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ABSTRACT
Transitional waters are subject to a high degree of variability in space and time. In this study, protist plankton communities
of the Lagoon of Venice were compared among four sites characterised by different environmental conditions with a metabarcoding
approach. High throughput sequencing (HTS) of the V4-18S rDNA fragment in 32 samples collected on four dates, from April
2016 to February 2017, produced 1,137,113 reads, which were grouped into 4058 OTUs at 97% similarity. Bacillariophyta and
Ciliophora were the most abundant groups in the entire dataset in terms of read number (27.6% and 16.6%, respectively), followed
by Dinophyta (10.9%), Cryptophyceae (9.7%), and Syndiniales (6.1%). The contribution of protist groups markedly varied across
the seasons, but spatial differences were also recorded in the lagoon. In April, a higher contribution of Bacillariophyta characterized
St1 and 5 (68.0% and 61.1%), whereas Sts2 and 3 showed a higher percentage of Ciliophora (18.6 and 23.4%, respectively) and
dinoflagellates (10.3 and 7.7%). In July, diatom blooms occurred at Sts1, 2 and 3, with some differences in the dominant species.
At St2 Dinophyta reached the highest contribution of the whole sampling period in the area (30.6%), while St5 was quite distinct,
with a low contribution of diatoms and a dominance of Ciliophora (34.0%) and Trebouxiophyceae (36.4%). All the stations in November were characterized by relatively high abundance of Ciliophora (21.4-51.9%). In February, diatom contribution was relevant
only at St5 (29.3%), Teleaulax acuta peaked at St3 (ca. 36%), Syndiniales at St2 (38.8%) and Dictyochophyceae at St1 (24.2%).
The α-diversity indexes (observed OTUs, Shannon and Pielou evenness) showed a high variability over space and time. Diversity
and community composition were rather similar between the intermediate and deeper Sts2 and 3 on all sampling dates whereas
they at time differed between the landward and shallow Sts1 and 5. While the most marked differences occurred over the temporal
scale, the depth of the station and the relatedness with the external marine coastal environment appear to play a major role in the
spatial distribution of protist communities within the lagoon. Overall, the quite stable spatial differences in spite of the significant
seasonal changes reflected the hydro-geological heterogeneity of the sampling stations, indicating a major influence of the landsea gradient in the lagoon.
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The search of factors shaping the protistan plankton
community has been extended and enhanced in the last
years thanks to the combination of molecular data with
tools from macroecology. Studies on habitat heterogeneity
in different marine ecosystems (Grossmann et al., 2016;
Massana et al., 2015; de Vargas et al., 2015; Wu et al.,
2020) have shown that plankton microeukaryotes present
different community compositions depending both on environmental factors, affecting the habitat features, and on
geographical distance on the small scale (Horner-Devine
et al., 2004; Martiny et al., 2006; Wu et al., 2020).
Habitat heterogeneity is particularly marked in transitional water ecosystems (TWE; European Union, 2000;
Elliot and McLusky, 2002), such as coastal lagoons, due to
their geomorphology, the close benthic–pelagic coupling,
the freshwater inputs, and the connection with the adjacent
marine ecosystems through tides and currents, (Basset et
al., 2006; McLusky and Elliot, 2007; Vadrucci et al., 2007).
These TWE features have a profound effect on plankton
composition and distribution at both spatial and temporal
scales (Cloern and Jassby, 2010).
The Lagoon of Venice (LoV) is the largest Italian lagoon. This TWE belongs to the Long Term Ecosystem Re-

