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Chemosynthetic ectosymbionts 
associated with a shallow-water 
marine nematode
Laure Bellec1,2,3,4, Marie-Anne Cambon Bonavita2,3,4, Stéphane Hourdez5,6, Mohamed Jebbar  3,4,  
Aurélie tasiemski  7, Lucile Durand2,3,4, Nicolas Gayet1 & Daniela Zeppilli1

Prokaryotes and free-living nematodes are both very abundant and co-occur in marine environments, 
but little is known about their possible association. Our objective was to characterize the microbiome 
of a neglected but ecologically important group of free-living benthic nematodes of the Oncholaimidae 
family. We used a multi-approach study based on microscopic observations (Scanning Electron 
Microscopy and Fluorescence In Situ Hybridization) coupled with an assessment of molecular 
diversity using metabarcoding based on the 16S rRNA gene. All investigated free-living marine 
nematode specimens harboured distinct microbial communities (from the surrounding water and 
sediment and through the seasons) with ectosymbiosis seemed more abundant during summer. 
Microscopic observations distinguished two main morphotypes of bacteria (rod-shaped and 
filamentous) on the cuticle of these nematodes, which seemed to be affiliated to Campylobacterota 
and Gammaproteobacteria, respectively. Both ectosymbionts belonged to clades of bacteria usually 
associated with invertebrates from deep-sea hydrothermal vents. The presence of the AprA gene 
involved in sulfur metabolism suggested a potential for chemosynthesis in the nematode microbial 
community. The discovery of potential symbiotic associations of a shallow-water organism with taxa 
usually associated with deep-sea hydrothermal vents, is new for Nematoda, opening new avenues for 
the study of ecology and bacterial relationships with meiofauna.

Symbioses between animals and chemosynthetic bacteria are widespread across diverse ecosystems, ranging from 
shallow-water coastal sediments to the deep-sea1. Our knowledge to date indicates that chemosynthetic symbi-
oses can be found in diverse coastal sediments, as well as in limestone caves (freshwater amphipod host2) or in the 
low sulfide sediments of Elba Island in the Mediterranean (oligochaete worms3). Hundreds of species from differ-
ent phyla are known to harbour chemosynthetic symbioses, especially for hydrothermal vent organisms such as 
shrimps, crabs, gastropods, polychaetes and mussels1,4. So far, most of the known symbioses involve macrofaunal 
hosts. However, meiofaunal organisms, small benthic invertebrates such as nematodes and copepods living in 
aquatic systems, could also potentially be important hosts of chemosynthetic symbioses. On-going work on small 
organisms and microbiome characterisation will likely reveal many more chemosynthetic symbioses, such as that 
reported in a recent study from a deep-sea hydrothermal vent nematode on the Mid-Atlantic Ridge5.

Shallow-water nematode-bacteria associations have been described in only two sub-families of nematodes: 
Stilbonematinae and Astomonematinae. Both sub-families are associated with reduced conditions such as the 
subsurface intertidal layers of sulfur-rich sediments6 or sublittoral methane sources7. Despite a different feeding 
ecology, these two sub-families of nematodes harbour bacterial symbionts displaying high sequence similar-
ity8. To date, studies of nematode-associated microbiomes are still rare, especially in marine habitats. The native 
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microbiome of the model species Caenorhabditis elegans analysed from wild specimens of different substrates 
showed a species-rich bacterial community distinct from its habitat and congeneric species. Furthermore, exper-
iments indicated that bacteria could improve host fitness under stressful conditions and participate in defence 
against pathogens9. Among plant-parasitic nematodes, significant effects of the soil type and nematode species on 
microbiomes were revealed10. In contrast, the microbiome of Pristionchus pacificus, a necromenic nematode asso-
ciated with scarab beetles, has a remarkably stable microbiome11. In marine nematodes, a comparison of bacterial 
communities of three cryptic species of Litoditis marina demonstrated the existence of species-specific micro-
biomes. A controlled feeding experiment revealed evidence that despite morphological similarity and a shared 
feeding habit (bacterivory), these cryptic species have differences in their associated microbiomes12. A recent 
study explored patterns in numerous marine nematode microbiomes from three distinct geographic areas and 
multiple habitats13. Surprisingly, microbial communities have shown no geographical patterns (oceanic region or 
habitat type) and no correlation with host phylogeny or feeding morphology. These few studies with contrasting 
results demonstrate the need for further nematode-microbial association studies.

In the present study, we aimed to improve the current knowledge on shallow-water meiofauna microbiomes, a 
neglected but ecologically important group in the benthic system. Does the free-living marine nematode associ-
ated microbial community differ from their surrounding environment, that is sediment and water samples? Does 
the microbial community have a metabolic role? We focused on a free-living nematode from the Oncholaimidae 
family, Metoncholaimus albidus (Bastian, 186514), regularly isolated from Roscoff (Brittany coast, France). We 
report observations on the morphology (measurements and Scanning Electron Microscopy (SEM)) and genetics 
(nuclear and mitochondrial markers) of this nematode. The bacterial community characterization is described 
based on microscopic observations (SEM and Fluorescence In Situ Hybridization (FISH)), coupled with molec-
ular diversity based on the 16S rRNA metabarcoding. We also investigated a potential metabolic role of bacteria 
using a gene involved in sulfur metabolism.

Results
Morphology and molecular identity of the free-living marine nematode: M. albidus. We 
identified the most abundant nematode recovered in Roscoff as M. albidus. We used multiple morphological 
measurements for males, females and juveniles (for details see Supplementary file 1) and SEM micrographs 
(Supplementary file 2) for identification. Additionnaly, we performed phylogenetic analyse suggesting that 
sequences of the free-living marine nematode from the old harbour of Roscoff formed a clade with maximum 
support thus representing a single species (Supplementary file 3).

Cloning versus metabarcoding. Bacterial composition of three M. albidus (Ma_Rm03, Ma_Rm32 and 
Ma_Rm34) was assessed concurrently with two methods (cloning and metabarcoding) on the same DNA extracts. 
Results showed that sequences produced by cloning or metabarcoding were related to the same lineages for the 
three M. albidus, however with differences on their relative abundance (for details see Supplementary file 4).  
In light of this evidence, we used metabarcoding for all samples (nematodes, sediment and water).

Negative control of metabarcoding. Three analyses of negative controls were performed under FROGS: 
one with nematodes and a DNeasy Blood & Tissue blank, one with sediment and a DNeasy PowerMax Soil blank, 
and one with water and a DNeasy PowerWater blank. After the bioinformatics procedures, a selection of OTUs 
(>1% of total reads) was compared for each dataset. Overall, the analyses showed that there were no OTUs in 
common between blanks and nematodes, blanks and sediment, and blanks and water (Supplementary file 5).

Bacterial communities. The metabarcoding approach (region V3-V4 of the 16S rRNA gene) used to char-
acterize bacterial communities associated with 25 M. albidus, three sediment samples, and three water samples 
produced a total of 4,449434 reads after filtration and taxonomic assignment (Supplementary file 6). The reads 
were clustered in 801 OTUs taxonomically assigned with the Silva 128 database (Supplementary file 7). The bac-
terial community of 25 M. albidus from Roscoff was dominated by Proteobacteria-related sequences, which rep-
resented 47% of all sequences, followed by Fusobacteria (11%) and Bacteroidetes (10%). Two datasets were created 
and analysed separately: one composed of OTUs from the three environments (nematode, sediment and water) 
sampled on the same day (July 2017) and one dataset included OTUs of 25 M. albidus from four seasons (autumn 
2016, winter 2017, spring 2017 and summer 2017).

Bacterial communities from three environments in summer. In July 2017, we compared the micro-
bial diversity of seven M. albidus, three sediment samples and three water samples. The overall bacterial com-
munity composition was notably different among the three environments (Fig. 1). The bacterial community 
composition is characterized as it follows: for nematode, Proteobacteria with 46% (mostly Gammaproteobacteria 
and Deltaproteobacteria), Bacteroidetes with 21% and Tenericutes with 10% dominated; for sediment sam-
ples, Proteobacteria with 68% (mostly Gammaproteobacteria, Campylobacterota, and Deltaproteobacteria), 
by Bacteroidetes with 20% and Actinobacteria with 5% dominated; for water samples, Proteobacteria with 54% 
(mostly Alphaproteobacteria and Gammaproteobacteria,), by Bacteroidetes with 33% and Cyanobacteria with 10% 
dominated. Nematode bacterial diversity seemed to be variable, especially for Ma_Rj12 and Ma_Rj16. Sediment 
and water samples were uniform in their bacterial diversity and abundance.

Alpha diversity index values for each environment are shown in Table 1. We observed that for nematodes bac-
terial communities, richness (number of observed OTUs) and Chao1 (richness + estimated number of unobserved 
OTUs) were close, suggesting that almost all OTUs were detected. These observations were confirmed by the slopes 
of rarefaction curves (Supplementary file 8A). Water and sediment samples had greater diversity than M. albidus, 
with >331 OTUs. A high value for the Shannon index indicates high evenness in a sample, as in Ma_Rj13 and 
Ma_Rj17 (many OTUs with few sequences, i.e. low dominance) whereas a low value shows a high dominance of a 
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few OTUs in the bacterial community. For example, the bacterial community of Ma_Rj15 was dominated by only 
two OTUs: Gammaproteobacteria, Thiothrix (54%) and Deltaproteobacteria, Desulfobulbus (20%).

