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ABSTRACT High molecular weight (HMW; >1 kDa) carbohydrates are a major com­
ponent of dissolved organic matter (DOM) released by benthic primary producers. 
Despite shifts from coral to algae dominance on many reefs, little is known about the 
effects of exuded carbohydrates on bacterioplankton communities in reef waters. We 
compared the monosaccharide composition of HMW carbohydrates exuded by hard 
corals and brown macroalgae and investigated the response of the bacterioplankton 
community of an algae-dominated Caribbean reef to the respective HMW fractions. 
HMW coral exudates were compositionally distinct from the ambient, algae-domina­
ted reef waters and similar to coral mucus (high in arabinose). They further selected 
for opportunistic bacterioplankton taxa commonly associated with coral stress (i.e., 
Rhodobacteraceae, Phycisphaeraceae, Vibrionaceae, and Flavobacteriales) and significantly 
increased the predicted energy-, amino acid-, and carbohydrate-metabolism by 28%, 
44%, and 111%, respectively. In contrast, HMW carbohydrates exuded by algae were 
similar to those in algae tissue extracts and reef water (high in fucose) and did not 
significantly alter the composition and predicted metabolism of the bacterioplankton 
community. These results confirm earlier findings of coral exudates supporting efficient 
trophic transfer, while algae exudates may have stimulated microbial respiration instead 
of biomass production, thereby supporting the microbialization of reefs. In contrast to 
previous studies, HMW coral and not algal exudates selected for opportunistic microbes, 
suggesting that a shift in the prevalent DOM composition and not the exudate type (i.e., 
coral vs algae) per se, may induce the rise of opportunistic microbial taxa.

IMPORTANCE Dissolved organic matter (DOM) released by benthic primary producers 
fuels coral reef food webs. Anthropogenic stressors cause shifts from coral to algae 
dominance on many reefs, and resulting alterations in the DOM pool can promote 
opportunistic microbes and potential coral pathogens in reef water. To better under­
stand these DOM-induced effects on bacterioplankton communities, we compared the 
carbohydrate composition of coral- and macroalgae-DOM and analyzed the response 
of bacterioplankton from an algae-dominated reef to these DOM types. In line with 
the proposed microbialization of reefs, coral-DOM was efficiently utilized, promoting 
energy transfer to higher trophic levels, whereas macroalgae-DOM likely stimulated 
microbial respiration over biomass production. Contrary to earlier findings, coral- and 
not algal-DOM selected for opportunistic microbial taxa, indicating that a change in 
the prevalent DOM composition, and not DOM type, may promote the rise of opportun­
istic microbes. Presented results may also apply to other coastal marine ecosystems 
undergoing benthic community shifts.
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C orals are the main ecosystem engineers of tropical coral reefs, as they provide 
habitat and nutrients (1) to one of the most diverse and productive ecosystems 

on the planet (2, 3). However, coral cover is declining on many reefs worldwide due 
to global and local human stressors (4), often leading to overgrowth by fleshy algae 
(5–8). Particularly in the Caribbean widespread shifts toward stages of fleshy macroal­
gae dominance have been reported (7, 9, 10). These shifts have been associated with 
changes in coral reef community metabolism caused by benthic primary producer-spe­
cific differences in the exudation of dissolved organic matter (DOM) (11).

Algae usually exude more DOM than corals which increases the bacterioplankton 
abundance in reef water (12, 13). In addition, algae DOM stimulates microbial respiration 
(11) which can lead to deoxygenation of reefs (14–16). Concomitantly, less energy is 
transformed into microbial biomass (i.e., a shift from biomass generation to respiration), 
reducing the transfer of energy to higher trophic levels (17, 18). This shift in ecosys­
tem-wide energy allocation from heterotrophic macrobes (e.g., fish and invertebrates) 
to foremost microbes was termed the microbialization of reefs and was proposed to 
occur globally on degraded, algae-dominated reefs (17, 19). Algae DOM also appears to 
select for putative opportunistic and pathogenic microbes (17, 20–22). Combined, these 
indirect effects of algae DOM on the microbial community can lead to coral mortality 
through hypoxia and disease (23–25). Coral mortality opens up space on the reef for 
algae growth, thus resulting in the DDAM positive feedback loop (DOC, disease, algae, 
and microorganisms) which is considered to facilitate reef degradation (26, 27).

These contrasting responses of microbial communities to coral- vs algae DOM 
suggest underlying differences in DOM composition. Indeed, liquid chromatography-
tandem mass spectrometry has recently revealed a great compositional diversity in coral 
and algae exudates (28, 29). However, this method is mostly limited to low molecular 
weight (LMW) components (e.g., organic acids, lipids, and lipid-like molecules) which 
efficiently elute from solid phase extraction columns (30, 31), thus not capturing most 
carbohydrates. Carbohydrates are the most abundant biomolecules of high molecular 
weight (HMW; i.e., >1 nm or 1,000 Dalton) DOM in surface oceans (32, 33) and play 
a major role in shaping bacterioplankton communities (34, 35). Only very few studies 
have investigated the carbohydrate composition of the coral reef DOM so far. Nelson 
et al. (22) found increased concentrations of fucose, galactose, and rhamnose in bulk 
macroalgae-DOM (i.e., HMW + LMW), which exerted strong effects on the composition 
of natural bacterioplankton communities (22). Particularly the growth of copiotrophs 
and putative pathogens belonging to Gammaproteobacteria was stimulated. In contrast, 
bulk DOM exuded by the coral Porites lobata mainly consisted of glucose, mannose, and 
xylose and was similar in composition to the ambient reef water. This coral DOM selected 
for oligotrophic microbes of the Alphaproteobacteria and exerted only a small effect on 
the bacterioplankton community composition.

