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• Coral-forest microbiomes are highly sensi-
tive to thermal anomaly amplitude.

• Heatwaves increase the abundance and
microbial diversity in coral forests.

• Heatwaves reduce dominant bacteria and
increase opportunistic ones in corals.

• Microbiome shift is directly linked to
heatwave not to coral necrosis.

• Microbiome alteration is a relevant indica-
tor to predict coral-forest decline.
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Global warming is causing the increase in intensity and frequency of heatwaves, which are often associated with mass
mortality events ofmarine organisms from shallowandmesophotic rocky habitats, including gorgonians and other ses-
sile organisms.We investigated themicrobiome responses of the gorgonians Paramuricea clavata, Eunicella cavolini, and
the red coral Corallium rubrum to the episodic temperature anomalies detected in the North Western Mediterranean,
during August 2011. Although the investigated corals showed no signs of visible necrosis, the abundance of associated
Bacteria and Archaea increased with increasing seawater temperature, suggesting their temperature-dependent prolif-
eration. Coral microbiomes were highly sensitive to thermal anomaly amplitude and exhibited increased bacterial di-
versity to greater thermal shifts. This effect was explained by the decline of dominant bacterial members and the
increase of new, rare and opportunistic taxa, including pathogens, revealing a direct effect of heatwave-induced alter-
ation of the microbiomes and not a secondary consequence of coral necrosis.
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1. Introduction

Marine heatwaves are impacting marine ecosystems worldwide
(Donovan et al., 2021; Frölicher et al., 2018; Smale et al., 2019) with
negative effects on a wide range of organisms (from invertebrates, includ-
ing corals, to marine fishes) (Frölicher and Laufkötter, 2018; Hobday
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et al., 2016) and habitats (Frölicher et al., 2018; Hobday et al., 2016). Since
the 20th century, global warming has determined an increase in intensity,
duration and frequency of marine heatwaves, which have doubled since
1982 (Frölicher et al., 2018; Oliver et al., 2018) and are predicted even to
further increase in the future (Darmaraki et al., 2019; Frölicher and
Laufkötter, 2018; Oliver et al., 2019).

Over the last 20 years, the Mediterranean Sea has experienced a dra-
matic increase in massive mortality events of marine organisms (mainly
corals and sponges) (Cerrano et al., 2000; Garrabou et al., 2001; Huete-
Stauffer et al., 2011; Jiménez et al., 2016). These events have been
observed in shallow and mesophotic habitats (i.e., from 50 m to 200 m;
(Cerrano et al., 2010)) and have been particularly intense in the North-
Western Mediterranean, from Italian to Spanish coasts (Calvo et al., 2011;
Di Camillo and Cerrano, 2015; Garrabou et al., 2009).

Several coral species, such as the gorgonians Paramuricea clavata (Risso,
1826), Eunicella cavolini (Koch, 1887), and the red coral Corallium rubrum
(Linnaeus, 1758) have been shown to be among the most vulnerable species
to such episodic climate-driven events (Garrabou et al., 2001; Huete-Stauffer
et al., 2011; Linares et al., 2008). Since these organisms are ecosystem
engineers, which play fundamental roles in rocky subtidal systems (e.g., as
nursery areas and by promoting high biodiversity levels) (Angiolillo and
Canese, 2018; Enrichetti et al., 2019), their loss is particularly dramatic for
the diversity and functioning of hard-bottom habitats (Angiolillo and
Canese, 2018; Gómez-Gras et al., 2021; Verdura et al., 2019).

Corals are holobionts, hosting microbial consortia, which include
archaea, bacteria, fungi, dinoflagellates, and viruses (Ainsworth et al.,
2010; Rosenberg et al., 2007; van Oppen and Blackall, 2019; Wood-
Charlson et al., 2015). The coral microbiome provides key benefits to
these animals, contributing not only to their overall physiological functions,
but also to their health, by contrasting pathogen infections and conferring
tolerance to stressful conditions (Krediet et al., 2013; Peixoto et al., 2017).

Although the biological mechanisms underlying marine mortality
events are largely unknown, previous studies reported that coral mortality
cannot be only due to thermal stress (Kersting et al., 2013; Rivetti et al.,
2014), but also associated with pathogenic outbreaks (Rubio-Portillo
et al., 2014; Vezzulli et al., 2010), which can cause the disruption of the del-
icate equilibria within the coralmicrobiota (Bourne et al., 2009; van Oppen
and Blackall, 2019). The balancewithin the holobiont can indeed be altered
by thermal stress, favouring the colonization of the coral tissue bymicroor-
ganisms present in the surrounding water (Mouchka et al., 2010). At the
same time, recent studies have also suggested that shifts in the microbiome
composition of the reef corals can favour their adaptation to heat stress con-
ditions (Ziegler et al., 2017) or reflect disease resistance (MacKnight et al.,
2021).

Investigations conducted on gorgonian species in absence of thermal
anomalies, reported that microbiomes of Mediterranean octocorals are
rather stable over different seasons and do not change across water depth
(Bayer et al., 2013; Hernandez-Agreda et al., 2017; van de Water et al.,
2016, 2018a, 2018b, 2020). At the same time, a lower thermotolerance
has been reported in deeper coral colonies (Torrents et al., 2008; Pivotto
et al., 2015) although various ecological, physiological and genetic factors
can modulate the response of different populations to marine heatwaves
(Torrents et al., 2008). Therefore, investigating the response of
microbiomes associated with corals to thermal stress can provide useful in-
formation on the tolerance of coral forests to temperature shifts and/or ad-
aptation to ocean warming (Hackerott et al., 2021).

In the present study, we assessed the abundance, community structure
(Bacteria and Archaea) and biodiversity of microbiomes of three octocoral
species (Paramuricea clavata, Eunicella cavolini, and Corallium rubrum) col-
lected in the North-Western Mediterranean Sea during a strong episodic
heatwave event, which occurred in August 2011 (Rivetti et al., 2014).
The investigated species are exposed to a gradient of decreasing tempera-
tures with increasing depth. The availability of long-term information on
temperature profiles offers the opportunity to investigate the potential im-
pact of heatwaves on the microbiomes associated to coral forests (Bayer
et al., 2013; van de Water et al., 2018a, 2018b, 2020) and to better
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understand the biological mechanisms determining their vulnerability to
climate change.

2. Materials and methods

2.1. Study areas and sample collection

Coral samples were collected in the Marine Protected Area (MPA) of
Portofino in the Ligurian Sea (North-Western Mediterranean; Fig. S1).
Coral sampling was conducted on August 2011 in two different sites within
the Portofino area: Punta dell'Indiano (44°17′56.77″ N, 9°10′59.56″ E) and
Punta del Faro (44°17′41.02″ N, 9°13′31.30″ E; Fig. S1). Sampling of spec-
imens of P. clavata, E. cavolini, and C. rubrum was performed along the
natural occurring depth distribution (within the range: 15–70-m depth,
Table S1) through the use of SCUBA TRIMIX technology (Cerrano et al.,
2019). Specimens of P. clavata, E. cavolini, and C. rubrum were collected
from colonies with no signs of tissue injuries or necrosis (Fig. S2a, c and
e) even though some colonies near them started to have damaged tissue
(Fig. S2b and d). In particular, a total of 54 coral fragments, 5 cm long
(n=3 sub-replicates for each colony), were collected from 3 coral colonies
for each of the 3 species and from 2 depths, to ensure a robust experimental
setup and investigate intra-specific and intra-colony differences, while
avoiding excessive harvesting to minimize any potential impact on the
local population of the target species. Fragments were transported in poly-
ethylene tubes to the laboratory and stored at −80 °C until analysis.

2.2. Temperature data

At each site and sampling depth, temperature was measured by using a
temperature probe (HOBO®️Water Temp Pro v2). To assess the potential
temporal fluctuations of seawater temperature in the two investigated sites
of Portofino, we compared the data measured in August 2011 with the
average values detected in August 1979 (from 0 to 80 m; Locarnini et al.,
2018) and in August 1999 (from 0 to about 45-m depth), in August–
September 1993, 1994–1998 and 1999 (at 0 and 35-m depth; Cerrano
et al., 2000) in the same sites (Table S2).

We also compared our datawith themean seawater temperatures of the
Ligurian Sea (World Ocean Database, WOD18, http://www.nodc.noaa.
gov) in the period 1955–2012 (Locarnini et al., 2018). Finally, we com-
pared our values with data (mean, maximum and minimum values) of sea-
water temperature measured from surface down to 80 m in August from
1972 to 2018 in Estartit observatory of the North Western Mediterranean
Sea (Salat et al., 2019, Table S2).

Thermal anomalies of Punta del Faro and Punta dell'indiano (ΔT) were
calculated at different depths in August 2011 by comparison with data
available in the literature and databases.

2.3. Determination of total prokaryotic abundance associated with the corals

Prokaryotic abundance associated with P. clavata, E. cavolini and
C. rubrum was determined according to previous procedures (Danovaro,
2010; Luna et al., 2007), which were slightly modified by adding a step of
ultrasound treatment as described below. Each coral fragment of about
1 cm2 (ca. 50 mg) was crushed and subjected to ultrasound treatment
(Branson Sonifier 2200, 60 W). Then samples were handled under laminar
flowhood to avoid any contamination andwashed twicewith5mLof sterile
artificial seawater pre-filtered through 0.2-μm-syringe filters (Whatman®,
Anotop®, Merck KGaA, Darmstadt, Germany). Coral samples were crushed
for 1 min with sterilized mortar and pestle and then vortexed for 1 min.
They were sonicated three times for 1 min with intervals of 30 s during
which tubesweremanually shaken and left for 1min to allow sedimentation
of the coral material. Three aliquots of the supernatants from each coral
fragment were then collected and diluted using sterile 0.02 μm pre-
filtered seawater. For total prokaryotic counting, subsamples were fixed
by adding 4 mL of 2% formalin, previously buffered with sodium
tetraborate (20 g L−1) and filtered through 0.2 μm pore size filters (black-
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stained polycarbonate filters Whatman®, Nucleopore™, Merck KGaA,
Darmstadt, Germany). The number of total prokaryotes was determined
by epifluorescence microscopy (Zeiss Axioskop 2MOT, Jena, Germany). A
minimum of 400 cells were counted per filter. Prokaryotic abundances
were normalized to the area of the colony, in which each coral branch
was approximated to a cylinder.

2.4. Catalyzed reporter deposition–fluorescence in-situ hybridization (CARD-
FISH)

The abundance of Bacteria and Archaea was assessed by catalyzed re-
porter deposition–fluorescence in-situ hybridization (CARD-FISH; (Teira
et al., 2004)). From each coral colony, one fragment of about 1 cm2 (ca.
50 mg) was collected. After an initial fixation in 1% formalin diluted with
0.2-μm filtered seawater buffered with sodium tetraborate (20 g L−1),
coral fragments were crushed with sterile mortar and pestle, vortexed for
1 min and then sonicated 1 min for three times (Branson Sonifier 2200,
60 W). At the end of each sonication step, samples were manually shaken
for 30 s. Then, samples were incubated for 1 h at room temperature, di-
luted, filtered onto 0.2-μm pore size nucleopore polycarbonate filters
(Whatman® Nuclepore™; Merck KGaA, Darmstadt, Germany) under low
vacuum (<100 mm Hg) and washed with 1% phosphate-buffered saline
(PBS; 145 mM NaCl, 1.4 mM NaH2PO4, 8 mM Na2HPO4; pH 7.6), and
suspended in 1:1 solution of PBS: 96% ethanol. Samples were then dipped
in low-gelling point agarose (0.2% (wt/vol) inMilli-Qwater), dried on Petri
dish at 37 °C, and dehydrated in 95% ethanol. Cell wall permeabilization
was obtained by incubation at 37 °C with lysozyme for Bacteria or protein-
ase K for Archaea (Teira et al., 2004). After washing with Milli-Q and incu-
bation in 0.01 M HCl (20 min at room temperature), filters were then
washed again, dehydrated in 95%ethanol, dried and hybridizedwith oligo-
nucleotide Horseradish Peroxidase (HRP)-labeled probes Eub-mix
(Eub338, Eub338-II and Eub338-III) targeting Bacteria, and Arch915
targeting Archaea. The absence of nonspecific signals was checked using
the NON-338 probe. Hybridization (35 °C for Bacteria, 46 °C for Archaea)
was performed for 2 h. Filters were then washed in preheated buffer
(3 mM NaCl, 5 mM EDTA, 20 mM Tris-HCl and 0.01% w/v) and placed in
PBS (added with 0.05% Triton X-100) and incubated at room temperature
for 15 min. After removal of the buffer, samples were incubated for 30 min
in the dark at 37 °C for Cy3-tyramide (PerkinElmer, Milan, Italy) signal am-
plification.