Community structure analyses of environments were performed with Beta diversity indices, thus making 
it possible to understand relationships between bacterial communities. A cluster diagram of similarity (Fig. 1) 
showed a clear separation between the different environments. Water and sediment samples clustered at 20% 
whereas M. albidus samples were separated into two groups: one with Ma_Rj13, 16 and 17 and the second with 
Ma_Rj15, 12, 11 and 14. A Venn diagram with significant OTUs (number of sequences >0.1% of total sequences) 
revealed that only one OTU was shared among the three environments; similarly, only one OTU was common 
between nematode and sediment (Supplementary file 8B). The MANOVA analysis, based on the beta diversity 
distance matrix detected significant differences among the different environments, suggesting that the factor 
‘environment’ could explain 55% of the total bacterial variation in summer.

A phylogenetic analysis was performed with four AprA representative sequences of bacteria from M. albidus 
collected during summer (Fig. 2). For simplicity, only the BI tree is shown; the ML tree has the same topology. 
The majority of AprA sequences obtained (80%) belonged to lineage I sulfur-oxidizing bacteria (SOB) and the rest 
were related to sulfate-reducing bacteria (SRB). All sequences, except one (M. albidus aprA Rj12 B04) belonged 
to a clade comprising sequences from mussel symbionts and one from nematode symbiont. No sequence of  

Figure 1. Cluster diagram based on bacterial community similarity for three environments in summer at 
Roscoff. Left: Bray-Curtis index showing the similarity among the bacterial community of nematode, water 
and sediment samples collected in July 2017. Right: relative abundance of bacterial community from nematode, 
water and sediment samples and their taxonomic assignment.

Sample ID OTU Chao1 ± SE Shannon InvSimpson

Water1 383 440 ± 17 3.52 15.70

Water2 331 420 ± 24 3.45 16.11

Water3 444 504 ± 19 3.97 24.19

Ma_Rj11 135 196 ± 23 2.15 5.18

Ma_Rj12 142 203 ± 27 1.86 4.06

Ma_Rj13 141 204 ± 29 2.93 8.21

Ma_Rj14 166 217 ± 20 2.05 4.70

Ma_Rj15 130 163 ± 15 1.63 2.92

Ma_Rj16 116 184 ± 29 2.10 5.84

Ma_Rj17 312 357 ± 15 3.79 20.59

Sediment1 408 486 ± 25 3.81 18.23

Sediment2 426 478 ± 17 4.11 12.08

Sediment3 395 419 ± 10 4.24 15.14

Table 1. Alpha diversity indices. OTUs numbers, species richness (Chao1 and standard error), Shannon and 
InvSimpson indices.

https://doi.org/10.1038/s41598-019-43517-8


4Scientific RepoRts |          (2019) 9:7019  | https://doi.org/10.1038/s41598-019-43517-8

www.nature.com/scientificreportswww.nature.com/scientificreports/

M. albidus grouped with those in the SOB lineage II contrary to many nematodes or worms, as gutless oligochaete 
worm and giant worm, AprA sequences. One representative sequence (M. albidus aprA Rj14 C05) belonging to 
SRB was close to Rimicaris exoculata symbiont sequences.

Temporal variation of bacterial communities associated with M. albidus. We observed var-
iability in the relative abundance and microbial composition among seasons (Fig. 3). In autumn, the bac-
terial community was dominated by Proteobacteria-related sequences, which represented 49% of total reads, 
followed by Actinobacteria (14%) and Firmicutes (14%). Among the Proteobacteria, reads were related to 
Gammaproteobacteria (59%) and Betaproteobacteria (23%). In winter, the bacterial community was domi-
nated by Proteobacteria-related sequences, which represented 66% of total reads, followed by Bacteroidetes 
(8%) and Spirochaetae (7%). Among the Proteobacteria, reads were related to Gammaproteobacteria (68%) and 
Campylobacterota (27%). In spring, the bacterial community was dominated by Fusobacteria-related sequences, 
which represented 35% of total reads, followed by Proteobacteria (27%) and Lentisphaerae (13%). Among the 
Proteobacteria, reads were related to Gammaproteobacteria (74%) and Alphaproteobacteria (10%). In summer, 
the bacterial community was dominated by Proteobacteria-related sequences, which represented 46% of total 
reads, followed by Bacteroidetes (21%) and Tenericutes (10%). Among the Proteobacteria, reads were related to 
Gammaproteobacteria (73%) and Deltaproteobacteria (17%).

Within each season, overall similarities across individuals were observed. There were also cases where the 
bacterial diversity was clearly dominated by few OTUs. For example, abundances of nematodes Ma_Ro59 and 
Ma_Ra5 were associated to one OTU related to Gammaproteobacteria (85 and 40% respectively) whereas Ma_
Rj16 was dominated by two OTUs of Bacteroidetes (50%).

Overall, M. albidus bacterial community was dominated by sequences representing Gammaproteobacteria, 
however clear differences at lower taxonomic rank (i.e. genus level) were observed (Supplementary file 9). For 
example, Gammaproteobacteria-related sequences were mostly affiliated to Thiothrix and to Pseudoalteromonas 

Figure 2. Phylogenetic tree of AprA gene by BI and ML. The numbers are posterior probabilities (BI) and 
bootstrap proportions (ML) reflecting clade support (values below 75 are indicated by dashes). Sequences 
representing specimens from this study are shown in bold where n represents the number of clones. Three 
Archaeoglobus sequences were used as the outgroup.

Figure 3. Bacterial community distribution of 25 M. albidus at the phylum level. The relative abundance is 
represented in terms of percentage of total effective bacterial sequences per sample.
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in summer and winter, respectively. Campylobacterota were mainly present in winter and highly dominated 
by Arcobacter, while Deltaproteobacteria were mainly observed in summer and dominated by Desulfobulbus 
(Supplementary file 9). Among the Campylobacterota, the analysis revealed 31 OTUs representing five genera 
(Arcobacter, Campylobacter, Sulfurospirillum, Sulfurimonas and Sulfurovum). Sequences related to Sulfurovum 
were separated into five OTUs. BLAST searches showed a high similarity with an Campylobacterota ectosymbiont 
of Tubificoides benedii (98–100%) and a cultured bacterium Sulfurovum lithotrophicum (97–99%).

Among the Gammaproteobacteria, the cluster analysis revealed 190 OTUs representing many genera. In 
particular, two OTUs observed in the summer represented 27% and 75%, respectively of the total summer 
Gammaproteobacteria relative abundance. A phylogenetic analysis was performed with these two sequences and 
addidional Gammaproteobacteria sequences from deep-sea and shallow-water habitats (for simplicity, only the 
BI is shown) (Fig. 4). Both sequences of M. albidus grouped with sequences representing the genus Thiotrix. The 
clade was formed by a cultivated sulfur-oxidizing Thiothrix, two Thiothrix associated with amphipods and one 
bacterium associated with a marine oligochaete worm. A sister group was mainly composed of sequences from 
bacteria associated with deep-sea hydrothermal vent organisms such as shrimp (Rimicaris), mussel (Mytilidae), 
crab (Kiwa), squat lobster (Shinkaia), barnacle (Vulcanolepas) and snail (Lepetodrilus). All endo- or ectosymbi-
onts from marine nematodes (Astomonema, Eubostrichus, Laxus, Leptonemella, Robbea, and Stilbonema) availa-
ble in GenBank formed a large group with additional shallow-water organisms.

Observations of bacteria using SEM analyses. SEM observations of 18 specimens revealed the pres-
ence of bacteria with distinct morphologies (filamentous and rod-shaped) on the cuticle. Filamentous bacteria 
were observed on nematodes sampled in July 2016 and July 2017 but not in November 2016. Bacteria could be 
found on the entire body but most bacterial coverages were observed at the posterior part (Fig. 5A,B). The main 
bacterial morphotype was very long filaments, directly attached on the cuticle (Fig. 5B,C) and seemed to be com-
posed of small subunits (Fig. 5D). Other bacteria less represented were observed on and between the filamentous 
ones, they were smaller and rod-shaped (Fig. 5D,E). This type of bacteria was also observed in large numbers 
on the posterior girdle of some female specimens (Supplementary file 2C–F). None of the nematodes examined 
harboured bacteria in their mouth cavities.

