% confidence ellipses around sample types, and black dashed lines show 95% confidence ellipses around sponge and water
samples separately for each river.

Fig. 3 ASV abundance correlations between sponges and water or biofilms. ASV abundances in sponges were plotted as a function of ASV
abundances in water (left) or biofilms (right). Spearman’s correlation coefficient is given on top of each graph. Colored dots indicate ASVs that
were significantly more abundant in sponges (orange), water (blue) or biofilms (green) after Benjamini-Hochberg correction. Selected ASVs are
labeled with their lowest taxonomic affiliation. Hash marks along the x- and y-axes indicate ASVs with zero abundance in one sample type but
non-zero abundance in the other.
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Geographic variation
We also tested the extent to which the sponge-associated
microbiome was conserved across different freshwater habitats.
Richness estimates for the sponge samples were only marginally
different among rivers (Fig. 2a; ANOVA F= 3.69, df= 2, p= 0.056)
despite considerable variation in water samples among rivers
(F= 92.7, df= 2, p < 0.001). Shannon diversity of both sponge and
water samples varied significantly among rivers (Fig. 2b; F= 15.5,
df= 2, p < 0.001). Overall microbiome composition differed
significantly among sponges from different rivers (Fig. 2c, Fig.
S8; PERMANOVA F= 4.5, df= 2, R2= 0.363, p < 0.001), and
random forest models perfectly discriminated sponges based on
their river of origin (Fig. S9). Our samples also differed in
microbiome composition relative to E. muelleri sponges and
gemmules from a previous study covering a wider geographic
range [17]. ASV richness and diversity estimates were consistent
between samples from both studies; however, the microbiome of
samples from Kenny et al. [17] most closely resembled the
microbiome of biofilms from this study in beta-diversity analyses
(Fig. S11). Gemmule samples from Kenny et al. that were collected
upstream of the Sooke River samples described here were also
microbiologically distinct from our Sooke River sponge samples
(Figs. S12, S13).
In this study, sponges from different rivers could be distin-

guished based on significantly higher relative abundances of
select bacterial taxa: Pseudarcicella, Flavobacterium, and Fluviicola
in Sooke sponges; Polynucleobacter in Nanaimo sponges; and
Sediminibacterium and Parcubacteria in Cowichan sponges (Fig.
S14). There were also 45 ASVs present with ≥0.01% mean relative
abundance in at least four sponges from one river but
undetectable in sponges from the other rivers (Fig. S10). Most of
these “river-specific” ASVs were assigned to Proteobacteria or
Bacteroidetes, and three were not detected in any water or biofilm
samples (Table S8). Notably, among-river differences in the
sponge microbiome were not consistently reflected in water
samples: for example, the relative abundance of Sediminibacterium
varied by 14-fold among sponges from different rivers but was not
significantly different among water samples. Similarly, Cowichan
River sponges contained significantly more Parcubacteria and
Turneriella than other sponges, but these taxa were not
significantly more relatively abundant in Cowichan River water
samples compared to other rivers (Fig. S14).

Functional signatures
We explored the functional potential of the sponge microbiome
by performing shotgun metagenome sequencing on three
sponge and three water samples from the Sooke River. Host and
eukaryotic DNA accounted for 88.8% ± 2.4 of reads from sponge
samples and 0.41% ± 0.15 of reads from water samples (Table S9).
After removing these sequences, we obtained an average of
1.10 ± 0.44 Gbp per sponge sample and 3.29 ± 1.69 Gbp per water
sample. Bacteria comprised >99% of the sequences in each
sample and were distributed among the same dominant phyla as
were the amplicon sequences (Fig. S15).
Metagenome-based taxonomic and functional profiles were

significantly different between sponges and water in ordination
analyses (Fig. S15). Remarkably, 924 of the 4,125 predicted
functions (COGs) in the metagenomes were significantly more
relatively abundant in sponges, including the COG categories
“mobilome: prophages, transposons” and “defense mechanisms”
(Fig. S16; Table S10). In comparison, only 493 COGs were
significantly more relatively abundant in water samples, mostly
related to the COG class “cell motility” (Fig. S16; Table S10). The
most abundant sponge-enriched COGs included bacterial defense
mechanisms (CRISPR proteins, type IV secretion systems, RM
systems, and transposases), eukaryote-like motifs (zinc fingers,
ankyrin repeats, WD40 repeats), glutamine synthetase, and serine/
threonine protein kinase (Fig. 5, Fig. S17). Conversely, the sponge
microbiome was significantly depleted in various drug efflux
pumps and spore/capsule genes (Fig. 5, Fig. S17).
Many sponge-enriched functions were associated with diverse

