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Summary

The gill tissue of bivalve mollusks hosts rich symbi-
otic microbial communities that may contribute to
the animal’s metabolism. Spondylus spinosus is an
invasive oyster that has become highly abundant
along the eastern Mediterranean Sea (EMS) coastline,
but is scarce in the northern Red Sea (NRS), its
indigenous region. The composition and seasonal
dynamics of the gill microbial communities of
S. spinosus were examined in both regions, using
16S rRNA gene amplicon sequencing. Additionally,
two Red Sea Spondylus species, S. avramsingeri
and S. pickeringae, were investigated using the
same approach. Significant differences were found
between microbial communities of the EMS
S. spinosus and the three NRS species. Bacteria from
the family Hahellaceae dominated the communities of
the EMS S. spinosus and the NRS S. avramsingeri,
oysters that are dominant in their habitat, yet were
rare in the NRS S. spinosus and S. pickeringae, which
are only seldom encountered. Bacterial communities
of EMS S. spinosus were more similar to those of NRS
S. spinosus than to those of other NRS Spondylus
species, indicating that either part of the microbiota
had co-invaded with their host into the Mediterranean
Sea, or that there are species-specific selective con-
straints on microbial composition.

Introduction

The Suez Canal, which opened in 1869, connecting the
Mediterranean and the Red Sea, has caused a massive

invasion of marine life into the former, a phenomenon
known as the Lessepsian migration (Por, 1971). The spiny
oyster Spondylus spinosus Schreibers, 1793, is a
Lessepsian migrant that was first documented in the
Eastern Mediterranean Sea (hereafter EMS) in 1988
(Mienis et al., 1993), and has since expanded its distribu-
tion north-west to Turkey (Çeviker and Albayrak, 2006;
Katsanevakis et al., 2009; Crocetta et al., 2013; Shabtay
et al., 2013). Along the Israeli Mediterranean coast
S. spinosus forms dense beds together with another inva-
sive oyster, Chama pacifica, dwelling on sandstone and
artificial structures at a depth of 2–40 m (Mienis et al.,
1993; Zurel et al., 2012; Shabtay et al., 2013). Although
S. spinosus is highly abundant along the Israeli Mediter-
ranean coast, it is extremely scarce in Eilat, Gulf of Aqaba,
northern Red Sea (hereafter NRS), which is probably the
northernmost edge of its native distribution (Shabtay,
2011; Shabtay et al., 2013).

Several factors, such as climatic conditions, predation
pressure and inter-species competition, are known to
affect the establishment of an invasive species in its new
ecosystem (Vermeij, 1996). An additional factor that
cannot be dismissed and is suggested to assist the thriv-
ing of a species is the possession of suitable microbiota
(Zurel et al., 2011). Microorganisms have been shown to
act as inducers of settlement and larval metamorphosis in
several bivalve species (Fitt et al., 1990; Tritar et al.,
1992; Satuito et al., 1997; Bao et al., 2007). Symbiotic
bacteria may also provide their bivalve host with growth
factors, such as vitamins and amino acids, assist in food
digestion (Waterbury et al., 1983; Prieur et al., 1990) and
produce antimicrobial agents that protect their host from
pathogen infections (Castro et al., 2002: Ruditapes
philippinarum). Bacterial communities can be divided into
autochthonous, which are stable communities integrated
into the host tissues; and allochthonous, which are tran-
sients that pass in and out from the surrounding water
(Berg, 1996). The microbiota of bivalve gills are consid-
ered autochthonous, unlike the microbiota in other organs
such as the gonads and digestive system, which are
generally allochthonous (Zurel et al., 2011; Wentrup et al.,
2013). Bivalve gill tissues are relatively enriched with sym-
biotic bacteria (Prieur et al., 1990; Zurel et al., 2011) and
considered to display higher metabolic activity than in
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other organs, such as the digestive glands or gonads
(Hernández-Zárate and Olmos-Soto, 2006). Thus, func-
tionality of the gill microbiota is likely to be a critical factor
for invasion success. To date, no study has established
whether invasive oysters co-invade with their gill
microbiota or, rather, recruit a new suite of potential
symbionts. In the current study we addressed this issue
by examining the gill microbiota of the invasive population
of S. spinosus in the EMS, and compared it with those of
the indigenous S. spinosus from Eilat (NRS), as well as to
two of its congeners there, S. pickeringae Lamprell, 1998,
and S. avramsingeri Kovalis, 2010. We hypothesized that
S. spinosus had retained throughout the invasion part of
its original (pre-invasion) gill microbiota, which may have
contributed to its establishment in the EMS. Specifically,
we addressed the questions of whether the bacterial com-
position of the NRS S. spinosus, S. pickeringae and
S. avramsingeri differs from that of the EMS S. spinosus,
and whether the composition follows a seasonal pattern.