Observations of bacteria using FISH analyses. Thirteen M. albidus were observed with FISH to reveal 
the occurrence of bacteria. FISH observations with a general bacterial probe revealed the presence of a main 
bacterial morphotype (long filamentous bacteria) together with a less abundant morphotype with small rods 
on the cuticle, similar to those observed by SEM (Fig. 6). Nematodes sampled in July 2016 and July 2017 har-
boured a large number of filamentous bacteria on the tail (Fig. 6A) and anterior region (Fig. 6B). For a deeper 

Figure 4. Bayesian inference tree based on the 16S rRNA gene for Gammaproteobacteria. Representative 
sequence names in squares are from this study where n is the number of sequences. At nodes, grey squares 
correspond to posterior probabilities >0.95; black squares correspond to posterior probabilities >0.9. Three 
Campylobacterota sequences were used as the outgroup.
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understanding of the bacterial species composition, specific probes were used to detect specific microbial taxa, 
alone and in co-hybridization with the general eubacterial probe (Supplementary file 10). Positive results were 
observed with a Gammaproteobacteria probe for the filamentous bacteria and with a Campylobacterota for the 
rod-shaped mat (Fig. 6C,D). We found no fluorescence with the Deltaproteobacteria probe indicating low number 
of cells or dormant ones. We also checked for autofluorescence and the absence of signal using non-hybridized 
specimens and nonsense probe (negative controls).

Discussion
Metoncholaimus albidus-associated bacteria. In this study, we show that M. albidus harbours a bacte-
rial community distinct from those of the water and the sediment from which the nematodes were collected. The 
bacterial community varies among all seasons and epicuticular bacteria are only obvious in the summer samples. 
Microscopic observations (SEM and FISH) allowed us to distinguish two main morphotypes of bacteria (small 
mat of rod-shaped and a majority of long filamentous) on the cuticle that seem to be affiliated to Campylobacterota 
and Gammaproteobacteria, respectively. Additionaly, metabarcoding results showed that the symbionts of M. 
albidus were mainly affiliated to Thiotrix (Gammaproteobacteria), to Desulfobulbus (Deltaproteobacteria, but not 
detected in FISH), and to Thiovulgaceae (Campylobacterota) in summer. The genus Thiothrix is composed by long 
filamentous bacteria15 whereas Desulfobulbus is ellipsoidal to lemon-shaped bacteria16.

Free-living marine nematodes are an important component of anoxic and sulfidic benthic habitats17, where 
they often seem to establish symbioses with sulfur bacteria. In marine organisms, three main forms of symbioses 
are recognized: (i) ectosymbiotic associations (symbionts attached to the outside of the host), and two types of 
endosymbiotic associations: (ii) symbionts inside the host extracellularly or (iii) intracellularly. Endosymbiotic 
bacteria have previously been described in the nematode genera Astomonema and Parastomonema6,18. 
Astomonematines are mouthless and lack an oesophagus, therefore depending entirely on their bacterial 
symbionts for their nutrition. They are associated with reduced conditions such as oxygen-poor sediments6. 
Chemoautotrophic ectosymbionts have so far been described in at least eight genera and numerous species of the 
subfamily Stilbonematinae19. The Stilbonematines are long in form, widespread around the world and particu-
larly abundant in carbonate sands of tropical and subtropical shallow-water habitats. Symbionts are located in the 
thin layer of mucus produced by glandular sensory organs that are unique to the Stilbonematines20. The bacteria 
differed in size, morphology, arrangement, and were described as chemolithotrophs.

To date, in marine nematodes, microbial studies have focused on the discovery and characterisation of the few 
‘visually obvious’ symbionts, but rarely on the whole ‘microbiome’. Schuelke et al.13 showed that for 33 distinct 
morphological genera, no clear pattern in host-associated symbionts could be identified according to host mor-
phology, ocean region or feeding ecology. As for M. albidus, the microbiomes associated with the worms were 

Figure 5. SEM micrographs of bacteria from M. albidus. (A) Diversity of bacteria on the posterior region, 
(B) posterior region of a male with filamentous bacteria at different stages, (C) filamentous bacteria directly 
attached to the cuticle, (D) close-up showing small subunits of filamentous bacteria, (E) bacterial community 
(filamentous and rod-shaped).
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clearly distinct from the microbial assemblages in the surrounding sediments. Contrary to Schuelke et al.13, our 
study focuses on a single nematode species (and its surrounding habitat, sediment and water). In shallow water, 
Debrycke et al.12 focused on three cryptic species of the bacterivorous marine nematode Litoditis marina and 
showed that there were species-specific microbiomes with a high interindividual variability suggesting niche 
partitioning and different feeding strategies. Our study of M. albidus (one host and one location), shows high 
seasonal variability that could be mainly due to the Gammaproteobacteria epibiont population, and without high 
interindividual variability. Further studies of microbiomes of free-living marine nematodes from a large range of 
genera and geographical locations in shallow-water areas are essential for a better and deeper understanding of 
feeding ecology and biogeographic relationships. The association of M. albidus with two main types of bacteria in 
summer is reminiscent of Stilbonematine nematodes and could involve a recognition mechanism allowing some 
bacteria to attach and grow on the surface of the worms while others cannot19. In some of the species studied, this 
mechanism involves a C-type lectin that, when perturbed, triggers the detachment of the epibiotic bacteria21,22.

Bacterial seasonal variability. FISH observations (done in July) and metabarcoding results showed that 
the ectosymbionts of M. albidus were mainly affiliated to Gammaproteobacteria, Deltaproteobacteria, but not 
detected in FISH, and to Campylobacterota in summer. In winter, Gammaproteobacteria were mainly related to 
Pseudoalteromonas, Deltaproteobacteria were almost absent, and Campylobacterota were much higher accord-
ing to metabarcoding approach. Our results show a significant seasonal variation of symbionts associated with 
this shallow-water nematode, suggesting a metabolic shift from heterotrophic bacteria to autotrophic bacteria 
between seasons. Indeed, bacteria affiliated to the genus Desulfobulbus inhabit anaerobic freshwater mud as well 
as marine sediments and are known as important sulfur-reducers16,23. The genus Thiothrix is composed of fila-
mentous sulfur-oxidizing bacteria that form gliding gonidia and rosettes in various habitats15. Thiothrix spp. have 
been initially described from sulfide-containing natural waters and irrigation systems24–26, but were also found 
in a terrestrial ecosystem, the sulfide-rich Frassassi limestone cave2. A comparative sequence analysis of the 16S 
rRNA gene has revealed that sequences of M. albidus were close to a marine phylotype of Thiothrix that lives on a 
small free-living amphipod crustacean, Urothoe poseidonis27 and a Gammaproteobacteria of a marine oligochaete 
worm Tubificoides benedii28. Filamentous Gammaproteobacteria embedded in the cuticle of the posterior region of 
the oligochaete worm were discovered first29 and genetically characterized later28 as Thiothrix spp. Morphological 

Figure 6. FISH of bacteria from M. albidus (July 2017). In blue, DAPI-stained host nuclei; in yellow, 
bacteria hybridized with the general probe targeting Eubacteria; in red, bacteria hybridized with the 
specific probe targeting Campylobacterota; in green, bacteria hybridized with the specific probe targeting 
Gammaproteobacteria. (A) posterior region of a male colonized by filamentous Gammaproteobacteria,  
(B) anterior region of a M. albidus colonized by filamentous Eubacteria, (C) close-up of small subunits and 
attachment of filamentous Gammaproteobacteria on the cuticle, (D) mat of rod-shaped Campylobacterota 
colonizing the cuticle of the host.
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similarity to sulfur-oxidizing bacteria, a strong hydrogen sulfide smell at the collection site, high specific asso-
ciation29 and genetic characterisation close to the Leucothrix mucor clade within the Gammaproteobacteria28, 
strongly suggested that filamentous bacteria could be chemoautotrophic sulfur oxidizers. The colonization of T. 
benedii by bacteria seems to be a regular phenomenon with seasonal variations: bacterial density is low during 
winter and spring and high during summer and fall when sulfide concentrations are highest29. Our results also 
showed a seasonal variability of M. albidus ectosymbionts, particularly filamentous bacteria, present exclusively 
in July 2016 and 2017 when sulfide concentration is higher due to algal decomposition. Numerous host species 
from different phyla are now known to harbour chemosynthetic symbionts and are present in a wide range of hab-
itats from shallow-water coastal sediments to deep-sea, such as hydrothermal vents, whale falls, cold seeps, mud 
volcanoes and continental margins1. Most habitats in the deep-sea are dominated by chemosynthetic symbioses 
while at shallow-water vents and seeps this type of symbiosis could occur occasionally. Chemosynthetic symbi-
oses have been found in shallow-water coastal sediments with high sulfide concentrations, such as in sea-grass 
beds30, mangrove muds31,32, sediments in upwelling regions33, and coastal mudflats of the North Atlantic29. More 
intriguingly, some low-sulfide habitats are colonized by a high diversity of chemosynthetic hosts like gutless 
oligochaetes, nematodes or bivalves, suggesting that a constant supply of sulfide might be more important than 
the absolute concentration itself1. The sampling collection site of this study is located within the old harbour of 
Roscoff, an unstable environment that experiences an extreme tidal range. Additionally, in summer, a high level 
of algal decomposition takes place at the sampling site, changing the chemical composition of the sediment at 
least in the first layer34 (<1 cm).

