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ABSTRACT Labyrinthulomycetes protists are an important heterotrophic component of
microeukaryotes in the world's oceans, but their distribution patterns and ecological roles
are poorly understood in pelagic waters. This study employed flow cytometry and high-
throughput sequencing to characterize the abundance, diversity, and community structure
of Labyrinthulomycetes in the pelagic Eastern Indian Ocean. The total Labyrinthulomycetes
abundance varied much more among stations than did the abundance of prokaryotic
plankton, reaching over 1,000 cells mL~" at a few “bloom” stations. The total
Labyrinthulomycetes abundance did not decline with depth throughout the whole water
column (5 to 2,000 m) like the abundance of prokaryotic plankton did, and the
Labyrinthulomycetes average projected biomass over all samples was higher than that of
the prokaryotic plankton. However, Labyrinthulomycetes diversity showed obvious vertical
variations, with richness, Shannon diversity, and evenness greatest in the upper epipelagic,
lower epipelagic, and deep waters, respectively. Many abundant phylotypes were detected
across multiple water layers, which aligned with the constant vertical Labyrinthulomycetes
biomass, suggesting potential sinking and contribution to the biological pump. Hierarchical
clustering revealed distinct ecotypes partitioning by vertical distribution patterns, suggesting
their differential roles in the carbon cycle and storage processes. Particularly, most phy-
lotypes showed patchy distributions (occurring in only few samples) as previously found
in the coastal waters, but they were less associated with the Labyrinthulomycetes blooms
than the prevalent phylotypes. Overall, this study revealed distinct patterns of
Labyrinthulomycetes ecotypes and shed light on their importance in the pelagic ocean
carbon cycling and sequestration relative to that of the prokaryotic plankton.

IMPORTANCE While prokaryotic heterotrophic plankton are well accepted as major players
in oceanic carbon cycling, the ecological distributions and functions of their microeu-
karyotic counterparts in the pelagic ocean remain largely unknown. This study focused
on an important group of heterotrophic (mainly osmotrophic) protistan microbes, the
Labyrinthulomycetes, whose biomass can surpass that of the prokaryotic plankton in
many marine ecosystems, including the bathypelagic ocean. We found patchy horizon-
tal but persistent vertical abundance profiles of the Labyrinthulomycetes protists in
the pelagic waters of the Eastern Indian Ocean, which were distinct from the spatial
patterns of the prokaryotic plankton. Moreover, multiple Labyrinthulomycetes ecotypes
with distinct vertical patterns were detected and, based on the physiologic, metabolic,
and genomic understanding of their cultivated relatives, were inferred to play multifaceted
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key roles in the carbon cycle and sequestration, particularly as contributors to the vertical
carbon export from the surface to the dark ocean, i.e, the biological pump.

KEYWORDS biological pump, carbon cycle, dark ocean, ecotype, heterotrophic protist

eterotrophic microbial plankton play a fundamental role in secondary production

and driving marine carbon cycles in the world’s oceans (1-3). Their communities
are shaped by environmental factors and resources and also have profound influences
on marine ecosystem function and global climate change (4-7). Although tremendous
efforts have been made to explore community patterns, environmental drivers, and
ecological functions of marine prokaryotic heterotrophs, those of their microeukaryotic
counterparts remain largely unknown (8, 9). Particularly, heterotrophic protists, which
have increasingly been reported to be a dominant microbial component of deep-sea
sediments and pelagic waters, lack sufficient data on their diversity and ecological
roles (10-12).

Labyrinthulomycetes are an important protistan group of mainly osmo-heterotrophic
microeukaryotes, and their biomass can surpass that of prokaryotic plankton in coastal
oceans, largely due to their large cell volumes and carbon contents (i.e, over 1,000 times
that of prokaryotic cells) (13-16). Like many other marine microorganismes, this class of heter-
otrophic microeukaryotes shows partitioning by seasons and/or coastal habitats (e.g., estua-
rine, nearshore, and offshore waters) (9, 15). Interestingly, in spite of a few dominant and
prevalent phylotypes, most phylotypes of this class exhibit transient blooms in coastal
waters, which are distinct from the patterns of the prokaryotic plankton (9). While relatively
few studies have examined the Labyrinthulomycetes communities and functions in the pe-
lagic oceans, several lines of evidence indicate their widespread distributions and significant
contribution to the deep-sea (e.g., marine snow, sediments, and bathypelagic waters) bio-
mes (10, 12, 17). Our recent investigation in the South China Sea provided the first report of
their vertical community structure in pelagic waters and revealed their potential as a key
player in both dark ocean carbon sequestration and remineralization processes through
stratification of different ecotypes (12). Beyond most strains’ abilities to secrete a range of
extracellular hydrolases to degrade both terrestrial and phytoplankton-derived detritus (18),
Labyrinthulomycetes protists have the potential to facilitate aggregation of organic particles
through their ectoplasmic nets and exopolysaccharides (19, 20) and thus are considered to
promote the vertical export of organic particles from the surface to deep oceans for long-
term carbon storage (i.e,, the biological pump) (12). However, the community dynamics and
ecological roles of the Labyrinthulomycetes protists in the pelagic oceans clearly deserve
study across broader ocean realms. Particularly, spatial variation in their biomass, diversity,
and community composition in pelagic waters, especially in the horizontal scale, has not
been well described. Here, we hypothesize that pelagic Labyrinthulomycetes exhibit patchy
distributions and niche partitioning similar to those observed in coastal waters (9, 13, 15)
and, therefore, can impose distinct and multifaceted influences on the oceanic carbon cy-
cling and sequestration.

To test these hypotheses, we combined flow-cytometric and molecular tools to observe
spatial dynamics of Labyrinthulomycetes communities from epipelagic to bathypelagic waters
across multiple transects in the Eastern Indian Ocean, which covers the equator, Bay of Bengal,
and western offshore area of Indonesia (Fig. 1). Cell abundance and biomass of prokaryotic
plankton were also determined as a comparative reference. The ultimate goal of this study
is to better understand the community patterns, potential niche partitioning, and ecologi-
cal implications of this historically overlooked nutrient-remineralizing protistan group in
the pelagic ocean, increasing our knowledge in the ecology of marine heterotrophic
microeukaryotes.

RESULTS AND DISCUSSION

Abundance pattern and biomass contribution of Labyrinthulomycetes. Seawater
samples for flow cytometry enumeration of Labyrinthulomycetes protists and prokaryotic
plankton were collected from depths between 5 and 2,000 m at 18 stations in the Eastern
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FIG 1 Sampling stations of the Eastern Indian Ocean cruise during intermonsoon 2018. All the stations
except 1501 and 1505 were sampled for flow-cytometric analysis, and those marked with red were found to
be the Labyrinthulomycetes-bloom stations (as defined in Fig. 2). Stations 1105, 1107, 1202, 1205, 1208, 1302,
1309, 1313, 1402, 1407, 1413, 1501, and 1505 were selected for sequencing of the Labyrinthulomycetes 18S
rRNA gene.

Indian Ocean (Fig. 1). The average and maximum abundances of the total Labyrinthulomycetes
protists were 359 and 2,640 cells mL™", equivalent to 7.4 and 54.4 ug C L~ of biomass, respec-
tively. In comparison, the average and maximum biomasses of the prokaryotic plankton were
estimated to be 5.7 and 45.5 ug C L7, respectively, slightly lower than those of the
Labyrinthulomycetes. The overall higher biomass of Labyrinthulomycetes compared to
that of the prokaryotic plankton was also observed in two of the three previous cruises
in the Equatorial Indian Ocean, although it was during a different intermonsoon period
(September to October) from that of our study (March to April) (21). Here, our results over a
larger spatial scale reinforced the significant contribution of the Labyrinthulomycetes pro-
tists to the living carbon stock of this pelagic ocean realm.