search (LTER) national (LTER-Italy), European (LTEREurope) and global (ILTER) networks, which are essential
components of the worldwide efforts to improve our
knowledge of the structure and functions of ecosystems and
of their long-term response to environmental, societal, and
economic drivers (Mirtl et al., 2018). They are distributed
networks of research sites for multiple purposes in the fields
of ecosystem, critical zone, and socio-ecological research.
LTER-Italy consists of 79 research sites, which include terrestrial, freshwater, transitional and marine ecosystems
(Pugnetti et al., 2013; Bergami et al., 2018).
For what concerns planktonic protists of the LoV,
past LTER activities addressed almost exclusively phytoplankton communities, for which a consistent knowledge
has been gathered through morphology-based studies
(Bernardi Aubry et al., 2013, 2017). The LoV community
includes taxa that are representative of the complex and
open system of the lagoon itself, from the coastal sea to the
rivers and the benthic-pelagic system: overall, they show a
rather even distribution across distinct lagoon sites, while
habitat heterogeneity could barely be detected (Bernardi
Aubry et al., 2013). High Throughput Sequencing (HTS)
metabarcoding has so far been applied to the LoV bacterial
communities (Quero et al., 2017) and, more recently, also
to the whole protistan community, in a comparison between
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about 35 m3 s−1 of freshwater into the lagoon, with seasonal peaks in spring and autumn. In recent years aquatic
angiosperms have recolonized the lagoon, especially in
the central and northern basins (Sfriso and Buosi, 2018);
however, in large areas the main primary producer is phytoplankton (Acri et al., 2004, Sfriso et al., 2005; Bernardi
Aubry et al., 2013).
In this study four sampling campaigns were conducted in April, July, November 2016 and February 2017,
respectively, at four stations (St1, St2, St3 and St5, Fig.1)
that are regularly sampled for phytoplankton and abiotic
factors within LTER activities (Bernardi Aubry et al.,
2013). The stations are all influenced, at different extents,
by marine and freshwater inputs: St1 (S. Giuliano, 2 m
depth ) is in an area of intense maritime traffic (Bianchi
et al. 1996, Socal et al. 1999) which collects urban waste
from the town of Mestre; St2 (Marghera, 9.5 m) is affected by industrial pollution (Perin 1975, Guerzoni et al.
2007); St3 (Fusina, 3.5 m) is influenced by heat emissions
from the Porto Marghera power station (Alberighi et al.,
1992, Socal et al., 1999); St5 (Palude della Rosa, depth
2.7 m) is a typical inland marshy lagoon area (Bianchi et
al., 1999). Differences among the stations mainly depend
on the varying degrees of impact of the interactions
among the adjacent marine waters, riverine inputs and
benthic-pelagic coupling (Bernardi Aubry et al., 2013).

ci

the lagoon and the adjacent marine waters of the Gulf of
Venice (Armeli Minicante et al., 2019). In spite of potential
pitfalls of the metabarcoding approach, which can poorly
resolve the diversity of some taxa (Piredda et al. 2018) or
miss them altogether (Massana et al., 2015), the latter study
based on the V4-18S rRNA metabarcodes largely increased
the diversity knowledge not only for protists that have traditionally been neglected (i.e., heterotrophs, parasites, picoeukaryotes and other featureless groups), but also for the
main phytoplankton taxa studied in the long term with morphology-based approaches (i.e., diatoms and dinoflagellates). In addition, HTS results highlighted profound
differences in the structure of the protistan communities between the lagoon and the external coastal waters of the Gulf
of Venice: heterogeneity appears strong enough to allow
for ecological segregation in the two environments, despite
no clear barrier to dispersal processes among local protist
communities.
In this study, we explore the effects of habitat heterogeneity within the LoV by comparing protistan communities among four individual LoV sites that were
lumped together in the previous HTS study. The main goal
of this work is to test whether the overall picture of rather
spatially homogeneous LoV communities emerging from
morphologically-based studies on phytoplankton is confirmed by the higher resolution and better coverage allowed by the HTS-metabarcoding approach. We aim at
assessing if environmental selection plays a more important role than dispersal in shaping the microeukaryotic
communities within the LoV and identifying the most relevant local conditions that could affect them.
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The LoV (Northern Adriatic Sea, Mediterranean
Sea) is a microtidal, polyhaline lagoon classified as a transitional water body (European Union, 2000) and is the
largest wetland (550 km2) in the Mediterranean Sea (Poggioli, 2008). This delicate and fragile ecosystem is surrounded by densely inhabited and industrial areas and is
affected by high numbers of tourists, as well as intensive
fisheries and aquaculture activities. It has an average
depth of 1 m and is morphologically characterized by the
presence of large shallow areas and a network of deeper
(5–10 m) channels. Three inlets interrupt the sandbars
separating the lagoon from the sea, allowing water
turnover during tidal cycles, whose amplitude is 100 cm
with maxima of 150 cm. Water residence time, resulting
from the interactions of tide, wind and topography, ranges
from a few days close to the inlets to one month in landward areas (Umgiesser et al., 2014; Ghezzo et al., 2015).
Twelve main tributaries discharge an annual average of