Proteobacterial lineages, with Alphaproteobacteria carrying most of
the vitamin B12 biosynthesis genes, Comamonadaceae most of the
CRISPR genes, and Burkholderiales and Comamonadaceae most of
the transposase-related genes (Fig. S18). We noted that transposase-
related COGs were also abundant in Bacteroidia, Actinobacteria also
carried many vitamin B12 synthesis genes, and CRISPR genes were
conspicuously absent from Planctomycetes. Sponge-associated
bacteria have been implicated in the nitrogen cycle, and we found
that genes for nitrogen fixation and nitrate reduction were highly
abundant in both sponges and water. Nitrate reduction genes were
more commonly associated with Bacteroidetes in sponge samples
than in water samples (Fig. S19, Table S11).
Differential abundance analysis of COGs assigned to the three

most abundant sponge-associated taxa (Chitinophagaceae,

Fig. 4 Microbial composition of sponge, water, and biofilm samples. Average relative abundances (in percent) of different bacterial phyla
based on ASV counts for each sample type at each of sampling location. The two most abundant phyla, Bacteroidetes and Proteobacteria are
further subdivided into classes.
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Comamonadaceae, and Rhodospirillaceae) showed that sponge-
associated Chitinophagaceae were enriched with transposons,
sponge-associated Comamonadaceae in defense mechanisms
(including CRISPR and intracellular trafficking) and sponge-
associated Rhodospirillaceae in defense mechanisms and cell
motility COGs (Table S12). Sponge-associated Sediminbacterium
contigs did not carry any COGs that were significantly
differentially abundant compared to COGs from water-
associated contigs. Some Sediminibacterium species can
degrade chitin [46] and members of the Comamonas testosteroni
species can degrade steroids [47]; however, there was no
evidence that chitin or steroid degradation genes were enriched
in sponges (Fig. S20).

Metagenome-assembled genomes
Our sequencing efforts also produced 25 medium- to high-quality
MAGs from four of the most abundant bacterial phyla in our study,
including two MAGs assigned to Sediminibacterium (Table S13).
The MAGs collectively encoded 3077 of the 4125 functions found
in the shotgun metagenomes, and twelve of the MAGs were more
relatively abundant in sponge samples (“sponge-associated
MAGs”) (Fig. 6). Sponge-associated MAGs had slightly smaller
genomes with lower GC content than water-associated MAGs,
though these differences were not significant (Table S14). COG
profiles varied significantly among MAGs from different phyla and
were weakly linked with sample association (sponge vs. water) in

both constrained and unconstrained ordination analyses (Fig. S21;
Table S15). All sponge-associated MAGs shared a core genome of
134 COGs that primarily included genes for general cellular
functions such as transcription, translation, and DNA replication
(Table S16).
The phylogenetic diversity, small number, and moderate

completeness values (59–98%) of these MAGs precluded detailed
taxon-wise phylogenomic analysis [48]; however, multiple lines of
evidence demonstrated that sponge-associated MAGs were
generally enriched in many of the same genes implicated in the
shotgun metagenome analysis, including CRISPR-related genes,
vitamin B12 biosynthesis genes, serine/threonine protein kinase,
transposases, and various secretory and transport proteins (Fig. 6).
Specifically, these genes were (i) implicated in logistic regression
models that differentiated sponge- and water-associated MAGs
while controlling for natural genomic differences among phyla
(Figs. S22, S23 and Tables S17, 18); (ii) present among the 25 COGs
that were found in at least four sponge-associated MAGs but
absent from all water-associated MAGs (Tables S18, 19); and (iii)
enriched in sponge-associated MAGs relative to closely related
reference genomes from other freshwater environments (Fig. S24;
Tables S18, S20). Many of these genes were distributed across
MAGs from both Proteobacteria and Bacteroidetes (Fig. 6).
Nutrient metabolisms also varied among MAGs, but nutrient-
cycling genes were not consistently implicated in any tests for
gene enrichment in sponge- or water-associated MAGs. However,

Fig. 5 COGs that were differentially abundant between sponge and water samples. Heat map shows natural log-transformed RPKM values
for a subset of the 1417 COGs that were differentially abundant (log2 fold-change >|1| and Benjamini-Hochberg-adjusted p < 0.05) between
sponge (SKE) and water (SKEW) samples. This subset of COGs was chosen because the associated functions are consistently implicated in
studies of the marine sponge microbiome (e.g., [27, 57, 58, 71]). COGs are organized by general functional categories.
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we noted that Betaproteobacteria and Bacteroidetes MAGs
encoded several carbohydrate degradation pathways, including
chitin degradation, that were largely absent from Alphaproteo-
bacteria MAGs (Fig. S25).

DISCUSSION
We found that bacterial communities associated with the fresh-
water sponge Ephydatia muelleri in Vancouver Island rivers were
(1) significantly different from communities found in ambient
water and adjacent biofilms and (2) largely conserved among
rivers, though they could still be distinguished by their river of
origin based on a small number of microbial features. Metagen-
ome and MAG profiles from a subset of our samples further
showed that (3) freshwater sponge-associated bacteria carry many
of the same genetic signatures that have been considered
indicative of symbiosis in the marine sponge microbiota, including
an abundance of genes related to bacterial defense (e.g., CRISPR-
associated genes, RM systems, and secretion systems) as well as
genes to produce vitamin B12, which is an essential vitamin for
the sponge host [2, 25–27, 29]. Overall, our observation that the
structure, composition, and metagenomic potential of the
E. muelleri microbiome are largely consistent with previous studies
of freshwater sponges in Lake Baikal [7–13] and elsewhere
[14–16, 18–21], and with studies of marine sponge microbiomes
[3, 49–51], supports the existence of evolutionarily conserved
sponge-bacteria associations with ecological implications in
freshwater environments.
The consistent dominance of Sediminibacterium, Rhodospiril-