While prokaryotic abundance rapidly declined with depth, the Labyrinthulomycetes
abundance was relatively constant throughout the water column within a given station
(Fig. 2). This finding is consistent with recent observations in the pelagic South China
Sea, where the biomass of Labyrinthulomycetes was found to approach and even exceed
that of prokaryotic plankton in the mesopelagic and bathypelagic waters, respectively (12).
Together with the previous reports on the major contribution of Labyrinthulomycetes 18S
rRNA sequences and biomass to the heterotrophic communities of the deep-sea sediments
and marine snow (10, 17), we consider this heterotrophic group of microeukaryotes to be
an important and active component in the dark ocean carbon cycling and sequestration.

Interestingly, the horizontal distribution of the Labyrinthulomycetes was much
patchier than that of the prokaryotic plankton, and stations with Labyrinthulomycetes
blooms at the surface (>1,000 cells mL~" at 5 or 25 m) generally had persistently high
abundance at depth (Fig. 2A), with the average abundance over all depths of these
“bloom” stations (1105, 1302, 1304, 1313, 1413) ranging from 642 to 1,202 cells mL™", several
times higher than that of the other stations (analysis of variance [ANOVA], P < 1077).
ANOVA also indicated that the abundance of Labyrinthulomycetes cells differed significantly
among stations (P < 10~'°) but not significantly among depths (P > 0.05). In the pelagic
waters of the South China Sea, the Labyrinthulomycetes abundance was also reported to
show a minimal vertical change, but blooms at certain stations were not observed (12).
Here, our larger-scale investigation in the pelagic waters of the Eastern Indian Ocean provided
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FIG 2 Spatial patterns in cell abundances of Labyrinthulomycetes protists (A) and prokaryotic plankton
(B) across different stations and depths in the pelagic waters of the Eastern Indian Ocean. Stations 1105,
1302, 1304, 1313, and 1413 exhibited >1,000 cells mL™" of Labyrinthulomycetes at the surface layer (5 m or
25 m) and were defined as Labyrinthulomycetes-bloom stations. Gray shading represents samples that
were not analyzed for cell abundances.

the first report of the patchy horizontal distribution of the Labyrinthulomycetes in pelagic
waters, which is distinct from the pattern of the prokaryotic plankton (Fig. 2B) but is consistent
with the short-term bloom dynamics of these protists at the coastal time series in Japan,
Northern China, and North Carolina (USA) (9, 13, 15). Considering the larger cell size and sink-
ing capability of Labyrinthulomycetes (12, 22), we speculate that these distribution patterns
were caused by their patchy blooms in the upper ocean and sinking, making this a potentially
understudied and spatially variable contribution to the biological pump. Thus, it is not surpris-
ing to find that unlike the prokaryotic abundance, the Labyrinthulomycetes abundance
was difficult to predict by continuous oceanographic gradients (Table S1). In our observa-
tions, prokaryotic abundance showed significant correlations (P < 0.01) with most of the
measured, generally depth-associated environmental parameters, including temperature,
salinity, dissolved oxygen, pH, silicate, phosphate, nitrate, and total phosphate, but the
Labyrinthulomycetes abundance showed only weak correlations (R ~ 0.2, P < 0.05) with
few environmental parameters (nitrite, total phosphorous, temperature, and dissolved oxy-
gen). Additionally, most of the stations with high Labyrinthulomycetes abundance were
located in the equatorial region, where the prokaryotic abundance was relatively low.
However, the Bay of Bengal, which was at a higher latitude and was an acute oxygen mini-
mum zone (23), harbored abundant prokaryotic plankton but fewer Labyrinthulomycetes
protists. As has been reported in coastal waters (9), these results suggest potentially dis-
tinct ecological niches, strategies, and roles of the Labyrinthulomycetes protists compared
to those of the prokaryotic plankton in the pelagic ocean.

Although many Labyrinthulomycetes are presumed to sink, their cell abundance is
also dependent on processes occurring throughout the water column, including bottom-up
controls by resources and environmental conditions as well as top-town controls by zoo-
plankton predation and virus lysis (9, 12, 24-26). Their persistently high biomass throughout
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the whole water column at some stations (e.g., 1302, 1304, and 1313; Fig. 2A) could be attrib-
uted to both their sinking potential and their robustness in deep-sea environments (e.g.,
ability to use recalcitrant organic matter at low temperature; resistance to predation/lysis).
However, the differences among stations raise the question of why the Labyrinthulomycetes
blooms occurred at specific stations. As the Labyrinthulomycetes protists were often
observed to feed on or live with algae-derived particles (27, 28), we had predicted that
Labyrinthulomycetes blooms in the upper ocean could be triggered by phytoplankton
blooms; however, chlorophyll concentration did not significantly differ at stations with
Labyrinthulomycetes blooms (ANOVA, P > 0.05; Fig. S1). In addition, the Labyrinthulomycetes
cell abundance in the epipelagic zone was not related to chlorophyll or any other environ-
mental parameters (P > 0.05). Thus, we hypothesized that the Labyrinthulomycetes blooms
could be driven by specific populations or ecotypes, which in turn suggests the need to char-
acterize the Labyrinthulomycetes at finer taxonomic resolution for a deeper insight into their
ecological distribution and roles in oceanic carbon cycling and sequestration.

Overall, taking the prokaryotic plankton as a reference, our observations in the pe-
lagic waters of the Eastern Indian Ocean clearly revealed a distinct spatial abundance
pattern of the Labyrinthulomycetes protists as well as their greater relative importance
in the dark ocean carbon cycling and sequestration.

Spatial patterns in Labyrinthulomycetes diversity and composition. In order to
further understand the diversity patterns and community-level distributions of the
Labyrinthulomycetes protists in the pelagic Eastern Indian Ocean, representative samples
from different depths of stations 1105, 1107, 1202, 1205, 1208, 1302, 1309, 1313, 1402, 1407, 1413,
1501, and 1505, which covered different regions and contained both the Labyrinthulomycetes
bloom and nonbloom stations (Fig. 1), were subjected to high-throughput sequencing of the
Labyrinthulomycetes 18S rRNA gene. The Deblur workflow resolved 2,167 amplicon
sequence variants (ASVs) from 93 samples, and 723 ASVs were annotated to the class
Labyrinthulomycetes using the expert-curated PR2 database (29). These ASVs were
cross-verified to be Labyrinthulomycetes using the more inclusive SILVA SSU database
(30), which provided poor classification at lower taxonomic levels but predicted addi-
tional ~500 ASVs to be Labyrinthulomycetes. As the main goal of this study is to exam
community patterns rather than to find novel species, we used the more conservative
and specific PR2 annotations. After rarefaction, 676 ASVs and 89 samples were retained to
compare the diversity and community composition of Labyrinthulomycetes. This data
set included both known genera, i.e., Aplanochytrium, Aurantiochytrium, Oblongichytrium,
Thraustochytrium, Schizochytrium, and Ulkenia, as well as many unclassified taxa within
the families Labyrinthulaceae and Thraustochytriaceae, or within the class Labyrinthulomycetes
(Table S2), suggesting a high diversity of the Labyrinthulomycetes protists in the pelagic waters
of the Eastern Indian Ocean.