Sulfur oxidation and sulfate reduction. In this study, we cloned a fragment of the alpha subunit of the 
adenosine-5-phosphosulfate reductase (AprA) gene, a key enzyme of the sulfur cycle, involved in both dissimi-
latory sulfate reduction and sulfur oxidation35–38, and generally used as a functional marker gene in phylogeny39. 
AprA sequences of M. albidus grouped within both SRB and SOB clades suggesting that the symbionts could use 
both reduction and oxidation pathways. A co-occurrence of SRB and SOB from an ectosymbiotic association has 
previously been described in the deep-sea, with the Yeti crab Kiwa hirsuta40 and the shrimp Rimicaris exoculata41, 
and in shallow water with the worm T. benedii28 and Olavius algarvensis42. Most M. albidus sequences and a K. hir-
suta sequence were clustered in the SOB lineage I with Gammaproteobacteria, close to symbionts of Bathymodiolus 
sp (Gammaproteobacteria) and to Thiocystis violacea, also a Gammaproteobacteria. Then our results strongly sug-
gest that the AprA SOB lineage I sequences from M. albidus belong to their Gammaproteobacteria ectosymbi-
onts, and that this symbiont relies on sulfur oxidation as an energy source. Sulfate-reducing bacteria of M. albidus 
sequences were closely related to an R. exoculata Deltaproteobacteria-related lineage and Desulfobulbus spp., sug-
gesting an affiliation to Deltaproteobacteria. The co-occurence seems to be a positive symbiosis with true benefit for 
the hosts in shallow water. Indeed, a motile nematode such as M. albidus probably migrates between sulfidic and 
oxygenated sediment layers, providing an alternance of conditions that allows both types of metabolism to occur.

Potential role of the nematode-bacteria association. The filamentous bacteria observed in SEM and 
using FISH Gammaproteobacteria probe are most probably related to Gammaproteobacteria lineages retrieved as 
abundant using metabarcoding. They did not group with known chemosynthetic ectosymbionts of nematodes 
(Astomonematines and Stilbonematines) or oligochaete worms (Olavius and Inanidrilus) but instead with symbi-
onts from deep-sea vent organisms such as shrimp, crabs, gastropods, and mussels. Metabarcoding results showed 
that many related Campylobacterota are members of the Thiovulgaceae family. Thiovulgaceae and Thiotrichaceae 
were generally identified as ectosymbionts harboured by hydrothermal vent hosts such as crustaceans43. A close 
relationship between ectosymbionts from deep-sea and shallow-water hosts is a rare occurrence, and this is the 
first example for the phylum Nematoda. These results are important as they suggest that host affiliation does 
not play a major role in ectosymbiotic association, unlike dynamic local environmental conditions. Only one 
other shallow-water study on the marine worm T. benedii had similar results, with filamentous bacteria affiliated 
to Thiovulgaceae and Thiotrichaceae related to deep-sea hydrothermal vent ectosymbionts. Unfortunately, the 
processes of colonization, acquisition or transmission of the symbionts are often still speculative, especially for 
ectosymbionts. In chemosynthetic symbioses, different types of transmission modes are possible: environmental 
(through a free-living population of symbiotic bacteria), horizontal (between organism sharing the same habitat) 
and vertical (passed down via the gametes44). Despite a lack of examples of ectosymbiotic associations for the 
smallest species (meiofauna), our results allow us to hypothesize that there is horizontal transmission. Indeed, 
ectosymbionts were observed on the cuticle of males and females, but juveniles were asymbiotic and we did not 
observe the same population of bacteria in the surrounding environment. In addition, nematodes moult and the 
epibionts would have to be re-acquired if there is no specific structure to host the bacteria before a moult.

The ectosymbiotic community of M. albidus has the potential for chemoautotrophic sulfur oxidation, although 
its role is unknown. Indeed, bacteria are used as a food source by nematodes but additional roles have also been 
hypothesized, such as a barrier against sulfide poisoning19,45–48 or nitrogen fixation, as in the coastal stilbonematid 
nematode Laxus oneistus49. Sulfur-oxidizing ectobacteria on marine nematodes, such as Stilbonematinae, cover 
the entire external body, suggesting a possible grazing activity by hosts on the symbionts50. M. albidus possesses a 
feeding structure with a full digestive system and its filamentous ectosymbionts are attached to its cuticle with only 
basal cells, thus providing just a small surface area for exchange. Therefore, it seems unlikely that ectosymbionts 
play an important role in the nutrition of this nematode, at least through cuticle transfer, as for other symbioses51. 
Another potential role is sulfide detoxification of the water surrounding the nematodes at microscale area. Such 
a function has been suggested for Stilbonematinae nematodes19 and for the freshwater cave amphipod Niphargus 
ictus2. For instance, in the nematode Stilbonema majum, aposymbiotic individuals died in 200 µM sulfide, whereas 
the same concentration did not affect the survival of symbiotic individuals48. High density for ectosymbiotic 
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communities of M. albidus were only observed in July 2016 and 2017, suggesting an adaptation to a change in envi-
ronmental conditions, such as an increase of sulfide concentration due to algae degradation in summer.

Conclusions
Our results show that a shallow-water meiofaunal organism, M. albidus, has a specific microbial community, dis-
tinct from its surrounding environment and characterized by high seasonal variability. Ectosymbiotic associations 
with Campylobacterota have only been previously described in deep-sea invertebrates and one shallow-water 
oligochaete worm. Ectosymbiotic associations with Gammaproteobacteria are more widespread. However, the 
M. albidus gamma-ectosymbiont relative belongs to a deep-sea hydrothermal vent symbiotic bacterial clade, 
distantly related to other shallow-water nematode or worm-associated bacterial communities. The discovery of 
the M. albidus seasonal ectosymbiosis together with a gene involved in sulfur metabolism (AprA) suggests that 
environmental factors may play a crucial role in the biology and evolution of bacteria-meiofauna associations.

Methods
Study area and free-living marine nematode sorting. Anoxic sediment samples were collected 
manually at low tide in the old harbour of Roscoff (48°43′34.20′′N and 3°58′50.53′′W) on five visits (July 2016, 
November 2016, March 2017, April 2017 and July 2017). The top black layer of the sediment (<5 cm) was sieved 
in the field and quickly brought back to the laboratory where live nematodes were sorted under a stereomicro-
scope (M125; Leica, Wetzlar, Germany). We selected one of the most abundant species, M. albidus, identified 
based on its morphology. A set of specimens (males, females, and juveniles) was immediately frozen at −80 °C for 
later molecular analyses (both on the nematodes and their microbial diversity). Additional specimens were pro-
cessed for SEM studies: these nematodes were fixed in glutaraldehyde 2.5% for 16 h at 4 °C52, then transferred to a 
sodium azide solution (0.065 g in 150 ml filtered sea water) and stored at 4 °C until use. Another set of nematodes 
was processed for FISH analyses: samples were fixed for 2 h in 3% formaldehyde (in sterile seawater) solution 
and rinsed with 1X phosphate-buffered saline (PBS)–sterile seawater solution (1:1). These samples were stored in 
absolute ethanol - 2X PBS solution (1:1) at −20 °C until use53. Additionally, in July 2017, triplicates of sediment 
and water were collected for metabarcoding of environmental bacteria.

All experiments performed in this study are summarized in Table 2.

Nematode morphological studies. To verify that all the nematodes belonged to the same species, we 
performed a detailed morphological investigation on a subset of the population (adults and juveniles). Several 
nematodes were mounted on slides for detailed morphological observation using the formalin–ethanol/glycerol 
technique54,55. Photos were captured on a Leica DM IRB microscope and a Zeiss AxioZoom microscope, each 
equipped with live camera (Image-Pro and Zen software, respectively).

Free-living marine nematode DNA extraction, PCR and sequencing. Species assignment of the 
nematodes directly frozen at −80 °C was verified with a molecular approach. Total DNA was extracted from 
each nematode individually, using the Qiagen® DNeasy Blood & Tissue kit following the manufacturer’s 
instructions. Partial fragments of the nuclear 18S rRNA (597 bp), nuclear 28S rRNA gene (654 bp) and mito-
chondrial cytochrome c oxidase subunit 1 (cox1) (393 bp), were amplified with different primer sets (Table 3). 
Mitochondrial PCRs were performed on a Gene-AmpTM PCR system 9700 thermocycler (Applied Biosystems, 
Forster City, CA, USA) in a final volume of 25 µl using the following mix: 2 µl extracted DNA was added to 
5 µl 5X PCR buffer, 2.5 mM of each dNTP, 50 mM MgCl2, 15 µM and 0.1 µl Taq polymerase (5U/µl - Promega). 
Thermocycle profile included 5 min at 94 °C followed by 35 cycles of 30 s at 94 °C, 45 s at 54 °C and 1 min at 72 °C, 
followed by a final extension of 10 min at 72 °C. Nuclear 18S rRNA PCRs have the same protocol that the 28S 
rRNA already described by Bellec and colleagues5. All PCR products were run on a 0.8% agarose-TAE gel to ver-
ify the size of the amplicons. Purification and Sanger sequencing of PCR products were performed by Macrogen 
(South Korea). Chromatograms were ckecked and DNA sequences were assembled and edited using Geneious 
8.1.956 and all nucleotide differences were checked visually.