Samples were counted by epifluorescence microscopy (Zeiss Axioskop
2MOT, Jena, Germany; magnification ×1000) in green light excitation.
For each filter, at least 20 optical fields containing at least a total of 400
cells were counted.

2.5. DNA extraction, amplification and high-throughput sequencing of 16S
rRNA gene

DNA was isolated from E. cavolini and C. rubrum collected at different
depths and subsequently used for 16S rRNA high-throughput sequencing
analysis. Ca. 20 mg of coral tissue (wet weight) from each colony was
scraped from the skeleton by using surgical disposable scalpels (Braun).
Samples were homogenized with a sterile glass stick with 250 μL of
0.02 μm FSW in a sterile Eppendorf® tube. Coral slurries were centrifuged
and total genomic DNA was extracted using Power Soil DNA Isolation kits
according to the manufacturer's instructions (QIAGEN, Hilden, Germany).
Subsequently, DNA was quantified and amplified with primers Bakt_341F
(5′-CCTACGGGNGGCWGCAG-3′) and Bakt_805R (5′-GACTACHVGGGTAT
CTAATCC-3′) (Klindworth et al., 2013), which bind to the E. coli 16S
rDNA gene at positions 340–784 and yield amplicons on the 400–500 bp
range. To assess whether the extracted DNA was amplifiable, PCR analyses
of DNA from coral colonies were carried out by means of the same primer
pairs used for high-throughput sequencing.

The reaction was carried out on the Veriti™ 96-Well Thermal Cycler
(Applied Biosystem, Monza, Italy) in a 25 μL final volume with 10 μL 5×
PrimeSTAR® GXL PCR (Taqara Bio, Mountain View, US) reaction buffer,
3

1 μL dNTP mixture, 0.8 μL Taq (PrimeSTAR® GXL DNA Polymerase),
1 pmol of each oligo, 2 ng of template DNA and nuclease free water pre-
filtrated through a 0.02 μm pore size filter. The PCR program consisted of
a denaturation step at 95 °C for 5 min, 31 cycles at 95 °C for 30 s, 53 °C
for 30 s and 72 °C for 45 s and a final extension step at 72 °C for 5 min.
Successful DNA amplification was verified by 1% agarose gel electrophore-
sis. Negative controls (an aliquot of PCR mix without template DNA)
resulted in no visible amplification products, confirming that samples and
processing techniques were essentially free of contamination.

The same primer pairs were used for high-throughput sequencing.
Paired-end sequencing of 16S rRNA gene contained within the DNA ex-
tracted from E. cavolini was performed with Illumina MiSeq platform and
the MiSeq reagent kit v.2 (Illumina, USA), while single-end sequencing of
16S rRNA gene from C. rubrum samples was performed with Roche Life
Sciences 454 FLX+ platform. Previous investigations based on the use of
the two different sequencing platforms demonstrated that they provide a
comparable view of the microbial diversity (Luo et al., 2012).

2.6. Bioinformatic analyses

To allow us for a comprehensive and detailed comparison of the two
datasets, leftover primer sequences were first removed from both sequenc-
ing runs through the cutadapt program (Martin, 2011). The DADA2 plugin
for the QIIME2 pipeline (Bolyen et al., 2019) was then used to denoise sep-
arately 454 sequences (through the denoise-pyro option) and the forward-
facing files of the MiSeq sequencing run (through the denoise-single option),
truncating sequences in both sequencing runs at 250 bp. Reverse-facing
files were not utilized.

Representative sequences (ASVs) and ASV tables from both denoising
runs were then merged within QIIME2 (with the –p-overlap-method set to
“sum” to sum relative abundance of identical ASVs in the two feature
tables). After merging, ASVs were placed on a reference tree using the q2-
fragment-insertion plugin within QIIME2, which supports the SEPP algo-
rithm (Janssen et al., 2018),which allowed the removal of possibly spurious
ASVs generated by the analysis and to better compare results from different
sequencing platforms. A subset of the SILVA database (Quast et al., 2012)
(release 132) was created through the extract-reads procedure within
QIIME2: database sequences were trimmed to the region amplified by the
primers used and truncated to 250 bp to reflect the ASV size chosen at the
denoising step; sequences from the subsetted database was then used as
an input for subsequent classification steps carried out on themerged repre-
sentative sequences using the classify-consensus-vsearch tool within QIIME2,
with standard parameters (Rognes et al., 2016). Taxonomic information
was used to remove archaeal, eukaryotic, chloroplast and mitochondrial-
related sequences before subsequent analyses. ASVs were aligned and the
alignment used to create a rooted tree within QIIME2 using the
implemented MAFFT and FastTree tools (Katoh and Standley, 2013).

For alpha- and beta-diversity computations, the dataset was first nor-
malized by rarefying at 6000 sequences using the scaling with ranked sub-
sampling (SRS) approach (Beule and Karlovsky, 2020). The rarefied table
was utilized to generate alpha-diversity indices (i.e. ASV richness, Pielou's
evenness, Shannon index, dominance and percentage of singletons on the
total richness).

To assess the impact of heatwaves on coral-forest microbiomes we com-
pared our results with two datasets from C. rubrum and E. cavolini colonies
not subjected to thermal anomalies available in literature (Corinaldesi
et al., 2021; van de Water et al., 2020). In particular, raw sequences of
the microbiomes of E. cavolini, collected at mesophotic depth in November
2016 and May 2017 (PRJNA506661; van de Water et al., 2020), and raw
sequences of microbiomes of C. rubrum collected at 35 m-depth in March
2017 (Corinaldesi et al., 2021) were used for a comparison. These datasets
were selected as they were obtained from colonies of the same sampling
area (Portofino) and based on the use of the same primers, allowing us to
make reliable comparisons.

All these datasets were cleaned and denoised using the denoise-single op-
tion as above before merging with samples from the species investigated in
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the present study. Feature tables and sequences, obtained from the compar-
ison between these microbiomes, were merged.

2.7. Statistical analyses

To test for differences in the investigated variables between different
coral colonies, species andwater depths, permutational analysis of variance
(PERMANOVA) was conducted and the tests were based on matrices of
Euclidean distance (Anderson, 2001). Differences among colonies, species
and water depths of prokaryotic, bacterial and archaeal abundances were
analysed applying different sampling designs. To assess whether the
prokaryotic, bacterial and archaeal abundances significantly changed
among colonies of each species and among different species, we applied a
two-way PERMANOVA test considering colonies (3 levels: colony 1, 2
and 3) and species (3 levels: P. clavata, E. cavolini and C. rubrum) as fixed
and orthogonal factors within the PRIMER-E 7 program. To assess whether
the prokaryotic, bacterial and archaeal abundances changed among species
and water depths, we applied a two-way PERMANOVA test considering
species (3 levels: P. clavata, E. cavolini and C. rubrum) and water depths
(3 levels: 15 m, 35 m and 70 m) as fixed and orthogonal factors. When
significant effects of the considered factors were observed, pair-wise tests
were also carried out to ascertain in which colonies, species or water
depths the significant differences were observed. To determine whether
the prokaryotic, bacterial and archaeal abundances were influenced by
water temperature and/or depth, we carried out linear regression analyses
using the GGPubr package (Kassambara and Kassambara, 2020) in R
(v.4.0.5) and verified the effect of depth on temperature as potential
covariate bymeans of one-way ANCOVA test performed through the rstatix
package.

Statistical analyses on the microbial assemblage structure were carried
out in R (v.4.0.5). In particular, the average contribution of taxa to the
assemblages was calculated using the simper function provided by vegan
(Dixon, 2003) with 999 permutations and tests for the statistical
significance of differences in alpha-diversity analyses were carried out
using the compare_means function provided by GGPubr (Kassambara and
Kassambara, 2020) to carry out ANOVA tests.

Beta-dispersion analysiswas carried through the betadisper function pro-
vided by vegan to evaluate the distance from centroids within each sample
category, and an ANOVA test with a post-hoc Tukey test was carried out on
the beta-dispersion analysis results (within R) to assess the significance of
such distances between sample categories.

3. Results

3.1. Seawater temperature

Temperature values measured during sampling at each site and depth
are reported in Table S1. As expected, values of temperatures decreased sig-
nificantly with increasing water depth (n = 42, F = 35,26 P < 0.001).

The comparison between the temperature values measured at the two
sites of the present study, in August 2011 with historical data (Cerrano
et al., 2000; Locarnini et al., 2018; Salat et al., 2019) is reported in
Table S2 and in Fig. 1A–C. In particular, the comparisons with the average
values reported at Punta del Faro and Punta dell'Indiano in August of the
years 1979, 1993, 1994–1998 and 1999, in the Ligurian Sea in August
from 1955 to 2012, and in the NW Mediterranean from 1972 to 2018 are
illustrated in Fig. 1A, B and C, respectively.

The comparison of temperatures measured at Punta del Faro in August
2011 revealed even higher values than those reported inAugust 1999when
a large-scale massmortality was observed (Cerrano et al., 2000; Fig. 1A). In
August 2011, temperatures were also higher than the monthly average
values reported for both the Ligurian Sea and the NW Mediterranean
(Fig. 1B and C). At these depths, positive thermal anomalies observed at
Punta del Faro were higher than those measured at Punta dell'Indiano
(Table 1). In particular, at Punta del Faro a positive thermal anomaly
greater than 3 °C was recorded down to 70 m-depth (Table 1).
4

3.2. Total prokaryotic abundance associated with corals

Prokaryotic abundances associated with P. clavata (from 2.07±0.74 to
4.03±1.32×107 cells cm−2 of coral surface) did not change significantly
among the three colonies collected at the same depth and between different
depths (Fig. 2; Tables S3–S4–S5).

In both E. cavolini and C. rubrum, no significant differences were ob-
served when prokaryotic abundances were compared among different col-
onies at a given depth. The only exception was reported for C. rubrum
collected at 70-m depth (PERMANOVA, p < 0.05, Table S4).

On the other hand, prokaryotic abundances were significantly higher at
shallower depths than at greater depths for both E. cavolini (6.45±1.27 vs.
1.05 ± 0.29 × 107 cells cm−2 at 15 and 35-m depth, respectively;
PERMANOVA, p = 0.001) and C. rubrum (5.43 ± 2.09 × 106 vs. 1.15 ±
0.67 × 106 cells cm−2 at 30 and 70-m depth, respectively; PERMANOVA
p < 0.05, Table S5).

Overall, the highest prokaryotic abundances were observed in
E. cavolini collected at 15-m depth and the lowest in C. rubrum at 70-m
depth (t-test p < 0.01; Table S6). At 40-m depth, total prokaryotic abun-
dance of P. clavata was significantly higher than in E. cavolini and
C. rubrum (t-test p < 0.01, Table S6). Similarly, at 70-m depth, prokaryotic
abundance of P. clavata was also significantly higher than in C. rubrum
(PERMANOVA, p = 0.001; Table S7). Statistical analyses revealed that
prokaryotic abundances increased significantly with increasing tempera-
ture (n = 39; F = 22.573, p < 0.001, Fig. 3A) even after checking for
water depth as a potential covariate (Table S8).

3.3. Bacteria and Archaea associated with corals

CARD-FISH analyses conducted on all coral species (Fig. 4A–C) revealed
that the abundance of Bacteria was significantly higher than that of Ar-
chaea (PERMANOVA, p < 0.05; Table S9).