Results and discussion

Here we examined the composition and seasonal dynam-
ics of gill bacterial communities of the oyster S. spinosus in
the NRS (n = 7), its indigenous region, and in the EMS, its
invaded region (n = 45). We also examined the bacterial
composition of two S. spinosus NRS congeneric species,
S. avramsingeri (n = 10) and S. pickeringae (n = 10).
Notably, S. spinosus and S. pickeringae are rare in the
NRS, in contrast to S. avramsingeri, which is common and
is the most abundant Spondylus species in that region.

Through 454-pyrosequencing of polymerase chain
reaction amplicons, using primers 104F and 530R to
target the V2 and V3 regions of the 16S rRNA gene (using
reference positions from the Escherichia coli 16S rRNA
gene), a total of 357 083 high-quality amplicon reads were
obtained from 72 samples. The average amplicon
sequence length was 407 base pairs after primer and
barcode removal. Clustering at an identity level of 97%, a
total of 627 operational taxonomic units (OTUs) were
obtained. The OTUs were associated to bacterial
sequences from 35 known phyla and 3 candidate phyla,
which could not be classified as any known phylum, and
were therefore named UPYR1, UPYR2 and UPYR3.

Proteobacteria was the dominant phylum within the bac-
terial communities of EMS S. spinosus oyster gills, with an
average relative abundance of 61 ± 22% (n = 45) of the
total OTUs, and NRS S. avramsingeri with 86 ± 12%
(n = 10), and less abundant but still dominant in NRS
S. spinosus, with 34 ± 21% (n = 7) relative abundance
(Fig. S2). NRS S. pickeringae was the only species
examined whose bacterial communities were
dominated by Spirochaetes (63 ± 18%, n = 10) and where
Proteobacteria represented only 3 ± 3% of the bacterial
communities. Within the phylum Proteobacteria, the domi-
nant class was γ-Proteobacteria, constituting 84 ± 14%
(n = 45) of the Proteobacteria in EMS S. spinosus oysters;
96 ± 7% (n = 10) in NRS S. avramsingeri; 70 ± 39%
(n = 10) in NRS S. pickeringae; and 70 ± 18% (n = 7) in
NRS S. spinosus. Earlier studies had already shown that
γ-Proteobacteria are dominant in various marine inver-
tebrates, including bivalves (Sea of Japan: Romanenko
et al., 2008; EMS: Zurel et al., 2011), sponges (South
China Sea: Li et al., 2006) and corals (Great Barrier Reef:
Webster et al., 2004; Gulf of Alaska: Penn et al., 2006).

Seasonality and stability of the gill microbiota in the
EMS S. spinosus

Spondylus spinosus oysters were collected by self-
contained underwater breathing apparatus (SCUBA) at the
Sdot-Yam site (32°29′26.0′N 34°53′09.4′E), the EMS
(3–6 m).A total of 45 oysters were collected during the study
period (February 2012–July 2013), 4–9 oysters per season:
spring (April–May 2012 and 2013), summer (June–August
2012 and 2013), autumn (September–November 2012) and
winter (December–March 2012 and 2013) (see Table 1).
Unlike the NRS oysters, which are exposed to fairly narrow
inter-seasonal temperature fluctuations (21–28°C), the EMS
ones encounter a broad seasonal temperature range (16–
31°C). Significantly higher alpha-diversity, as measured by
the Shannon index, was found in EMS oysters collected
when temperatures were relatively high (T > 30°C) in com-
parison to those collected at low temperatures (T < 18°C)
(Shannon values of 3.1 ± 0.5 and 2.3 ± 0.6, respectively,
Mann–Whitney P-value = 0.003).