lales, and Comamonas in the microbiome of healthy E. muelleri,
and the similarities between these sequences and sequences from
sponges in Lake Baikal, suggests that these three taxa likely
participate in geographically conserved host-microbe interactions.
Although contigs and MAGs assigned to these taxa were

universally enriched in defense genes, as is common for sponge
symbionts [52], we found only moderate evidence for lineage-
specific nutrient metabolisms. For example, some Sediminibacter-
ium species can degrade chitin and other complex polymers [46],
which form the skeleton of many marine and freshwater sponges
(reviewed in ref. [53, 54]). We found that chitinase genes were not
significantly enriched in sponges, though we did find that one of
the two sponge-associated Sediminibacterium MAGs encoded
several carbohydrate degradation genes that were absent from
closely related reference genomes.
Sponge-specific metabolic activities in Rhodospirillales and

Comamonas species were equally difficult to identify. Several
members of the Comamonas testosteroni species are known
steroid degraders [47, 55], but steroid degradation genes were
neither significantly enriched in sponges nor present in the two
sponge-associated Comamonadaceae MAGs. Instead, these two
MAGs encoded digestive enzymes for various complex carbohy-
drates and cellulose derivatives, which are a major component of
the dissolved organic matter filtered by sponges [56, 57].
Rhodospirillales have been shown to metabolize sponge-derived
sulfur and nitrogen compounds [58], but genes encoding this
metabolism were not strongly represented in our metagenome or
MAG analyses. Overall, we believe that the absence of strong
signatures for sponge-specific metabolic activity in these taxa,
combined with their consistent genomic signatures of sponge
symbionts, indicates that the sponge-associated representatives of
these taxa may perform similar metabolic activities as their free-
living counterparts but have genetically adapted to their
symbiotic lifestyle. Deeper sequencing to produce more MAGs,
along with metatranscriptomic studies of in situ activity, will be
needed to conclusively assign functions to these highly
abundant taxa.
Although the E. muelleri microbiome was largely conserved

among different rivers, we also found river-specific microbial

Fig. 6 Genomic composition of metagenome-assembled genomes. Relative abundances of each metagenome-assembled genome (MAG) in
sponge and water samples are shown on the left. On the right, the number of copies of each COG in each MAG is shown for select groups of
COGs that were differentially abundant between sponge and water samples (see Fig. 5). Abbreviations: Str. m., structural motifs; R/M,
restriction/modification.
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signatures that were not matched by differences in the ambient
environment. Similar patterns of phylum-level similarity and
phylotype-level variation have been observed in several marine
sponge species across much larger geographic distances
[24, 59–61]. In some cases, site-specific microbial signatures can
be driven by environmental factors; for example, sponges that
receive more sunlight harbor more phototrophic symbionts [62],
and changes in the sponge microbiome help sponges tolerate
lower pH [63]. Although water physicochemical profiles were
broadly similar among our three sample sites, it remains possible
that environmental factors we did not measure, including
variation in light regimes, nutrient inputs, host genotype, and
sponge health, contribute to geographic variation in microbiome
composition (e.g., [23, 24, 51]). Microbial dispersal limitation may
also drive this variation: because the rivers we studied are not
hydrologically connected, microbial dispersal among rivers is
extremely limited, and sponges are mainly exposed to the taxa
present in the river they inhabit.
These river-specific microbial signatures thus raise the addi-

tional question of how E. muelleri acquires its microbial comple-
ment. Sponge-associated bacteria can generally be acquired via a
combination of horizontal transmission directly from the ambient
environment and vertical transmission from parent to progeny
[64–67], though our results implicate horizontal transmission as
the primary mechanism of symbiont acquisition in E. muelleri.
Because E. muelleri reproduces via gemmules, vertically trans-
mitted symbionts would need to be located inside or on the
surface of the gemmule (e.g., [68, 69]). However, the gemmules
sequenced by Kenny et al. [17] most closely resembled the rock-
associated biofilms analyzed here rather than the adult sponges
we surveyed, suggesting that gemmules are primarily colonized
by ambient biofilm-forming bacteria. Moreover, only a small
number of sponge-associated ASVs in our study were absent from
the ambient environment, and the correlation between ASV
abundances in sponge and water samples further suggests that
sponge-associated microbes are acquired from the water. Even so,
the presence of Sediminibacterium sequences in the Sooke River
gemmules analyzed by Kenny et al. [17], and the fact that the
dominant sponge-associated Sediminibacterium ASVs were distinct
from those found in ambient water, hints at the potential for
vertical transmission of select taxa and should be further
investigated.
Our metagenomic and MAG-based analyses additionally