Bacteria accounted, on average, for ca. 61% (from 56% in E. cavolini at
35-m depth to 66% in C. rubrum at 70-m depth) of the total prokaryotic
abundance (determined as the sum of bacterial and archaeal abundance).
In E. cavolini, both bacterial and archaeal abundances were significantly
higher at 15-m depth (4.05 ± 0.65 × 106 cells cm−2 and 2.45 ±
0.69 × 106 cells cm−2, respectively) than at 35-m depth (8.16 ± 0.13 ×
105 bacterial cells cm−2 and 6.27 ± 1.16 × 105 archaeal cells cm−2;
PERMANOVA p < 0.001 for both Bacteria and Archaea; Table S10). The
same pattern was observed for C. rubrum (on average: 1.23 ± 0.45 × 106

bacterial cells cm−2 and 7.50 ± 0.29 × 105 archaeal cells cm−2;
PERMANOVA, p< 0.05 and p< 0.001, respectively Table S10). Conversely,
in P. clavata only bacterial abundances (on average: 2.51 ± 0.49 ×
106 cells cm−2) were significantly different at the two depths
(PERMANOVA, p < 0.05 Table S10), while archaeal abundances (on aver-
age: 1.65 ± 0.52 × 106 cells cm−2) were not (PERMANOVA, p = 0.08;
Table S10).

Relationships between temperature and bacterial and archaeal abun-
dances were always significant and positive, also after controlling for
depth as a covariate (n = 51, F = 20.242 for bacteria and F = 11.517
for archaea, p < 0.001; see Fig. 3B–C and Table S8).

3.4. Microbiome taxonomic composition

The number of sequences obtained from C. rubrum samples ranged from
10,318 to 96,320, whereas in E. cavolini they ranged from 110,424 to
552,703. After denoising, non-chimeric sequences from C. rubrum ranged
from 7130 to 66,913, whereas in E. cavolini these ranged from 29,552 to
140,596 (Table S11). In all C. rubrum and E. cavolini samples, rarefaction
curves reached or were close to reaching the plateau selecting 6000 reads
as sequencing depth (Fig. S3).

The 16S rRNA metabarcoding analysis in C. rubrum and E. cavolini
revealed that ASV richness and Shannon index were significantly
lower in C. rubrum (343 ± 292 ASVs and 5.26 ± 2.48, respectively)
than in E. cavolini (1654 ± 511 ASVs and 8.85 ± 0.85, respectively;



Fig. 1. Time series of temperature values along the seawater vertical profile in the Ligurian and NW Mediterranean Seas. Vertical profile of seawater temperatures in the
Portofino area measured on the day of sampling carried out in August 2011 compared with mean values recorded in August 1979 (Locarnini et al., 2018), August–
September 1993, 1994–1998 and August 1999 (Cerrano et al., 2000) (A). Vertical profile of mean, maximum and minimum values of seawater temperature measured in
August from 1955 to 2012 in the Ligurian Sea (http://www.nodc.noaa.gov) (B). Mean, maximum and minimum values of seawater temperature along the depth gradient
in August from 1972 to 2018 measured at the Estartit observatory in the North Western Mediterranean Sea (Salat et al., 2019) (C).
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p-value < 0.05; ANOVA, Table S12). No statistical differences among
samples belonging to the two species were found for the evenness
index.

In C. rubrum and E. cavolini, opposite patterns in ASV richness were
found although the differences were not significant. Shannon index and
evenness were significantly higher (p-value < 0.05) in C. rubrum samples
at 70 m than at 30-m depth (7.35 ± 0.97 vs 3.18 ± 0.37 for the Shannon
index and 0.83± 0.01 vs 0.43± 0.04 for evenness, respectively, Fig. S4a–
c, Table S13). An opposite pattern was found in E. cavolini at the different
depths, but with no statistical differences.
Table 1
Positive anomalies of seawater temperatures in the Ligurian Sea in August 2011.
Ranges of positive anomalies of the temperatures recorded in Punta dell'Indiano e
Punta del Faro in August 2011 compared to the monthly average values recorded
in the Ligurian Sea from 1955 to 2012 (http://www.nodc.noaa.gov, Cerrano
et al., 2000, Locarnini et al., 2018).

Sampling sites Depth (m) Positive temperature anomaly

Punta dell'Indiano 15 0.1–0.7
Punta dell'Indiano 35 0.0–0.7
Punta del Faro 30 1.8–4.1
Punta del Faro 40 0.2–3.6
Punta del Faro 70 3.1–3.7

5

The main bacterial taxa present in C. rubrum at 30-m depth belonged to
Spirochaetaceae (on average 46% of the bacterial assemblage), followed by
Immundisolibacteraceae (on average, 20%), Marinobacteraceae (on average
10%) and Enterobacteriaceae (on average 5%; Fig. 5; Supplementary Mate-
rials). Unclassified Bacteria accounted for ca. 1% of the total bacterial as-
semblage.

Themain bacterial families present in the C. rubrum at 70-m depthwere
Enterobacteriaceae (on average ca. 12%), followed byPseudomonadaceae (on
average 9%) and Actinobacteria (both on average, 7%). Unclassified Bacte-
ria accounted for ca. 10% of the assemblage, while rare taxa for ca. 23%.
The most abundant microbial taxa associated with E. cavolini were
Endozoicomonadaceae (11% and 20% at 15-m and 35-m depth, respec-
tively), uncultured Actinomarinales (on average 8%) and Rhodobacteraceae
(7% at 15 m and 4% at 35 m; Fig. 5). Groups contributing less than 1% to
the assemblage accounted for ca. 40–44%. SIMPER analysis revealed that
the dissimilarity of coral microbiomes among all of the colonies within
the same species (without considering the effect of depth) ranged, on
average, from 19% in E. cavolini to ca. 79% in C. rubrum. The microbiome
composition in different colonies of C. rubrum or E. cavolini at the same
depth was similar for more than 60%. The beta-diversity between
C. rubrum samples collected at 30-m and 70-m depth was 79%, with
Spirochaetaceae, Immundisolibacteraceae, rare taxa, Marinobacteraceae,
unclassified Bacteria, Actinobacteria and Enterobacteriaceae contributing

http://www.nodc.noaa.gov
http://www.nodc.noaa.gov
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up to ca. 72% of the dissimilarity; the beta-diversity between samples
of E. cavolini collected at 15-m and 35-m depth was 19% (with
Endozoicomonadaceae, Rhodobacteraceae and other rare taxa contributing
up to 70% of the dissimilarity).

The beta-diversity between C. rubrum and E. cavolini samples at similar
depths (30–35 m) was 91%, with Spirochaetaceae, rare taxa and
Immundisolibacteraceae contributing up to ca. 56% of the dissimilarity.

Comparative analyses between our data during the heatwave with
those, already published, from samples not subjected to thermal anomalies
(see Materials and methods for details) showed significantly higher ASV
richness (1654 ± 510 vs. 43 ± 26 for E. cavolini and 343 ± 292 vs 26 ±
2 for C. rubrum, p-value < 0.05), evenness (0.83 ± 0.08 vs. 0.30 ± 0.07
for E. cavolini and 0.63± 0.23 vs. 0.41± 0.05 for C. rubrum) and Shannon
index (8.85± 0.85 vs. 1.65± 0.73 for E. cavolini and 5.26± 2.48 vs. 1.93
Fig. 3. Relationships between coral-associated bacteria, archaea, and prokaryotes and t
(B) and archaeal (C) abundances associated with the different coral species collected at d
with each coral species are indicated as different shapes.
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±0.27 for C. rubrum) in our samples. Six taxa contributed for >80% to the
differences between colonies of E. cavolini not subjected to thermal anom-
aly and those collected in the present study: in particular, members of the
Endozoicomonadaceae were responsible for ca. 47% of the variation (91%
in the samples not subjected to thermal anomaly, 11% in the colonies at
15-m depth and 20% in the colonies at 35-m depth; Fig. 6A–C and
Table S14).

For C. rubrum samples, 10 taxa contributed for >80% to the differences,
with Spirochaetaceae accounting for ca. 30% of the variation (61% in the
samples not subjected to thermal anomaly, 46% in colonies at 30 m and
4% in colonies at 70 m; Fig. 6B–D and Table S15).

Beta-dispersion analysis revealed that distance to group centroids was
significantly higher in both species during the thermal anomaly compared
to samples in absence of heatwave (ANOVA, overall p-value < 0.05,
emperature. Relationship between temperature and total prokaryotic (A), bacterial
ifferent depths. For each relationship, r and p-values are reported. Values associated
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Fig. 4. Bacteria and Archaea associated with P. clavata, E. cavolini, C. rubrum. Bacterial and archaeal abundances across the three coral species collected at the different water
depths: (A) P. clavata (at 40 m and 70 m depth), E. cavolini (at 15 m and 35 m depth) and C. rubrum (at 30 m and 70 m depth).
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Fig. S5a). In particular, during the heatwave in the C. rubrum samples at
30-m depth the distance tomedian was 0.22 and for samples at 70-m depth
was 0.33, whereas in the samples in absence of anomaly the distance tome-
dian was 0.05. For E. cavolini, the distance to median for samples at 15-m
depth was 0.26 and at 35-m depth was 0.30, whereas for samples not sub-
jected to thermal anomaly was 0.07.

Themicrobiomes of the C. rubrum colonies unaffected by the thermal
anomaly showed an average dissimilarity of 35% with the colonies at
30-m depth, and of 96% with the colonies at 70 m. The microbiomes of
E. cavolini colonies not subjected to thermal anomaly were, on average,
dissimilar for 89% with colonies at 15-m depth and for 80% with colonies
at 35-m depth (Fig. S5b).

4. Discussion

4.1. The impact of heatwave on the seawater temperatures of the NW
Mediterranean Sea

Massive mortalities of gorgonian corals and other organisms have been
documented in the NW Mediterranean Sea since 1986 (Bavestrello et al.,
1994; Bavestrello and Boero, 1986). In the summer of 1999, a massive
mortality event associated with thermal anomalies completely changed
the seascapes of the Ligurian Sea from the surface down to 40-m depth
(Cerrano et al., 2000). The Mediterranean Sea is undergoing a significant
seawater warming, with an increasing frequency of summer temperature
peaks (Marbà et al., 2015). Temperatures measured in 2011 in the present
7

study suggest the progressive warming of the Ligurian Sea occurring over
the last four decades (Bianchi et al., 2019), and that seawater warming is
not homogeneous in the entire NW Mediterranean (Rivetti et al., 2014).
We also observed an evident positive thermal anomaly in one of the two
sites investigated (Punta del Faro), even at higher depths, down to 70 m,
where such a high temperature shift had never been reported before. In
the other site (i.e., Punta dell'Indiano), the positive thermal anomaly was
instead slighter.

4.2. Microbiome response to temperature changes

There is evidence that microbiomes of octocorals, including C. rubrum,
keep their composition rather stable in the different seasons and along
the bathymetric gradient (Bayer et al., 2013; Hernandez-Agreda et al.,
2017; van de Water et al., 2016, 2018a, 2018b, 2020). At the same time,
other findings suggest that all microbial components are sensitive to shifts
in temperatures and that changes in the coral-microbial association may fa-
vour coral disease (Vanwonterghem and Webster, 2020; Webster et al.,
2016). In particular, prolonged high temperatures (i.e., >18 °C) at depths
of 30 m and beyond, have been reported to induce physiological stress in
gorgonians, causing tissue necrosis and the rise of pathogens (including
Vibrio spp.), which can lead to mass mortality (Bally and Garrabou, 2007).
Furthermore, experimental investigations revealed that in C. rubrum and
E. cavolini, the colonies located at deeper depths showed a lower tolerance
to thermal anomalies than shallower ones, and that the risk of necrosis in-
creases more rapidly in deeper corals exposed to temperature increases
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(Pivotto et al., 2015; Torrents et al., 2008). However, previous studies have
not yet elucidated the biological mechanisms determining mass mortality
events in gorgonians, as it remains unclear whether the rise of pathogens
is a consequence or the cause of necrosis and mortality.

Our study provides the first quantitative results on the microbiomes of
P. clavata, E. cavolini and C. rubrum collected during the heatwave of
2011. Such corals did not show any sign of visible necrosis or disease, al-
though an initial impact on other coral colonies was already evident
(Fig. S2).