For each station, temperature and salinity were
measured with a CTD SBE 911 probe and water samples
were collected at the near-surface layer using a Niskin
bottle.
For chlorophyll a (Chl a), 500 mL of water samples
were immediately filtered through Whatman GF/F fibreglass filters (nominal porosity = 0.7 µm), which were
stored frozen and subsequently analyzed according to
Holm-Hansen et al. (1965). Dissolved Inorganic Nitrogen
(DIN), as sum of ammonium (N-NH4), nitrites (N-NO2)
and nitrates (N-NO3), was analyzed along with orthophosphates (P-PO4) and orthosilicates (Si-SiO4) with a Systea
EasyChem Plus according to Grasshoff et al. (1983).
Filtration, DNA extraction and sequencing

At each station, 3 L of seawater were prefiltered on
a 200 μm mesh-size net and then filtered onto cellulose
ester 1.2 μm pore size filters (47 mm Ø, Whatman) using
a peristaltic pump. For each station a duplicate was performed, obtaining 32 filters that were stored at -80°C until
molecular analysis. Total DNA from each filter was extracted using the DNeasy 96 Plant Kit (QIAGEN) and
concentrations were determined with the Qubit dsDNA
HS kit (Thermofisher). DNA samples were stored at
−80°C until PCR. The hypervariable V4 region of eukary-
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Abiotic parameters and Chl a showed a wide variability over time and among stations (Tab. 1). Salinity values (21-32.3) most of the times were lowest at Sts1 and 5
(>21 and 23, respectively), while they were above 30 all
year round at the other two stations. Temperature ranged
between 9.4°C (St2, February) and 31.5°C (St3, July), with
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Fig. 1. Study area with the four sampling stations.
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Paired-end reads were processed using Mothur
v.1.33.0 (Schloss et al., 2009). Contigs between read
pairs were assembled and differences in base calls in the
overlapping region were solved using ΔQ parameter as
described in Kozich et al. (2013). Primer sequences were
removed (pdiffs=3) and no ambiguous bases were allowed; the maximum homopolymer size was 8 bp. The
remaining sequences were de-replicated and screened
for chimeras using UCHIME in de novo mode (Edgar et
al., 2011). Sequences were clustered into operational
taxonomic units (OTUs) at 97% of similarity using
vsearch (Rognes et al., 2016) clustering (method=dgc)
through mothur. OTUs containing only one read (singleton) were removed from downstream analyses. Taxonomic assignment was performed on a single
representative sequence from each OTU (the most abundant) using BLASTN (Altschul et al., 1990) against the
PR2 database (v.4.10.0; https://doi.org/10.6084/m9.
figshare.5913181; Guillou et al., 2013), discarding the
assignations with similarity ≤90% and query coverage
≤70% of the sequence length.

The vegan R package (R Core Team, 2014; Oksanen et al., 2016) was used for multivariate analyses.
The dataset was normalized with a random subsampling to the second-lowest number of sequences (n =
74,396) with the ‘rrarefy’ function.
Observed OTUs and α-diversity estimators (Shannon diversity and Pielou evenness) were calculated and
Non-metric multidimensional scaling (NMDS) was performed using the ‘metaMDS’ function (vegan) based on
a Bray-Curtis dissimilarity matrix. PerMANOVA (adonis
function in vegan) was used to detect significant association between environmental parameters and protist community structure. The selected variables were used to
perform Canonical Correspondence Analysis (CCA).