demonstrated that sponge-associated microbes are enriched in
many of the genomic features that are considered indicators of a
symbiotic lifestyle in marine sponge-associated bacteria. Features
that were shared across diverse sponge-associated taxa included
eukaryote-like proteins (e.g., ankyrin repeats and WD40 repeats),
which are believed to mediate sponge-microbe interactions
[25–27] and protect sponge symbionts from being digested by
the host [31], as well as various defense mechanisms against
foreign DNA, such as RM enzymes and CRISPR genes [29, 52]. One
notable exception was the absence of defense-related genes in
Planctomycetes, a finding that has also been reported in marine
sponges and suggests that sponge-associated Planctomycetes
carry some other mechanism for avoiding infection [57]. Sponge-
associated Proteobacteria and Actinobacteria were enriched in
genes for vitamin B12 synthesis, indicating a possible role in
provisioning this essential vitamin to the sponge host. Although
previous genomic analyses have identified biosynthesis genes for
several B-vitamins in marine sponge microbiomes [27, 70], genes
for thiamine (B1), riboflavin (B2), and biotin (B7) biosynthesis were
not differentially abundant between sponges and water in our
study. In addition, most sponge-associated lineages also con-
tained significantly fewer genes for flagellar biosynthesis, which
suggests adaptation to a stationary lifestyle [71]. Overall, the
presence of these genomic signatures in freshwater sponge-
associated bacteria provides strong evidence for mutualistic rather

than commensal associations with sponge hosts or acquisition by
selective filter-feeding.
There were also several features of the sponge microbiomes

that appear to be unique to, and driven by, the freshwater
environment we studied. We found no evidence for enrichment in
sponge-associated bacteria of nitrogen metabolism-related func-
tions, and although nitrifiers and ammonia-oxidizing bacteria are
ubiquitous in marine sponge microbiomes [28, 72], they were
nearly absent from both the sponge and water samples in our
study. Instead, genes for nitrogen fixation and dissimilatory nitrate
reduction, leading to bioavailable ammonium, were over 100
times more abundant than amoA in both sponge and water
samples. In marine sponges, nitrification is associated with
symbiont removal and uptake of ammonia-rich sponge waste
[25, 73, 74]; we hypothesize the ammonium-producing activity in
the freshwater environment arises from the oligotrophic nature of
the system (see Table S1) relative to marine sponge habitats
[75, 76], as both sponge and water bacterial communities
assimilate the scarce supply of inorganic nitrogen. Multidrug
efflux pumps and sporulation-association proteins are also
frequently found to be abundant in marine sponge-associated
bacteria [29, 77, 78] but were less abundant in the E. muelleri
microbiome than the ambient water, indicating that the rivers
may also be less rich in antimicrobial compounds and stressors
than the marine environment.

CONCLUSION
Although marine sponge microbiomes have been the foundation
of sponge microbiome research over the past decades, here we
have shown that the freshwater sponge E. muelleri also harbors a
unique and geographically variable microbiome with genomic
features common to the marine sponge microbiota. Our results
suggest that, as with marine sponges, the freshwater sponge
microbiome may degrade sponge-derived compounds and
provide nutrients to the sponge host while also carrying genes
that enable microbe-eukaryote mutualisms and protect the
bacteria from host immune defenses. These microbial activities
may promote sponge health and, consequently, the health of
freshwater ecosystems, though specific functional relationships
between freshwater sponges and their microbiota remain to be
delineated to more fully understand the ecological and evolu-
tionary significance of these unique and largely understudied
microbial communities.

DATA AVAILABILITY
The raw 16 S rRNA gene amplicon sequences, the shotgun metagenome sequences,
and the assembled MAG sequences obtained in this study have been deposited as a
single project in the NCBI Sequence Read Archive under the accession number
PRJNA526747. The assembled E. muelleri mitochondrial genome has been deposited
to GenBank under the accession number ON734426. The R codes and workspace
required to reproduce all analyses are available from https://github.com/sasugden/
Freshwater_sponge_microbiome.

REFERENCES
1. Yin Z, Zhu M, Davidson EH, Bottjer DJ, Zhao F, Tafforeau P. Sponge grade body

fossil with cellular resolution dating 60 Myr before the Cambrian. Proc Natl Acad
Sci. 2015;112:E1453–E1460.

2. Webster NS, Thomas T. The sponge hologenome. MBio. 2016;7:e00135–16.
3. Hentschel U, Piel J, Degnan SM, Taylor MW. Genomic insights into the marine

sponge microbiome. Nat Rev Microbiol. 2012;10:641–54.
4. van Soest RWM, Boury-Esnault N, Hooper JNA, Rützler K, de Voogd NJ, Alvarez B,

et al. World Porifera Database. http://www.marinespecies.org/porifera.
5. Laport MS, Pinheiro U, da Costa Rachid CTC. Freshwater sponge Tubella variabilis

presents richer microbiota than marine sponge species. Front Microbiol.
2019;10:2799.

6. Manconi R, Pronzato R. Global diversity of sponges (Porifera: Spongillina) in
freshwater. Hydrobiologia. 2008;595:27–33.