The positive relationship between prokaryotic abundance associated
with corals and seawater temperatures suggests that the proliferation of pro-
karyotes is a temperature-dependent phenomenon. CARD-FISH analysis,
provided additional evidence that both bacterial and archaeal abundances
increased along with seawater warming, although the proliferation of pro-
karyotes was primarily due to the increase of Bacteria (representing >56%
of the sum of both Bacteria and Archaea) (Fig. 3).

Current knowledge on the role of Archaea in coral microbiomes is ex-
tremely limited; available results from tropical scleractinian corals, such
as Pocillopora damicornis (Garren and Azam, 2012) and from the mucus of
Porites lobata (Garren and Azam, 2010) indicate the presence of Archaea,
but they do not clarify if they are present in the coral tissue behaving as
diazotrophs (Lesser et al., 2018) or are associated to coral mucus and
then adsorbed on the coral surface (Wild et al., 2004). In some cases,
8

Archaea have been shown to support their hosts by either carrying out am-
monia oxidation or denitrification, depending on oxygen availability
within the mucus layer (Siboni et al., 2008). The relevance of Archaea in
our samples (ca. 40% vs. 5–20% in ambient seawater or sediments
(Danovaro et al., 2015; Karner et al., 2001)) allows us to hypothesize that
they can play an important functional role in the octocorals.

4.3. Heatwave impact on microbiome diversity

Coral-microbiome composition and diversity changed significantly
among the different coral species investigated, as also observed in condi-
tions without thermal anomaly (Robertson et al., 2016; van de Water
et al., 2018b). Changes in terms of microbial taxa associated with different
coral species were expected, also due to their differences in terms of habitat,
trophic strategy and bathymetric distribution (McCauley et al., 2020;
Ziegler et al., 2019). However, previous findings suggested that environ-
mental changes have limited effects on the microbiome composition of
colonies of the same coral species, as revealed by the studies conducted
on the gorgonian E. cavolini and on the red coral (C. rubrum), in which the
alpha-diversity of bacteria in their microbiomes remained stable over dif-
ferent seasons and at different depths (Bayer et al., 2013; van de Water
et al., 2018a, 2018b, 2020). Our results partially contrast with previous
findings on the same coral species since bacterial alpha-diversity of the
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microbiomes of C. rubrum, was higher in the deepest corals (i.e., at 70-m
depth) than in the shallower ones (i.e. 30-m depth), whereas E. cavolini
microbiomes did not change between the two different depths (i.e. at 15
and 35 m). Such patterns were consistent with those of the average ampli-
tude of the thermal shift both at Punta del Faro and in Punta dell'Indiano
9

suggesting that octocoral microbiomes are highly sensitive to positive
temperature anomalies and in particular to the amplitude of the thermal
shift.

The analysis of the taxonomic composition of the coral microbiomes in-
dicated that E. cavoliniwas dominated by the Endozoicomonadaceae family.
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Members of this family have been previously reported as the dominant
components in coral colonies collected from ca. 25 to 60-m depth in several
regions of the Mediterranean (Bayer et al., 2013; van de Water et al., 2017,
2020). The Endozoicomonadaceae family is typically associated with several
coral species across a wide variety of oceanic regions (Neave et al., 2017a,
2017b), and it is considered a stable component of the E. cavolini's
microbiome (van de Water et al., 2018a, 2018b). Bacteria belonging to
Endozoicomonadaceae have key roles since they can contribute to sulfur cy-
cling, protection from pathogens and involvement in nitrogen cycling, pro-
tein and carbohydrate transport (Pantos et al., 2015; Raina et al., 2009; van
deWater et al., 2017). Previous studies on tropical scleractinians corals sug-
gested that Endozoicomonadaceae remain largely unchanged even under
stressed conditions (Ziegler et al., 2019). However, in our study the contri-
bution of this family to the microbiome dropped to negligible values (<1%)
during the heatwave of August 2011, allowing us to hypothesize a high
sensitivity of this bacterial family to temperature shifts.

We also found that in E. cavolini, during the heatwave, Cellvibrionales pro-
vided a negligible contribution to themicrobiomes, unlikewhat has been pre-
viously reported for gorgonians, including E. cavolini (van de Water et al.,
2018a, 2018b). These bacteria are considered key components in these corals
being aerobic, mesophilic, neutrophilic and chemoorganotrophic and able to
use complex carbohydrates and steroids as substrates (Holert et al., 2018;
Spring et al., 2015). Therefore, the decrease in the quantitative relevance of
this family reinforces the hypothesis of a microbiome alteration due to the
marine heatwave of August 2011.

A consistent fraction of the microbiomes of E. cavolini was also charac-
terized by the presence of Actinomarinales and Rhodobacteraceae. The for-
mer are members of bacterioplankton either in temperate and tropical
waters (Mizuno et al., 2015; Weber and Apprill, 2020), and are reported
here for the first time in association with Mediterranean corals, whereas
Rhodobacteraceae have been previously reported in association with either
temperate and tropical corals (La Rivière et al., 2015; Luo et al., 2021)
and include fast-growing opportunistic species that proliferate in stressful
conditions, such as during thermal stress (Cárdenas et al., 2012;
Pootakham et al., 2019; van de Water et al., 2016; Welsh et al., 2017). In
our study, the highest contribution of Rhodobacteraceaewas found in corals
from shallow depths, which were subjected to the highest temperature,
confirming their sensitivity to thermal shifts.

The thermal anomaly caused even more important changes in the
microbiomes of C. rubrum than in the gorgonian E. cavolini. In particular,
in the microbiomes of the deepest red-coral colonies, the contributions of
Spirochaetaceae, commonly present in the octocoral holobionts (van de
Water et al., 2016, 2017), collapsed (from 90 to 10%, in unstressed vs
stressed colonies; Fig. 6B) (van de Water et al., 2018b). Spirochaetales are
typically associated with healthy red-coral colonies, and characterized by
large stability among seasons (Corinaldesi et al., 2021; van de Water
et al., 2016, 2018a, 2018b,). Therefore, their significant decrease at 70-m
depth, where the average temperature anomaly was the most relevant
(Table 1), provides evidence of an impact on the coral microbiome compo-
sition. At the same time, other bacterial members including Enterobacteria-
ceae and Pseudomonadaceae significantly increased (Fig. 6D). The genus
Pseudomonas has been repeatedly associated with octocoral holobionts
(Brück et al., 2007), with some taxa of this genus behaving as opportunistic
pathogens (Chu and Vollmer, 2016; Grottoli et al., 2018). This finding sup-
ports the hypothesis that the health of red corals was compromised during
the heatwave event occurred in August 2011. Similarly, Enterobacteriaceae
have been reported in diseased tropical corals (and their mucus (Beatty
et al., 2019; Beleneva et al., 2005; Daniels et al., 2015)), allowing us to hy-
pothesize that, also in red corals, these bacteria can be causative agents of
disease (Bourne et al., 2016), ultimately leading to coral mortality
(Garrabou et al., 2019).

In the colonies of C. rubrum at 70-m depth, the contribution of bacterial
taxa belonging to the family Vibrionaceae, although very low (<2%), was,
on average, up to 1 order of magnitude higher than in those at 30-m
depth while in E. cavolini, the Vibrionaceae contribution at 15 m and 35-m
depth was very similar. Previous studies have showed a relationship
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between members of the genus Vibrio and global warming (Vezzulli et al.,
2012) and have suggested that Vibrio infections can trigger mass mortality
events in Mediterranean Sea (Martin et al., 2002; Vezzulli et al., 2010).
However, as high abundances ofVibrionaceaehave been reported in already
necrotized gorgonians and at temperature> 22–23 °C (Martin et al., 2002),
the low quantitative relevance of such a bacterial family in the present
study, may be due to the fact that corals were not yet affected by necrosis.
At the same time, the increase in the contribution of this family, in colonies
subject to a wider temperature shift, can be an early warning sign that their
health is deteriorating.

We exclude that the shifts in the microbiome composition observed in
the present study were due to sample starvation and/or to artefacts or sam-
ple contamination (Morris et al., 2019; Vanwonterghem and Webster,
2020; Vezzulli et al., 2010), because coral samples were collected in a
MPA, far from pollution sources and in conditions of adequate food avail-
ability (Doglioli et al., 2004; Misic et al., 2011). In addition, coral samples
weremanipulated in sterile conditions using themost appropriate protocols
to avoid any external microbiological contamination (Danovaro, 2010).
This conclusion is also supported by the lack, in our samples, of any
human pathogen within the family Enterobacteriaceae (which can include
Serratia marcescens, Escherichia coli, Enterococcus faecalis).

The microbiomes of the red-coral colonies living at 70-m depth showed
a clear increase in the relevance of unassigned Bacteria (including those be-
longing to Gammaproteobacteria) and of other rare bacterial taxa, which
are responsible for the high bacterial richness and diversity observed. The
unknown identity of these taxa does not allow us to infer on their functional
role in the coral microbiome, but they might represent an adaptation to
stressful conditions, and even protect the corals from opportunistic and
pathogenic taxa, as previously reported for tropical corals (Glasl et al.,
2016; Reshef et al., 2006). At the same time, we cannot exclude that
some of these unassigned and rare taxa are specifically adapted and se-
lected for living with the red coral at such depths.

The comparison of our microbiomes with those available in literature
for the same species and the same site in periods of non-anomalous temper-
atures (Corinaldesi et al., 2021; van de Water et al., 2020), revealed the
presence of a much higher alpha- and beta-bacterial diversity during the
heatwave. Such a shift in the microbiome diversity of E. cavolini and
C. rubrum during thermal anomaly was consistently due to the decrease of
Endozoicomonadaceae and Spirochaetaceae (i.e. considered the respective
core taxa), and to the increase of other rare taxa (van de Water et al.,
2016, 2018a, 2018b). However, the impact of heatwaves on microbiomes
reported here was obtained only through a post hoc analysis. In addition,
the patterns of similarity between such microbiomes were not consistent
across depths and sites, therefore we cannot exclude that other factors,
such as the different genotypes and local adaptation of the microbial taxa,
the degree of flexibility of the holobiont structure, specific acclimatization
processes and thermotolerance to different depths (Neave et al., 2017a,
2017b; van de Water et al., 2020) could have promoted the presence of
specific rare taxa, thus contributing to influence the whole holobiont.

5. Conclusions

Our data suggest that the thermal anomaly observed in 2011 likely had
a major impact on coral microbiomes down to 70-m depth. The tempera-
ture anomaly caused a shift towards a new adaptive state of the holobiont
by increasing the abundance of Bacteria and Archaea and alpha and beta-
bacterial diversity. At the same time, the relevance of the dominant taxa de-
creased, thus allowing the proliferation of potential pathogens and a large
fraction of unknown and rare taxa. The increase of opportunistic and path-
ogenic bacteria during the thermal anomaly can be considered an early
warning indicator of the worsening of the health conditions of the corals,
before than any necrosis can be detected. This study provides new insights
into the diversity and composition of coral microbiomes and their sensitiv-
ity to thermal anomalies, and suggests that bacterial pathogens are a direct
effect of the microbiome alteration and not the secondary consequence of
coral necrosis.
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The predicted increase in the intensity and frequency of heatwaves
across seas and oceans caused by climate change (Smale et al., 2019),
along with the high sensitivity of coral holobionts to temperature shifts,
suggest that coral forests are under threat, in either shallow andmesophotic
habitats.

CRediT authorship contribution statement

Ci. Co., Ca. Ce., A.D. and R.D. conceived the study. Ca. Ce. provided
samples for the study. S.V. and M.T. drafted the first version of the manu-
script. M.T. performed bioinformatic analyses on microbiomes. C.C., S.V.,
M.T., A.D., S.C. contributed to data elaboration and interpretation. All au-
thors contributed to manuscript preparation and to the final version.

Declaration of competing interest

The authors declare that they have no known competing financial inter-
ests or personal relationships that could have appeared to influence the
work reported in this paper.

Acknowledgements

We thank Dr. Nicole Monfredini and Dr. Carla Huete-Stauffer for the
support in laboratory analyses. This study has been conducted in the frame-
work of the National Flag Project RITMARE (Marine Italian Research,
www.ritmare.it), and supported by the DGENV project IDEM (Implementa-
tion of the MSFD to the DeepMediterranean Sea; contract EU No 11.0661/
2017/750680/SUB/EN V.C2). This work was also financially supported by
the EU project MERCES (Grant agreement No 689518).