In addition, from the Principal coordinates analysis
(PCoA) based on the unweighted UniFrac, it is evident

Table 1. Number of Spondylus oysters collected in the EMS and NRS in each season during 2012–2013.

Winter Spring Summer Autumn Winter Spring Summer

2012 2012 2012 2012 2013 2013 2013

EMS S. spinosus 8 8 9 4 6 5 5
NRS S. spinosus – – – – 1 3 3
NRS S. avramsingeri – – 2 2 2 2 2
NRS S. pickeringae – – 2 2 2 2 2
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that the summer samples of both 2012 and 2013 are
closer to each other in composition than to those of the
other seasons. Moreover, when performing pair-wise
comparisons of all oysters collected over the different
seasons, we observed significant differences between
summer communities and those seen in winter and spring
(unweighted UniFrac, see Table S1 and Fig. S3).

Within the class γ-Proteobacteria, the order
Oceanospirillales, and within it the family Hahellaceae,
were the dominant taxa and appeared mostly through
autumn to spring (Fig. 1). Hahellaceae was present in all
EMS S. spinosus specimens and comprised on average
16 ± 15% of its total bacteria. The phylum Spirochaetes
appeared to increase in relative abundance throughout
the summer, compared with its yearly mean abundance,
in 6 out of 14 individuals (Fig. S4).

Bacterial seasonal dynamics in NRS oysters

The extremely low occurrence of S. spinosus,
S. avramsingeri and S. pickeringae in Eilat (29°32′51.9′N
34°57′14.5′E) (Shabtay, 2011), as well as strict conserva-
tion constraints, allowed the collection of only 27 oysters
there, 10 specimens of both S. avramsingeri and
S. pickeringae and 7 of S. spinosus. The collection yielded
up to three animals of each species per season in summer

(August 2012 and July 2013), autumn (November 2012),
winter (February 2012) and spring (April 2013) (Table 1).

The bacterial composition of each NRS oyster species
exhibited somewhat different seasonality. Throughout the
year, S. pickeringae gill microbiota were dominated by
Spirochaetes, whereas S. avramsingeri gills were domi-
nated by γ-Proteobacteria (Fig. 2).

Conversely, NRS S. spinosus oysters were highly
enriched with γ-Proteobacteria in winter, which then
declined in summer at the same time that Spirochaetes
increased (Fig. 2). Within the γ-Proteobacteria class, an
OTU belonging to the candidate genus Candidatus
Portiera (family Halomonadaceae) and two OTUs
from the family Hahellaceae, both from the order
Oceanospirillales, were represented in all of the individual
NRS S. spinosus oysters (#4248 and #9772, Fig. 3A).
Candidatus Portiera were previously identified as primary
endosymbionts of the whitefly Bemisia tabaci (Baumann
et al., 2004; Santos-Garcia et al., 2012).

The gill microbiota of S. spinosus oysters from the
EMS maintain a similarity to the indigenous NRS
S. spinosus microbiota

Because S. spinosus is a successful invasive species
(Shabtay et al., 2013), we investigated whether it had

Fig. 1. Relative abundance of bacterial OTUs comprising samples of EMS Spondylus spinosus gills in the different seasons. Each colour on
the graph represents a distinct genus-level OTU. Only taxa that constituted >2% of an individual sample and were present in at least two
samples are presented, and the rest are indicated as ‘others’.
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retained at least part of its original gill microbiota. Overall,
phylum composition (Fig. S2) and unweighted UniFrac
analysis (Fig. 4) indicated that bacterial communities of
EMS S. spinosus were more similar to those of NRS
S. spinosus oysters than they were to those of the two
other Spondylus species from the NRS. Nevertheless, the
EMS S. spinosus were still distinct from the NRS ones in
their gill microbiota composition (Analysis of similarity
[ANOSIM] R-value = 0.68, P-value = 0.0006). Taken
together, these results indicate that the invasive
S. spinosus has probably retained some of its dominant
original core microbiota, although the acquisition of new
bacteria from the new environment, and the loss of other
bacterial members, probably also occurred.