Metoncholaimus albidus Bacterial diversity

18S 28S Cox1
AprA 
(clones)

Ma 
(NGS) Ma (clones)

Sediment 
(NGS)

Water 
(NGS) SEM FISH

July 2016 5 4

November 2016 3 7 1 6 7

March 2017 3 6 6 3 (228) 4

April 2017 2 6 2 6

July 2017 7 4 (42) 7 3 3 6 5

N total samples 8 26 3 4 25 3 3 3 18 13

Table 2. Summary of molecular experiments and microscopic observations used to characterize 
Metoncholaimus albidus and explore the bacterial diversity. Ma = Metoncholaimus albidus; N = number; 
NGS = Illumina technology.
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AprA gene amplification, cloning and sequencing. A fragment of the adenosine-5′-phosphosulfate 
reductase alpha subunit (AprA) (389 bp) was amplified (see Table 3 for primers). Amplifications were performed 
in a final volume of 25 µl using the following mix: 4 µl DNA was added to 5 µl 5X PCR buffer, 10 mM of each 
dNTP, 50 mM MgCl2, 20 µM of each primer and 0.1 µl Taq polymerase (5U/µl, Promega). The thermocycle profile 
included 4 min at 94 °C followed by 35 cycles of 1 min at 94 °C, 1 min at 58 °C and 1 min 72 °C, followed by a final 
elongation step of 10 min at 72 °C. All PCR products were purified using the NucleoSpin® Gel and PCR Clean-up 
(Macherey-Nagel, Düren, Germany) according to the manufacturer’s instructions. They were then cloned using 
the TOPO® TA cloning® kit (Invitrogen, Carlsbad, CA) following the manufacturer’s instructions. Sequences of 
positive clones were amplified by Eurofins Genomics (France).

16S rRNA bacterial diversity analyses through cloning after amplification. A partial fragment of 
the 16S rRNA bacterial gene (1484 bp) was amplified (see Table 3 for primers). Amplifications were performed 
in a final volume of 50 µl using the following mix: 4 µl DNA was added to 10 µl 5X PCR buffer, 10 mM of each 
dNTP, 100 mM MgCl2, 20 µM of each primer and 0.2 µl Taq polymerase (5U/µl - Promega). The thermocycle 
profile included 5 min at 94 °C followed by 30 cycles of 1 min at 94 °C, 1.5 min at 48 °C and 1 min 72 °C, followed 
by a final 6 min extension at 72 °C. All PCR products were checked on a 0.8% agarose–TAE gel to verify the size of 
the amplicons. Before cloning, all PCR products were purified using the NucleoSpin® Gel and PCR Clean-up kit 
(Macherey-Nagel, Düren, Germany) according to the manufacturer’s instructions. The purified fragments were 
the cloned using the TOPO® TA cloning® kit (Invitrogen, Carlsbad, CA) following the manufacturer’s instruc-
tions. Positive clones were prepared for sequencing by Eurofins Genomics (France).

16S rRNA bacterial diversity analyses by Next Generation Sequencing. DNA from 25 M. albidus 
(based on morphological and genetic identification) of four samples (November 2016, March 2017, April 2017 
and July 2017) were sent to MR DNA (Shallowater, TX, USA) for amplification of prokaryotic diversity based on 
16S rRNA gene. DNA from sediment (July 2017) and water (July 2017) were also used as environmental refer-
ences. Total DNA was extracted from sediment using the Qiagen® DNeasy PowerMax Soil kit and from water 
using the Qiagen® DNeasy PowerWater kit following the manufacturer’s instructions. Three negative controls 
(blank sample from each extraction: nematode, sediment, water) were also used for sequencing.

Sequencing (a 450 bp fragment of the 16S rRNA gene) was performed on the Illumina MiSeq platform57 using 
2 × 300 bp chemistry (for details see Bellec et al.5). We selected a variable region of the 16S rRNA (V3-V4) fre-
quently used for analyses the microbial diversity58.

Bioinformatics analyses. Prokaryotic 16S rRNA paired-end reads were merged using USEARCH59 after 
q25 trimming of both ends. The resulting 16S reads were processed using the Find Rapidly OTU with the Galaxy 
Solution (FROGS) v2 pipeline60. In short, the barcode was removed, and reads <380 bp as well as containing 
ambiguous sites were removed. Next, reads were clustered into de novo operational taxonomic units (OTUs) 
using Swarm61, with an aggregation distance of 3. Chimera were then removed with VSEARCH62. Additionally, 
filters were applied to the OTUs: one for abundance, with an optimal threshold of 0.005%63, and one for OTU 
occurrence (sequences had to be present at least in three samples). The OTUs finally selected were taxonomically 
assigned by BLASTn+64 using the Silva release 128 reference database65. Finally, filtrations on BLAST taxonomic 
affiliation were performed, with a minimum coverage of 95% and a minimum identity of 60%. OTU structure, 
visualization, composition analysis and alpha diversity indices were performed using phyloseq66 available through 
FROGS. Parts of the visualization were also done with through Phinch framework67. Venn diagrams were pro-
duced using the Venny v2.1 software (http://bioinfogp.cnb.csic.es/tools/venny/index.html).

Gene/Phylotype Primer/Probe Primer/Probe sequence (5′-3′) References

18S rRNA 18S1.2a CGATCAGATACCGCCCTAG Bernard et al.75

18S rRNA 18Sr2b TACAAAGGGCAGGGACGTAAT

28S rRNA D2Ab ACAAGTACCGTGAGGGAAAGTTG De Ley et al.76

28S rRNA D3B TCGGAAGGAACCAGCTACTA

Cox1 JB3 TTTTTTGGGCATCCTGAGGTTTAT Hu et al.77

Cox1 JB4.5 TAAAGAAAGAACATAATGAAATG

AprA APS1 TGGCAGATCATGATYMAYGG Meyer and Kuever39

AprA APS4 GCGCCAACYGGRCCRTA

16S rRNA E8F AGAGTTTGATCATGGCTCAG Lane et al.78

16S rRNA U1492R GTTACCTTGTTACGACTT Cambon-Bonavita et al.79

Eubacteria Eub338-I GCTGCCTCCCGTAGGAGT Amann et al.80

Deltaproteobacteria Delta495a AGTTAGCCGGTGCTTCCT Loy et al.81

Campylobacterota EPSY549 CAGTGATTCCGAGTAACG Lin et al.82

Gammaproteobacteria GAM42a GCCTTCCCACATCGTTT Manz et al.83

Non-sens Non338 ACTCCTACGGGAGGCAGC Wallner et al.84

Table 3. Primers and Fluorescent probes used in this study.
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Scanning electron microscopy observations. Eighteen M. albidus were used for SEM observations 
to confirm the presence of prokaryotes attached on the cuticle of the nematodes (Table 2). After fixation (see 
Nematode sorting section), nematodes were postfixed in 0.8% osmium tetroxide 20 h at 4 °C and then dehy-
drated through an ethanol series. Nematodes were desiccated with a critical-point dryer (CPD 300; Leica, 
Wetzlar, Germany) and then mounted on a specimen stub. They were gold-coated using an SCD 040 (Blazers 
Union, Blazers, Liechtenstein). Observations were made with a Quanta 200 MK2 microscope (FEI, Hillsboro, 
OR, USA) and the xT microscope software (FEI). Scanning electron micrographs were used for morphological 
identification.

Fluorescence in situ hybridizations. FISH was performed to confirm the occurrence of prokaryotes on 13 
nematodes (Table 2). In the field or quickly after sampling, some nematodes were fixed (see Nematode sorting sec-
tion). Later, in the laboratory, they were hybridized with universal probes (Eurogentec, Liège, Belgium) (Table 3). 
Nematodes were rinsed in a 30% formamide buffer53 and incubated in a final volume of 30 µl hybridization buffer 
containing 30% formamide and 3 µl of each probe (8 µM) for 3.5 h at 46 °C. After that, the nematodes were rinsed 
in a washing buffer for 45 min at 48 °C. This step was ended by a final wash in milliQ water at room temperature 
for 10 min. After a quick drying period, the labelled organisms were mounted on a slide in an anti-fade mount-
ing medium (SlowFade® Gold anti-fade reagent, Invitrogen) containing DAPI (4′6-diamidino-2-phenylindole, 
dilactate), a DNA intercalary agent. Observations were performed using the Imager.Z2 microscope (Zeiss, 
Oberkochen, Germany) equipped with an Apo-Tome slider module (Zeiss) and Colibri light technology (Zeiss) 
and using an AxioCam MRm (Zeiss) camera. Micrographs were analysed using the Zen (Zeiss) software.