S. Sugden et al.

2510

The ISME Journal (2022) 16:2503 – 2512

https://github.com/sasugden/Freshwater_sponge_microbiome
https://github.com/sasugden/Freshwater_sponge_microbiome
http://www.marinespecies.org/porifera


7. Gladkikh AS, Kalyuzhnaya OV, Belykh OI, Ahn TS, Parfenova VV. Analysis of bac-
terial communities of two Lake Baikal endemic sponge species. Microbiology.
2014;83:787–97.

8. Kulakova NV, Sakirko MV, Adelshin RV, Khanaev IV, Nebesnykh IA, Pérez T. Brown
rot syndrome and changes in the bacterial community of the Baikal sponge
Lubomirskia baicalensis. Micro Ecol. 2018;75:1024–34.

9. Kaluzhnaya O, Krivich A, Itskovich V. Diversity of 16S rRNA genes in metagenomic
community of the freshwater sponge Lubomirskia baicalensis. Russ J Genet.
2012;48:855–8.

10. Parfenova V, Terkina I, Kostornova TY, Nikulina IG, Chernykh VI, Maksimova EA.
Microbial community of freshwater sponges in Lake Baikal. Biol Bull.
2008;35:374–9.

11. Belikov S, Belkova N, Butina T, Chernogor L, Kley AM, Nalian A, et al. Diversity and
shifts of the bacterial community associated with Baikal sponge mass mortalities.
PLoS One. 2019;14:e0213926.

12. Petrushin I, Belikov S, Chernogor L. Cooperative interaction of Janthinobacterium
sp. Slb01 and Flavobacterium sp. slb02 in the diseased sponge Lubomirskia bai-
calensis. Int J Mol Sci. 2020;21:8128.

13. Chernogor L, Klimenko E, Khanaev I, Belikov S. Microbiome analysis of healthy
and diseased sponges Lubomirskia baicalensis by using cell cultures of prim-
morphs. PeerJ. 2020;8:e9080.

14. Wilkinson CR. Nutrient translocation from green algal symbionts to the fresh-
water sponge Ephydatia fluviatilis. Hydrobiologia. 1980;75:241–50.

15. Costa R, Keller-Costa T, Gomes NCM, da Rocha UN, van Overbeek L, van Elsas JD.
Evidence for selective bacterial community structuring in the freshwater sponge
Ephydatia fluviatilis. Micro Ecol. 2013;65:232–44.

16. Keller-Costa T, Jousset A, Van Overbeek L, Van Elsas JD, Costa R. The freshwater
sponge Ephydatia fluviatilis harbours diverse Pseudomonas species (Gammapro-
teobacteria, Pseudomonadales) with broad-spectrum antimicrobial activity. PLoS
One. 2014;9:e88429.

17. Kenny NJ, Francis WR, Rivera-Vicéns RE, Juravel K, de Mendoza A, Díez-Vives C,
et al. Tracing animal genomic evolution with the chromosomal-level assembly of
the freshwater sponge Ephydatia muelleri. Nat Commun. 2020;11:3676.

18. Frost TM, Williamson CE. In situ determination of the effect of symbiotic algae on
the growth of the fresh water sponge Spongilla lacustris. Ecology.
1980;61:1361–70.

19. Gernert C, Glöckner FO, Krohne G, Hentschel U. Microbial diversity of the fresh-
water sponge Spongilla lacustris. Micro Ecol. 2005;50:206–12.

20. Gaikwad S, Shouche YS, Gade WN. Microbial community structure of two fresh-
water sponges using Illumina MiSeq sequencing revealed high microbial diver-
sity. AMB Express. 2016;6:40.

21. Rozas EE, Mendes MA, Nascimento CAO, Rodrigues JCV, Albano RM, Custódio MR.
Reduction of RBL–2H3 cells degranulation by nitroaromatic compounds from a
Bacillus strain associated to the Amazonian sponge Metania reticulata. J Mar Biol
Assoc U Kingd. 2016;96:567–72.

22. Marino CM, Pawlik JR, López-Legentil S, Erwin PM. Latitudinal variation in the
microbiome of the sponge Ircinia campana correlates with host haplotype but
not anti-predatory chemical defense. Mar Ecol Prog Ser. 2017;565:53–66.

23. Griffiths SM, Antwis RE, Lenzi L, Lucaci A, Behringer DC, Butler MJ, et al. Host
genetics and geography influence microbiome composition in the sponge Ircinia
campana. J Anim Ecol. 2019;88:1684–95.

24. Easson CG, Chaves-Fonnegra A, Thacker RW, Lopez JV. Host population genetics
and biogeography structure the microbiome of the sponge Cliona delitrix. Ecol
Evol. 2020;10:2007–20.

25. Fan L, Reynolds D, Liu M, Stark M, Kjelleberg S, Webster NS, et al. Functional
equivalence and evolutionary convergence in complex communities of microbial
sponge symbionts. Proc Natl Acad Sci. 2012;109:E1878–E1887.

26. Díez-Vives C, Esteves AIS, Costa R, Nielsen S, Thomas T. Detecting signatures of a
sponge-associated lifestyle in bacterial genomes. Environ Microbiol Rep.
2018;10:433–43.