us

Sequence analyses

Statistical analyses

al

ote SSU rDNA gene was amplified and sequenced (2 X
250 bp sequencing) on an Illumina MiSeq platform as described in Piredda et al. (2017).
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marked differences (6-10°C) among stations on the same
sampling date, and St3 always showing the highest values.
DIN and silicate concentrations peaked at all the stations,
and particularly at Sts1 and 5, in November (25.4-88.1 µM)
and February (9.1-61.7 µM), the maxima occurred mostly
at St1 in every date. Phosphates were always highest at St1
(0.6-3 µM), while at the other stations they fluctuated between 0,1 and 1.1 µM without a clear seasonal or spatial
pattern. Chl a concentrations were higher at Sts1 and 5 (2.7
and 2.2 µgL–1, respectively) in April, then they peaked in
July at Sts1, 2 and 5 (12.6, 11.8 and 9.6 µgL–1, respectively)
and were relatively low at all stations in November (0.20.7 µgl–1) and February (0.1-0.7 µgL–1). The highest Chl a
concentrations were recorded at St1 on all dates but February, when the maximum was at St5.

Over the four sampling dates, a change in the proportion of the main groups was evident at all stations, which
at times also differed among them (Fig. 3). Common to
Sts1, 2 and 3 was the high relative abundance of Bacillariophyta both in April (max 67.9%, at St1) and July (max
87%, at St3) and their very low abundance in November
(1.1%, at St2) and February (1.9%, at St2). At St5, Bacil-
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The total cleaned dataset contained 3,588,416 reads
from 32 samples. Duplicate samples were generally coupled in hierarchical clustering based on Bray-Curtis distance (data not shown) and were hence pooled into 16
samples. After the normalization, the dataset consisted of
1,137,113 V4-18S reads (Supplementary Material 1),
clustering into 4,058 OTUs mostly belonging to 34 highlevel taxonomic groups (Fig. 2).
Bacillariophyta and Ciliophora were the most
abundant groups in terms of read number (27.6% and
16.6%, respectively), followed by Dinophyta (10.9%),
Cryptophyceae (9.7%), Syndiniales (6.1%). Chrysophyceae, Dictyochophyceae, Mamiellophyceae, Trebouxiophyceae, MAST (nanoheterotrophic marine
stramenopiles) and Chlorophyceae ranged between 2 and
5%. The remaining 23 taxonomic groups were included
in “other Eukaryotes” (8.9%).
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Fig. 2. Taxonomic diversity of the normalized dataset as percentage of reads belonging to the main 10 high-level taxonomic
groups and to the broad group “Other Eukaryotes” which includes: Apusozoa, Radiozoa, Amoebozoa, Stramenopiles, Apicomplexa, Perkinsea, Palagophyceae, Bolidophyceae, Telonemia,
Pirsonia, Bicoecea, MOCH, Prymnesiophyceae, Centroheliozoa,
Katablepharidaceae, Choanoflagellatea, Labyrinthulea, Prasinophyceae, Oomycota, Chlorodendrophyceae, Chlorophyceae, Cercozoa, Rhodophyta, Picozoa.

Month

April
July

November
February

N

Tab. 1. Environmental variables at the four stations of the Lagoon of Venice investigated on four sampling dates.
Station

Temperature

Salinity

ST1
ST2
ST3
ST5
ST1
ST2
ST3
ST5
ST1
ST2
ST3
ST5
ST1
ST2
ST3
ST5

14.1
17.3
24.3
14.1
25.3
28.8
31.5
25.5
14.5
14.7
22.1
14.0
10.4
9.4
15.6
11.8

20.9
30.1
29.5
30.3
29.5
31.3
30.0
27.1
28.3
31.0
31.6
25.9
21.0
31.3
32.9
23.3

(°C)

DIN

Si-SiO4

P-PO4

30.3
17.9
23.1
13.9
15.2
6.5
17.5
12.3
83.9
36.9
36.0
63.8
75.8
53.8
27.4
24.4

36.7
13.1
18.3
10.8
41.6
13.6
16.6
43.8
88.1
28.4
25.3
37.2
61.6
27.1
12.7
9.1

0.5
0.5
0.3
0.1
2.3
0.2
1.2
0.6
2.5
1.0
0.8
0.4
2.9
0.7
0.4
0.2

(µM)