Appendix A. Supplementary data

Supplementary data to this article can be found online at https://doi.
org/10.1016/j.scitotenv.2022.153701.

References

Ainsworth, T.D., Thurber, R.V., Gates, R.D., 2010. The future of coral reefs: a microbial per-
spective. Trends Ecol. Evol. 25, 233–240. https://doi.org/10.1016/j.tree.2009.11.001.

Anderson, M.J., 2001. Permutation tests for univariate or multivariate analysis of variance
and regression. Can. J. Fish. Aquat. Sci. 58, 626–639. https://doi.org/10.1139/cjfas-58-
3-626.

Angiolillo, M., Canese, S., 2018. Deep Gorgonians and corals of the Mediterranean Sea. In:
Duque, C., Camacho, E.T. (Eds.), Corals in a Changing World. InTech, pp. 29–49
https://doi.org/10.5772/intechopen.69686.

Bally, M., Garrabou, J., 2007. Thermodependent bacterial pathogens and mass mortalities in
temperate benthic communities: a new case of emerging disease linked to climate
change. Glob. Chang. Biol. 13, 2078–2088. https://doi.org/10.1111/j.1365-2486.2007.
01423.x.

Bavestrello, G., Boero, F., 1986. Necrosi e rigenerazione in eunicella cavolinii (Anthozoa,
Cnidaria) in mar ligure. Boll. Mus. Ist. Biol. Univ. Genova 52, 295–300.

Bavestrello, G., Bertone, S., Cattaneo-Vietti, R., Cerrano, C., Gaino, E., Zanzi, D., 1994. Mass
mortality of Paramuricea clavata (Anthozoa, Cnidaria) on Portofino promontory cliffs, Li-
gurian Sea, Mediterranean Sea. Mar. Life 4, 15–19.

Bayer, T., Arif, C., Ferrier-Pagès, C., Zoccola, D., Aranda, M., Voolstra, C.R., 2013. Bacteria of
the genus endozoicomonas dominate the microbiome of the Mediterranean gorgonian
coral eunicella cavolini. Mar. Ecol. Prog. Ser. 479, 75–84. https://doi.org/10.3354/
meps10197.

Beatty, D.S., Valayil, J.M., Clements, C.S., Ritchie, K.B., Stewart, F.J., Hay, M.E., 2019. Vari-
able effects of local management on coral defenses against a thermally regulated
bleaching pathogen. Sci. Adv. 5, eaay1048. https://doi.org/10.1126/sciadv.aay1048.

Beleneva, I.A., Dautova, T.I., Zhukova, N.V., 2005. Characterization of communities of hetero-
trophic bacteria associated with healthy and diseased corals in Nha Trang Bay (Vietnam).
Microbiology 74, 579–587. https://doi.org/10.1007/s11021-005-0106-8.

Beule, L., Karlovsky, P., 2020. Improved normalization of species count data in ecology by
scaling with ranked subsampling (SRS): application to microbial communities. PeerJ 8,
e9593. https://doi.org/10.7717/peerj.9593.

Bianchi, C.N., Azzola, A., Bertolino, M., Betti, F., Bo, M., Cattaneo-Vietti, R., Cocito, S.,
Montefalcone, M., Morri, C., Oprandi, A., Peirano, A., Bavestrello, G., 2019. Conse-
quences of the marine climate and ecosystem shift of the 1980–90s on the Ligurian Sea
biodiversity. Eur. Zool. J. 86, 458–487. https://doi.org/10.1080/24750263.2019.
1687765.

Bolyen, E., Rideout, J.R., Dillon, M.R., Bokulich, N.A., Abnet, C.C., Al-Ghalith, G.A.,
Alexander, H., Alm, E.J., Arumugam, M., Asnicar, F., Bai, Y., Bisanz, J.E., Bittinger, K.,
11
Brejnrod, A., Brislawn, C.J., Brown, C.T., Callahan, B.J., Caraballo-Rodríguez, A.M.,
Chase, J., Cope, E.K., Da Silva, R., Diener, C., Dorrestein, P.C., Douglas, G.M., Durall,
D.M., Duvallet, C., Edwardson, C.F., Ernst, M., Estaki, M., Fouquier, J., Gauglitz, J.M.,
Gibbons, S.M., Gibson, D.L., Gonzalez, A., Gorlick, K., Guo, J., Hillmann, B., Holmes, S.,
Holste, H., Huttenhower, C., Huttley, G.A., Janssen, S., Jarmusch, A.K., Jiang, L.,
Kaehler, B.D., Kang, K.Bin, Keefe, C.R., Keim, P., Kelley, S.T., Knights, D., Koester, I.,
Kosciolek, T., Kreps, J., Langille, M.G.I., Lee, J., Ley, R., Liu, Y.X., Loftfield, E.,
Lozupone, C., Maher, M., Marotz, C., Martin, B.D., McDonald, D., McIver, L.J., Melnik,
A.V., Metcalf, J.L., Morgan, S.C., Morton, J.T., Naimey, A.T., Navas-Molina, J.A.,
Nothias, L.F., Orchanian, S.B., Pearson, T., Peoples, S.L., Petras, D., Preuss, M.L.,
Pruesse, E., Rasmussen, L.B., Rivers, A., Robeson, M.S., Rosenthal, P., Segata, N.,
Shaffer, M., Shiffer, A., Sinha, R., Song, S.J., Spear, J.R., Swafford, A.D., Thompson,
L.R., Torres, P.J., Trinh, P., Tripathi, A., Turnbaugh, P.J., Ul-Hasan, S., van der Hooft,
J.J.J., Vargas, F., Vázquez-Baeza, Y., Vogtmann, E., von Hippel, M., Walters, W., Wan,
Y., Wang, M., Warren, J., Weber, K.C., Williamson, C.H.D., Willis, A.D., Xu, Z.Z.,
Zaneveld, J.R., Zhang, Y., Zhu, Q., Knight, R., Caporaso, J.G., 2019. Reproducible, inter-
active, scalable and extensible microbiome data science using QIIME 2. Nat. Biotechnol.
37, 852–857. https://doi.org/10.1038/s41587-019-0209-9.

Bourne, D.G., Garren, M., Work, T.M., Rosenberg, E., Smith, G.W., Harvell, C.D., 2009. Micro-
bial disease and the coral holobiont. Trends Microbiol. 17, 554–562. https://doi.org/10.
1016/j.tim.2009.09.004.

Bourne, D.G., Morrow, K.M., Webster, N.S., 2016. Insights into the coral microbiome: under-
pinning the health and resilience of reef ecosystems. Annu. Rev. Microbiol. 70, 317–340.
https://doi.org/10.1146/annurev-micro-102215-095440.

Brück, T.B., Brück, W.M., Santiago-Vázquez, L.Z., McCarthy, P.J., Kerr, R.G., 2007. Diversity
of the bacterial communities associated with the azooxanthellate deep water octocorals
leptogorgia minimata, Iciligorgia schrammi, and swiftia exertia. Mar. Biotechnol. 9,
561–576. https://doi.org/10.1007/s10126-007-9009-1.

Calvo, E., Simó, R., Coma, R., Ribes, M., Pascual, J., Sabatés, A., Gili, J., Pelejero, C., 2011. Ef-
fects of climate change on Mediterranean marine ecosystems: the case of the Catalan Sea.
Clim. Res. 50, 1–29. https://doi.org/10.3354/cr01040.

Cárdenas, A., Rodriguez-R, L.M., Pizarro, V., Cadavid, L.F., Arévalo-Ferro, C., 2012. Shifts in
bacterial communities of two caribbean reef-building coral species affected by white
plague disease. ISME J. 6, 502–512. https://doi.org/10.1038/ismej.2011.123.

Cerrano, C., Bavestrello, G., Bianchi, C.N., Cattaneo-vietti, R., Bava, S., Morganti, C., Morri, C.,
Picco, P., Sara, G., Schiaparelli, S., Siccardi, A., Sponga, F., 2000. A catastrophic mass-
mortality episode of gorgonians and other organisms in the Ligurian Sea (North-Western
Mediterranean), summer 1999. Ecol. Lett. 3, 284–293. https://doi.org/10.1046/j.1461-
0248.2000.00152.x.

Cerrano, C., Danovaro, R., Gambi, C., Pusceddu, A., Riva, A., Schiaparelli, S., 2010. Gold coral
(Savalia savaglia) and gorgonian forests enhance benthic biodiversity and ecosystem
functioning in the mesophotic zone. Biodivers. Conserv. 19, 153–167. https://doi.org/
10.1007/s10531-009-9712-5.

Cerrano, C., Bastari, A., Calcinai, B., Di Camillo, C., Pica, D., Puce, S., Valisano, L., Torsani, F.,
2019. Temperate mesophotic ecosystems: gaps and perspectives of an emerging conser-
vation challenge for the Mediterranean Sea. Eur. Zool. J. 86, 370–388. https://doi.org/
10.1080/24750263.2019.1677790.

Chu, N.D., Vollmer, S.V., 2016. Caribbean corals house shared and host-specific microbial
symbionts over time and space. Environ. Microbiol. Rep. 8, 493–500. https://doi.org/
10.1111/1758-2229.12412.

Corinaldesi, C., Canensi, S., Dell’Anno, A., Tangherlini, M., Di Capua, I., Varrella, S., Willis,
T.J., Cerrano, C., Danovaro, R., 2021. Multiple impacts of microplastics can threaten ma-
rine habitat-forming species. Commun. Biol. 4, 431. https://doi.org/10.1038/s42003-
021-01961-1.

Daniels, C.A., Baumgarten, S., Yum, L.K., Michell, C.T., Bayer, T., Arif, C., Roder, C., Weil, E.,
Voolstra, C.R., 2015. Metatranscriptome analysis of the reef-building coral orbicella
faveolata indicates holobiont response to coral disease. Front. Mar. Sci. 2, 62. https://
doi.org/10.3389/fmars.2015.00062.

Danovaro, R., 2010. Methods for the Study of Deep-Sea Sediments, Their Functioning and Bio-
diversity, Methods for the Study of Deep-Sea Sediments, Their Functioning and Biodiver-
sity. CRC Press https://doi.org/10.1201/9781439811382.

Danovaro, R., Corinaldesi, C., Rastelli, E., Dell’Anno, A., 2015. Towards a better quantitative as-
sessment of the relevance of deep-sea viruses, bacteria and archaea in the functioning of
the ocean seafloor. Aquat. Microb. Ecol. 75, 81–90. https://doi.org/10.3354/ame01747.

Darmaraki, S., Somot, S., Sevault, F., Nabat, P., Cabos Narvaez, W.D., Cavicchia, L.,
Djurdjevic, V., Li, L., Sannino, G., Sein, D.V., 2019. Future evolution of marine heatwaves
in the Mediterranean Sea. Clim. Dyn. 53, 1371–1392. https://doi.org/10.1007/s00382-
019-04661-z.

Di Camillo, C.G., Cerrano, C., 2015. Mass mortality events in the NW Adriatic Sea: phase shift
from slow- to fast-growing organisms. PLoS One 10, e0126689. https://doi.org/10.1371/
journal.pone.0126689.

Dixon, P., 2003. VEGAN, a package of R functions for community ecology. J. Veg. Sci. https://
doi.org/10.1111/j.1654-1103.2003.tb02228.x.

Doglioli, A.M., Griffa, A., Magaldi, M.G., 2004. Numerical study of a coastal current on a steep
slope in presence of a cape: the case of the Promontorio di Portofino. J. Geophys. Res. C
Ocean 109, 1–19. https://doi.org/10.1029/2004JC002422.

Donovan, M.K., Burkepile, D.E., Kratochwill, C., Shlesinger, T., Sully, S., Oliver, T.A.,
Hodgson, G., Freiwald, J., van Woesik, R., 2021. Local conditions magnify coral loss
after marine heatwaves. Science 372, 977–980. https://doi.org/10.1126/science.
abd9464.