27. Engelberts JP, Robbins SJ, de Goeij JM, Aranda M, Bell SC, Webster NS. Char-
acterization of a sponge microbiome using an integrative genome-centric
approach. ISME J. 2020;14:1100–10.

28. Zhang F, Jonas L, Lin H, Hill RT. Microbially mediated nutrient cycles in marine
sponges. FEMS Microbiol Ecol. 2019;95:fiz155.

29. Horn H, Slaby BM, Jahn MT, Bayer K, Moitinho-Silva L, Förster F, et al. An
enrichment of CRISPR and other defense-related features in marine sponge-
associated microbial metagenomes. Front Microbiol. 2016;7:1751.

30. Díez-Vives C, Moitinho-Silva L, Nielsen S, Reynolds D, Thomas T. Expression of
eukaryotic-like protein in the microbiome of sponges. Mol Ecol. 2017;26:1432–51.

31. Nguyen MTHD, Liu M, Thomas T. Ankyrin-repeat proteins from sponge symbionts
modulate amoebal phagocytosis. Mol Ecol. 2014;23:1635–45.

32. Moore D, Dowhan D. Purification and concentration of DNA from aqueous
solutions. Curr Protoc Mol Biol. 2002;59:2.1.1–2.1.10.

33. Caporaso JG, Lauber CL, Walters WA, Berg-lyons D, Lozupone CA, Turnbaugh PJ,
et al. Global patterns of 16S rRNA diversity at a depth of millions of sequences
per sample. Proc Natl Acad Sci. 2011;108:4516–22.

34. Sugden SA, St. Clair CC, Stein LY. Individual and site-specific variation in a bio-
geographical profile of the coyote intestinal microbiota. Micro Ecol.
2021;81:240–52.

35. Callahan BJ, Mcmurdie PJ, Rosen MJ, Han AW, Johnson AJA, Holmes SP. DADA2:
High-resolution sample inference from Illumina amplicon data. Nat Methods.
2016;13:581–3.

36. McMurdie PJ, Holmes S. phyloseq: An R package for reproducible interactive
analysis and graphics of microbiome census data. PLoS One. 2013;8:e61217.

37. Li D, Luo R, Liu C-M, Leung C-M, Ting H-F, Sadakane K, et al. MEGAHIT v1.0: A fast
and scalable metagenome assembler driven by advanced methodologies and
community practices. Methods. 2016;102:3–11.

38. Tatusov RL, Galperin MY, Natale DA, Koonin E. The COG database: a tool for
genome-scale analysis of protein functions and evolution. Nucleic Acids Res.
2000;28:33–36.

39. R Core Team. R: A language and environment for statistical computing. 2019.
Vienna, Austria.

40. Hsieh TC, Ma KH, Chao A. iNEXT: an R package for rarefaction and extrapolation of
species diversity (Hill numbers). Methods Ecol Evol. 2016;7:1451–6.

41. Fernandes AD, Reid JNS, Macklaim JM, McMurrough TA, Edgell DR, Gloor GB, et al.
Unifying the analysis of high-throughput sequencing datasets: characterizing
RNA-seq, 16S rRNA gene sequencing and selective growth experiments by
compositional data analysis. Microbiome. 2014;2:15.

42. Epstein HE, Hernandez-Agreda A, Starko S, Baum JK, Vega Thurber R. Inconsistent
patterns of microbial diversity and composition between highly similar sequencing
protocols: a case study with reef-building corals. Front Microbiol. 2021;12:3585.

43. Corcoll N, Österlund T, Sinclair L, Eiler A, Kristiansson E, Backhaus T, et al. Com-
parison of four DNA extraction methods for comprehensive assessment of 16S
rRNA bacterial diversity in marine biofilms using high-throughput sequencing.
FEMS Microbiol Lett. 2017;364:fnx139.

44. Robinson MD, McCarthy DJ, Smyth GK. edgeR: a Bioconductor package for dif-
ferential expression analysis of digital gene expression data. Bioinformatics.
2010;26:139–40.

45. Francis WR, Eitel M, Vargas S, Krebs S, Blum H, Wörheide G. Mitochondrial gen-
omes of the freshwater sponges Spongilla lacustris and Ephydatia cf. muelleri.
Mitochondrial DNA Part B Resour. 2016;1:250–1.

46. Rosenberg E. The Family Chitinophagaceae. In: Rosenberg E, DeLong EF, Lory S,
Stackebrandt E, Thompson F, (eds). The Prokaryotes: Other Major Lineages of
Bacteria and The Archaea. Berlin, Heidelberg: Springer; 2014. p. 493–5.

47. Bergstrand LH, Cardenas E, Holert J, van Hamme JD, Mohn WW. Delineation of
steroid-degrading microorganisms through comparative genomic analysis. MBio.
2016;7:e00166–16.

48. Nelson WC, Tully BJ, Mobberley JM. Biases in genome reconstruction from
metagenomic data. PeerJ. 2020;8:e10119.

49. Moitinho-Silva L, Nielsen S, Amir A, Gonzalez A, Ackermann GL, Cerrano C, et al.
The sponge microbiome project. Gigascience. 2017;6:gix077.