(µM)

(µM)

Chl-a

(µgL–1)
2.7
0.8
0.1
2.2
12.5
11.7
1.7
9.5
0.7
0.3
0.2
0.5
0.5
0.1
0.5
0.7
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Gymnodinium dorsalisulcum and Heterocapsa pygmaea.
Mamiellophyceae, mainly Ostreococcus mediterraneus,
were most abundant at St3 (10.9%), Cryptophyceae at St2
(15.0%) with Teleaulax acuta and Rhodomonas sp.
In July a diatom bloom occurred at Sts1, 2 and 3,
with the highest relative percentage contribution (87.5 %)
at St. 3 and the lowest (50.7%) at St1. Chaetoceros tenuissimus dominated at Sts1 and 3, the cymatosiracean Minutocellus polymorphus at St2. There, Dinophyta, with G.
dorsalisulcum and H. pygmaea (92.0%), attained the
highest contribution (30.6%) of the whole sampling period. St5 was quite distinct from the others due to a much
lower percentage of diatoms (10.9%) and the dominance
of Ciliophora (34%, mainly Parastrombidinopsis sp.) and
Trebouxiophyceae (36.4%), the latter mainly represented
by the green coccoid Picochlorum which was also abundant at St1 (23.6%).
In November all the stations were characterized by
the high abundance and diversity of Ciliophora (21.351.9%), among which the most abundant were an unknown
Strobilidiidae,
Rimostrombidium
and
Strombidium. In addition to Ciliophora, Sts2 and 3
showed a quite similar composition in terms of both
groups and species, with a high proportion of Dinophyta
(23.7% at St2, 15.1% at St3), mainly represented by H.
pygmaea, the parasitic group Syndiniales (13.3 at St2,
16.1% at St3), heterotrophs, such as MAST (6.7% at St2,
4.4% at St3) and other eukaryotes (such as Picozoa and
other non-photosynthetic stramenopiles, 8.9% and 9.3%
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lariophyta contribution was highest in April (61.1%) too,
but low in July (10.9%) and relatively high again in February (29.3%). Other seasonal patterns shared among stations
concerned the higher contribution of Trebouxiophyceae in
July (up to 23.6% and 5 36.4% at Sts1 and 5, respectively),
of Ciliophora at all stations in November (21.3-51.9%), and
the low contribution of Cryptophyceae and Mamiellophyceae in July. Besides, at all stations Dictyochophyceae
were more abundant at almost all stations in February
(<24.1% at St1), while the contribution of Chrysophyceae
was significant in November, especially at St5 (12.9%).
Dinophyta attained more than the 20% of the total abundance only at St2 in July (30.6%) and November (23.7%).
Within each sampling date, some dissimilarities
among stations were also evident. In April, the main difference was the highest contribution of Bacillariophyta at
Sts1 and 5, which also showed the highest Chl a concentrations. Yet, diatom species composition differed between
these two stations: Thalassiosira concaviuscula dominated both the group and the whole protist assemblage at
St1 (56.6% of total reads), while it covered less than 1%
at St5, where the dominant species (50%) was Cyclotella
sp. At the other two stations, diatoms were less abundant
and mainly represented by Thalassiosira spp., Chaetoceros tenuissimus, Navicula and Skeletonema. Sts2 and 3
differed from Sts1 and 5 also for the highest abundance