Most carbohydrates exuded by corals (36) and macroalgae (37–39) belong to the 
HMW size fraction (i.e., glycoproteins and polysaccharides, respectively), which can 
be extracted from seawater with ultrafiltration (UF ;~1 nm pore size) (40). The HMW 
carbohydrates exuded by corals and macroalgae can thus be concentrated using UF 
and subsequently added to ambient seawater with minimal dilution of the bacterio­
plankton community while, at the same time, keeping DOM concentrations within a 
natural range. The majority of studies investigating the effects of primary producer 
exudates on bacterioplankton apply dilution culture experiments (41), where prefiltered 
exudate-enriched water is inoculated with unfiltered ambient reef water resulting in a 
reduction of microbial cell abundance by at least 40% (11, 22, 28, 42). This approach 
alleviates density-dependent effects and allows to determine exponential growth rates 
as a measure of substrate quality. However, dilution also influences the community 
composition of bacterioplankton (43, 44) and affects competitive outcomes (45, 46). 
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Differences in the amount of exuded DOM between corals and macroalgae in previous 
studies further resulted in higher starting concentrations for macroalgae compared to 
coral DOM (22, 42), which makes it difficult to untangle the effects of DOM concentration 
(i.e., quantity) and DOM composition (i.e., quality) on bacterioplankton communities. 
Thus, the question remains whether coral and macroalgae exudates, added at similar 
concentrations, also differentially influence an undiluted microbial community.

All in all, interactions of coral- and macroalgae-derived DOM with bacterioplankton 
received much attention over the last decades (47) due to increasing macroalgae 
dominance, especially in the Caribbean (10), and global evidence that algae DOM 
supports reef microbialization (17). Nevertheless, it remains unclear how much of the 
previously observed effects on bacterioplankton were due to differences in composition 
vs concentration of coral- vs macroalgae-derived DOM (22). Finally, no study has yet 
assessed how the most abundant part of exuded carbohydrates, the HMW fraction, 
affects undiluted coral reef bacterioplankton communities.

To address these knowledge gaps, we investigated the exudation of HMW carbohy­
drates by corals and macroalgae, and how this particular DOM size fraction influences 
bacterioplankton communities from a Caribbean reef. We hypothesized that (i) coral 
and macroalgae HMW DOM differ in carbohydrate compositions and (ii) that these 
exudates enrich different taxa of the bacterioplankton community relative to seawater 
controls, with algae exudates exerting a stronger effect. We conducted a two-part 
experiment where we first incubated four hard coral species, two brown macroalgae 
genera, and seawater controls in aquaria to collect the exudates (see experimental 
design in Fig. 1). Subsequently, we concentrated HMW exudates from the incubation 
water and analyzed the monosaccharide composition of hydrolyzable carbohydrates. 
Finally, we added the concentrated HMW DOM to ambient seawater in 4-day dark 
incubations to elucidate effects on the growth and community composition of the 
heterotrophic bacterioplankton community to coral and macroalgae HMW DOM. By 
investigating bacterioplankton dynamics from a macroalgae-dominated reef in response 

FIG 1 Experimental design divided into (a) coral and macroalgae incubations for exudate collection and (b) bacterioplankton incubations for exudate 

remineralization by microbes from ambient reef water. DOC = dissolved organic carbon; HMW DOM = high molecular weight (>1,000 Dalton) dissolved organic 

matter. Concentrated HMW DOM (concentration factor of 100) enriched with exudates from coral and macroalgae incubations was diluted with ambient reef 

water in dark incubations (dilution factor of 100).

Research Article mSystems

Month XXXX  Volume 0  Issue 0 10.1128/msystems.00832-24 3

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.a

sm
.o

rg
/jo

ur
na

l/m
sy

st
em

s o
n 

25
 O

ct
ob

er
 2

02
4 

by
 9

8.
15

5.
10

8.
14

7.

https://doi.org/10.1128/msystems.00832-24


to primary producer-specific HMW DOM-carbohydrate compositions, our study may help 
to understand the functioning of changing reef communities from a microbial ecology 
perspective.

MATERIALS AND METHODS

Macroalgae and corals

The macroalgae Dictyota spp. and Lobophora spp. and three coral species (i.e., Diploria 
labyrinthiformis, Meandrina meandrites, and Madracis auretenra) were collected from the 
reef of Piscadera Bay, Curaçao (12.121, –68.970), at 8–10 m depth. Additionally, fragments 
of the coral Acropora cervicornis were provided by the coral restoration project Reef 
Renewal Curaçao and kept on a floating coral nursery (10 m depth) in front of the 
CARMABI research station until the experiment. All coral and algal species used here 
are abundant on Curaçaoan reefs and wide-spread through the Caribbean region (48–
51). Algae were placed into re-sealable plastic bags for transportation and carefully 
rinsed with fresh seawater to remove sediment or particles before placing them into the 
experimental tank. Coral colonies were carefully cleaned with toothbrushes to remove 
encrusting sponges from the underside of colonies and kept in the floating nursery to 
heal any small injuries for 1 week. After retrieving macroalgae and hard corals from the 
reef/nursery, the organisms were kept submerged in a flow-through aquarium until the 
start of the incubations on the same day. Following the completion of experiments in 
the present study, coral colonies were placed back on the reef or used for restoration 
activities (i.e., A. cervicornis). All collections and experimental work were carried out 
under the research permit (#2012/48584) issued by the Curaçaoan Ministry of Health, 
Environment and Nature (GMN) to the CARMABI foundation. Research only included 
animals of lower taxonomic ranks (i.e., Cnidaria) and macroalgae, which do not require 
approval by an ethics committee according to German § 5 TierSchG (4 July 2013) and the 
European Directive 2010/63/EU (22 September 2010).