Because temperature is a strong determinant of micro-
bial composition, one would predict a higher similarity
between EMS and NRS oyster microbiota composition
sampled from water of similar temperature. Although the
bacterial communities of NRS S. spinosus differed signifi-
cantly from the EMS ones across all seasons (unweighted
UniFrac based ANOSIM 0.7 > R > 0.5, P-value < 0.006),
the NRS S. spinosus were most distant in composition
from samples of EMS oysters collected in the winters of
both 2012 and 2013, and more similar to samples col-
lected in the summers of 2012 and 2013 (unweighted
UniFrac-based PCoA Fig. S5).

We used LEfSe (Linear discriminant analysis effect
size) (Segata et al., 2011) to identify which of the bacterial

taxa differed the most between the NRS and EMS oyster
gills, and found that the order Oceanospirillales, and
particularly the family Hahellaceae, were the main deter-
minants for the differences between S. spinosus
gill communities of the two regions (Fig. S6). While
Oceanospirillales (median value = 15%, 1%, EMS
and NRS respectively) and Hahellaceae (median
value = 13%, 2%, EMS and NRS respectively) dominated
the bacterial communities in EMS oysters, NRS
S. spinosus oysters were dominated by Spirochaetes
(median value = 15%, 0%, NRS and EMS respectively).
Nonetheless, Hahellaceae were present in all S. spinosus
oysters of both regions, indicating that this family is a core
member of the gill microbiota of this oyster species. More-
over, there were 38 OTUs that appeared in over 50% of
samples of EMS S. spinosus, and all of those OTUs
appeared in at least one sample of NRS S. spinosus,
indicating a possible co-invasion of these OTUs with the
oyster host.

NRS Spondylus species harbour distinct gill microbiota

Significant differences were observed between the
three NRS Spondylus species (pair-wise unweighted
UniFrac based ANOSIM R > 0.44, P-value < 0.0072, see
Fig. 4). Notably, alpha diversity (as reflected by the
Shannon index) of EMS and NRS S. spinosus oysters
(2.5 ± 0.7 and 2.4 ± 0.7 respectively) was significantly

Fig. 2. Relative abundance of bacterial OTUs comprising samples of NRS Spondylus species (Spondylus spinosus, S. pickeringae and
S. avramsingeri) in the different seasons. Each colour on the graph represents a distinct genus-level OTU. Only taxa that constituted >2% of
an individual sample and appeared in at least two samples were presented, and the rest are indicated as ‘others’.
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higher (Mann–Whitney P-value < 0.009) than that of
S. avramsingeri and S. pickeringae (Shannon values of
1.4 ± 0.4 and 1.2 ± 0.2 respectively).

Endozoicomonas-like bacteria abundance is associated
with oyster species abundance

Interestingly, we revealed a positive association between
the relative abundance of Hahellaceae in the gills and the
abundance of its host species in the NRS and EMS.
Hahellaceae dominate the EMS S. spinosus (Fig. 1) and
NRS S. avramsingeri (Fig. 2) bacterial communities,
both of which are relatively abundant oysters in their
respective environments. Hahellaceae were present in all
S. avramsingeri and EMS S. spinosus oysters, constitut-
ing on average 17 ± 14% and 16 ± 15% of their bacterial
assemblages respectively.

In contrast, Hahellaceae were only a minor component
of the gill microbiota of the NRS S. spinosus and NRS
S. pickeringae oysters (Fig. 2), which are relatively scarce
in the examined reefs.