of Ciliophora (18.6% and 23.4%), mainly represented by
Strombidida and by the tintinnid Tintinnopsis, and of dinoflagellates (<10%), with the autotrophic species
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Fig. 3. Composition of the protist community at the four stations at each sampling date, based on the normalized dataset.
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ter being the most peculiar ones at all four sites. Sts2 and
3 were strictly coupled in all sampling events but July,
whereas Sts1 and 5 were slightly more distant but still
coupled in all sampling but February.
PerMANOVA selected three environmental variables significantly correlated with the community composition: DIN, salinity, and temperature. In the CCA (Fig.
6) performed using these variables, the first two canonical
axes only explained 23% of the total variance. Yet, the
analysis confirmed the clear separation of the July community, which showed a high correlation with temperature. February and November communities were
associated with high DIN values. Sts2 and 3 were coupled
in all seasons, although at times more distant than in the
NMDS, whereas Sts1 or 5 were often closer to one of the
other two stations than between them.
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High spatial and temporal variability is the hallmark for coastal environments and especially in TWEs,
which are sensitive to an array of external drivers and
pressures. In particular, in the LoV the low average depth
causes an accelerated exchange and biogeochemical cycling between the sediments and the water column (Solidoro et al., 2010), which interacts with the variable
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at Sts 2 and 3, respectively ). Cryptophyceae (with a high
proportion of Teleaulax acuta) peaked at St5 (20.5%) together with the Dictyochophyceae Pedinellales (18.7%).
In February St5 differed from all the others for the
dominance of diatoms (29.3%) mainly represented by benthic taxa, either marine (Undatella and Achnantes) or freshwater (Cymbella), a higher percentage of ciliates (15.0%)
and the unicellular Rhodophyta (Rhodella sp.) as the most
abundant taxon (10.9%). The dominance of Teleaulax acuta
was remarkable at St3 (36%), while Syndiniales were abundant at St2 (38.8 %) and Dictyochophyceae at St1 (24.2%,
mainly Apedinella radians). Dinophyceae at St2 and St3
were mainly represented by H. pygmaea.
Trends of alpha diversity (Fig. 4) showed a great
variability at both time and space scales. The effect of the
diatom blooms was more evident in July, resulting in the
lowest diversity values particularly at Sts 2 and 3. In February, observed OTU number was the lowest at St5, which
however showed the highest evenness value. Overall, diversity indexes were often similar within the two couples
of stations, St1-St5 and St2-St3.
The NMDS ordination highlighted a relatively regular pattern in relation to the spatial and temporal scales
(Fig. 5). NMDS2 values below or above zero split Sts2
and 3 (bottom of the plot) from Sts1 and 5 (top), whereas
NMDS1 separated February and November communities
(to the left) from April and July ones (to the right), the lat-