Enrichetti, F., Dominguez-Carrió, C., Toma, M., Bavestrello, G., Betti, F., Canese, S., Bo, M.,
2019. Megabenthic communities of the ligurian deep continental shelf and shelf break
(NW Mediterranean Sea). PLoS One 14, e0223949. https://doi.org/10.1371/journal.
pone.0223949.

Frölicher, T.L., Laufkötter, C., 2018. Emerging risks frommarine heat waves. Nat. Commun. 9,
1–4. https://doi.org/10.1038/s41467-018-03163-6.

https://doi.org/10.1016/j.scitotenv.2022.153701
https://doi.org/10.1016/j.scitotenv.2022.153701
https://doi.org/10.1016/j.tree.2009.11.001
https://doi.org/10.1139/cjfas-58-3-626
https://doi.org/10.1139/cjfas-58-3-626
https://doi.org/10.5772/intechopen.69686
https://doi.org/10.1111/j.1365-2486.2007.01423.x
https://doi.org/10.1111/j.1365-2486.2007.01423.x
http://refhub.elsevier.com/S0048-9697(22)00793-8/rf202202041101187326
http://refhub.elsevier.com/S0048-9697(22)00793-8/rf202202041101187326
http://refhub.elsevier.com/S0048-9697(22)00793-8/rf202202041101194391
http://refhub.elsevier.com/S0048-9697(22)00793-8/rf202202041101194391
http://refhub.elsevier.com/S0048-9697(22)00793-8/rf202202041101194391
https://doi.org/10.3354/meps10197
https://doi.org/10.3354/meps10197
https://doi.org/10.1126/sciadv.aay1048
https://doi.org/10.1007/s11021-005-0106-8
https://doi.org/10.7717/peerj.9593
https://doi.org/10.1080/24750263.2019.1687765
https://doi.org/10.1080/24750263.2019.1687765
https://doi.org/10.1038/s41587-019-0209-9
https://doi.org/10.1016/j.tim.2009.09.004
https://doi.org/10.1016/j.tim.2009.09.004
https://doi.org/10.1146/annurev-micro-102215-095440
https://doi.org/10.1007/s10126-007-9009-1
https://doi.org/10.3354/cr01040
https://doi.org/10.1038/ismej.2011.123
https://doi.org/10.1046/j.1461-0248.2000.00152.x
https://doi.org/10.1046/j.1461-0248.2000.00152.x
https://doi.org/10.1007/s10531-009-9712-5
https://doi.org/10.1007/s10531-009-9712-5
https://doi.org/10.1080/24750263.2019.1677790
https://doi.org/10.1080/24750263.2019.1677790
https://doi.org/10.1111/1758-2229.12412
https://doi.org/10.1111/1758-2229.12412
https://doi.org/10.1038/s42003-021-01961-1
https://doi.org/10.1038/s42003-021-01961-1
https://doi.org/10.3389/fmars.2015.00062
https://doi.org/10.3389/fmars.2015.00062
https://doi.org/10.1201/9781439811382
https://doi.org/10.3354/ame01747
https://doi.org/10.1007/s00382-019-04661-z
https://doi.org/10.1007/s00382-019-04661-z
https://doi.org/10.1371/journal.pone.0126689
https://doi.org/10.1371/journal.pone.0126689
https://doi.org/10.1111/j.1654-1103.2003.tb02228.x
https://doi.org/10.1111/j.1654-1103.2003.tb02228.x
https://doi.org/10.1029/2004JC002422
https://doi.org/10.1126/science.abd9464
https://doi.org/10.1126/science.abd9464
https://doi.org/10.1371/journal.pone.0223949
https://doi.org/10.1371/journal.pone.0223949
https://doi.org/10.1038/s41467-018-03163-6


C. Corinaldesi et al. Science of the Total Environment 823 (2022) 153701
Frölicher, T.L., Fischer, E.M., Gruber, N., 2018. Marine heatwaves under global warming. Na-
ture 560, 360–364. https://doi.org/10.1038/s41586-018-0383-9.

Garrabou, J., Perez, T., Sartoretto, S., Harmelin, J., 2001. Mass mortality event in red coral
Corallium rubrum populations in the provence region (France, NW Mediterranean).
Mar. Ecol. Prog. Ser. 217, 263–272. https://doi.org/10.3354/meps217263.

Garrabou, J., Coma, R., Bensoussan, N., Bally, M., Chevaldonné, P., Cigliano, M., Diaz, D.,
Harmelin, J.G., Gambi, M.C., Kersting, D.K., Ledeoux, J.B., Lejeusne, C., Linares, C.,
Marschal, C., Pérez, T., Ribes, M., Romano, J.C., Serrano, E., Teixido, N., Torrents, O.,
Zabala, M., Zuberer, F., Cerrano, C., 2009. Mass mortality in northwesternMediterranean
rocky benthic communities: effects of the 2003 heat wave. Glob. Chang. Biol. 15,
1090–1103. https://doi.org/10.1111/j.1365-2486.2008.01823.x.

Garrabou, J., Gómez-Gras, D., Ledoux, J.B., Linares, C., Bensoussan, N., López-Sendino, P.,
Bazairi, H., Espinosa, F., Ramdani, M., Grimes, S., Benabdi, M., Souissi, J.Ben, Soufi, E.,
Khamassi, F., Ghanem, R., Ocaña, O., Ramos-Esplà, A., Izquierdo, A., Anton, I., Rubio-
Portillo, E., Barbera, C., Cebrian, E., Marbà, N., Hendriks, I.E., Duarte, C.M., Deudero,
S., Díaz, D., Vázquez-Luis, M., Alvarez, E., Hereu, B., Kersting, D.K., Gori, A., Viladrich,
N., Sartoretto, S., Pairaud, I., Ruitton, S., Pergent, G., Pergent-Martini, C., Rouanet, E.,
Teixidó, N., Gattuso, J.P., Fraschetti, S., Rivetti, I., Azzurro, E., Cerrano, C., Ponti, M.,
Turicchia, E., Bavestrello, G., Cattaneo-Vietti, R., Bo, M., Bertolino, M., Montefalcone,
M., Chimienti, G., Grech, D., Rilov, G., Tuney Kizilkaya, I., Kizilkaya, Z., Eda Topçu, N.,
Gerovasileiou, V., Sini, M., Bakran-Petricioli, T., Kipson, S., Harmelin, J.G., 2019. Collab-
orative database to track mass mortality events in the Mediterranean Sea. Front. Mar. Sci.
6, 707. https://doi.org/10.3389/fmars.2019.00707.

Garren, M., Azam, F., 2010. New method for counting bacteria associated with coral mucus.
Appl. Environ. Microbiol. 76, 6128–6133. https://doi.org/10.1128/AEM.01100-10.

Garren, M., Azam, F., 2012. Corals shed bacteria as a potential mechanism of resilience to or-
ganic matter enrichment. ISME J. 6, 1159–1165. https://doi.org/10.1038/ismej.2011.180.

Glasl, B., Herndl, G.J., Frade, P.R., 2016. The microbiome of coral surface mucus has a key
role in mediating holobiont health and survival upon disturbance. ISME J. 10,
2280–2292. https://doi.org/10.1038/ismej.2016.9.

Gómez-Gras, D., Linares, C., Dornelas, M., Madin, J.S., Brambilla, V., Ledoux, J.B., López-
Sendino, P., Bensoussan, N., Garrabou, J., 2021. Climate change transforms the func-
tional identity of Mediterranean coralligenous assemblages. Ecol. Lett. 24, 1038–1051.
https://doi.org/10.1111/ele.13718.

Grottoli, A.G., Martins, P.D., Wilkins, M.J., Johnston, M.D., Warner, M.E., Cai, W.J., Melman,
T.F., Hoadley, K.D., Pettay, D.T., Levas, S., Schoepf, V., 2018. Coral physiology and
microbiome dynamics under combined warming and ocean acidification. PLoS One 13,
e0191156. https://doi.org/10.1371/journal.pone.0191156.

Hackerott, S., Martell, H.A., Eirin-Lopez, J.M., 2021. Coral environmental memory: causes,
mechanisms, and consequences for future reefs. Trends Ecol. Evol. 36, 1011–1023.
https://doi.org/10.1016/j.tree.2021.06.014.

Hernandez-Agreda, A., Gates, R.D., Ainsworth, T.D., 2017. Defining the Core microbiome in
corals’ microbial soup. Trends Microbiol. https://doi.org/10.1016/j.tim.2016.11.003.

Hobday, A.J., Alexander, L.V., Perkins, S.E., Smale, D.A., Straub, S.C., Oliver, E.C.J.,
Benthuysen, J.A., Burrows, M.T., Donat, M.G., Feng, M., Holbrook, N.J., Moore, P.J.,
Scannell, H.A., Sen Gupta, A., Wernberg, T., 2016. A hierarchical approach to defining
marine heatwaves. Prog. Oceanogr. 141, 227–238. https://doi.org/10.1016/j.pocean.
2015.12.014.

Holert, J., Cardenas, E., Bergstrand, L.H., Zaikova, E., Hahn, A.S., Hallam, S.J., Mohn, W.W.,
2018. Metagenomes reveal global distribution of bacterial steroid catabolism in natural,
engineered, and host environments. MBio 9, e02345-17. https://doi.org/10.1128/
mBio.02345-17.

Huete-Stauffer, C., Vielmini, I., Palma, M., Navone, A., Panzalis, P., Vezzulli, L., Misic, C.,
Cerrano, C., 2011. Paramuricea clavata (Anthozoa, Octocorallia) loss in the marine
protected area of tavolara (Sardinia, Italy) due to a mass mortality event. Mar. Ecol. 32,
107–116. https://doi.org/10.1111/j.1439-0485.2011.00429.x.

Janssen, S., McDonald, D., Gonzalez, A., Navas-Molina, J.A., Jiang, L., Xu, Z.Z., Winker, K.,
Kado, D.M., Orwoll, E., Manary, M., Mirarab, S., Knight, R., 2018. Phylogenetic place-
ment of exact amplicon sequences improves associations with clinical information.
mSystems 3. https://doi.org/10.1128/msystems.00021-18.

Jiménez, C., Hadjioannou, L., Petrou, A., Nikolaidis, A., Evriviadou, M., Lange, M.A., 2016.
Mortality of the scleractinian coral Cladocora caespitosa during a warming event in the
Levantine Sea (Cyprus). Reg. Environ. Chang. 16, 1963–1973. https://doi.org/10.
1007/s10113-014-0729-2.

Karner, M.B., DeLong, E.F., Karl, D.M., 2001. Archaeal dominance in the mesopelagic zone of
the Pacific Ocean. Nature 409, 507–510. https://doi.org/10.1038/35054051.

Kassambara, A., Kassambara, M.A., 2020. Package ‘ggpubr.’.
Katoh, K., Standley, D.M., 2013. MAFFT multiple sequence alignment software version 7: im-

provements in performance and usability. Mol. Biol. Evol. 30, 772–780. https://doi.org/
10.1093/molbev/mst010.

Kersting, D.K., Bensoussan, N., Linares, C., 2013. Long-term responses of the endemic reef-
builder Cladocora caespitosa to Mediterranean warming. PLoS One 8, e70820. https://
doi.org/10.1371/journal.pone.0070820.

Klindworth, A., Pruesse, E., Schweer, T., Peplies, J., Quast, C., Horn, M., Glöckner, F.O., 2013.
Evaluation of general 16S ribosomal RNA gene PCR primers for classical and next-
generation sequencing-based diversity studies. Nucleic Acids Res. 41, e1. https://doi.
org/10.1093/nar/gks808.

Krediet, C.J., Ritchie, K.B., Paul, V.J., Teplitski, M., 2013. Coral-associated micro-organisms
and their roles in promoting coral health and thwarting diseases. Proc. R. Soc. B Biol.
Sci. 280, 1–9. https://doi.org/10.1098/rspb.2012.2328.

La Rivière, M., Garrabou, J., Bally, M., 2015. Evidence for host specificity among dominant
bacterial symbionts in temperate gorgonian corals. Coral Reefs 34, 1087–1098. https://
doi.org/10.1007/s00338-015-1334-7.