Surprisingly, most ASVs were observed in one to few samples, suggesting specialized habi-
tats. The observed ASV richness of individual samples (Fig. 3A) ranged from 5 to 71, with a sig-
nificant difference between both water depths (P = 0.0001) and stations (P = 0.0233). Richness
was generally higher in the epipelagic than in the dark ocean, with a peak around the deep
chlorophyll maximum layer (75 m). Stations 1105, 1302, 1131, and 1402, which exhibited
Labyrinthulomycetes blooms, showed slightly but not consistently lower richness than the
nonbloom stations (P = 0.0468) (Fig. S2). The community evenness (Fig. 3B), however, showed
a significant difference with depth (P = 0.0020) but not stations (P = 0.4165); unlike richness,
the evenness increased at depths of =100 m. The contrasting vertical profiles between rich-
ness and evenness (Fig. 3) resulted in less significant difference in Shannon’s diversity across
depths (P = 0.0436), with the greatest values at the bottom of the euphotic layer (200 m)
(Fig. S3A). Additionally, Shannon’s diversity showed significant difference among stations
(P = 0.0440) and was generally higher in the Bay of Bengal (stations 1107, 1202, 1205, 1208) as
well as in the cross-equatorial transect (stations 1302, 1309, 1313, 1402) (Fig. S3B). Unlike
Labyrinthulomycetes cell abundance, ASV richness and community evenness were closely
related to largely depth-related environmental parameters while Shannon’s diversity was
not linearly correlated with any of the measured environmental factors (Table S3). Overall,
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FIG 3 Vertical variations in ASV richness (A) and Pielou’s community evenness (B) of the Labyrinthulomycetes
protists in the pelagic waters of the Eastern Indian Ocean. Groups with small sample size (50 m and 300 m,
N < 3) are excluded from the boxplots.

these results revealed predictable vertical diversity profiles of the Labyrinthulomycetes pro-
tists; although their diversity also varied among stations, the difference between the bloom
and nonbloom stations was not apparent.

To reveal the spatial community structure of the Labyrinthulomycetes, we further
examined ASV composition among stations and depths after confirming equal dispersal
(Betadisper, P > 0.05). Adonis tests based on the Jaccard distance matrix (presence or ab-
sence) and the Bray-Curtis dissimilarity matrix (relative abundance weighted) both sug-
gested significant patterns vertically (P = 0.001) and across stations (P = 0.035 for Jaccard
and P = 0.029 for Bray-Curtis), although the difference was not significant between bloom
and nonbloom stations (P > 0.05). In contrast, the prokaryotic plankton in the same region
exhibited high similarity among different stations at the same depth (31). However, these
data as well as nonmetric multidimensional scaling (NMDS) ordination based on Bray-
Curtis distance (Fig. 4) suggested an influence of sample depth greater than that of station
on Labyrinthulomycetes composition. Generally, adjacent water layers harbored more sim-
ilar communities, while greater dissimilarities existed between the surface and deep ocean.
Pairwise comparisons by permutational multivariate ANOVA (PERMANOVA) tests provided
statistical details (Table S4): communities at different depths showed no significant differ-
ence (P > 0.05) either within the upper epipelagic (=50 m) or within the aphotic zone
(=200 m); significant dissimilarities existed mostly between the distant water layers (P < 0.05).
However, it is worth mentioning that the statistical results that communities at 50 m were not
different from communities at any other layers (P > 0.05) and that communities at 300 m
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FIG 4 NMDS ordination based on the Bray-Curtis dissimilarity matrix showing the spatial variation of
Labyrinthulomycetes community composition at the ASV level. Shapes with solid color fills represent
stations with Labyrinthulomycetes blooms as defined in Fig. 2.

differed only from communities at 5 m can be attributed to the small sample size (n = 2) of
50 m and 300 m.

Vertical difference in community composition was also apparent at the genus level, with
Aplanochytrium and Aurantiochytrium generally dominant in the epipelagic and deep-sea
communities, respectively (Fig. 5). The genus Aplanochytrium has been reported to be a
major component of Labyrinthulomycetes in the pelagic waters of South China Sea (12)
and at the coast (9, 13). The cultured Aplanochytrium strains exhibit multiple trophic strat-
egies (e.g., feeding on dead or living algae) and can potentially facilitate the formation of
large and fast-sinking aggregates through ectoplasmic nets and exopolysaccharides (28,
32). They are also reported to be associated with phytoplankton and zooplankton in the
epipelagic ocean (24), suggesting their important influence on planktonic food webs. In our
observations, this genus was still abundant in many of the deep-sea samples, which may
be attributed to in situ growth or export from the epipelagic layer. Therefore, as the dominant
genus, Aplanochytrium is likely to accelerate the biological pump. Unlike Aplanochytrium, the
Aurantiochytrium are typical saprophytes (32) and well documented to produce large amounts
of fatty acids (33), with some strains observed to graze on bacteria and other organic particles
at their ameboid phase (34), and thus might play a key role in decomposition and conversion
of organic matter. Members of this genus are often observed in decaying mangrove leaves
and adjacent seawaters and sediments (35-37), but both experimental evidence and genomic
evidence suggest relatively poor cellulase activity in the Aurantiochytrium strains (32, 38), indi-
cating that they likely cometabolize the plant-derived organic matter with other heterotrophs
(e.g., fungi). Recently, this genus has also been reported to be abundant in the bathypelagic
waters of the South China Sea (12). In the present study, we observed even greater domi-
nance of Aurantiochytrium in the dark ocean, with several samples consisting of exclusively
Aurantiochytrium ASVs (Fig. 5). Their production of extracellular hydrolases and intracellular
fatty acids in deep-sea environments are still in need of future confirmation, but our results
indicate their potential importance in regulation of deep-sea food webs and carbon sinks
through their distinct trophic modes and efficient secondary production. Particularly, they
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FIG 5 Vertical variations in Labyrinthulomycetes composition at genus and family levels.

could play roles as major components of the “lipid pump” (39) or as valuable dietary compo-
nents for the zooplankton in the dark ocean.

To explore potential impact of environmental factors on the Labyrinthulomycetes com-
munities, we analyzed the correlations between the Labyrinthulomycetes composition and
a range of environmental parameters that contained no missing values, including temperature,
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salinity, dissolved oxygen, pH, density, and chlorophyll, in terms of conditional effects.
Stepwise selection for the redundancy analysis (RDA) model identified temperature, salinity,
dissolved oxygen, and chlorophyll as significant factors for the Labyrinthulomycetes compo-
sition at the ASV level (Table S5) and temperature, density, salinity, and depth to be signifi-
cant at the genus level (Table S6). Given that these parameters are typically related to depth
(Spearman correlation tests, P << 0.001; Table S7), the RDA results reinforced the vertical par-
titioning of the Labyrinthulomycetes communities. Unlike the monotonic changes in tem-
perature, salinity, and density with depth, however, the oxygen minimum and chlorophyll
maximum are usually in 200 to 1,000 m and 50 to 100 m, respectively. Therefore, compared
to that at the genus level, higher taxonomic resolution at the ASV level suggested poten-
tially more complex drivers for the Labyrinthulomycetes communities.

In spite of differences in abundance across locations, our analysis revealed obvious
vertical but minor horizontal changes in the diversity and taxonomic composition of the
Labyrinthulomycetes communities in the pelagic waters of the Eastern Indian Ocean, with
the genera Aplanochytrium and Aurantiochytrium particularly inferred to be important het-
erotrophic protistan players in the carbon cycle and storage processes of the epipelagic
and deep-sea ecosystems, respectively.

Depth-associated ecotypes of Labyrinthulomycetes. In order to gain deeper
insights into the community structure as well as potential niche partitioning of the
Labyrinthulomycetes, we extracted the 80 most abundant ASVs whose average relative
abundance across all samples was greater than 0.1% (totally 89.3%) (Fig. 6). Hierarchical
clustering resolved these ASVs into 4 ecotypes (in 5 clusters) that exhibited distinct verti-
cal distribution patterns (Fig. 6). Based on metabolic information from cultured strains,
we also evaluated the potential roles of these different ecotypes in pelagic carbon cycling
and storage.