Phylogenetic reconstructions. Gammaproteobacterial phylogeny. Two Gammaproteobacteria-related 
sequences of M. albidus from July 2017, 46 Gammaproteobacteria from GenBank, and three outgroups 
(Campylobacterota) were used in the analysis. The dataset of the 16S rRNA gene was aligned with MUSCLE as 
implemented in Geneious 8.1.954 and then processed in Gblocks© (version 0.91b) to remove gaps (425 bp final). 
Phylogenetic reconstructions were performed with two methods: Bayesian inference (BI) using Mr Bayes 3.2.668, 
and Maximum likelihood (ML) using RAxML BlackBox69 on the CIPRES Science Gateway70. The best-fitting 
model of evolution was computed with jmodeltest v.2.1.671. Bayesian analysis was carried out with four chains of 
5 × 106 generations, trees sampled every 500 generations, a GTR + I + G model and burn-in value set to 25% of 
the sampled trees. We checked that standard deviation of the split frequencies fell below 0.01 and confirmed con-
vergence of the runs to ensure convergence in the tree search using Tracer v1.6 (http://tree.bio.ed.ac.uk/software/
tracer/). The tree was visualized with FigTree v1.4.3 (http://tree.bio.ed.ac.uk/software/figtree/).

AprA phylogeny. Four representative sequences of AprA from July 2017, 40 AprA sequences from GenBank and 
three outgroups (Archaeoglobus) were used in this study. A dataset of amino acid sequences was aligned and pro-
cessed in Gblocks© (125 aa final). The best-fitting model of evolution was computed with SMS implemented in 
PhyML72. A maximum likelihood reconstruction was performed using PhyML 373 with a LG + G model and 1000 
bootstraps. BI was performed as described above with four chains of 5 × 106 generations, trees sampled every 500 
generations, an aa mixed model and burn-in value set to 25% of the sampled trees.

M. albidus phylogeny. To determine the phylogenetic position of the nematodes, we used eight representative 
sequences, 39 published Oncholaiminae and three outgroups (Bathyeurystomina). A concatenated alignment of 
partial 18S, 28S and cox1 was performed with MUSCLE using Geneious for a final length of 1607 bp (596, 612 
and 399 for 18S, 28S and cox1, respectively). Partition schemes and evolutionary models were selected via the 
Bayesian Information Criterion calculated in PARTITION FINDER v1.1.174: for 18S the K80 + G model; 28S 
and cox1 1st codon partitions the GTR + G model; for cox1 2nd codon partition the F81 model and for cox1 
3rd codon partition the HKY + G model. BI was performed with four chains of 5 × 106 generations, trees sam-
pled every 100 generations and a burn-in value set at 25% of the sampled trees. BI and ML (with RAxML) were 
obtained using the same procedures as described above.

Abbreviations. AprA: adenosine-5′-phosphosulfate reductase alpha subunit; BI: Bayesian inference; Cox I: 
cytochrome c oxidase subunit; DAPI: 4′6-diamidino-2-phenylindole; DNA: Deoxyribonucleic acid; FISH: 
Fluorescence In Situ Hybridization; MANOVA: multivariate analysis of variance; ML: Maximum likelihood; 
NGS: Next-generation sequencing; OTU: Operational Taxonomic Unit; PBS: phosphate-buffered saline; RNA: 
Ribonucleic acid; SEM: Scanning Electron Microscopy. SOB: sulfur-oxidizing bacteria; SRB: sulfate-reducing 
bacteria.

Data Availability
The data supporting the results of this article are available in the NCBI SRA repository (Accession SRP152813, 
BioProject PRJNA480222).

All sequences are available in GenBank under accession numbers MH587708 – MH587741 (18S and 28S); 
MH588057 – MH588058 (16S Gammaproteobacteria); MH59346 – MH593852 (Cox1 and AprA).

References
 1. Dubilier, N., Bergin, C. & Lott, C. Symbiotic diversity in marine animals: the art of harnessing chemosynthesis. Rev. Microbiol. 6, 

725–740 (2008).
 2. Dattagupta, S. et al. A novel symbiosis between chemoautotrophic bacteria and a freshwater cave amphipod. ISME J. 3, 935–943 

(2009).
 3. Ruehland, C. et al. Multiple bacterial symbionts in two species of co‐occurring gutless oligochaete worms from Mediterranean sea 

grass sediments. Environ. Microbiol. 10, 3404–3416 (2008).

https://doi.org/10.1038/s41598-019-43517-8
http://tree.bio.ed.ac.uk/software/tracer/
http://tree.bio.ed.ac.uk/software/tracer/
http://tree.bio.ed.ac.uk/software/figtree/


1 2Scientific RepoRts |          (2019) 9:7019  | https://doi.org/10.1038/s41598-019-43517-8

www.nature.com/scientificreportswww.nature.com/scientificreports/

 4. Assié, A. et al. A specific and widespread association between deep‐sea Bathymodiolus mussels and a novel family of 
Epsilonproteobacteria. Environ. Microbiol. Rep. 8, 805–813 (2016).

 5. Bellec, L. et al. A nematode of the Mid-Atlantic Ridge hydrothermal vent harbors a symbiotic relationship. Front Microbiol. 9, 2246 
(2018).

 6. Ott, J., Rieger, G., Rieger, R. & Enders, F. New mouthless interstitial worms from the sulfide system: symbiosis with prokaryotes. 
PSZN I: Mar. Ecol. 3, 313–333 (1982).

 7. Austen, M. C., Warwick, R. M. & Ryan, K. P. Astomonema southwardorum sp. nov., a gutless nematode dominant in a methane seep 
area in the North Sea. Marine Biol. Assoc. U.K. 73, 627–634 (1993).

 8. Musat, N. et al. Molecular and morphological characterization of the association between bacterial endosymbionts and the marine 
nematode Astomonema sp. from the Bahamas. Environ. Microbiol. 9, 1345–1353 (2007).

 9. Dirksen, P. et al. The native microbiome of the nematode Caenorhabditis elegans: gateway to a new host-microbiome model. BMC 
Biol. 14, 38 (2016).

 10. Elhady, A. et al. Microbiomes associated with infective stages of root-knot and lesion nematodes in soil. PloS One. 12, e0177145 
(2017).

 11. Meyer, J. M. et al. Succession and dynamics of Pristionchus nematodes and their microbiome during decomposition of Oryctes 
borbonicus on La Réunion Island. Environ. Microbiol. 19, 1476–1489 (2017).

 12. Derycke, S. et al. Coexisting cryptic species of the Litoditis marina complex (Nematoda) show differential resource use and have 
distinct microbiomes with high intraspecific variability. Mol. Ecol. 25, 2093–2110 (2016).

 13. Schuelke, T., Pereira, T. J., Hardy, S. M. & Bik, H. M. Nematode‐associated microbial taxa do not correlate with host phylogeny, 
geographic region or feeding morphology in marine sediment habitats. Mol. Ecol. 1, 1–22 (2018).

 14. Bastian, H. C. Monograph of the Anguillulidae, or Free Nematoids, Marine, Land, and freshwater; with Descriptions of 100 New 
Species. T. Linnean S. London 25, 73–184 (1865).

 15. Larkin, J. M. & Strohl, W. R. Beggiatoa, thiothrix, and thioploca. Annu. Rev. Microbial. 37, 341–367 (1983).
 16. Widdel, F. & Pfennig, N. Studies on dissimilatory sulfate-reducing bacteria that decompose fatty acids II. Incomplete oxidation of 

propionate by Desulfobulbus propionicus gen. nov., sp. nov. Arch. Microbiol. 131, 360–365 (1982).
 17. Zeppilli, D. et al. Characteristics of meiofauna in extreme marine ecosystems: a review. Mar. Biodiv. 48, 35–71 (2018).
 18. Kito, K. A new mouthless marine nematode from Fiji. J. Nat. Hist. 23, 635–642 (1989).
 19. Ott, J. A., Bright, M. & Bulgheresi, S. Symbioses between marine nematodes and sulfur-oxidizing chemoautotrophic bacteria. 