Coral and macroalgae incubations for exudate collection

To collect coral and macroalgae exudates, as well as DOM from unamended seawa­
ter controls, 6-hour incubations were conducted in a glass tank (22 L, rinsed with 
10% hydrochloric acid, HCl) with seawater, which was filtered to remove particles and 
planktonic organisms (see details below and experimental design in Fig. 1a). Corals or 
macroalgae were placed into the tank with sterile gloves (nitrile, powder free), cover­
ing about one-third (corals) or half (algae) of the aquarium bottom (see photographs 
in Fig. S1), which approximates the relative benthic cover at, respectively, coral- or 
algae-dominated reefs in the Caribbean (52). The same experimental setup was used for 
all incubations (three of each treatment and four seawater controls), which were done 
on different days between 8 and 23 November 2021. Seawater was constantly pumped 
from the reef (5 m depth) at Piscadera Bay to the aquarium facilities. One day prior to the 
experiment (i.e., control, algae, or coral incubations), seawater was directly collected from 
the inlet pipe and run over filters with decreasing pore sizes to remove particles (50, 20, 
5, and 0.5 µm) and microbes (0.2 µm, 12 cm diameter, polycarbonate, pre-flushed with 
1 L seawater) for 4 hours. Filtered seawater was collected and stored in closed high-den­
sity polyethylene (HDPE) buckets (rinsed with 10% HCl, ultrapure water [UW], and filtered 
seawater) in a dark, air-conditioned room (29°C) until the next day. The incubation tank 
was placed in a flow-through water bath with fresh seawater to keep temperatures close 
to in situ conditions (measured every 5 minutes with HOBO Pendant; Table 1). Salinity 
remained stable throughout the incubations (Table 1). A recirculating pump (UW-rinsed) 
was used to provide water movement in the incubation tank, and the top of the tank was 
left open to allow gas exchange. Oxygen concentrations remained constant in controls 
throughout the incubations but increased for both treatments during the incubations 
to 195% air saturation (Table 1). These oxygen concentrations can be observed in coral 
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reefs in diffusive boundary layers, at the coral-algal interface, and on the reef scale 
(53). Artificial light was provided throughout the incubations (CoralCare, Philips Lighting, 
190-W-LED fixture). Light intensities for the experimental setup were measured on 9 
November 2021 in photosynthetically active radiation (PAR; Table 1) and were within the 
range of light intensities on the reef at 10 m depth in November (i.e. up to ~500 µmol 
photons m−2 s−1 [13]).

Concentration of high molecular weight dissolved organic matter

Water samples (~20 L) from the 6-hour aquarium incubations (start and end) were 
collected into HDPE buckets with a silicone tube (both 10% HCl and sample-rinsed). 
Corals and algae were removed with sterile gloves (nitrile, powder free) before air 
exposure could lead to a stress response which may affect the incubation water. 
From the bucket, water was filtered with pre-flushed (200 mL) polyethersulfone filters 
(0.2 µm pore size, Millipore Sterivex) for 2 hours using a peristaltic pump (Masterflex 
L/S) and sample-rinsed platinum-cured silicone tubes (Masterflex, 96410-15). Dissolved 
nutrient samples (i.e., DOC, inorganic nutrients) were collected from the filtrate. All 
remaining water was concentrated with tangential flow-filtration (TFF) by a factor of 100 
and a molecular weight cutoff of 1,000 Daltons (UFP-1-C-5, Cytiva). The TFF cartridge 
was cleaned according to the manufacturer manual, with 0.5 M NaOH and ultrapure 
water. Trans-membrane pressure was set to 2–3 bar during sample concentrations. 
From the concentrated water (i.e., 14 L concentrated to 140 mL), samples for dissolved 
organic carbon (DOC) measurements were collected (i.e., HMW DOC). The remaining 
HMW concentrate was stored at −20°C for the microbial degradation experiment and 
carbohydrate analyses.

Bacterioplankton incubations for exudate remineralization

To test the effects of HMW exudates from macroalgae and corals on bacterioplankton 
communities in reef water, we conducted 4-day dark incubations (see the experimental 
design in Fig. 1b). Fresh seawater was collected from the reef of Piscadera Bay on 1 
December 2021 between 9:30 and 10:45 am at a depth of 6.8 m, 0.5 m above the 
benthos, with low current. Water was collected in four 20 L polyethylene terephthalate 
bottles (10% HCl and seawater rinsed) while facing the opening of the bottles away from 
the diver and toward the current. We decided to use unfiltered seawater (i.e., without 
removing potential grazers) to include larger aggregates and/or colloidal material, which 
are important hotspots of planktonic microbial diversity on coral reefs (54–56) to assess 
the effects of HMW DOM on bacterioplankton communities under natural conditions. 
Furthermore, prefiltration reduces grazing without concomitantly reducing viral lysis 
which may influence the microbial community composition (57). Water bottles were 
stored at 29°C in the dark for ~7 hours until the start of the experiment. Equal parts 
of every bottle were used for the nine incubation containers (three per treatment or 

TABLE 1 Environmental parameters of incubations with seawater controls, corals, and macroalgae. 
Ambient values measured on the reef at 10 m depth (temperature, light) or at the start of the incubations 
(salinity, oxygen: n = 10)a

Variable Ambient Control Coral Algae

Temperature (°C) 29.1 ± 0.1 29.0 ± 0.3 29.0 ± 0.2 29.0 ± 0.1
Light (PAR, µmol photons m−2 s−1) NAb 448 ± 6 448 ± 6 448 ± 6
Salinity (‰) 36.6 ± 0.2 36.7 ± 0.3 36.7 ± 0.1 36.9 ± 0.1
Oxygen (µmol L−1 / % air saturation) 196 ± 4 / 115 ± 

2
196 ± 4 / 115 ± 

3
332 ± 23 / 195 

± 14
332 ± 23 / 

195 ± 14
Replicates (n) 3/10 4 3 3
aValues are presented as means with SDs. Air saturation of 100% corresponds to 170 µmol O2 L−1 (or 6.8 mg L−1). 
Temperature was measured every 5 minutes throughout the incubations, and salinity and oxygen were measured 
at the start (ambient) and end of the incubations. The light was measured once on 9 November 2021 for the 
experimental setup which was constant during the whole experiment.
bNA, not available.
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control, 5 L, polypropylene [PP]) to ensure equal water quality and microbial community 
compositions. HMW concentrates from coral and macroalgae incubations and seawater 
controls were thawed and pooled by treatment (i.e., concentrates from three replicate 
exudation incubations per treatment were mixed). Subsequently, 50 mL of the respective 
concentrate was added to 5 L of fresh seawater. All incubation containers were placed 
in dark Styrofoam boxes where HOBO loggers recorded light intensities (always 0 Lux) 
and temperatures (26.7°C ± 0.3°C SD). Samples for all parameters were collected at 
five timepoints: shortly after the start of the incubations (ca. 30 minutes after exudate 
addition, 1.3 L), after 6 and 12 hours (0.3 L each), and after 1 and 4 days (1.3 L each). 
Samples for DOC and inorganic nutrients were filtered with a peristaltic pump at a flow 
rate of 26 mL min−1 (Masterflex L/S) through pre-flushed (200 mL) polyethersulfone filters 
(0.2 µm pore size, Millipore Sterivex) attached to sample-rinsed platinum-cured silicone 
tubes (Masterflex L/S Precision Pump Tubing, Tygon). Samples were collected from the 
bottom of each incubation container after gentle shaking.