The first ecotype (cluster 1, Fig. 6) comprised 8 ASVs, all identified as Aurantiochytrium,
that occurred throughout the water column but were more abundant and prevalent below
200 m than above. The enrichment of these ASVs in the deep ocean could indicate their
potential utilization and conversion of recalcitrant deep-sea organic matter or reflect the accu-
mulation of cells from lower-density epipelagic waters (12). Previous studies reported signifi-
cant presence of Labyrinthulomycetes in deep-sea marine snow and sediment (10, 17), but
their taxonomic composition and functions were not resolved. The present research, aligning
with our recent observations in pelagic waters of the South China Sea (12), revealed members
of Aurantiochytrium as a major component of the Labyrinthulomycetes communities in the
deep waters. Given typically high accumulation of fatty acids in Aurantiochytrium cells (33), this
ecotype could play an important role in the deep-sea food webs and long-term carbon stor-
age. In future, sinking particles should be separately sampled and analyzed for the carbon
metabolic functions of different Labyrinthulomycetes taxa to test this hypothesis.

The second ecotype (clusters 2 and 5, Fig. 6) comprised the majority of the ASVs
(including the rare ASVs not shown). They occurred sparsely at different depths but reached
high relative abundance in some samples. This ecotype consisted of members that belonged
to Aplanochytrium, Aurantiochytrium, and other taxonomic groups. It is also worthwhile to
note that ASVs within the same genus of this ecotype often cooccurred. This trait separates
the two clusters, but we consider them as one ecotype because of their shared spatially
patchy distribution pattern. Similar to the short blooms and patchy distributions in the
coastal waters of North Carolina (9), the distribution pattern of this ecotype could be attrib-
uted to specific microhabitats, hosts, or substrates that were sparse and patchy in the ocean
or strong top-down control by zooplankton predation or virus lysis. This population pattern
is rare in marine prokaryotic communities (40); thus, the driver behind these patterns
represents an area of active investigation.

The third ecotype (cluster 3, Fig. 6) comprised 8 Aplanochytrium ASVs, 2 Oblongichytrium
ASVs, and several unclassified ASVs. This ecotype was most prevalent and abundant in the
epipelagic zone, becoming relatively rare or patchy below about 100 m depth. The genus
Aplanochytrium has been reported to interact with zooplankton and phytoplankton via diverse
trophic activities, including parasitism, symbiosis, saprotrophy, and predation (24, 28, 32, 41, 42).
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FIG 6 Heatmap showing the vertical distribution patterns of the 80 most abundant Labyrinthulomycetes ASVs whose relative abundance was
higher than 0.1% in the total samples. Samples (rows) were sorted by depth, and those marked with asterisks were from the Labyrinthulomycetes-bloom
stations as defined in Fig. 2. ASVs (columns) were annotated with their taxonomic groups at the genus or the most specific classified level. Ward's
hierarchical clustering was employed to group the ASVs into potential ecotypes with differential distribution patterns.

Its extensive distribution in the epipelagic ocean suggests its potential importance in the
grazing and detrital food chains. Some members of this genus have recently been found to
graze on living diatoms by ectoplasmic nets and support the formation of large, fast-sinking
particles by secretion of extracellular polysaccharides (28), and thus, they can potentially
drive the vertical carbon export as a novel player in the biological pump (12). Our results
showed persistent occurrence of some Aplanochytrium ASVs across different water layers
from the surface until the bathypelagic layer, providing a preliminary line of in situ evidence
for their vertical export, but future investigation is still needed to quantitively evaluate their
effect on ocean carbon fluxes.

The fourth ecotype (cluster 4, Fig. 6) was enriched around the deep chlorophyll
maximum (50 to 100 m) but rare in both the surface and the deep ocean. This distinct
distribution pattern could be attributed to potential association to the phytoplankton
or phytoplankton-derived fresh organic matter, in which case, this ecotype could play
a key role in carbon conversion and trophic transfer in this layer. However, members of this
ecotype were mostly unclassified Labyrinthulomycetes, and we therefore lack metabolic in-
formation from closely related strains to aid in functional predictions of the carbon cycle. To
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gain insights about these uncultured and unclassified taxa, novel in situ function-targeted
approaches (e.g., metagenomics/transcriptomics) should be developed and employed in
future studies.

Overall, the differential vertical distribution patterns of the dominant Labyrinthulomycetes
ASVs in the pelagic waters of the Eastern Indian Ocean suggested that they exhibit niche parti-
tioning and potentially play multifaceted roles in pelagic carbon cycling and storage processes.
The results were generally consistent with our previous findings in the pelagic waters of the
South China Sea, except that we did not find an Eastern Indian Ocean ecotype that was abun-
dant in both the surface and bathypelagic layers but rare in the middle layers (12). In our
South China Sea study, this ecotype was interpreted to comprise K-selected specialists that
prevail in the surface environment with intense competition and in the bathypelagic environ-
ment with poor resource availability, with low abundance in middle layers reflecting heavy
grazing pressure by the deep-euphotic and mesopelagic zooplankton or rapid sinking through
the middle layers with accumulation in the high-density bathypelagic waters (12). The absence
of this ecotype in the Eastern Indian Ocean could indicate differential ecological pressures
shaping the Labyrinthulomycetes communities in different pelagic ocean realms.

Key contributing members of the patchy Labyrinthulomycetes blooms. While
no significant difference in Labyrinthulomycetes diversity and composition was identified
between the bloom and nonbloom stations, we hypothesize that some prevalent taxa could
make a major contribution to the patchy Labyrinthulomycetes blooms. To discover whether
the high abundance of total Labyrinthulomycetes cells at specific stations was driven by cer-
tain key contributing ASVs, we rearranged the heatmap of the 80 most abundant ASVs (whose
average relative abundance across all samples was greater than 0.1% and in total accounted
for 89.3% of sequences) by illustrating their vertical distributions at each of the bloom stations,
including 1105, 1302, 1313, and 1413 (Fig. 7). While the total Labyrinthulomycetes cells were also
abundant at 1304, samples of this station were not sequenced and therefore not included in
the heatmap. The bloom stations subjected for sequencing were geographically distant from
each other (Fig. 1). As a result, several prevalent ASVs, belonging mostly to clusters 1 and 3 in
Fig. 6, were found consistently to be major components of the Labyrinthulomycetes commun-
ities at these bloom stations, though their relative abundance varied among depths and sta-
tions (Fig. 7). Since their relative abundances were also high in the nonbloom stations (Fig. 6
and Fig. S4), these key ASVs might have a specific niche that allows them to reach high abun-
dances only under certain conditions occurring at these bloom stations but remain to be im-
portant components under other conditions at all the other stations.

Generally, these key contributing members in clusters 1 and 3 showed contrasting
preferences to the deeper and upper layers, respectively (Fig. 6 and 7 and Fig. S4).
However, at station 1105, ASVs of cluster 3 exhibited relative abundance in the deeper
layers exceptionally higher than that in the upper layers (Fig. 7). Clearly, the high
Labyrinthulomycetes abundance at the upper epipelagic zone (5 to 75 m) of 1105 was
largely contributed by a few ASVs that were less prevalent but occasionally dominant,
rather than by those typical major components of the upper epipelagic communities
at the other bloom stations. It is also worthwhile to note that many of the 80 abundant
ASVs in the total samples, particularly members of clusters 2 and 5, were absent or only
occasionally present at these bloom stations (Fig. 7), suggesting limited habitats of these
ASVs in the horizontal scale. Generally, these patchily distributed ASVs can also play a role
in the station-specific blooms of Labyrinthulomycetes protists but appear to contribute
less than the prevalent ASVs.