Symbiosis 36, 103–126 (2004).
 20. Bauer-Nebelsick, M., Blumer, M., Urbancik, W. & Ott, J. A. The glandular sensory organ of Desmodoridae (Nematoda)-

ultrastructure and phylogenetic implications. Invertebr. Biol. 114, 211–219 (1995).
 21. Bulgheresi, S. et al. A new C- type lectin similar to the human immunoreceptor DC-SIGN mediates symbiont acquisition by a 

marine nematode. Appl. Environ. Microbiol. 72, 2950–2956 (2006).
 22. Bulgheresi, S. et al. Sequence variability of the pattern recognition receptor Mermaid mediates specificity of marine nematode 

symbioses. ISME J. 5, 986–998 (2011).
 23. El Houari, A. et al. Desulfobulbus oligotrophicus sp. nov., a sulfate-reducing and propionate-oxidizing bacterium isolated from a 

municipal anaerobic sewage sludge digester. Int. J. Syst. Evol. Micr. 67, 275–281 (2017).
 24. Ford, H. W. & Tucker, D. P. H. Blockage of drip irrigation filters and emitters by iron-sulfur-bacterial products Thiothrix nivea, 

Beggiatoa. Hort. Science 1975.
 25. Brigmon, R. L., Martin, H. W., Morris, T. L., Bitton, G. & Zam, S. G. Biogeochemical ecology of Thiothrix spp. in underwater 

limestone caves. Geomicrobiol. J. 12, 141–159 (1994).
 26. Cavanaugh, C. M. Symbiotic chemoautotrophic bacteria in marine invertebrates from sulphide-rich habitats. Nature 302, 58 (1983).
 27. Brigmon, R. L., Furlong, M. & Whitman, W. B. Identification of Thiothrix unzii in two distinct ecosystems. Lett. Appl. Microbiol. 36, 

88–91 (2003).
 28. Gillan, D. C. & Dubilier, N. Novel epibiotic Thiothrix bacterium on a marine amphipod. Appl. Environ. Microbiol. 70, 3772–3775 

(2004).
 29. Ruehland, C. & Dubilier, N. Gamma‐and epsilonproteobacterial ectosymbionts of a shallow‐water marine worm are related to 

deep‐sea hydrothermal vent ectosymbionts. Environ. Microbiol. 12, 2312–2326 (2010).
 30. Dubilier, N. Association of filamentous epibacteria with Tubificoides benedii (Oligochaeta: Annelida). Mar. Biol. 92, 285–288 

(1986).
 31. Durand, P., Gros, O., Frenkiel., L. & Prieur, D. Phylogenetic characterization of sulfur-oxidizing bacterial endosymbionts in three 

tropical Lucinidae by 16S rDNA sequence analysis. Mol. Mar. Biol. Biotech. 5, 37–42 (1996).
 32. Ott, J. A., Bright, M. & Schiemer, F. The ecology of a novel symbiosis between a marine peritrich ciliate and chemoautotrophic 

bacteria. Mar. Ecol. 19, 229–243 (1998).
 33. Blazejak, A., Erséus, C., Amann, R. & Dubilier, N. Coexistence of bacterial sulfide oxidizers, sulfate reducers, and spirochetes in a 

gutless worm (Oligochaeta) from the Peru margin. Appl. Environ. Microbiol. 71, 1553–1561 (2005).
 34. Hourdez, S. et al. How sediment chemistry affects the interaction of Capitella sp. with environmental microorganisms. In prep.
 35. Hipp, W. M. et al. Towards the phylogeny of APS reductases and sirohaem sulfite reductases in sulfate-reducing and sulfur-oxidizing 

prokaryotes. Microbiol. 143, 2891–2902 (1997).
 36. Sánchez, O., Ferrera, I., Dahl, C. & Mas, J. In vivo role of adenosine-5′-phosphosulfate reductase in the purple sulfur bacterium 

Allochromatium vinosum. Arch. Microbiol. 176, 301–305 (2001).
 37. Friedrich, M. W. Phylogenetic analysis reveals multiple lateral transfers of adenosine-5′-phosphosulfate reductase genes among 

sulfate-reducing microorganisms. J. Bacteriol. 184, 278–289 (2002).
 38. Meyer, B. & Kuever, J. Phylogeny of the alpha and beta subunits of the dissimilatory adenosine-5′-phosphosulfate (APS) reductase 

from sulfate-reducing prokaryotes–origin and evolution of the dissimilatory sulfate-reduction pathway. Microbiol. 153, 2026–2044 
(2007).

 39. Meyer, B. & Kuever, J. Molecular analysis of the diversity of sulfate-reducing and sulfur-oxidizing prokaryotes in the environment, 
using aprA as functional marker gene. Appl. Environ. Microbiol. 73, 7664–7679 (2007).

 40. Goffredi, S. K., Jones, W. J., Erhlich, H., Springer, A. & Vrijenhoek, R. C. Epibiotic bacteria associated with the recently discovered 
Yeti crab, Kiwa hirsuta. Environ. Microbiol. 10, 2623–2634 (2008).

 41. Zbinden, M. et al. New insigths on the metabolic diversity among the epibiotic microbial communitiy of the hydrothermal shrimp 
Rimicaris exoculata. J. Exp. Mar. Biol. Ecol. 359, 131–140 (2008).

 42. Dubilier, N. et al. Endosymbiotic sulphate-reducing and sulphide-oxidizing bacteria in an oligochaete worm. Nature 411, 298–302 
(2001).

 43. Goffredi, S. K. Indigenous ectosymbiotic bacteria associated with diverse hydrothermal vent invertebrates. Env. Microbiol. Rep. 2, 
479–488 (2010).

 44. Cavanaugh, C. M., McKiness, Z. P., Newton, I. L. & Stewart, F. J. Marine chemosynthetic symbioses in The prokaryotes (eds Dworkin, 
M., Falkow, S., Rosenberg, E., Schleifer, K. & H., Stackebrandt, E.) 475–507 (Springer, 2006).

 45. Ott, J. A. & Novak, R. Living at interface: meiofauna at the oxygen/sulfide boundary of marine sediments in 23rd European Marine 
Biology Symposium (eds Ryland, J. S. & Tyler, P. A.) 415–422 (1989).

https://doi.org/10.1038/s41598-019-43517-8


13Scientific RepoRts |          (2019) 9:7019  | https://doi.org/10.1038/s41598-019-43517-8

www.nature.com/scientificreportswww.nature.com/scientificreports/

 46. Schiemer, F., Novak, R. & Ott, J. A. Metabolic studies on thiobiotic free-living nematodes and their symbiotic microorganisms. Mar. 
Biol. 106, 129–137 (1990).

 47. Ott, J. A. et al. Tackling the sulfide gradient: a novel strategy involving marine nematodes and chemoautotrophic ectosymbionts. 
Mar. Ecol. 12, 261–279 (1991).

 48. Hentschel, U., Berger, E. C., Bright, M., Felbeck, H. & Ott, J. A. Metabolism of nitrogen and sulfur in ectosymbiotic bacteria of 
marine nematodes (Nematoda, Stilbonematinae). Mar. Ecol. Progr. Ser. 183, 149–158 (1999).

 49. Petersen, J. M. et al. Chemosynthetic symbionts of marine invertebrate animals are capable of nitrogen fixation. Nat. Microbiol. 2, 
16195 (2017).

 50. Polz, M. F., Felbeck, H., Novak, R., Nebelsick, M. & Ott, J. A. Chemoautotrophic, sulfur-oxidizing symbiotic bacteria on marine 
nematodes: morphological and biochemical characterization. Microbial Ecol. 24, 313–329 (1992).

 51. Ponsard, J. et al. Inorganic carbon fixation by chemosynthetic ectosymbionts and nutritional transfers to the hydrothermal vent 
host-shrimp Rimicaris exoculata. ISME J. 7, 96–109 (2013).

 52. Eisenback, J. D. Techniques for preparing nematodes for scanning electron microscopy in An advanced treatise on Meloidogyne 2 
(eds Barker, K. R, Carter, C. C. & Sasser, J. N.) 79–105 (North Carolina State University Graphics 1985).

 53. Durand, L. et al. Microbial diversity associated with the hydrothermal shrimp Rimicaris exoculata gut and occurrence of a resident 
microbial community. FEMS Microbiol. Ecol. 71, 291–303 (2010).

 54. Seinhorst, J. W. A rapid method for the transfer of nematodes from fixative to unhydrous glycerine. Nematologica 4, 67–69 (1959).
 55. Vincx, M. Methods for the examination of organismal diversity in soils and sediments in Meiofauna in marine and freshwater 

sediments (ed. Hall G. S.) 187–195 (International Wallingfort 1996).
 56. Kearse, M. et al. Geneious Basic: an integrated and extendable desktop software platform for the organization and analysis of 

sequence data. Bioinformatics 28, 1647–1649 (2012).
 57. Klindworth, A. et al. Evaluation of general 16S ribosomal RNA gene PCR primers for classical and next-generation sequencing-

based diversity studies. Nucleic Acids Res. 41, e1 (2013).
 58. Fadrosh, D. W. et al. An improved dual-indexing approach for multiplexed 16S rRNA gene sequencing on the Illumina MiSeq 

platform. Microbiome. 2, 6 (2014).
 59. Edgar, R. C. & Flyvbjerg, H. Error filtering, pair assembly and error correction for next-generation sequencing reads. Bioinformatics. 

31, 3476–3482 (2013).
 60. Escudié, F. et al. FROGS: Find, Rapidly, OTUs with Galaxy Solution. Bioinformatics 34, 1287–1294 (2018).
 61. Mahé, F., Rognes, T., Quince, C., de Vargas, C. & Dunthorn, M. Swarm: robust and fast clustering method for amplicon-based 

studies. PeerJ. 2, e593 (2014).
 62. Rognes, T., Flouri, T., Nichols, B., Quince, C. & Mahé, F. VSEARCH: a versatile open source tool for metagenomics. PeerJ. 4, e2584 

(2016).
 63. Bokulich, N. A. et al. Quality-filtering vastly improves diversity estimates from Illumina amplicon sequencing. Nat. Methods. 10, 57 

(2013).
 64. Camacho, C. et al. BLAST+: architecture and applications. BMC Bioinformatics. 10, 421 (2009).
 65. Quast, C. et al. The SILVA ribosomal RNA gene database project: improved data processing and web-based tools. Nucleic Acids Res. 