Coral mucus and macroalgae tissue extraction

Data on coral mucus carbohydrate compositions of A. cervicornis, D. labyrinthiformis, 
and M. meandrites were already reported in a previous study (58), where coral mucus 
collection and analyses are described in detail. Briefly, on the day after the coral and 
algae exudation experiment, coral colonies were exposed to air for 3 minutes. Dripping 
mucus was collected into sterile vials for 2 minutes after disposing mucus for the first 
minute, as done in previous studies (59) and stored at −20°C until analysis of carbohy­
drate compositions. Macroalgae from the experimental tanks were rinsed with UW and 
then oven-dried (40°C, 48 hours) and stored in sterile PP tubes (Falcon, 50 mL, Thermo 
Fisher Scientific) at room temperature in the dark. Dried algae tissue was pulverized with 
a mortar and pestle, and alcohol insoluble residue (AIR) and subsequently the water-
soluble fraction were prepared as described by Vidal-Melgosa et al. (60). Dried powder 
was suspended in pure ethanol (volume ratio 6:1 of solvent:pellet), vortexed, rotated for 
10 minutes, and then centrifuged (21,100 × g for 15 minutes at 15°C). The pellet was then 
washed in a 1:1 chloroform:methanol solution until the supernatant was clear, followed 
by a wash with pure acetone, and air-drying at room temperature. Subsequently, 10 mg 
of this AIR-washed powder was re-suspended in 300 µL of autoclaved UW, shaken for 
2 hours at 15°C, centrifuged (6,000 × g for 15 minutes at 15°C), and the supernatant 
collected. The supernatant containing the water-soluble fraction was stored at −20°C 
until carbohydrate analysis.

Carbohydrate analysis

For carbohydrate analysis of HMW DOM, 200 µL of 2 M HCl were added to 200 µL of 
samples and acid hydrolyzed at 100°C for 24 hours in pre-combusted (400°C, 4 hours) 
glass ampules. After hydrolysis, samples were dried down with an acid-resistant vacuum 
concentrator (Martin Christ Gefriertrocknungsanlagen GmbH, Germany) together with 
calibration standards which were prepared in 1 M HCl. Standards and samples were then 
resuspended in 200 µL UW and transferred to sterile high performance anion exchange 
chromatography (HPAEC) vials for measurement. Coral mucus samples and algae tissue 
extracts were hydrolyzed as described above and then diluted with UW by a factor of 100 
(coral mucus) and 50 (algae tissue extracts), and centrifuged (21,100 × g for 15 minutes at 
15°C), and 100 µL of the top layer was transferred to HPAEC vials for measurement with 
calibration standards. Monosaccharide concentrations of hydrolyzed carbohydrates were 
measured on a high-performance anion exchange chromatography (Dionex ICS-5000+ 

system) with CarboPac PA10 guard column (2 × 50 mm) and analytical column (2 
× 250 mm, Thermo Fisher Scientific), coupled with pulsed amperometric detection 
(HPAEC-PAD), as previously described (60, 61). Separation of neutral and amino sugars 
was achieved with an isocratic flow of 18 mM NaOH, followed by a separation of acidic 
monosaccharides with a gradient reaching up to 200 mM NaCH3COO. Concentrations 
were calculated from peak areas of six co-measured standard mixes with concentrations 
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ranging from 10 to 1,000 µg L−1 per monosaccharide using Chromeleon (Thermo Fisher 
Scientific).

Dissolved organic carbon and inorganic nutrient analysis

DOC samples (20 mL) were collected in pre-combusted (4 hours at 450°C), sample-rinsed 
glass vials closed with teflon-lined lids (10% HCl acid washed and sample-rinsed), 
acidified with 5 drops of 12 M HCl to a pH <2, and stored at 4°C until measurement. 
Concentrations of DOC were measured with high-temperature catalytic oxidation (TOC-L 
CPN, Shimadzu), calibrated with a standard curve of potassium hydrogen phthalate (0; 
25; 50; 100; 200; 400 µmol C L–). Every sample was injected 5–7 times, resulting in an 
analytical variation of 2.3%. Measurement accuracy was tested by including consensus 
reference material (CRM; Batch 21, Lot: 04-21, DOC: 44.7 µmol L−1 ± 0.8 SD, D. A. 
Hansell, University of Miami) into every measurement run, which was on average 8% 
below the reported concentration. Two samples (i.e., algae 2 and coral 2) had to be 
collected ~1.5 hours after the other samples due to logistical constraints, affecting DOC 
concentrations which were thus excluded from analyses.

Dissolved inorganic nutrient samples (5 mL) were collected in sample-rinsed HDPE 
vials (Midi-Vial, PerkinElmer; Waltham, MA, USA) and stored at −20°C until measurement 
on a Gas Segmented Continuous Flow Analyzer (QuAAtro / TRAACS, SEAL Analytical). 
Calibration standards were prepared in low-nutrient seawater with the same ionic 
strength as analyzed samples (salinity ~35‰). For the analysis of nitrite (NO2) + nitrate 
(NO3), NO3 was first reduced to NO2 at pH 7.5 by a copperized cadmium column. The 
resulting NO2 was then turned into a pink complex through the addition of sulfanyla­
mide and naphthyl ethylene-diamine and measured at 550 nm (62). Phosphate (PO4) was 
first turned into a yellow phosphate-molybdenum complex at pH 1.0 with potassium 
antimonyl tartrate acting as a catalyst. The complex was then reduced into a blue 
molybdophosphate-complex with ascorbic acid and measured at 889 nm (63). Two 
samples from dark incubations had to be excluded (i.e., control 2, Start; coral 1, 1 day) 
due to high salinity (an artifact from overflowing sample vials while freezing).