Conclusions. Over the past few decades, the important role of Labyrinthulomycetes in
coastal marine ecosystems has been well documented, but their diversity and distribution
patterns in the pelagic ocean remain poorly understood (9, 12, 13). This study revealed a
patchy distribution of Labyrinthulomycetes in the pelagic waters of the Eastern Indian
Ocean, perhaps indicating ephemeral blooms linked to persistently high biomass through-
out the water column that suggest potential sinking and vertical carbon export to the deep
ocean. Remarkably, the average biomass of Labyrinthulomycetes exceeded that of the pro-
karyotic plankton, especially in the bathypelagic waters, suggesting their significant contri-
bution to the particulate carbon stock and storage of the pelagic ocean. High-throughput
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FIG 7 Heatmap showing the distributions of the 80 abundant Labyrinthulomycetes ASVs (whose relative abundance was
higher than 0.1% in the total samples) at the Labyrinthulomycetes-bloom stations as defined in Fig. 2. Samples (rows) were
grouped by stations and then ordered by depth for each station and were annotated with the total Labyrinthulomycetes cell
abundance. ASVs (columns) were arranged by the consistent order of Fig. 6 and were annotated with their taxonomic groups

at the genus or the most specific classified level.

sequencing further revealed high diversity of Labyrinthulomycetes at the ASV and genus
levels, with richness decreasing while evenness increased with depth and Shannon'’s di-
versity peaked in the lower epipelagic layer (100 to 200 m). The community composition
of Labyrinthulomycetes showed significant variations across both vertical and horizontal
scales but was more associated with depth. Particularly, Aplanochytrium dominated the
Labyrinthulomycetes communities in the epipelagic ocean while Aurantiochytrium was
dominant in the dark ocean. However, most ASVs were detected across multiple water
column layers, suggesting their strong environmental adaptability and dispersal (sinking)
abilities. Hierarchical clustering resolved the abundant ASVs (>0.1% in total samples)
into ecotypes with distinct vertical patterns, suggesting their differential niches and mul-
tifaceted potential roles in the carbon cycling and biological pump of the pelagic ocean.
In particular, the majority of ASVs showed highly patchy distributions as previously found
in the coastal waters of North Carolina (9), reinforcing the distinct strategies, drivers, and
functions of this protistan heterotrophic group compared to those of their prokaryotic
counterparts. In spite of variabilities across stations in Labyrinthulomycetes diversity and
composition, the differences were not apparent between the stations with high and low
abundance of total Labyrinthulomycetes cells, but some prevalent ASVs are found to
make a major contribution to the patchy Labyrinthulomycetes blooms, leaving their spe-
cific triggers and driving processes in need of future studies.
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MATERIALS AND METHODS

Seawater sampling and environmental characterization. Seawater samples were collected using
the Sea Bird CTD rosette sampler from the epipelagic (5 m, 25 m, 50 m, 75 m, 100 m), mesopelagic (200
m, 300 m, 500 m), and bathypelagic (1,000 m, 2,000 m) layers during the intermonsoon period (March
25 to April 30) of 2018 in the Eastern Indian Ocean (Fig. 1). Temperature, salinity, dissolved oxygen, pH,
and chlorophyll were detected by the conductivity-temperature-depth (CTD) sensors, and the nutrients
were analyzed in lab as described previously (43, 44). Triplicate subsamples of 4 mL seawater were fixed
with 0.22-um-filtered glutaraldehyde (0.5% final concentration) and stored at —80°C for flow-cytometric
enumeration of Labyrinthulomycetes and prokaryotic plankton (12, 44). An additional 3 L of seawater
was filtered through 0.22-um polycarbonate Isopore membrane filters (Millipore, USA), and the resulting
filters were stored at —80°C until DNA extraction.

Biomass estimation of Labyrinthulomycetes and prokaryotic plankton. The cell abundances of
Labyrinthulomycetes and prokaryotic plankton were determined by a fluorescence-activated cell sorter (FACS)
Calibur flow cytometer (BD-Biosciences, USA) following the previously described protocols (12, 13, 45), using the
Labyrinthulomycetes-specific dual fluorescent dye acriflavine-HCI (Sigma, Germany) and the DNA dye SYBR-l green
(Molecular Probes, USA), respectively. Green-fluorescent polystyrene latex beads (Molecular Probes, USA) were used
as an internal standard to calculate the cell counts. To keep consistency and comparability with the previous studies
(12, 21), the average cellular carbon contents of 2.06 x 107" g C (22) and 1.24 x 10~ '* g C (46) were used for esti-
mating the biomass of Labyrinthulomycetes and prokaryotic plankton in the oceanic water samples, respectively.

Labyrinthulomycetes 18S rRNA gene sequencing. The total DNA of individual samples was extracted using
E.ZN.A. water DNA kit (OMEGA, USA). The 18S rRNA gene of Labyrinthulomycetes was amplified using the barco-
des-linked primers LABY-A (5'-GGGATCGAAGATGATTAG-3’) and LABY-Y (5'-CWCRAACTTCCTTCCGGT-3'), as
described previously (9, 12, 13). High-throughput sequencing of the purified and pooled PCR products was per-
formed on an lllumina HiSeq 2500 platform at Biomarker Technologies Co, Ltd., Beijing, China.

Bioinformatic analyses. Raw sequences were demultiplexed and assigned to corresponding sam-
ples using lllumina CASAVA software. The pair-end sequences were preprocessed using the fastp soft-
ware (47). Primer nucleotides were first removed from the front of both forward and reverse reads, and
poor-quality nucleotide tails with a quality score (Q) of <30 were also dropped in order to yield higher merging
rates. Then, the trimmed paired-end sequences were merged when they had a =10 bp overlap with =3 mis-
matches, as described previously (9). Next, the merged sequences were imported into the QIIME 2 platform (48)
and subject to basic quality score-based filtering (i.e, default settings of the plugin “quality-filter”), as recom-
mended, prior to performing the Deblur workflow. With the sequences truncated at the length of 390 bp and
the positive filtering database specified to be Protist Ribosomal Reference database (PR2 version 4.13.0) (29), the
Deblur software plugin (49) further denoised the sequences and retained amplicon sequence variants (ASVs) that
appeared =10 times across all samples. The resulting ASVs were annotated by the BLAST+ consensus taxonomy
classifier (50) against the PR2 database, and those not annotated to the class of Labyrinthulomycetes were dis-
carded. After examination of rarefaction curves, the filtered sequences were finally rarified to an even depth of
1,401 sequences per sample for downstream statistical analyses and visualization.

Statistical analyses. The alpha (ASV richness, Pielou’s evenness, and Shannon'’s diversity) and beta
(Jaccard and Bray-Curtis distance matrixes) diversity metrics were calculated by the QIIME 2 “core-metrics” pipe-
line, and their diversity patterns were compared using Kruskal-Wallis, Adonis, and PERMANOVA tests. The spa-
tial patterns in Labyrinthulomycetes composition at the ASV level were visualized by nonmetric multidimen-
sional scaling (NMDS) ordination using the R package “vegan” (51). The relationship between the community
composition (at both genus and ASV levels) and environmental parameters was explored by redundancy anal-
ysis (RDA) based on the stepwise selection of significant environmental factors (Akaike information criterion,
999 permutations). Distributions of the abundant ASVs (>0.1% of relative abundance) were illustrated by heat-
map, with the ASVs clustered by the correlation-based Ward's hierarchical agglomerative method (52, 53) to
identify their distribution patterns and potential ecological partitioning.