50. Hardoim CCP, Costa R, Araújo FV, Hajdu E, Peixoto R, Lins U, et al. Diversity of
bacteria in the marine sponge Aplysina fulva in Brazilian coastal waters. Appl
Environ Microbiol. 2009;75:3331–43.

51. Souza DT, Genuario DB, Silva FSP, Pansa CC, Kavamura VN, Moraes FC, et al.
Analysis of bacterial composition in marine sponges reveals the influence of host
phylogeny and environment. FEMS Microbiol Ecol. 2017;93:fiw204.

52. Slaby BM, Hackl T, Horn H, Bayer K, Hentschel U. Metagenomic binning of a
marine sponge microbiome reveals unity in defense but metabolic specialization.
ISME J. 2017;11:2465–78.

53. Wysokowski M, Petrenko I, Stelling AL, Stawski D, Jesionowski T, Ehrlich H. Por-
iferan chitin as a versatile template for extreme biomimetics. Polym (Basel).
2015;7:235–65.

54. Ehrlich H, Kaluzhnaya OV, Brunner E, Tsurkan MV, Ereskovsky A, Ilan M, et al.
Identification and first insights into the structure and biosynthesis of chitin from
the freshwater sponge Spongilla lacustris. J Structual Biol. 2013;183:474–83.

55. Liu L, Zhu W, Cao Z, Xu B, Wang G, Luo M. High correlation between genotypes
and phenotypes of environmental bacteria Comamonas testosteroni strains. BMC
Genomics. 2015;16:110.

56. Rix L, de Goeij JM, van Oevelen D, Struck U, Al-Horani FA, Wild C, et al. Differential
recycling of coral and algal dissolved organic matter via the sponge loop. Funct
Ecol. 2017;31:778–89.

57. Robbins SJ, Song W, Engelberts JP, Glasl B, Slaby BM, Boyd J, et al. A genomic
view of the microbiome of coral reef demosponges. ISME J. 2021;15:1641–54.

58. Karimi E, Slaby BM, Soares AR, Blom J, Hentschel U, Costa R. Metagenomic binning
reveals versatile nutrient cycling and distinct adaptive features in alphaproteo-
bacterial symbionts of marine sponges. FEMS Microbiol Ecol. 2018;94:fiy074.

S. Sugden et al.

2511

The ISME Journal (2022) 16:2503 – 2512



59. Luter HM, Widder S, Botté ES, Abdul Wahab M, Whalan S, Moitinho-Silva L, et al.
Biogeographic variation in the microbiome of the ecologically important sponge,
Carteriospongia foliascens. PeerJ. 2015;3:e1435.

60. Luter HM, Whalan S, Webster NS. Thermal and sedimentation stress are unlikely
causes of brown spot syndrome in the coral reef sponge, Ianthella basta. PLoS
One. 2012;7:e39779.

61. Simister R, Taylor MW, Rogers KM, Schupp PJ, Deines P. Temporal molecular and
isotopic analysis of active bacterial communities in two New Zealand sponges.
FEMS Microbiol Ecol. 2013;85:195–205.

62. Thinesh T, Meenatchi R, Pasiyappazham R, Jose PA, Selvan M, Kiran GS, et al.
Short-term in situ shading effectively mitigates linear progression of coral-killing
sponge Terpios hoshinota. PLoS One. 2017;12:e0182365.

63. Ribes M, Calvo E, Movilla J, Logares R, Coma R, Pelejero C. Restructuring of the
sponge microbiome favors tolerance to ocean acidification. Environ Microbiol
Rep. 2016;8:536–44.

64. de Oliveira BFR, Freitas-Silva J, Sánchez-Robinet C, Laport MS. Transmission of the
sponge microbiome: moving towards a unified model. Environ Microbiol Rep.
2020;12:619–38.

65. Ebert D. The epidemiology and evolution of symbionts with mixed-mode
transmission. Annu Rev Ecol Evol Syst. 2013;44:623–43.

66. Wu S, Ou H, Liu T, Wang D, Zhao J. Structure and dynamics of microbiomes
associated with the marine sponge Tedania sp. during its life cycle. FEMS
Microbiol Ecol. 2018;94:fiy055.

67. Oliveira BFR, Lopes IR, Canellas ALB, Muricy G, Dobson ADW, Laport MS. Not that
close to mommy: horizontal transmission seeds the microbiome associated with
the marine sponge plakina cyanorosea. Microorganisms. 2020;8:1978.

68. Gloeckner V, Lindquist N, Schmitt S, Hentschel U. Ectyoplasia ferox, an experi-
mentally tractable model for vertical microbial transmission in marine sponges.
Micro Ecol. 2013;65:462–74.

69. Simpson TL, Gilbert JJ. Gemmulation, gemmule hatching, and sexual reproduc-
tion in fresh-water sponges - I. The life cycle of Spongilla lacustris and Tubella
pennsylvanica. Trans Am Microsc Soc. 1973;92:422–33.