Most of the diverse OTUs assigned as Hahellaceae
clustered with the cultivated members of the genus
Endozoicomonas (Fig. 3A). Out of 65 Hahellaceae OTUs,
42 were specific to EMS S. spinosus, two were exclusive
to S. avramsingeri, whereas the rest were shared
between one or more sample types (different species or
samples from different seas, Fig. 3B). The higher diversity
of Endozoicomonas-like bacteria in EMS S. spinosus
(n = 45) may be at least partially due to higher sampling
size compared with the total sample size of NRS oysters
(n = 27). There are 15 shared OTUs between NRS and

EMS S. spinosus, and it appears likely that at least some
of those strains have co-invaded with their host. These
findings are compatible with those of Zurel and colleagues
(2011), who suggested that members of the genus
Endozoicomonas, which dominated the bacterial commu-
nities of the Lessepsian migrant oyster Chama pacifica,
had co-invaded with their host and were tolerant to tem-
perature shifts in the EMS.

The bacterial genus Endozoicomonas was first isolated
from the sea slug Elysia ornata (Kurahashi and Yokota,
2007) and has since then been found to be dominant in a
variety of marine invertebrates, such as sponges (Ligurian
Sea, Italy and Adriatic Sea, Croatia: Thiel et al., 2007;
Suruga Bay, Japan: Nishijima et al., 2013), mollusks (Izu-
Miyake Island, Japan: Kurahashi and Yokota, 2007; EMS:
Zurel et al., 2011; Zielinski et al., 2009; Beinart et al.,
2014), corals (Kenting, southern Taiwan: Yang et al.,
2010; Red Sea: Bayer et al., 2013; French Mediterranean
coast: Bayer et al., 2013) and sea anemones (North Sea:
Schuett et al., 2007). These examples imply a stable sym-
biotic relationship, although whether this symbiosis is
beneficial for the oyster remains to be demonstrated. A
parasitic relationship with related taxa was described by
Zielinski and colleagues (2009), who found intranuclear
Endozoicomonas-like bacteria in hydrothermal vent
mussels. Although many studies describe different
symbiotic and beneficial relationships of microbiota and
their host, only a few studies have demonstrated how
microbiota may enhance an invasion process and the
establishment of their invasive host. One such example is
the microsporidian parasite Fibrillanosema crangonycis,
which has been suggested to enhance the invasion
of its North-American amphipod host Crangonyx
pseudogracilis to the United Kingdom by altering the sex
ratio of its host toward more females, thereby increasing
the rate of its population growth (Slothouber Galbreath
et al., 2004).

We therefore speculate that Endozoicomonas-related
members of Hahellaceae may contribute to their
Spondylus hosts. Unfortunately, despite several efforts
and a variety of growth media, we were unable to cultivate
any of these oyster-associated Hahellaceae. Thus, further
studies using metagenomics or single-cell genomics are
required in order to elucidate the precise nature of this
oyster-bacteria association and the conditions that enable
both to flourish in the invaded EMS. Such studies should
be combined with a functional approach in which con-
trolled in vivo experiments will determine the degree of
dependence of the oyster on its microbiota.

Acknowledgements

We acknowledge R. Tzadok for supplying field facilities in
Sdot Yam, and the staff of the Interuniversity Institute for

Fig. 4. Principal coordinates analysis (PCoA) of unweighted unifrac
matrix showing microbial communities of the EMS Spondylus
spinosus (black), NRS S. spinosus (red), NRS S. avramsingeri
(green) and NRS S. pickeringae (purple). PC, principle coordinate.

6 Y. R. Roterman, Y. Benayahu, L. Reshef and U. Gophna

© 2015 Society for Applied Microbiology and John Wiley & Sons Ltd, Environmental Microbiology Reports



Marine Sciences in Eilat (IUI) for diving and laboratory facil-
ities; H. Mienis for oyster specimens identification; and N.
Paz for editorial assistance. This research was in part sup-
ported by the Israel Cohen Chair in Environmental Zoology to
YB. Collection of animals complied with a permit issued by
the Israel Nature and National Parks Protection Authority. The
authors declare no conflict of interest.