Data availability. Demultiplexed raw sequence data and metadata were deposited in NCBI as part
of BioProject PRINA794046. Other ancillary data can be found in the GitHub repository (https://github.com/
ndxie/EIO-Laby).

SUPPLEMENTAL MATERIAL

Supplemental material is available online only.
SUPPLEMENTAL FILE 1, PDF file, 0.4 MB.

ACKNOWLEDGMENTS

This research was partially funded by National Natural Science Foundation of China
(NSFC 32170063 and 91751115) granted to G.W. The sampling was supported by the
NSFC Open Research Cruise (NORC2018-10). The funder has no role in the study design,
data collection, or manuscript preparation.

Microbiology Spectrum

REFERENCES
1. Worden AZ, Follows MJ, Giovannoni SJ, Wilken S, Zimmerman AE, Keeling lifestyles of microbes. Science 347:1257594. https://doi.org/10.1126/science
PJ. 2015. Rethinking the marine carbon cycle: factoring in the multifarious .1257594.

May/June 2022 Volume 10 Issue 3

10.1128/spectrum.00144-22 13


https://www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA794046
https://github.com/ndxie/EIO-Laby
https://github.com/ndxie/EIO-Laby
https://doi.org/10.1126/science.1257594
https://doi.org/10.1126/science.1257594
https://journals.asm.org/journal/spectrum
https://doi.org/10.1128/spectrum.00144-22

Labyrinthulomycetes Community Structure in Pelagic Waters

2.

3.

20.

21.

Azam F, Malfatti F. 2007. Microbial structuring of marine ecosystems. Nat
Rev Microbiol 5:782-791. https://doi.org/10.1038/nrmicro1747.

Arnosti C. 2014. Patterns of microbially driven carbon cycling in the
ocean: links between extracellular enzymes and microbial communities.
Adv Oceanogr 2014:1-12. https://doi.org/10.1155/2014/706082.

. Fuhrman JA, Cram JA, Needham DM. 2015. Marine microbial community

dynamics and their ecological interpretation. Nat Rev Microbiol 13:
133-146. https://doi.org/10.1038/nrmicro3417.

. Gralka M, Szabo R, Stocker R, Cordero OX. 2020. Trophic interactions and

the drivers of microbial community assembly. Curr Biol 30:R1176-R1188.
https://doi.org/10.1016/j.cub.2020.08.007.

. Abirami B, Radhakrishnan M, Kumaran S, Wilson A. 2021. Impacts of

global warming on marine microbial communities. Sci Total Environ 791:
147905. https://doi.org/10.1016/j.scitotenv.2021.147905.

. Hutchins DA, Jansson JK, Remais JV, Rich VI, Singh BK, Trivedi P. 2019. Cli-

mate change microbiology — problems and perspectives. Nat Rev Micro-
biol 17:391-396. https://doi.org/10.1038/s41579-019-0178-5.

. Wang Z, Juarez DL, Pan J-F, Blinebry SK, Gronniger J, Clark JS, Johnson ZI,

Hunt DE. 2019. Microbial communities across nearshore to offshore
coastal transects are primarily shaped by distance and temperature. Envi-
ron Microbiol 21:3862-3872. https://doi.org/10.1111/1462-2920.14734.

. Xie N, Hunt DE, Johnson ZI, He Y, Wang G. 2021. Annual partitioning pat-

terns of Labyrinthulomycetes reveal their multifaceted role in marine mi-
crobial food webs. Appl Environ Microbiol 87:e01652-20. https://doi.org/
10.1128/AEM.01652-20.

. Rodriguez-Martinez R, Leonard G, Milner DS, Sudek S, Conway M, Moore

K, Hudson T, Mahé F, Keeling PJ, Santoro AE, Worden AZ, Richards TA.
2020. Controlled sampling of ribosomally active protistan diversity in
sediment-surface layers identifies putative players in the marine carbon
sink. ISME J 14:984-998. https://doi.org/10.1038/s41396-019-0581-y.

. Pernice MC, Forn |, Gomes A, Lara E, Alonso-Saez L, Arrieta JM, del

Carmen Garcia F, Hernando-Morales V, MacKenzie R, Mestre M, Sintes E,
Teira E, Valencia J, Varela MM, Vaqué D, Duarte CM, Gasol JM, Massana R.
2015. Global abundance of planktonic heterotrophic protists in the deep
ocean. ISME J 9:782-792. https://doi.org/10.1038/ismej.2014.168.

. Bai M, Xie N, He Y, Li J, Collier JL, Hunt DE, Johnson ZI, Jiao N, Wang G.

2021. Vertical community patterns of Labyrinthulomycetes protists reveal
their potential importance in the oceanic biological pump. Environ Micro-
biol. https://doi.org/10.1111/1462-2920.15709.

. Xie N, Sen B, Song Z, Zhao Y, Chen Z, Shi W, Zhang Y, Zhang J, Johnson ZI,

Wang G. 2018. High phylogenetic diversity and abundance pattern of
Labyrinthulomycete protists in the coastal waters of the Bohai Sea. Envi-
ron Microbiol 20:3042-3056. https://doi.org/10.1111/1462-2920.14341.

. Liu'Y, Singh P, Liang Y, Li J, Xie N, Song Z, Daroch M, Leng K, Johnson ZI|,

Wang G. 2017. Abundance and molecular diversity of thraustochytrids in
coastal waters of Southern China. FEMS Microbiol Ecol 93:fix070. https://
doi.org/10.1093/femsec/fix070.

. Ueda M, Nomura Y, Doi K, Nakajima M, Honda D. 2015. Seasonal dynamics

of culturable thraustochytrids (Labyrinthulomycetes, Stramenopiles) in
estuarine and coastal waters. Aquat Microb Ecol 74:187-204. https://doi
.0rg/10.3354/ame01736.

. Sen B, Li J, Lu L, Bai M, He Y, Wang G. 2021. Elemental composition and

cell mass quantification of cultured thraustochytrids unveil their large contri-
bution to marine carbon pool. Marine Drugs 19:493. https://doi.org/10.3390/
md19090493.

. Bochdansky AB, Clouse MA, Herndl GJ. 2017. Eukaryotic microbes, princi-

pally fungi and labyrinthulomycetes, dominate biomass on bathypelagic
marine snow. ISME J 11:362-373. https://doi.org/10.1038/ismej.2016.113.

. Taoka Y, Nagano N, Okita Y, lzumida H, Sugimoto S, Hayashi M. 2009.

Extracellular enzymes produced by marine eukaryotes, thraustochytrids. Biosci
Biotechnol Biochem 73:180-182. https://doi.org/10.1271/bbb.80416.

. Jain R, Raghukumar S, Tharanathan R, Bhosle N. 2005. Extracellular poly-

saccharide production by thraustochytrid protists. Mar Biotechnol (NY) 7:
184-192. https://doi.org/10.1007/s10126-004-4025-x.

Chang KIL, Nichols CM, Blackburn SI, Dunstan GA, Koutoulis A, Nichols
PD. 2014. Comparison of thraustochytrids Aurantiochytrium sp., Schizo-
chytrium sp., Thraustochytrium sp., and Ulkenia sp. for production of bio-
diesel, long-chain omega-3 oils, and exopolysaccharide. Mar Biotechnol
(NY) 16:396-411. https://doi.org/10.1007/s10126-014-9560-5.

Damare V, Raghukumar S. 2008. Abundance of thraustochytrids and bac-
teria in the equatorial Indian Ocean, in relation to transparent exopoly-
meric particles (TEPs). FEMS Microbiol Ecol 65:40-49. https://doi.org/10
.1111/j.1574-6941.2008.00500.x.

May/June 2022 Volume 10 Issue 3

22.

23.

24.

25.

26.

27.

28.

29.

30.

31.