Microbial cell counts

Samples for microbial cell counts (1 mL) were taken with sterile pipette tips directly 
from the incubation containers, immediately fixed with 20 µL glutaraldehyde (15 min at 
4°C) and stored at −80°C until analysis with flow cytometry (FACSCalibur, BD Biosciences, 
New Jersey, USA). Samples were 1:5 diluted with pre-filtered (0.2 µm) Tris-EDTA (TE) 
buffer, stained with 2% SYBR Green, and stored in the dark for >15 minutes prior to 
measurements. The output was analyzed with FCS Express 5 (DeNovo), and values from 
blanks (TE only) were subtracted from the results.

DNA extraction

DNA of bacterioplankton communities was extracted from frozen (−20°C) polyethersul­
fone filters (0.2 µm pore size, Millipore Sterivex) which were used for nutrient sample 
collection (filtered volume: 0.2–1.2 L) as described in Haas et al. (64). All extractions were 
done with sterile utensils in a UV cabinet (UVT-S-AR, BioSan). We used the Nucleao­
Spin Tissue (Macherey-Nalgel, 250 preps) DNA extraction kit following manufacturer 
instructions with some adjustments. Filters were thawed at room temperature, air-dried 
with a Luer lock syringe, and closed on one end. Subsequently, 410 µL of proteinase K 
(50 µL) and buffer T1 (360 µL) solution was pipetted into the Luer lock opening of the 
filter, which was then closed and rotated overnight (~18 hours) at 55°C in a hybridization 
oven (Compact Line OV4, Biometra). On the next day, 400 µL of Buffer B3 was added 
to the filters, and filters were rotated at 70°C for 15 min. Subsequently, the liquid (500–
750 µL) was removed from the filters with 3 mL Luer lock syringes and placed into a 
microtube. Samples were diluted with pure ethanol in a volume ratio of 1:2 ethanol:sam­
ple and vortexed. The solution was then added to the column and centrifuged for 1 min 
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at 11,000 × g. After washing the column with 500 µL of BW and 600 µL of B5 buffers, the 
silica membrane containing the extracted DNA was dried for 2 min at 11,000 × g. Pure 
DNA was then eluted into a microtube with 100 µL BE buffer which was incubated for 
10 min at room temperature and spun down for 1 min at 11,000 × g. Extracted DNA was 
stored at −20°C and then transported on dry ice to the University of Hawaiʻi at Mānoa for 
amplification.

Amplicon library sequencing and bioinformatics

The V4 region of the small subunit (16S) rRNA gene was amplified from each genomic 
DNA template using forward-indexed primers 515F-Parada: GTGYCAGCMGCCGCGGTAA 
and 806R-Apprill: GGACTACNVGGGTWTCTAAT (65) following the protocols of the Earth 
Microbiome Project (66), with the following minor changes: triplicate reactions were not 
pooled, and 1 µL was used of genomic template. Amplicons were cleaned and normal­
ized to equimolar concentrations using the SequelPrep kit (Thermo Fisher Scientific) and 
then pooled and sequenced on the Illumina MiSeq platform (600 cycle V3 chemistry). 
Sequences were demultiplexed using a custom probabilistic script, and microbiome 
profiling was implemented in the MetaFlow|mics pipeline (67) following the specific 
settings presented by Jani et al. (68): sequences were assembled, denoised, and quality 
trimmed using DADA2 (69), globally aligned with mothur (70) to the Silva (v132) 
global SSU rRNA alignment database (71), bayesian consensus classified (70%) to the 
Genus level (72), and clustered into 99% sequence identity operational taxonomic units 
using vsearch (73) refined to reduce intragenomic taxonomic splitting errors using 
LULU (74). Sequences that could not be classified at the Domain level or were classi­
fied as chloroplast or mitochondrial 16S were discarded, and sequencing depth was 
subsequently standardized to 10,000 random reads per sample. All bioinformatics were 
deployed on the C-MAIKI gateway (75) at the University of Hawaiʻi at Mānoa by the 
Center for Microbial Oceanography: Research and Education.

We used MicFunPred (76) to predict metabolic pathway abundance from 16S rRNA 
data. The tool normalized our operational taxonomic unit (OTU) abundance table to 
library size, assigned taxonomy down to genus level, and then used the MetaCyc 
database to predict core gene contents. The output is a product of normalized taxo­
nomic abundance and core gene content. We acknowledge the limitations of using 
16S rRNA data to infer metabolic functions. First, the accuracy of predicting metabolic 
functions based on 16S rRNA amplicon sequencing depends on the quality and size of 
the reference database and may be limited for rare pathways and specific environments 
(76, 77). Second, pathways specific to certain strains are not included because 16S rRNA 
amplicons do not allow identification down to the microbial strain (77). MicFunPred 
addresses the second limitation, as it predicts the functional potential based on a set 
of core genes (i.e., genes present in ≥50% of genomes in the genus), which minimizes 
the false-positive results and uses MinPath to estimate the minimal set of pathways for 
pathway prediction (76).