Lesser, M.P., Morrow, K.M., Pankey, S.M., Noonan, S.H.C., 2018. Diazotroph diversity and ni-
trogen fixation in the coral Stylophora pistillata from the Great Barrier Reef. ISME J. 12,
813–824. https://doi.org/10.1038/s41396-017-0008-6.
12
Linares, C., Coma, R., Zabala, M., 2008. Effects of a mass mortality event on gorgonian repro-
duction. Coral Reefs 27, 27–34. https://doi.org/10.1007/s00338-007-0285-z.

Locarnini, M., Mishonov, A.V., Baranova, O.K., Boyer, T.P., Zweng, M.M., Garcia, H.E.,
Seidov, D., Weathers, K., Paver, C., Smolyar, I., 2018. World ocean atlas 2018. Tempera-
ture. 1.

Luna, G.M., Biavasco, F., Danovaro, R., 2007. Bacteria associated with the rapid tissue necro-
sis of stony corals. Environ. Microbiol. 9, 1851–1857. https://doi.org/10.1111/j.1462-
2920.2007.01287.x.

Luo, C., Tsementzi, D., Kyrpides, N., Read, T., Konstantinidis, K.T., 2012. Direct comparisons
of Illumina vs. Roche 454 sequencing technologies on the same microbial community
DNA sample. PLoS One 7, e30087. https://doi.org/10.1371/journal.pone.0030087.

Luo, D., Wang, X., Feng, X., Tian, M., Wang, S., Tang, S.-L., Ang, P., Yan, A., Luo, H., 2021.
Population Differentiation of Rhodobacteraceae Along Coral Compartments. bioRxiv
https://doi.org/10.1101/2020.12.31.424895.

MacKnight, N.J., Cobleigh, K., Lasseigne, D., Chaves-Fonnegra, A., Gutting, A., Dimos, B.,
Antoine, J., Fuess, L., Ricci, C., Butler, C., Muller, E.M., Mydlarz, L.D., Brandt, M.,
2021. Microbial dysbiosis reflects disease resistance in diverse coral species. Commun.
Biol. 4, 1–11. https://doi.org/10.1038/s42003-021-02163-5.

Marbà, N., Jordà, G., Agustí, S., Girard, C., Duarte, C.M., 2015. Footprints of climate change
on Mediterranean Sea biota. Front. Mar. Sci. 2, 56. https://doi.org/10.3389/fmars.
2015.00056.

Martin, M., 2011. Cutadapt removes adapter sequences from high-throughput sequencing
reads. EMBnet.Journal 17, 10. https://doi.org/10.14806/ej.17.1.200.

Martin, Y., Bonnefont, J.L., Chancerelle, L., 2002. Gorgonians mass mortality during the 1999
late summer in french Mediterranean coastal waters: the bacterial hypothesis. Water Res.
36, 779–782. https://doi.org/10.1016/S0043-1354(01)00251-2.

McCauley, M., Jackson, C.R., Goulet, T.L., 2020. Microbiomes of Caribbean octocorals vary
over time but are resistant to environmental change. Front. Microbiol. 11, 1272.
https://doi.org/10.3389/fmicb.2020.01272.

Misic, C., Castellano, M., Covazzi Harriague, A., 2011. Organic matter features, degradation
and remineralisation at two coastal sites in the Ligurian Sea (NW Mediterranean) differ-
ently influenced by anthropogenic forcing. Mar. Environ. Res. 72, 67–74. https://doi.
org/10.1016/j.marenvres.2011.05.006.

Mizuno, C.M., Rodriguez-Valera, F., Ghai, R., 2015. Genomes of planktonic acidimicrobiales:
widening horizons for marine actinobacteria by metagenomics. MBio 6, 2083–2097.
https://doi.org/10.1128/mBio.02083-14.

Morris, L.A., Voolstra, C.R., Quigley, K.M., Bourne, D.G., Bay, L.K., 2019. Nutrient availability
and metabolism affect the stability of coral-symbiodiniaceae symbioses. Trends
Microbiol. 27, 678–689. https://doi.org/10.1016/j.tim.2019.03.004.

Mouchka, M.E., Hewson, I., Harvell, C.D., 2010. Coral-associated bacterial assemblages: cur-
rent knowledge and the potential for climate-driven impacts. Integr. Comp. Biol. 50,
662–674. https://doi.org/10.1093/icb/icq061.

Neave, M.J., Rachmawati, R., Xun, L., Michell, C.T., Bourne, D.G., Apprill, A., Voolstra, C.R.,
2017. Differential specificity between closely related corals and abundant
endozoicomonas endosymbionts across global scales. ISME J. 11, 186–200. https://doi.
org/10.1038/ismej.2016.95.

Neave, M.J., Michell, C.T., Apprill, A., Voolstra, C.R., 2017. Endozoicomonas genomes reveal
functional adaptation and plasticity in bacterial strains symbiotically associated with di-
verse marine hosts. Sci. Rep. 7, 1–12. https://doi.org/10.1038/srep40579.

Oliver, E.C.J., Donat, M.G., Burrows, M.T., Moore, P.J., Smale, D.A., Alexander, L.V.,
Benthuysen, J.A., Feng, M., Sen Gupta, A., Hobday, A.J., Holbrook, N.J., Perkins-
Kirkpatrick, S.E., Scannell, H.A., Straub, S.C., Wernberg, T., 2018. Longer and more fre-
quent marine heatwaves over the past century. Nat. Commun. 9, 1–12. https://doi.org/
10.1038/s41467-018-03732-9.

Oliver, E.C.J., Burrows, M.T., Donat, M.G., Sen Gupta, A., Alexander, L.V., Perkins-
Kirkpatrick, S.E., Benthuysen, J.A., Hobday, A.J., Holbrook, N.J., Moore, P.J., Thomsen,
M.S., Wernberg, T., Smale, D.A., 2019. Projected marine heatwaves in the 21st century
and the potential for ecological impact. Front. Mar. Sci. 6, 734. https://doi.org/10.
3389/fmars.2019.00734.

Pantos, O., Bongaerts, P., Dennis, P.G., Tyson, G.W., Hoegh-Guldberg, O., 2015. Habitat-
specific environmental conditions primarily control the microbiomes of the coral
Seriatopora hystrix. ISME J. 9, 1916–1927. https://doi.org/10.1038/ismej.2015.3.

Peixoto, R.S., Rosado, P.M., Rosado, A.S., Bourne, D.G., Leite, D.C.de A., 2017. Beneficial mi-
croorganisms for corals (BMC): Proposed mechanisms for coral health and resilience.
Front. Microbiol. https://doi.org/10.3389/fmicb.2017.00341.

Pivotto, I.D., Nerini, D., Masmoudi, M., Kara, H., Chaoui, L., Aurelle, D., 2015. Highly
contrasted responses of Mediterranean octocorals to climate change along a depth gradi-
ent. R. Soc. Open Sci. 2. https://doi.org/10.1098/rsos.140493.

Pootakham,W., Mhuantong,W., Yoocha, T., Putchim, L., Jomchai, N., Sonthirod, C., Naktang,
C., Kongkachana, W., Tangphatsornruang, S., 2019. Heat-induced shift in coral
microbiome reveals several members of the rhodobacteraceae family as indicator species
for thermal stress in Porites lutea. Microbiologyopen 8. https://doi.org/10.1002/mbo3.
935.

Quast, C., Pruesse, E., Yilmaz, P., Gerken, J., Schweer, T., Yarza, P., Peplies, J., Glöckner, F.O.,
2012. The SILVA ribosomal RNA gene database project: improved data processing and
web-based tools. Nucleic Acids Res. 41, D590–D596. https://doi.org/10.1093/nar/
gks1219.

Raina, J.B., Tapiolas, D., Willis, B.L., Bourne, D.G., 2009. Coral-associated bacteria and their
role in the biogeochemical cycling of sulfur. Appl. Environ. Microbiol. 75, 3492–3501.
https://doi.org/10.1128/AEM.02567-08.

Reshef, L., Koren, O., Loya, Y., Zilber-Rosenberg, I., Rosenberg, E., 2006. The coral probiotic
hypothesis. Environ. Microbiol. 8, 2068–2073. https://doi.org/10.1111/j.1462-2920.
2006.01148.x.

Rivetti, I., Fraschetti, S., Lionello, P., Zambianchi, E., Boero, F., 2014. Global warming and
mass mortalities of benthic invertebrates in the Mediterranean Sea. PLoS One 9,
e115655. https://doi.org/10.1371/journal.pone.0115655.

https://doi.org/10.1038/s41586-018-0383-9
https://doi.org/10.3354/meps217263
https://doi.org/10.1111/j.1365-2486.2008.01823.x
https://doi.org/10.3389/fmars.2019.00707
https://doi.org/10.1128/AEM.01100-10
https://doi.org/10.1038/ismej.2011.180
https://doi.org/10.1038/ismej.2016.9
https://doi.org/10.1111/ele.13718
https://doi.org/10.1371/journal.pone.0191156
https://doi.org/10.1016/j.tree.2021.06.014
https://doi.org/10.1016/j.tim.2016.11.003
https://doi.org/10.1016/j.pocean.2015.12.014
https://doi.org/10.1016/j.pocean.2015.12.014
https://doi.org/10.1128/mBio.02345-17
https://doi.org/10.1128/mBio.02345-17
https://doi.org/10.1111/j.1439-0485.2011.00429.x
https://doi.org/10.1128/msystems.00021-18
https://doi.org/10.1007/s10113-014-0729-2
https://doi.org/10.1007/s10113-014-0729-2
https://doi.org/10.1038/35054051
http://refhub.elsevier.com/S0048-9697(22)00793-8/rf202202041056271401
https://doi.org/10.1093/molbev/mst010
https://doi.org/10.1093/molbev/mst010
https://doi.org/10.1371/journal.pone.0070820
https://doi.org/10.1371/journal.pone.0070820
https://doi.org/10.1093/nar/gks808
https://doi.org/10.1093/nar/gks808
https://doi.org/10.1098/rspb.2012.2328
https://doi.org/10.1007/s00338-015-1334-7
https://doi.org/10.1007/s00338-015-1334-7
https://doi.org/10.1038/s41396-017-0008-6
https://doi.org/10.1007/s00338-007-0285-z
http://refhub.elsevier.com/S0048-9697(22)00793-8/rf202202041056471769
http://refhub.elsevier.com/S0048-9697(22)00793-8/rf202202041056471769
https://doi.org/10.1111/j.1462-2920.2007.01287.x
https://doi.org/10.1111/j.1462-2920.2007.01287.x
https://doi.org/10.1371/journal.pone.0030087
https://doi.org/10.1101/2020.12.31.424895
https://doi.org/10.1038/s42003-021-02163-5
https://doi.org/10.3389/fmars.2015.00056
https://doi.org/10.3389/fmars.2015.00056
https://doi.org/10.14806/ej.17.1.200
https://doi.org/10.1016/S0043-1354(01)00251-2
https://doi.org/10.3389/fmicb.2020.01272
https://doi.org/10.1016/j.marenvres.2011.05.006
https://doi.org/10.1016/j.marenvres.2011.05.006
https://doi.org/10.1128/mBio.02083-14
https://doi.org/10.1016/j.tim.2019.03.004
https://doi.org/10.1093/icb/icq061
https://doi.org/10.1038/ismej.2016.95
https://doi.org/10.1038/ismej.2016.95
https://doi.org/10.1038/srep40579
https://doi.org/10.1038/s41467-018-03732-9
https://doi.org/10.1038/s41467-018-03732-9
https://doi.org/10.3389/fmars.2019.00734
https://doi.org/10.3389/fmars.2019.00734
https://doi.org/10.1038/ismej.2015.3
https://doi.org/10.3389/fmicb.2017.00341
https://doi.org/10.1098/rsos.140493
https://doi.org/10.1002/mbo3.935
https://doi.org/10.1002/mbo3.935
https://doi.org/10.1093/nar/gks1219
https://doi.org/10.1093/nar/gks1219
https://doi.org/10.1128/AEM.02567-08
https://doi.org/10.1111/j.1462-2920.2006.01148.x
https://doi.org/10.1111/j.1462-2920.2006.01148.x
https://doi.org/10.1371/journal.pone.0115655


C. Corinaldesi et al. Science of the Total Environment 823 (2022) 153701
Robertson, V., Haltli, B., McCauley, E., Overy, D., Kerr, R., 2016. Highly variable bacterial
communities associated with the octocoral Antillogorgia elisabethae. Microorganisms 4,
23. https://doi.org/10.3390/microorganisms4030023.