Fig. 4. Trend of α-diversity indexes: observed OTUs, Shannon diversity and Pielou evenness.
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in summer was already reported in literature but with
lower abundance (average 2%; Bernardi Aubry et al.,
2013). However, dinoflagellate abundance can be overestimated by HTS studies because of the large amount of
multicopy genes (Piredda et al., 2017; Gong et al., 2019).
Several species commonly found as abundant or featuring
different seasons in this study were also reported as characterizing in others lagoons or estuarine environments,

Fig. 5. Non-metric MDS ordination of protist community composition at the four stations, based on the Bray-Curtis dissimilarity matrix calculated on the OTU table. Stress value = 0.099.
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nutrient load from land, tide cycle and meteo-climatic-driven hydrodynamism producing a complex space-time dynamic. To date the extent to which this complexity is
reflected in the microbial community of the lagoon has
only partially been understood also because of the limited
resolution and partial coverage of the microbial diversity
permitted by classical, microscopy-based approaches. In
this study, the V4 -18S rRNA metabarcode analysis allowed a deeper and more complete assessment of microeukariote communities of the area.
Although based on only four time points, the conditions recorded in this study can be considered quite indicative of the four seasons as they emerge from the
previous knowledge of the area. The low plankton abundance during the autumn-winter time, the vegetative recovery in winter-spring and the summer peak match the
“typical” seasonal trend observed for phytoplankton communities during 10 years of observations in the LoV
(Bernardi Aubry et al., 2013). The dominance of Bacillariophyta in summer (and, of lesser importance, in spring)
and their low contribution in autumn-winter, when our
sampling may have missed the typical Skeletonema peak,
are also confirmed by light microscopy analysis (data not
shown). While the dominance of tiny Chaetoceros in
spring–summer period was already known in the area
(Bernardi Aubry et al., 2013), the importance of the cymatosyracean Minutocellus polymorphus at St3 was not
recognized before. The highest contribution of Dinophyta
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Fig. 6. Canonical Correspondence Analysis (CCA) based on the normalized dataset, with the three environmental variables selected
through PerMANOVA.
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in the lagoon, rather than to the instantaneous measured
values of the environmental variables during each sampling event, which actually explained only a minor part
of the variance (23%).
In conclusion, this HTS metabarcoding investigation reveals relatively stable spatial differences and substantial seasonal changes in the structure of the whole
protistan communities of the LoV, where habitat heterogeneity and connection coexist. Protistan groups that have
distinct functional roles (e.g., Ciliophora, MAST, Syndiniales and picoeukaryotes), so far never investigated in
the LoV, also showed marked differences over the temporal and spatial scale, hinting at complex and dynamic
relationships within the microbial community which warrant further investigations.
Overall some different hydro-geological characteristics that typify different areas contribute consistently in
shaping the spatial microeukaryotic community configuration. In particular, the depth of the stations, which modulates the benthic-pelagic coupling, and the degree of
relatedness with the external marine coastal environment
or with the mainland, appear to play a major role in the spatial distribution of protist community within the lagoon.
ACKNOWLEDGMENTS
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such as Teleaulax acuta, Cyclotella sp. and Minutocellus
polymorphus (Sarno et al., 1993; Bérard-Therriault et al.,
1999; Melo et al., 2010; Guiry and Guiry, 2019). From the
diversity standpoint, spatial and temporal variations of heterotrophic, mixotrophic, parasitic such groups as Ciliophora, MAST and Syndiniales, as well as of autotrophic
and heterotrophic picoeukaryotes (e.g., Trebouxiophyceae
and Picozoa) emerging in this study represent an absolute
novelty and hint at quite intricate and dynamic trophic interactions within the microbial food web of the lagoon.
For what concerns spatial differences, they appeared
quite evident for the whole microeukaryotic communities
compared to the overall homogeneity emerging from previous studies that only addressed phytoplankton. In those
studies, despite some weak differences among areas, the
most abundant species were shared by all stations investigated, whereby community composition appeared to be
prevalently shaped by the general ecological characteristics
of the lagoon ecosystem itself rather than by the specific
characteristics of individual areas (Acri et al., 2004;
Bernardi Aubry et al., 2004, 2013). The latter picture is
based on a much higher number of observations, but the
higher resolution allowed by metabarcoding may depict
more effectively differences and commonalities among
sites. Interestingly, some regularities in the spatial heterogeneity persisted across the sampling dates, i.e., in the coupling between Sts1 and 5 and between Sts2 and 3, where
the structure of the protist communities probably reflects
different hydro-geological characteristics. Sts2 and 3 are
characterized by greater depths (11 m and 4 m, respectively) compared to Sts1 and 5 (1.5 m and 2.5 m) which,
being the most landward sites, are more affected by resuspended (e.g., pennate diatoms) and/or freshwaters species
from the mainland than by the incoming tide from the inlets. The rather regular coupling between Sts2 and 3 may
be explained by their position in the nearness of the oil
tanker channel (Canale dei Petroli) that, connecting with
the Malamocco inlet, is more influenced by marine waters
from the Gulf of Venice. This area is characterised by
higher transit time and lower residence time respect to the
other two sampling stations (Guerzoni and Tagliapietra,
2006). Instead, Sts1 and 5 are characterized by a low seabed
and by a higher contribution of resuspended species (e.g.,
diatoms), and can be affected to varying degrees by the influence of the inland anthropogenic inputs (e.g., terrestrial
waste in St1 or fresh water in St5), which are also very variable over time. This latter interpretation is confirmed by the
higher abundance, at Sts2 and 3, of taxa typical of the external marine environment such as Cryptophyceae, Dinophyta, Syndiniales and MAST (Armeli Minicante et al.,
2019) with respect to Sts1 and 5.
The overall protistan community variance could be
related to the average environmental conditions of the
sampling stations, in turn depending on the site location
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