Statistical analyses

All statistical analyses were conducted using R Studio (R version 4.3.0, R Studio version 
2023.06.2). Before conducting parametric tests, we checked for outliers (rstatix package), 
normal distribution (Shapiro-Wilk test), and homogeneity of variance (Levene test) across 
and within groups. The effect of treatments on DOC and carbohydrate concentrations in 
light incubations was tested with one-way analysis of variance (ANOVA) and Tukey’s 
honestly significant difference (HSD) test for post hoc analyses. Concentration data 
of monosaccharides were log(x + 1) transformed, while mole % data were arcsine 
transformed. We used false discovery rate (fdr) correction to control the family-wise error 
rate across different monosaccharides. Hierarchical cluster analysis of HMW exudate-, 
coral mucus-, and algae tissue composition was conducted using Euclidean distance and 
the R package ComplexHeatmap (78). Simprof analysis (clustsig package) was used to 
test for significant differences between clusters. Differences of microbial cell densities 
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among timepoints (within-subjects factor) and treatments (between-subjects factor) 
were analyzed using two-way mixed model ANOVA (rstatix package) and pairwise t-tests 
with Bonferroni adjustment (i.e., to test for the effect of timepoints). For mixed-model 
ANOVA, we additionally tested for homogeneity of covariance (Box’s M-test). Some 
outliers had to be excluded from DOC concentrations (i.e., n = 2 for algae and coral 
treatments) and inorganic nutrient concentrations (i.e., n = 2 for controls at the start and 
coral treatments after 1 day) and were thus analyzed with non-parametric tests (Kruskal-
Wallis and Friedmann), followed by pairwise Dunn’s tests with Bonferroni adjustment.

To compare microbial community composition and predicted metabolic pathway 
abundances among treatments, we used two-way permutational multivariate ANOVA 
(PERMANOVA) to test for the single and combined effects of time and treatment and 
five one-way PERMANOVAs with fdr-correction to test for treatment effects at every time 
point. For visualization of the microbial community composition, we used a non-met­
ric multidimensional scaling (NMDS) plot (vegan package) with Bray-Curtis dissimilar­
ity between square root transformed relative abundances of microbial genera. We 
used hierarchical cluster analysis of the Euclidean distance (ComplexHeatmap package) 
between Z-score scaled (across samples) relative abundances of microbial genera (>0.5% 
relative abundance) and predicted metabolic pathway abundance. For the timepoint 
with significant treatment effects on the microbial community composition (i.e., 4 
days), permutational supervised classification random forest (RF) analysis was performed 
(rfPermute package, 5,000 trees, and 100 permutations), as done previously to assess 
differences in microbial community compositions between pre-defined groups (15, 
79). Diagnostic plots confirmed that enough trees were grown. In addition, we used 
differential expression analysis (DESeq2 package [80]) to contrast microbial commun­
ity composition and metabolic pathway abundance of both treatments with control 
communities. A consensus approach of RF and DESeq2 analyses was used to identify 
genera that were most important for characterizing treatments (81). Metabolic pathways 
were annotated by pathway class (i.e., super pathway, MetaCyc database) and pathway 
type (i.e., sub-groups of super pathways), and the abundance of each pathway class 
throughout the experiment was analyzed with mixed model ANOVAs (fdr-corrected). 
For metabolic classes with significant interaction terms, five one-way ANOVAs were 
conducted (one at each timepoint, Bonferroni-adjusted) and fdr-corrected for multiple 
testing across pathway classes.

RESULTS

Dissolved organic carbon and carbohydrate exudation by corals and 
macroalgae

At the end of the coral and macroalgae incubations, DOC concentrations were enriched 
by 13% and 11% compared to starting concentrations, respectively [ANOVA, F(3,15) = 
10.5, P < 0.001, η2

GG0.68, HSD test; Fig. 2a]. HMW DOC contributed 3.2% ± 0.7% (mean 
± SD) to total DOC and was not significantly affected by treatments (Fig. 2b). Combined 
HMW carbohydrate concentrations were significantly enriched by 168% in macroalgae 
incubations compared to seawater controls and starting concentrations [ANOVA, F(3,9) = 
6.5, P < 0.05, η2

GG0.68, HSD test; Fig. 2c], while coral incubations were not significantly 
enriched (Fig. 2c). Percent carbohydrate content of HMW DOC in macroalgae and coral 
incubations was significantly enriched compared to controls and starting concentrations 
by 134% and 110%, respectively [ANOVA, F(3,8) = 13.0, P < 0.01, η2

GG0.83, HSD test; Fig. 
2d].

Hydrolyzable monosaccharide composition of HMW coral and macroalgae 
exudates

In exudation incubations with macroalgae, concentrations of fucose, galactose, 
galacturonic acid, and rhamnose increased significantly by 388%, 252%, 128%, and 
931%, respectively, compared to seawater controls and starting concentrations (P < 0.01, 
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HSD test, Fig. 3, all ANOVA results in Table 2). The mole percent contribution of fucose 
to total carbohydrates increased significantly compared to seawater controls and starting 
conditions, and mole percent contribution of rhamnose increased significantly compared 
to starting conditions (P < 0.01, HSD test, Fig. S2). All other monosaccharides were not 
significantly affected by macroalgae exudation.

In exudation incubations with corals, concentrations of arabinose, mannose, and 
glucosamine increased significantly by 812%, 225%, and 360% compared to seawater 
controls and starting concentrations (P < 0.05, HSD test; Fig. 3). The galactosamine 
concentration increased significantly by 125% compared to starting concentrations (P < 
0.05, HSD test; Fig. 3). The mole percent contribution to total carbohydrates increased 
significantly compared to seawater controls and starting conditions for arabinose, 
mannose, and glucosamine (P < 0.05, HSD test; Fig. S2). All other monosaccharides were 
not significantly affected by coral exudation and none of the monosaccharides within 
the HMW DOM pool changed in seawater control incubations compared to starting 
concentrations (Fig. 3).

FIG 2 Change during 6 hours of exudation incubations with corals and macroalgae in (a) DOC concentrations, (b) HMW DOC concentrations, (c) HMW 

carbohydrate concentrations (as carbon equivalents), and (d) percentage of HMW DOC as carbohydrates (CH). Values in panel c and d were calculated based 

on carbon contents of neutral-, amino-, and acidic monosaccharides measured after acid hydrolysis of HMW DOM (see Fig. 3). Boxes represent median ±95% 

confidence intervals, and points represent replicates. Different letters indicate significant differences between treatments (HSD test; P < 0.05). Raw data to this 

figure are available in Table S3.