Rognes, T., Flouri, T., Nichols, B., Quince, C., Mahé, F., 2016. VSEARCH: a versatile open
source tool for metagenomics. PeerJ 2016. https://doi.org/10.7717/peerj.2584.

Rosenberg, E., Koren, O., Reshef, L., Efrony, R., Zilber-Rosenberg, I., 2007. The role of micro-
organisms in coral health, disease and evolution. Nat. Rev. Microbiol. 5, 355–362.
https://doi.org/10.1038/nrmicro1635.

Rubio-Portillo, E., Souza-Egipsy, V., Ascaso, C., de los Rios Murillo, A., Ramos-Esplá, A.A.,
Antón, J., 2014. Eukarya associated with the stony coral Oculina patagonica from the
Mediterranean Sea. Mar. Genomics 17, 17–23. https://doi.org/10.1016/j.margen.2014.
06.002.

Salat, J., Pascual, J., Flexas, M., Chin, T.M., Vazquez-Cuervo, J., 2019. Forty-five years of
oceanographic and meteorological observations at a coastal station in the NWMediterra-
nean: a ground truth for satellite observations. Ocean Dyn. 69, 1067–1084. https://doi.
org/10.1007/s10236-019-01285-z.

Siboni, N., Ben-Dov, E., Sivan, A., Kushmaro, A., 2008. Global distribution and diversity of
coral-associated archaea and their possible role in the coral holobiont nitrogen cycle. En-
viron. Microbiol. 10, 2979–2990. https://doi.org/10.1111/j.1462-2920.2008.01718.x.

Smale, D.A., Wernberg, T., Oliver, E.C.J., Thomsen, M., Harvey, B.P., Straub, S.C., Burrows,
M.T., Alexander, L.V., Benthuysen, J.A., Donat, M.G., Feng, M., Hobday, A.J., Holbrook,
N.J., Perkins-Kirkpatrick, S.E., Scannell, H.A., Sen Gupta, A., Payne, B.L., Moore, P.J.,
2019. Marine heatwaves threaten global biodiversity and the provision of ecosystem ser-
vices. Nat. Clim. Chang. 9, 306–312. https://doi.org/10.1038/s41558-019-0412-1.

Spring, S., Scheuner, C., Göker, M., Klenk, H.P., 2015. A taxonomic framework for emerging
groups of ecologically important marine gammaproteobacteria based on the reconstruc-
tion of evolutionary relationships using genome-scale data. Front. Microbiol. 6, 281.
https://doi.org/10.3389/fmicb.2015.00281.

Teira, E., Reinthaler, T., Pernthaler, A., Pernthaler, J., Herndl, G.J., 2004. Combining cata-
lyzed reporter deposition-fluorescence in situ hybridization and microautoradiography
to detect substrate utilization by bacteria and archaea in the deep ocean. Appl. Environ.
Microbiol. 70, 4411–4414. https://doi.org/10.1128/AEM.70.7.4411-4414.2004.

Torrents, O., Tambutté, E., Caminiti, N., Garrabou, J., 2008. Upper thermal thresholds of shal-
low vs. Deep populations of the precious Mediterranean red coral Corallium rubrum (L.):
assessing the potential effects of warming in the NW Mediterranean. J. Exp. Mar. Bio.
Ecol. 357, 7–19. https://doi.org/10.1016/j.jembe.2007.12.006.

van de Water, J.A.J.M., Melkonian, R., Junca, H., Voolstra, C.R., Reynaud, S., Allemand, D.,
Ferrier-Pagès, C., 2016. Spirochaetes dominate the microbial community associated
with the red coral Corallium rubrum on a broad geographic scale. Sci. Rep. 6, 27277.
https://doi.org/10.1038/srep27277.

van de Water, J.A.J.M., Melkonian, R., Voolstra, C.R., Junca, H., Beraud, E., Allemand, D.,
Ferrier-Pagès, C., 2017. Comparative assessment of Mediterranean gorgonian-associated
microbial communities reveals conserved Core and locally variant bacteria. Microb.
Ecol. 73, 466–478. https://doi.org/10.1007/s00248-016-0858-x.

van de Water, J.A.J.M., Allemand, D., Ferrier-Pagès, C., 2018a. Host-microbe interactions in
octocoral holobionts - recent advances and perspectives. Microbiome 6, 64. https://doi.
org/10.1186/s40168-018-0431-6.
13
van de Water, J.A.J.M., Voolstra, C.R., Rottier, C., Cocito, S., Peirano, A., Allemand, D.,
Ferrier-Pagès, C., 2018b. Seasonal stability in the microbiomes of temperate gorgonians
and the red coral Corallium rubrum across the Mediterranean Sea. Microb. Ecol. 75,
274–288. https://doi.org/10.1007/s00248-017-1006-y.

van de Water, J.A.J.M., Coppari, M., Enrichetti, F., Ferrier-Pagès, C., Bo, M., 2020. Local con-
ditions influence the prokaryotic communities associated with the mesophotic black coral
Antipathella subpinnata. Front. Microbiol. 11, 2423. https://doi.org/10.3389/fmicb.
2020.537813.

van Oppen, M.J.H., Blackall, L.L., 2019. Coral microbiome dynamics, functions and design in
a changing world. Nat. Rev. Microbiol. https://doi.org/10.1038/s41579-019-0223-4.

Vanwonterghem, I., Webster, N.S., 2020. Coral reef microorganisms in a changing climate.
iScience 23, 100972. https://doi.org/10.1016/j.isci.2020.100972.

Verdura, J., Linares, C., Ballesteros, E., Coma, R., Uriz, M.J., Bensoussan, N., Cebrian, E., 2019.
Biodiversity loss in a Mediterranean ecosystem due to an extreme warming event unveils
the role of an engineering gorgonian species. Sci. Rep. 9 (1), 1–11. https://doi.org/10.
1038/s41598-019-41929-0.

Vezzulli, L., Previati, M., Pruzzo, C., Marchese, A., Bourne, D.G., Cerrano, C., 2010.
Vibrio infections triggering mass mortality events in a warming Mediterranean
Sea. Environ. Microbiol. 12, 2007–2019. https://doi.org/10.1111/j.1462-2920.
2010.02209.x.

Vezzulli, L., Brettar, I., Pezzati, E., Reid, P.C., Colwell, R.R., Höfle, M.G., Pruzzo, C., 2012.
Long-term effects of ocean warming on the prokaryotic community: evidence from the
vibrios. ISME J. 6, 21–30. https://doi.org/10.1038/ismej.2011.89.

Weber, L., Apprill, A., 2020. Diel, daily, and spatial variation of coral reef seawater microbial
communities. PLoS One 15. https://doi.org/10.1371/journal.pone.0229442.

Webster, N.S., Negri, A.P., Botté, E.S., Laffy, P.W., Flores, F., Noonan, S., Schmidt, C., Uthicke,
S., 2016. Host-associated coral reef microbes respond to the cumulative pressures of
ocean warming and ocean acidification. Sci. Rep. 6, 1–9. https://doi.org/10.1038/
srep19324.

Welsh, R.M., Rosales, S.M., Zaneveld, J.R., Payet, J.P., McMinds, R., Hubbs, S.L., Vega
Thurber, R.L., 2017. Alien vs. Predator: bacterial challenge alters coral microbiomes un-
less controlled by halobacteriovorax predators. PeerJ 5, e3315. https://doi.org/10.7717/
peerj.3315.

Wild, C., Huettel, M., Klueter, A., Kremb, S.G., Rasheed, M.Y.M., Jørgensen, B.B., 2004. Coral
mucus functions as an energy carrier and particle trap in the reef ecosystem. Nature 428,
66–70. https://doi.org/10.1038/nature02344.

Wood-Charlson, E.M., Weynberg, K.D., Suttle, C.A., Roux, S., van Oppen, M.J.H., 2015.
Metagenomic characterization of viral communities in corals: mining biological signal
from methodological noise. Environ. Microbiol. 17, 3440–3449. https://doi.org/10.
1111/1462-2920.12803.

Ziegler, M., Seneca, F.O., Yum, L.K., Palumbi, S.R., Voolstra, C.R., 2017. Bacterial community
dynamics are linked to patterns of coral heat tolerance. Nat. Commun. 8, 1–8. https://doi.
org/10.1038/ncomms14213.

Ziegler, M., Grupstra, C.G.B., Barreto, M.M., Eaton, M., BaOmar, J., Zubier, K., Al-Sofyani, A.,
Turki, A.J., Ormond, R., Voolstra, C.R., 2019. Coral bacterial community structure re-
sponds to environmental change in a host-specific manner. Nat. Commun. 10, 1–11.
https://doi.org/10.1038/s41467-019-10969-5.

https://doi.org/10.3390/microorganisms4030023
https://doi.org/10.7717/peerj.2584
https://doi.org/10.1038/nrmicro1635
https://doi.org/10.1016/j.margen.2014.06.002
https://doi.org/10.1016/j.margen.2014.06.002
https://doi.org/10.1007/s10236-019-01285-z
https://doi.org/10.1007/s10236-019-01285-z
https://doi.org/10.1111/j.1462-2920.2008.01718.x
https://doi.org/10.1038/s41558-019-0412-1
https://doi.org/10.3389/fmicb.2015.00281
https://doi.org/10.1128/AEM.70.7.4411-4414.2004
https://doi.org/10.1016/j.jembe.2007.12.006
https://doi.org/10.1038/srep27277
https://doi.org/10.1007/s00248-016-0858-x
https://doi.org/10.1186/s40168-018-0431-6
https://doi.org/10.1186/s40168-018-0431-6
https://doi.org/10.1007/s00248-017-1006-y
https://doi.org/10.3389/fmicb.2020.537813
https://doi.org/10.3389/fmicb.2020.537813
https://doi.org/10.1038/s41579-019-0223-4
https://doi.org/10.1016/j.isci.2020.100972
https://doi.org/10.1038/s41598-019-41929-0
https://doi.org/10.1038/s41598-019-41929-0
https://doi.org/10.1111/j.1462-2920.2010.02209.x
https://doi.org/10.1111/j.1462-2920.2010.02209.x
https://doi.org/10.1038/ismej.2011.89
https://doi.org/10.1371/journal.pone.0229442
https://doi.org/10.1038/srep19324
https://doi.org/10.1038/srep19324
https://doi.org/10.7717/peerj.3315
https://doi.org/10.7717/peerj.3315
https://doi.org/10.1038/nature02344
https://doi.org/10.1111/1462-2920.12803
https://doi.org/10.1111/1462-2920.12803
https://doi.org/10.1038/ncomms14213
https://doi.org/10.1038/ncomms14213
https://doi.org/10.1038/s41467-019-10969-5

	Changes in coral forest microbiomes predict the impact of marine heatwaves on habitat-�forming species down to mesophotic depths
	1. Introduction
	2. Materials and methods
	2.1. Study areas and sample collection
	2.2. Temperature data
	2.3. Determination of total prokaryotic abundance associated with the corals
	2.4. Catalyzed reporter deposition–fluorescence in-situ hybridization (CARD-FISH)
	2.5. DNA extraction, amplification and high-throughput sequencing of 16S rRNA gene
	2.6. Bioinformatic analyses
	2.7. Statistical analyses

	3. Results
	3.1. Seawater temperature
	3.2. Total prokaryotic abundance associated with corals
	3.3. Bacteria and Archaea associated with corals
	3.4. Microbiome taxonomic composition

	4. Discussion
	4.1. The impact of heatwave on the seawater temperatures of the NW Mediterranean Sea
	4.2. Microbiome response to temperature changes
	4.3. Heatwave impact on microbiome diversity

	5. Conclusions
	CRediT authorship contribution statement
	Declaration of competing interest
	Acknowledgements
	Appendix A. Supplementary data
	References