70. Karimi E, Keller-Costa T, Slaby BM, Cox CJ, da Rocha UN, Hentschel U, et al.
Genomic blueprints of sponge-prokaryote symbiosis are shared by low abundant
and cultivatable Alphaproteobacteria. Sci Rep. 2019;9:1999.

71. Karimi E, Ramos M, Gonçalves JMS, Xavier JR, Reis MP, Costa R. Comparative
metagenomics reveals the distinctive adaptive features of the Spongia officinalis
endosymbiotic consortium. Front Microbiol. 2017;8:2499.

72. Cardoso JFMF, Van Bleijswijk JDL, Witte H, Van Duyl FC. Diversity and abundance
of ammonia-oxidizing Archaea and Bacteria in tropical and cold-water coral reef
sponges. Aquat Microb Ecol. 2013;68:215–30.

73. Schläppy ML, Schöttner SI, Lavik G, Kuypers MMM, de Beer D, Hoffmann F. Evi-
dence of nitrification and denitrification in high and low microbial abundance
sponges. Mar Biol. 2010;157:593–602.

74. Bayer K, Moitinho-Silva L, Brümmer F, Cannistraci CV, Ravasi T, Hentschel U.
GeoChip-based insights into the microbial functional gene repertoire of marine
sponges (high microbial abundance, low microbial abundance) and seawater.
FEMS Microbiol Ecol. 2014;90:832–43.

75. Tanaka Y, Miyajima T, Watanabe A, Nadaoka K, Yamamoto T, Ogawa H. Dis-
tribution of dissolved organic carbon and nitrogen in a coral reef. Coral Reefs.
2011;30:533–41.

76. Simister R, Taylor MW, Tsai P, Webster NS. Sponge-microbe associations survive
high nutrients and temperatures. PLoS One. 2012;7:e52220.

77. Bayer K, Busch K, Kenchington E, Beazley L, Franzenburg S, Michels J, et al.
Microbial strategies for survival in the glass sponge Vazella pourtalesii. mSystems.
2020;5:e00473–20.

78. Phelan RW, O’Halloran JA, Kennedy J, Morrissey JP, Dobson ADW, O’Gara F, et al.
Diversity and bioactive potential of endospore-forming bacteria cultured from
the marine sponge Haliclona simulans. J Appl Microbiol. 2012;112:65–78.

ACKNOWLEDGEMENTS
SS would like to thank Sally Leys (Department of Biological Sciences, University of
Alberta) for instruction in how to sample and fix sponges and Arlene Oatway
(Department of Biological Sciences, University of Alberta) for assistance with
microscopy. This work was supported by the BMBF-funded de.NBI Cloud within the
German Network for Bioinformatics Infrastructure (de.NBI) (031A532B, 031A533A,
031A533B, 031A534A, 031A535A, 031A537A, 031A537B, 031A537C, 031A537D,
031A538A).

AUTHOR CONTRIBUTIONS
SS and LYS conceived the project idea and designed the study. SS and JH collected
the samples. SS processed the 16 S rRNA sequencing data, performed statistical
analysis of the metagenome data, and wrote the manuscript. JH performed the
bioinformatic analysis of the assembled metagenome data, assembled and
characterized the MAGs, assisted with writing, and edited the manuscript. EC
performed the bioinformatic analysis of the raw metagenome sequencing data.
WWM and LYS funded and supervised the work and edited the manuscript. All
authors read and approved the final manuscript.

FUNDING
This study was funded by two Discovery Grants from the Natural Sciences and
Engineering Research Council (NSERC) of Canada awarded to LYS and WWM. The
funders had no role in study design, data collection, or analysis, or in submission of
the work for publication.

COMPETING INTERESTS
The authors declare no competing interests.

ADDITIONAL INFORMATION
Supplementary information The online version contains supplementary material
available at https://doi.org/10.1038/s41396-022-01296-7.

Correspondence and requests for materials should be addressed to Scott Sugden.

Reprints and permission information is available at http://www.nature.com/
reprints

Publisher’s note Springer Nature remains neutral with regard to jurisdictional claims
in published maps and institutional affiliations.

Springer Nature or its licensor holds exclusive rights to this article under a publishing
agreement with the author(s) or other rightsholder(s); author self-archiving of the
accepted manuscript version of this article is solely governed by the terms of such
publishing agreement and applicable law.

S. Sugden et al.

2512

The ISME Journal (2022) 16:2503 – 2512

https://doi.org/10.1038/s41396-022-01296-7
http://www.nature.com/reprints
http://www.nature.com/reprints

	Microbiome of the freshwater sponge Ephydatia muelleri shares compositional and functional similarities with those of marine sponges
	Introduction
	Materials and methods
	Sample collection
	DNA extraction
	16S rRNA gene sequencing and analysis
	Metagenome sequence analysis
	Statistical analysis

	Results
	Microbiome diversity, structure, and composition
	Geographic variation
	Functional signatures
	Metagenome-assembled genomes

	Discussion
	Conclusion
	References
	Acknowledgements
	Author contributions
	Funding
	Competing interests
	ADDITIONAL INFORMATION