References

Bao, W.-Y., Satuito, C.G., Yang, J.-L., and Kitamura, H.
(2007) Larval settlement and metamorphosis of the mussel
Mytilus galloprovincialis in response to biofilms. Mar Biol
150: 565–574.

Baumann, L., Thao, M.L., Funk, C.J., Falk, B.W., Ng, J.C.K.,
and Baumann, P. (2004) Sequence analysis of DNA
fragments from the genome of the primary endosymbiont
of the whitefly Bemisia tabaci. Curr Microbiol 48: 77–
81.

Bayer, T., Arif, C., Ferrier-Pagès, C., Zoccola, D., Aranda, M.,
and Voolstra, C. (2013) Bacteria of the genus
Endozoicomonas dominate the microbiome of the Mediter-
ranean gorgonian coral Eunicella cavolini. Mar Ecol Prog
Ser 479: 75–84.

Bayer, T., Neave, M.J., Alsheikh-Hussain, A., Aranda, M.,
Yum, L.K., Mincer, T., et al. (2013) The microbiome of the
Red Sea coral Stylophora pistillata is dominated by tissue-
associated Endozoicomonas bacteria. Appl Environ
Microbiol 79: 4759–4762.

Beinart, R.A., Nyholm, S.V., Dubilier, N., and Girguis, P.R.
(2014) Intracellular Oceanospirillales inhabit the gills of the
hydrothermal vent snail Alviniconcha with chemosynthetic,
γ-Proteobacterial symbionts. Environ Microbiol Rep 6:
656–664.

Berg, D. (1996) The indigenous gastrointestinal microflora.
Trends Microbiol 4: 430–435.

Castro, D., Pujalte, M.J., Lopez-Cortes, L., Garay, E., and
Borrego, J.J. (2002) Vibrios isolated from the cultured
manila clam (Ruditapes philippinarum): numerical tax-
onomy and antibacterial activities. J Appl Microbiol 93:
438–447.

Çeviker, D., and Albayrak, S. (2006) Three alien molluscs
from Iskenderun Bay (SE Turkey). Aquat Invasions 1:
76–79.

Crocetta, F., Bitar, G., Zibrowius, H., and Oliverio, M. (2013)
Biogeographical homogeneity in the eastern Mediterra-
nean Sea. II. Temporal variation in Lebanese bivalve biota.
Aquat Biol 19: 75–84.

Fitt, W.K., Coon, S.L., Walch, M., Weiner, R.M., Colwell, R.R.,
and Bonar, D.B. (1990) Settlement behavior and
metamorphosis of oyster larvae (Crassostrea gigas) in
response to bacterial supernatants. Mar. Biol. 106: 389–
394.

Hernández-Zárate, G., and Olmos-Soto, J. (2006) Identifica-
tion of bacterial diversity in the oyster Crassostrea gigas by
fluorescent in situ hybridization and polymerase chain
reaction. J Appl Microbiol 100: 664–672.

Katoh, K., Misawa, K., Kuma, K., and Miyata, T. (2002)
MAFFT: a novel method for rapid multiple sequence align-
ment based on fast Fourier transform. Nucleic Acids Res
30: 3059–3066.

Katsanevakis, S., Tsiamis, K., Ioannou, G., Michailidis, N.,
and Zenetos, A. (2009) Inventory of alien marine species of
Cyprus (2009). Mediterr Mar Sci 10: 109–133.

Kurahashi, M., and Yokota, A. (2007) Endozoicomonas
elysicola gen. nov., sp. nov., a gamma-proteobacterium
isolated from the sea slug Elysia ornata. Syst Appl
Microbiol 30: 202–206.

Li, Z.-Y., He, L.-M., Wu, J., and Jiang, Q. (2006) Bacterial
community diversity associated with four marine sponges
from the South China Sea based on 16S rDNA-DGGE
fingerprinting. J Exp Mar Bio Ecol 329: 75–85.