32

33.

34.

35.

36.

37.

38.

39.

40.

41.

Microbiology Spectrum

Kimura H, Fukuba T, Naganuma T. 1999. Biomass of thraustochytrid pro-
toctists in coastal water. Mar Ecol Prog Ser 189:27-33. https://doi.org/10
.3354/meps189027.

Sridevi B, Sarma VVSS. 2020. A revisit to the regulation of oxygen mini-
mum zone in the Bay of Bengal. J Earth Syst Sci 129:107. https://doi.org/
10.1007/512040-020-1376-2.

Damare V, Raghukumar S. 2010. Association of the stramenopilan protists
, the aplanochytrids, with zooplankton of the equatorial Indian Ocean.
Mar Ecol Prog Ser 399:53-68. https://doi.org/10.3354/meps08277.
Damare VS, Raghukumar S. 2015. Apparent grazing losses of Labyrinthu-
lomycetes protists in oceanic and coastal waters: an experimental eluci-
dation. Ecol Res 30:403-414. https://doi.org/10.1007/511284-014-1237-z.
Takao Y, Tomaru Y, Nagasaki K, Honda D. 2015. Ecological dynamics of
two distinct viruses infecting marine eukaryotic decomposer thraustochytrids
(Labyrinthulomycetes, Stramenopiles). PLoS One 10:e0133395. https://doi.org/
10.1371/journal.pone.0133395.

Raghukumar S. 2002. Ecology of the marine protists, the Labyrinthulomy-
cetes (Thraustochytrids and Labyrinthulids). European J Protistology 38:
127-145. https://doi.org/10.1078/0932-4739-00832.

Hamamoto Y, Honda D. 2019. Nutritional intake of Aplanochytrium (Laby-
rinthulea, Stramenopiles) from living diatoms revealed by culture experi-
ments suggesting the new prey-predator interactions in the grazing
food web of the marine ecosystem. PLoS One 14:e0208941. https://doi
.org/10.1371/journal.pone.0208941.

Guillou L, Bachar D, Audic S, Bass D, Berney C, Bittner L, Boutte C, Burgaud G,
de Vargas C, Decelle J, del Campo J, Dolan JR, Dunthorn M, Edvardsen B,
Holzmann M, Kooistra WHCF, Lara E, Le Bescot N, Logares R, Mahé F, Massana
R, Montresor M, Morard R, Not F, Pawlowski J, Probert |, Sauvadet A-L, Siano R,
Stoeck T, Vaulot D, Zimmermann P, Christen R. 2013. The Protist Ribosomal
Reference database (PR2): a catalog of unicellular eukaryote small sub-unit
rRNA sequences with curated taxonomy. Nucleic Acids Res 41:D597-D604.
Glockner FO, Yilmaz P, Quast C, Gerken J, Beccati A, Ciuprina A, Bruns G,
Yarza P, Peplies J, Westram R, Ludwig W. 2017. 25 years of serving the
community with ribosomal RNA gene reference databases and tools. J
Biotechnol 261:169-176. https://doi.org/10.1016/j.jbiotec.2017.06.1198.
Li J. 2019. Study on the relationship between environmental factors and
diversity of bacterioplankton in different oxygen content regions of the
Eastern Indian Ocean. MSc thesis. Tianjin University, Tianjin, China.
Nagano N, Matsui S, Kuramura T, Taoka Y, Honda D, Hayashi M. 2011. The
distribution of extracellular cellulase activity in marine eukaryotes, thraus-
tochytrids. Mar Biotechnol (NY) 13:133-136. https://doi.org/10.1007/
$10126-010-9297-8.

Morabito C, Bournaud C, Maés C, Schuler M, Aiese Cigliano R, Dellero Y,
Maréchal E, Amato A, Rébeillé F. 2019. The lipid metabolism in thraustochy-
trids. Prog Lipid Res 76:101007. https://doi.org/10.1016/j.plipres.2019.101007.
Raghukumar S. 1992. Bacterivory - a novel dual role for thraustochytrids in the
Sea. Marine Biology 113:165-169. https://doi.org/10.1007/BF00367650.
Raghu-Kumar S. 1988. Schizochytrium mangrovei sp. nov., a thraustochy-
trid from mangroves in India. Trans Brit Mycol Soc 90:627-631. https://doi
.org/10.1016/50007-1536(88)80068-8.

Liu Y, Singh P, Sun Y, Luan S, Wang G. 2014. Culturable diversity and bio-
chemical features of thraustochytrids from coastal waters of Southern
China. Appl Microbiol Biotechnol 98:3241-3255. https://doi.org/10.1007/
500253-013-5391-y.

Bai M, Sen B, Wang Q, Xie Y, He Y, Wang G. 2019. Molecular detection and
spatiotemporal characterization of Labyrinthulomycete protist diversity
in the coastal waters along the Pearl River Delta. Microb Ecol 77:394-405.
https://doi.org/10.1007/500248-018-1235-8.

Song Z, Stajich JE, Xie Y, Liu X, He Y, Chen J, Hicks GR, Wang G. 2018. Com-
parative analysis reveals unexpected genome features of newly isolated
thraustochytrids strains: on ecological function and PUFAs biosynthesis.
BMC Genomics 19:541. https://doi.org/10.1186/512864-018-4904-6.
Jénasdattir SH, Visser AW, Richardson K, Heath MR. 2015. Seasonal cope-
pod lipid pump promotes carbon sequestration in the deep North Atlan-
tic. Proc Natl Acad Sci U S A 112:12122-12126. https://doi.org/10.1073/pnas
1512110112,

Ward CS, Yung C-M, Davis KM, Blinebry SK, Williams TC, Johnson ZI, Hunt
DE. 2017. Annual community patterns are driven by seasonal switching
between closely related marine bacteria. ISME J 11:1412-1422. https://doi
.org/10.1038/ismej.2017.4.

Burge CA, Mouchka ME, Harvell CD, Roberts S. 2013. Immune response of
the Caribbean sea fan, Gorgonia ventalina, exposed to an Aplanochytrium
parasite as revealed by transcriptome sequencing. Front Physiol 4:180.
https://doi.org/10.3389/fphys.2013.00180.

10.1128/spectrum.00144-22 14


https://doi.org/10.1038/nrmicro1747
https://doi.org/10.1155/2014/706082
https://doi.org/10.1038/nrmicro3417
https://doi.org/10.1016/j.cub.2020.08.007
https://doi.org/10.1016/j.scitotenv.2021.147905
https://doi.org/10.1038/s41579-019-0178-5
https://doi.org/10.1111/1462-2920.14734
https://doi.org/10.1128/AEM.01652-20
https://doi.org/10.1128/AEM.01652-20
https://doi.org/10.1038/s41396-019-0581-y
https://doi.org/10.1038/ismej.2014.168
https://doi.org/10.1111/1462-2920.15709
https://doi.org/10.1111/1462-2920.14341
https://doi.org/10.1093/femsec/fix070
https://doi.org/10.1093/femsec/fix070
https://doi.org/10.3354/ame01736
https://doi.org/10.3354/ame01736
https://doi.org/10.3390/md19090493
https://doi.org/10.3390/md19090493
https://doi.org/10.1038/ismej.2016.113
https://doi.org/10.1271/bbb.80416
https://doi.org/10.1007/s10126-004-4025-x
https://doi.org/10.1007/s10126-014-9560-5
https://doi.org/10.1111/j.1574-6941.2008.00500.x
https://doi.org/10.1111/j.1574-6941.2008.00500.x
https://doi.org/10.3354/meps189027
https://doi.org/10.3354/meps189027
https://doi.org/10.1007/s12040-020-1376-2
https://doi.org/10.1007/s12040-020-1376-2
https://doi.org/10.3354/meps08277
https://doi.org/10.1007/s11284-014-1237-z
https://doi.org/10.1371/journal.pone.0133395
https://doi.org/10.1371/journal.pone.0133395
https://doi.org/10.1078/0932-4739-00832
https://doi.org/10.1371/journal.pone.0208941
https://doi.org/10.1371/journal.pone.0208941
https://doi.org/10.1016/j.jbiotec.2017.06.1198
https://doi.org/10.1007/s10126-010-9297-8
https://doi.org/10.1007/s10126-010-9297-8
https://doi.org/10.1016/j.plipres.2019.101007
https://doi.org/10.1007/BF00367650
https://doi.org/10.1016/S0007-1536(88)80068-8
https://doi.org/10.1016/S0007-1536(88)80068-8
https://doi.org/10.1007/s00253-013-5391-y
https://doi.org/10.1007/s00253-013-5391-y
https://doi.org/10.1007/s00248-018-1235-8
https://doi.org/10.1186/s12864-018-4904-6
https://doi.org/10.1073/pnas.1512110112
https://doi.org/10.1073/pnas.1512110112
https://doi.org/10.1038/ismej.2017.4
https://doi.org/10.1038/ismej.2017.4
https://doi.org/10.3389/fphys.2013.00180
https://journals.asm.org/journal/spectrum
https://doi.org/10.1128/spectrum.00144-22