41, 590–596 (2012).
 66. McMurdie, P. J. & Holmes, S. Phyloseq: an R package for reproducible interactive analysis and graphics of microbiome census data. 

PloS One 8, e61217 (2013).
 67. Bik, H. M. & Interactive, P. Phinch: an interactive, exploratory data visualization framework for–Omic datasets. BioRxiv. 009944 

(2014).
 68. Ronquist, F. et al. MrBayes 3.2: efficient Bayesian phylogenetic inference and model choice across a large model space. Syst. Biol. 61, 

539–542 (2012).
 69. Stamatakis, A., Hoover, P. & Rougemont, J. A rapid bootstrap algorithm for the RAxML web servers. Syst. Biol. 57, 758–771 (2008).
 70. Miller, M.A., Pfeiiffer, W. & Schwartz, T. Creating the CIPRES Science Gateway for inference of large phylogenetic trees. Proceedings 

of the Gateway Computing Environments Workshop (GCE) (2010).
 71. Darriba, D., Taboada, G. L., Doallo, R. & Posada, D. JModelTest 2: more models, new heuristics and parallel computing. Nat. 

Methods. 9, 772 (2012).
 72. Lefort, V., Longueville, J. E. & Gascuel, O. SMS: Smart model selection in PhyML. Mol. Biol. Evol. 34, 2422–2424 (2017).
 73. Guindon, S. et al. New algorithms and methods to estimate maximum-likelihood phylogenies: assessing the performance of PhyML 

3.0. Systematic. Biol. 59, 307–321 (2010).
 74. Lanfear, R., Calcott, B., Ho, S. Y. & Guindon, S. PartitionFinder: combined selection of partitioning schemes and substitution models 

for phylogenetic analyses. Mol. Biol. Evol. 29, 1695–1701 (2012).
 75. Bernard, E. C., Handoo, Z. A., Powers, T. O., Donald, P. A. & Heinz, R. D. Vittatidera zeaphila (Nematoda: Heteroderidae), a new 

genus and species of cyst nematode parasitic on corn (Zea mays). J. Nematol. 42, 139–150 (2010).
 76. De Ley, P. et al. Molecular and morphological characterisation of two reproductively isolated species with mirror-image anatomy 

(Nematoda: Cephalobidae). Nematology 1, 591–612 (1999).
 77. Hu, M., Chilton, N. B. & Gasser, R. B. Long PCR-based amplification of the entire mitochondrial genome from single parasitic 

nematodes. Mol. Cell. Probe 16, 261–267 (2002).
 78. Lane, D. J. 16S/23S rRNA sequencing. Nucleic acid techniques in bacterial systematics 1, 115–117 (1996).
 79. Cambon-Bonavita, M. A., Lesongeur, F., Menoux, S., Lebourg, A. & Barbier, G. Microbial diversity in smoked salmon examined by 

a culture-independent molecular approach—a preliminary study. Intern. J. Food Microbiol. 70, 179–187 (2001).
 80. Amann, R. I. et al. Combination of 16S rRNA-targeted oligonucleotide probes with flow cytometry for analyzing mixed microbial 

populations. Appl. Environ. Microbiol. 56, 1919–1925 (1990).
 81. Loy, A. et al. Oligonucleotide microarray for 16S rRNA gene-based detection of all recognized lineages of sulfate-reducing 

prokaryotes in the environment. Appl. Environ. Microbiol. 68, 5064–5081 (2002).
 82. Lin, X. et al. Comparison of vertical distributions of prokaryotic assemblages in the anoxic Cariaco Basin and Black Sea by use of 

fluorescence in situ hybridization. Appl. Environ. Microbiol. 72, 2679–2690 (2006).
 83. Manz, W., Amann, R., Ludwig, W., Wagner, M. & Schleifer, K. H. Phylogenetic oligodeoxynucleotide probes for the major subclasses 

of proteobacteria: problems and solutions. Syst. Appl. Microbiol. 15, 593–600 (1992).
 84. Wallner, G., Amann, R. & Beisker, W. Optimizing fluorescent in situ hybridization with rRNA‐targeted oligonucleotide probes for 

flow cytometric identification of microorganisms. Cytometry Part A 14, 136–143 (1993).

Acknowledgements
We thank Sandra Fuchs, Salomé Andres, Renato Bruno, Céline Boidin-Wichlacz for their help during sampling 
and nematode sorting. We also thank Elisa Baldrighi and Diana Benuffe for helping with the nematode 
measurements. We are very grateful to the LEP technical and engineering teams for their support in the 
laboratory. We are grateful to the Genotoul bioinformatics platform Toulouse Midi-Pyrenees and Sigenae group 
for providing help and computing and storage resources on the Galaxy platform. We also indebted to Wilfrida 
Decraemer, Nic Smol, Ann Vanreusel, Roberto Sandulli and Anna Di Cosmo for helpful discussions on nematode 

https://doi.org/10.1038/s41598-019-43517-8


1 4Scientific RepoRts |          (2019) 9:7019  | https://doi.org/10.1038/s41598-019-43517-8

www.nature.com/scientificreportswww.nature.com/scientificreports/

taxonomy. Financial support was provided by the project “Prokaryote-nematode Interaction in marine extreme 
envirONments: a uniquE source for ExploRation of innovative biomedical applications” (PIONEER) funded by 
the Total Foundation and IFREMER (2016–2019). The funding body played no part in the design, collection, 
analysis or interpretation of the experiment or in the production of the manuscript.

Author Contributions
L.B., M.A.C.B. and D.Z. analysed the data, and wrote the paper. L.B. carried out the molecular biology 
experiments, phylogenetic and the bioinformatics analysis. L.D. performed the F.I.S.H. analysis. N.G. performed 
the S.E.M. analysis. A.T. and S.H. helped for sampling and wrote the paper. MJ wrote the paper. All the authors 
read, edited and approved the final manuscript.

Additional Information
Supplementary information accompanies this paper at https://doi.org/10.1038/s41598-019-43517-8.
Competing Interests: The authors declare no competing interests.
Publisher’s note: Springer Nature remains neutral with regard to jurisdictional claims in published maps and 
institutional affiliations.

Open Access This article is licensed under a Creative Commons Attribution 4.0 International 
License, which permits use, sharing, adaptation, distribution and reproduction in any medium or 

format, as long as you give appropriate credit to the original author(s) and the source, provide a link to the Cre-
ative Commons license, and indicate if changes were made. The images or other third party material in this 
article are included in the article’s Creative Commons license, unless indicated otherwise in a credit line to the 
material. If material is not included in the article’s Creative Commons license and your intended use is not per-
mitted by statutory regulation or exceeds the permitted use, you will need to obtain permission directly from the 
copyright holder. To view a copy of this license, visit http://creativecommons.org/licenses/by/4.0/.
 
© The Author(s) 2019

https://doi.org/10.1038/s41598-019-43517-8
https://doi.org/10.1038/s41598-019-43517-8
http://creativecommons.org/licenses/by/4.0/

	Chemosynthetic ectosymbionts associated with a shallow-water marine nematode
	Results
	Morphology and molecular identity of the free-living marine nematode: M. albidus. 
	Cloning versus metabarcoding. 
	Negative control of metabarcoding. 
	Bacterial communities. 
	Bacterial communities from three environments in summer. 
	Temporal variation of bacterial communities associated with M. albidus. 
	Observations of bacteria using SEM analyses. 
	Observations of bacteria using FISH analyses. 

	Discussion
	Metoncholaimus albidus-associated bacteria. 
	Bacterial seasonal variability. 
	Sulfur oxidation and sulfate reduction. 
	Potential role of the nematode-bacteria association. 

	Conclusions
	Methods
	Study area and free-living marine nematode sorting. 
	Nematode morphological studies. 
	Free-living marine nematode DNA extraction, PCR and sequencing. 
	AprA gene amplification, cloning and sequencing. 
	16S rRNA bacterial diversity analyses through cloning after amplification. 
	16S rRNA bacterial diversity analyses by Next Generation Sequencing. 
	Bioinformatics analyses. 
	Scanning electron microscopy observations. 
	Fluorescence in situ hybridizations. 
	Phylogenetic reconstructions. 
	Gammaproteobacterial phylogeny. 
	AprA phylogeny. 
	M. albidus phylogeny. 
	Abbreviations. 


	Acknowledgements
	Figure 1 Cluster diagram based on bacterial community similarity for three environments in summer at Roscoff.
	Figure 2 Phylogenetic tree of AprA gene by BI and ML.
	Figure 3 Bacterial community distribution of 25 M.
	Figure 4 Bayesian inference tree based on the 16S rRNA gene for Gammaproteobacteria.
	Figure 5 SEM micrographs of bacteria from M.
	Figure 6 FISH of bacteria from M.
	Table 1 Alpha diversity indices.
	Table 2 Summary of molecular experiments and microscopic observations used to characterize Metoncholaimus albidus and explore the bacterial diversity.
	Table 3 Primers and Fluorescent probes used in this study.