Mienis, H., Galili, E., and Rapoport, J. (1993) The spiny
oyster, Spondylus spinosus, a well-established Indo-
Pacific bivalve in the Eastern Mediterranean off Israel
(Mollusca, Bivalvia, Spondylidae). Zool Middle East 9:
83–92.

Nishijima, M., Adachi, K., Katsuta, A., Shizuri, Y., and
Yamasato, K. (2013) Endozoicomonas numazuensis
sp. nov., a gammaproteobacterium isolated from marine
sponges, and emended description of the genus
Endozoicomonas Kurahashi and Yokota 2007. Int J Syst
Evol Microbiol 63: 709–714.

Penn, K., Wu, D., Eisen, J.A., and Ward, N. (2006) Charac-
terization of bacterial communities associated with deep-
sea corals on Gulf of Alaska seamounts. Appl Environ
Microbiol 72: 1680–1683.

Por, F.D. (1971) One hundred years of Suez Canal-a century
of Lessepsian migration: retrospect and viewpoints. Syst
Biol 20: 138–159.

Prieur, D., Mevel, G., Nicolas, J.L., Plusquellec, A., and
Vigneulle, M. (1990) Interactions between bivalve molluscs
and bacteria in the marine environment. Oceanogr Mar Biol
Annu Rev 28: 277–352.

Romanenko, L.A., Uchino, M., Kalinovskaya, N.I., and
Mikhailov, V.V. (2008) Isolation, phylogenetic analysis and
screening of marine mollusc-associated bacteria for anti-
microbial, hemolytic and surface activities. Microbiol Res
163: 633–644.

Santos-Garcia, D., Farnier, P.-A., Beitia, F., Zchori-Fein, E.,
Vavre, F., Mouton, L., et al. (2012) Complete genome
sequence of ‘Candidatus Portiera aleyrodidarum’ BT-
QVLC, an obligate symbiont that supplies amino acids and
carotenoids to Bemisia tabaci. J Bacteriol 194: 6654–6655.

Satuito, C.G., Shimizu, K., and Fusetani, N. (1997) Studies
on the factors influencing larval settlement in Balanus
amphitrite and Mytilus galloprovincialis. Hydrobiologia 358:
275–280.

Schuett, C., Doepke, H., Grathoff, A., and Gedde, M. (2007)
Bacterial aggregates in the tentacles of the sea anemone
Metridium senile. Helgol Mar Res 61: 211–216.

Segata, N., Izard, J., Waldron, L., Gevers, D., Miropolsky, L.,
Garrett, W.S., and Huttenhower, C. (2011) Metagenomic
biomarker discovery and explanation. Genome Biol 12:
R60.

Shabtay, A. (2011) The invasive oyster Spondylus spinosus
Schreibers, 1793 in the Israeli Mediterranean coast.

Shabtay, A., Tikochinski, Y., Benayahu, Y., and Rilov, G.
(2013) Preliminary data on the genetic structure of a highly
successful invading population of oyster suggesting its
establishment dynamics in the Levant. Mar Biol Res 10:
407–415.

Gill microbiota of invasive and indigenous oysters 7

© 2015 Society for Applied Microbiology and John Wiley & Sons Ltd, Environmental Microbiology Reports



Slothouber Galbreath, J.G.M., Smith, J.E., Terry, R.S.,
Becnel, J.J., and Dunn, A.M. (2004) Invasion success of
Fibrillanosema crangonycis, n.sp., n.g.: A novel vertically
transmitted microsporidian parasite from the invasive
amphipod host Crangonyx pseudogracilis. Int J Parasitol
34: 235–244.

Thiel, V., Leininger, S., Schmaljohann, R., Brümmer, F.,
and Imhoff, J.F. (2007) Sponge-specific bacterial associa-
tions of the Mediterranean sponge Chondrilla nucula
(Demospongiae, Tetractinomorpha). Microb Ecol 54: 101–
111.