Labyrinthulomycetes Community Structure in Pelagic Waters

42.

43.

44,

45,

46.

47.

48.

Sathe-Pathak V, Raghukumar S, Raghukumar C, Sharma S. 1993. Thrausto-
chytrid and fungal component of marine detritus I. Field studies on
decomposition of the brown alga Sargassum cinereum J. Ag. Indian J Mar
Sci 22:159-167.

He Y, Sen B, Zhou S, Xie N, Zhang Y, Zhang J, Wang G. 2017. Distinct sea-
sonal patterns of bacterioplankton abundance and dominance of phyla a-pro-
teobacteria and cyanobacteria in Qinhuangdao coastal waters off the Bohai
Sea. Front Microbiol 8:1579. https://doi.org/10.3389/fmicb.2017.01579.

Liu X, Xie N, Bai M, Li J, Wang G. 2021. Composition change and decreased
diversity of microbial eukaryotes in the coastal upwelling waters of South
China Sea. Sci Total Environ 795:148892. https://doi.org/10.1016/j.scitotenv
.2021.148892.

Duan Y, Sen B, Xie N, Paterson JS, Chen Z, Wang G. 2018. Flow cytometry
for rapid enumeration and biomass quantification of thraustochytrids in
coastal seawaters. Microbes Environ 33:195-204. https://doi.org/10.1264/
jsme2.ME17162.

Fukuda R, Ogawa H, Nagata T, Koike I. 1998. Direct determination of car-
bon and nitrogen contents of natural bacterial assemblages in marine
environments. Appl Environ Microbiol 64:3352-3358. https://doi.org/10
.1128/AEM.64.9.3352-3358.1998.

Chen S, Zhou Y, Chen Y, Gu J. 2018. Fastp: an ultra-fast all-in-one FASTQ
preprocessor. Bioinformatics 34:1884-i890. https://doi.org/10.1093/bioinformatics/
bty560.

Bolyen E, Rideout JR, Dillon MR, Bokulich NA, Abnet CC, Al-Ghalith GA,
Alexander H, Alm EJ, Arumugam M, Asnicar F, Bai Y, Bisanz JE, Bittinger K,

May/June 2022 Volume 10 Issue 3

49.

50.

51.

52.

53.

Microbiology Spectrum

Brejnrod A, Brislawn CJ, Brown CT, Callahan BJ, Caraballo-Rodriguez AM,
Chase J, Cope EK, Da Silva R, Diener C, Dorrestein PC, Douglas GM, Durall
DM, Duvallet C, Edwardson CF, Ernst M, Estaki M, Fouquier J, Gauglitz JM,
Gibbons SM, Gibson DL, Gonzalez A, Gorlick K, Guo J, Hillmann B, Holmes
S, Holste H, Huttenhower C, Huttley GA, Janssen S, Jarmusch AK, Jiang L,
Kaehler BD, Kang KB, Keefe CR, Keim P, Kelley ST, Knights D, et al. 2019.
Reproducible, interactive, scalable and extensible microbiome data sci-
ence using QIIME 2. Nat Biotechnol 37:852-857. https://doi.org/10.1038/
s41587-019-0209-9.

Amir A, McDonald D, Navas-Molina JA, Kopylova E, Morton JT, Xu Z,
Kightley EP, Thompson LR, Hyde ER, Gonzalez A, Knight R. 2017. Deblur
rapidly resolves single-nucleotide community sequence patterns. mSys-
tems 2:e00191. https://doi.org/10.1128/mSystems.00191-16.

Camacho C, Coulouris G, Avagyan V, Ma N, Papadopoulos J, Bealer K, Madden
TL. 2009. BLAST+: architecture and applications. BMC Bioinformatics 10:421.
https://doi.org/10.1186/1471-2105-10-421.

Oksanen J, Blanchet FG, Friendly M, Kindt R, Legendre P, McGlinn D,
Minchin PR, O’'Hara R, Simpson G, Solymos P. 2020. Vegan: community
ecology package. In R package version 2.5-7. R Foundation, Vienna, Aus-
tria. https://CRAN.R-project.org/package=vegan.

Ward JH. 1963. Hierarchical grouping to optimize an objective function. J Am
Stat Assoc 58:236-244. https://doi.org/10.1080/01621459.1963.10500845.
Murtagh F, Legendre P. 2014. Ward’s hierarchical agglomerative cluster-
ing method: which algorithms implement Ward's criterion? J Classif 31:
274-295. https://doi.org/10.1007/s00357-014-9161-z.

10.1128/spectrum.00144-22 15


https://doi.org/10.3389/fmicb.2017.01579
https://doi.org/10.1016/j.scitotenv.2021.148892
https://doi.org/10.1016/j.scitotenv.2021.148892
https://doi.org/10.1264/jsme2.ME17162
https://doi.org/10.1264/jsme2.ME17162
https://doi.org/10.1128/AEM.64.9.3352-3358.1998
https://doi.org/10.1128/AEM.64.9.3352-3358.1998
https://doi.org/10.1093/bioinformatics/bty560
https://doi.org/10.1093/bioinformatics/bty560
https://doi.org/10.1038/s41587-019-0209-9
https://doi.org/10.1038/s41587-019-0209-9
https://doi.org/10.1128/mSystems.00191-16
https://doi.org/10.1186/1471-2105-10-421
https://CRAN.R-project.org/package=vegan
https://doi.org/10.1080/01621459.1963.10500845
https://doi.org/10.1007/s00357-014-9161-z
https://journals.asm.org/journal/spectrum
https://doi.org/10.1128/spectrum.00144-22

	RESULTS AND DISCUSSION
	Abundance pattern and biomass contribution of Labyrinthulomycetes.
	Spatial patterns in Labyrinthulomycetes diversity and composition.
	Depth-associated ecotypes of Labyrinthulomycetes.
	Key contributing members of the patchy Labyrinthulomycetes blooms.
	Conclusions.

	MATERIALS AND METHODS
	Seawater sampling and environmental characterization.
	Biomass estimation of Labyrinthulomycetes and prokaryotic plankton.
	Labyrinthulomycetes 18S rRNA gene sequencing.
	Bioinformatic analyses.
	Statistical analyses.
	Data availability.

	SUPPLEMENTAL MATERIAL
	ACKNOWLEDGMENTS
	REFERENCES