TABLE 2 ANOVA results for differences in concentrations (Fig. 3) and mole percent compositions (Fig. S2) 
of HMW carbohydrates between treatments for all analyzed monosaccharidesa

Monosaccharide

Concentration Mole %

F η2 P P (fdr) F η2 P P (fdr)

Fucose 15.3 0.84 <0.001 0.002 29.4 0.91 < 0.001 <0.001
Galactose 17.0 0.85 <0.001 0.002 5.4 0.64 0.021 0.028
Galacturonic acid 23.6 0.89 <0.001 0.002 1.3 0.31 0.329 n. s.
Rhamnose 11.0 0.79 0.002 0.004 6.5 0.68 0.012 0.018
Arabinose 16.5 0.85 <0.001 0.002 48.0 0.94 < 0.001 <0.001
Mannose 6.8 0.69 0.011 0.019 7.6 0.72 0.008 0.016
Glucosamine 13.6 0.82 0.001 0.002 23.2 0.89 < 0.001 <0.001
Galactosamine 5.7 0.65 0.018 0.027 6.8 0.69 0.011 0.018
Xylose 2.4 0.44 0.136 n. s. 3.7 0.55 0.054 n. s.
Glucose 1.4 0.33 0.293 n. s. 8.5 0.74 0.005 0.012
Muramic acid 0.4 0.12 0.755 n. s. 11.0 0.79 0.002 0.006
Gluconic acid 0.6 0.18 0.594 n. s. 0.8 0.21 0.517 n. s.
aConcentration data were log (x + 1) transformed, while mole % data were arcsine transformed. DFn = 3, DFd = 9 
for all tests. Bold values indicate significant (<0.05) fdr-corrected P values. n. s. = not significant.
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Comparison of exudate compositions to coral mucus, macroalgae tissue, and 
ambient reef water

Coral exudate compositions clustered with coral mucus compositions of A. cervicornis 
(n = 3; SIMPROF, P < 0.0001; Fig. 4), which was characterized by high relative contents 
of arabinose (49% ± 4%; always stated as mean ± SD), glucosamine (24% ± 1%), and 

FIG 3 Carbohydrate concentrations during incubations with corals and macroalgae. Boxes display concentrations of monosaccharides after hydrolysis of 

carbohydrates in the HMW fraction of DOM. Boxes represent median ±95% confidence intervals, and points represent replicates. Different letters indicate 

significant differences between treatments (HSD test; P < 0.05). Note differences in scale of the vertical axes. See ANOVA results in Table 2. Raw data to this figure 

are available in Table S4.
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mannose (17% ± 4%). Mucus compositions of D. labyrinthiformis (n = 3) and M. mean­
drites (n = 2) were significantly different from coral exudates (SIMPROF, P < 0.0001), with 
high relative contents of glucosamine (37% ± 13% and 52% ± 10%, respectively), fucose 
(48% ± 1% and 34% ± 7%, respectively), and mannose (11% ± 11% and 11% ± 3%, 
respectively). No monosaccharides could be detected in the hydrolyzed mucus of M. 
auretenra. Ambient reef water from the start of the exudation incubations (“Start,” n = 
3) and directly collected from the reef (“Reef,” n = 1) clustered with algae tissue extracts 
and algae exudates (SIMPROF, P < 0.0001; Fig. 4) and was characterized by high relative 
contents of fucose (24% ± 3%), xylose (17% ± 5%), glucose (16% ± 2%), and galactose 
(15% ± 4%). The tissue extracts of Dictyota spp. (n = 3) and Lobophora spp. (n = 3) were 
not separated into individual clusters and were characterized by high relative contents of 
fucose (34% ± 4%), galactose (22% ± 4%), glucose (17% ± 6%), xylose (12% ± 1%), and 
mannose (9% ± 3%).

FIG 4 Monosaccharide compositions of hydrolyzed coral and macroalgae HMW exudates (mole % composition of control-

corrected fluxes) and ambient reef water HMW DOM in comparison to coral mucus and macroalgae tissue extracts. Coral 

mucus was collected from A. cervicornis, D. labyrinthiformis, and M. meandrites, and macroalgae tissue was extracted from dried 

Lobophora spp. and Dictyota spp. thalli. The dendrogram represents Euclidean distance between samples. Only neutral- and 

amino-sugars were used for the comparative cluster analysis. White spaces in heatmap separate clusters of samples which 

were significantly different in SIMPROF analysis (P < 0.0001). Raw data to this figure are available in Table S5.
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Microbial cell densities and dissolved nutrient concentrations in bacterio­
plankton incubations

Microbes in bacterioplankton incubations grew in all treatments within the first day, with 
a mean growth rate of 401,837 ± 105,708 cells mL−1 day−1 which did not differ between 
treatments (ANOVA, P = 0.6). Microbial cell densities were similar between treatments 
and controls throughout the experiment (Fig. S3a). Only time had a significant effect 
on microbial cell densities [two-way mixed ANOVA: F(2,9) = 24.2, P < 0.001, η2

GG0.75]. 
Initial cell densities increased by 46%, 61%, and 22% after 12 hours, 1 day, and 4 days, 
respectively (P < 0.05, pairwise t-tests, Bonferroni adjusted, Fig. S3a). The estimated 
addition of HMW DOC for controls (i.e., the background material) was ~2.2 µM C, 
while the added HMW DOC from coral- and macroalgae incubations was ~2.8 µM C 
(i.e., mean HMW DOC concentrations shown in Fig. 2b diluted by a factor of 100, see 
experimental design in Fig. 1). The difference in DOC concentration between treatments 
and controls (~0.6 µM C) was thus likely insufficient to elicit a measurable differential 
growth response. Dissolved nutrient concentrations (Fig. S3b through d) averaged 88 
± 2 µM DOC, 0.5 ± 0.1 µM NO2 + NO3, and 0.013 ± 0.002 µM PO4 at the start of the 
incubations, were not affected by treatments at any time throughout the experiment 
(P > 0.05, multiple Kruskal-Wallis tests), and declined over time [Friedmann tests; DOC: 
χ2(4) = 15.9, P < 0.01; NO2 + NO3: χ2(4) = 15.4, P < 0.01; PO4: χ2(4) = 17.9, P < 0.01]. After 4 
days of dark incubation, DOC, NO2 + NO3, and PO4 concentrations were reduced by 10%, 
68%, and 26% compared to starting concentrations, respectively.