Tritar, S., Prieur, D., and Weiner, R. (1992) Effects of bacte-
rial on the settlement of oysters, Crassostrea gigas
(Thunberg, 1793) and Ostrea edulis Linnaeus, 1750, and
the scallop, Pecten maximus (Linnaeus, 1758). J Shellfish
Res 11: 325–330.

Vermeij, G.J. (1996) An agenda for invasion biology. Biol
Conserv 78: 3–9.

Waterbury, J.B., Bradford, C., and Turner, R.D. (1983) A
cellulolytic nitrogen-fixing bacterium cultured from the
gland of Deshayes in shipworms (Bivalvia: Teredinidae).
Science 221: 1401–1403.

Webster, N.S., Smith, L.D., Heyward, A.J., Watts, J.E.M.,
Webb, R.I., Blackall, L.L., and Negri, A.P. (2004)
Metamorphosis of a scleractinian coral in response
to microbial biofilms. Appl Environ Microbiol 70: 1213–
1221.

Wentrup, C., Wendeberg, A., Huang, J.Y., Borowski, C.,
and Dubilier, N. (2013) Shift from widespread
symbiont infection of host tissues to specific colonization
of gills in juvenile deep-sea mussels. ISME J 7: 1244–
1247.

Yang, C.-S., Chen, M.-H., Arun, A.B., Chen, C.A., Wang,
J.-T., and Chen, W.-M. (2010) Endozoicomonas
montiporae sp. nov., isolated from the encrusting pore coral
Montipora aequituberculata. Int J Syst Evol Microbiol 60:
1158–1162.

Zielinski, F.U., Pernthaler, A., Duperron, S., Raggi, L., Giere,
O., Borowski, C., and Dubilier, N. (2009) Widespread
occurrence of an intranuclear bacterial parasite in vent and
seep bathymodiolin mussels. Environ Microbiol 11: 1150–
1167.

Zurel, D., Benayahu, Y., Or, A., Kovacs, A., and Gophna, U.
(2011) Composition and dynamics of the gill microbiota of
an invasive Indo-Pacific oyster in the eastern Mediterra-
nean Sea. Environ Microbiol 13: 1467–1476.

Zurel, D., Gophna, U., and Benayahu, Y. (2012) Parity and
disparity between two Chama oysters: the reproductive
biology of the Indo-Pacific C. pacifica Broderip, invasive to
the Mediterranean Sea; and C. savignyi Lamy, indigenous
to the Red Sea. Mar Ecol 33: 261–271.

Supporting information

Additional Supporting Information may be found in the online
version of this article at the publisher’s web-site:

Fig. S2. Average relative abundance of bacterial phyla
from the EMS Spondylus spinosus, NRS S. spinosus, S.
avramsingeri and S. pickeringae gills. Each color on the
graph represents a distinct phylum- level OTU. Only taxa that
constituted >1% of an individual sample and appeared in at
least two samples were presented, and the rest are indicated
as “others”.
Fig. S3. Unweighted UniFrac- based principal coordinates
analysis (PCoA) of microbial communities of the EMS
Spondylus spinosus. Winter- circle, spring- square, summer-
triangle, autumn- diamond. 2012- filled marks, 2013- blank
marks.
Fig. S4. Relative abundance of bacterial OTUs from the EMS
Spondylus spinosus gills in the different seasons. Each color
on the graph represents a distinct phylum- level OTU. Only
taxa that constituted >1% of an individual sample and
appeared in at least two samples were presented, and the
rest are indicated as “others”.
Fig. S5. Unweighted UniFrac- based principal coordinates
analysis (PCoA) of microbial communities of the NRS
Spondylus spinosus (black) and EMS S. spinosus collected
during Winter 2012 (dark blue), spring 2012 (dark green),
summer 2012 (red), autumn 2012 (brown), Winter 2013 (light
blue), spring 2013 (light green) and summer 2013 (pink).
Fig. S6. Taxa differentially distributed between EMS S.
spinosus (black) and NRS S. spinosus (red). LEfSe algorithm
was used to identify differential taxa.
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