Microbial community compositions in bacterioplankton incubations

The microbial community composition was significantly influenced by the interaction 
of time and treatment [PERMANOVA, F(8) = 2.0, R2 = 0.03, P < 0.05], with treatment 
only revealing significant effects after 4 days, explaining 52% of variation (Table 3; Fig. 
5a). Both single factors were significant, with time and treatment alone explaining 88% 
and 2% of variation, respectively [PERMANOVA; Time: F(4) = 102.1, R2 = 0.88, P = 0.001; 
Treatment: F(2) = 4.6, R2 = 0.02, P < 0.01).

The initial microbial community was dominated by Oxyphotobacteria of the 
Synechococcales order and Alphaproteobacteria of the SAR11 order (Fig. S4). After 1 
day, Oxyphotobacteria declined in relative abundance and were mainly replaced by 
Gammaproteobacteria of the Alteromonadales order. The change from days 1 to 4 of the 
experiment was mainly due to increased relative abundance of Alphaproteobacteria of 
the SAR11 and Rhodobacterales orders (Fig. S4).

Hierarchical cluster analysis of the genus-level microbial community (genera with 
a maximum in any one sample greater than 0.5% rel. abundance, Z-score) revealed a 
separate cluster of coral samples from controls and algae exudate enriched samples after 
4 days (Fig. 5b), albeit clustering was not significant (SIMPROF: P > 0.05). To identify the 
most important genera for the classification of treatments, permutational RF classifi-
cation models were applied. In the coral exudate treatment, 16 genera contributed 
significantly (PFpermute: P < 0.05) to the classification after 4 days (see green bars in Fig. 
5c; Fig. S5). In contrast, only one genus was driving the classification of algae exudate-
enriched communities. All coral exudate communities were successfully classified by the 
RF model, while algae exudate samples could not be distinguished from controls (Table 
S1). In coral exudate treatments, 17 genera were significantly different from controls 
(DESeq2: P < 0.05, fdr-corrected, Fig. 5c), while algae exudate treatments did not reveal 
any significant differences to controls. The consensus of both methods (RF and DESeq2) 
revealed eight genera (see black genus names in Fig. 5c) which characterized coral 
exudate treatments after 4 days.

Microbial genera significantly enriched in coral exudate treatments compared to 
controls (based on the consensus of RF and DESeq2) belonged to the Gammaproteo­
bacteria (Vibrionaceae and Thiotrichaceae), Bacteroidia (Flavobacteriales and Saprospira­
ceae), Alphaproteobacteria (Rhodobacteraceae), and Planctomycetes (Phycisphaeraceae, 
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FIG 5 Microbial community composition in dark incubations of reef water with addition of HMW DOM of macroalgae 

and coral exudates and seawater controls, (a) for all timepoints, and (b-d) after 4 days (final timepoint), when a significant 

treatment effect was observed (P < 0.05, PERMANOVA; Table 3). (a) NMDS of square root transformed genus-level microbial 

community compositions (Bray-Curtis dissimilarity matrix). (b) Row-scaled abundance (Z-score) of genera (>0.5% mean 

relative abundance in any one sample) in hierarchical clustering heatmap (Euclidean distance). Bold lineage names indicate 

an increase, and italicized names indicate a decrease with coral exudates compared to controls. (c) Log2 fold change of both 

treatments vs controls. Error bars represent SE (lfcSE of DESeq2 output). Green bars indicate genera that were significant (P 

< 0.05, importance score >5) in RF model for classifying algae or coral treatments. Black genera names indicate consensus of 

RF and DESeq2 analysis. (d) Relative abundance of four taxa which were significantly (P < 0.05) different in coral treatments 

compared to controls and algae treatments after 4 days of incubation. Asterisks (in panels b and c) indicate significant coral 

treatment effect vs controls (****P < 0.0001, *** P < 0.001, ** P < 0.01, and * P < 0.5, DESeq2, fdr-corrected). M.g. = marine 

group; m.s.g. = marine sediment group. Raw data to this figure are available online (10.5281/zenodo.13365525), and DESeq2 

results (c) are available in Table S7.

TABLE 3 PERMANOVA results of treatment effects on the microbial community composition (genus 
level) and predicted metabolic functions at five times during bacterioplankton incubations, using 999 
permutationsa

Time Microbial community composition Predicted metabolic functions 
(MicFunPred)

F R² P P (fdr) F R² P P (fdr)

Start 0.60 0.17 0.70 0.70 0.5 0.15 0.91 0.91
6 hours 0.91 0.23 0.47 0.59 2.1 0.41 0.14 0.18
12 hours 1.30 0.30 0.23 0.39 4.0 0.57 0.05 0.13
1 day 3.39 0.53 0.04 0.10 2.2 0.42 0.12 0.18
4 days 3.21 0.52 0.01 0.045 13.3 0.82 0.02 0.11
aDf = 2 for all tests, fdr = false discovery rate.

Research Article mSystems

Month XXXX  Volume 0  Issue 0 10.1128/msystems.00832-2414

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.a

sm
.o

rg
/jo

ur
na

l/m
sy

st
em

s o
n 

25
 O

ct
ob

er
 2

02
4 

by
 9

8.
15

5.
10

8.
14

7.

https://doi.org/10.1128/msystems.00832-24


OM190 class; see black genus names in Fig. 5c). The most abundant member of the 
coral-enriched microbial community was an unclassified genus of the Rhodobacteraceae 
(coral = 9.0%, control = 4.2%, and algae = 4.7%; Fig. 5b), followed by Planktomycetes of 
the uncultured class OM190 (coral = 1.7%, control = 0.5%, and algae = 0.6%), and the 
genus CL500-3 of the Phycisphaeraceae (coral = 1.2%, control = 0.9%, and algae = 0.8%). 
All other coral exudate-enriched genera were still rare (<1%).

Predicted metabolic functions

Predicted metabolic functions of the microbial communities (using MicFunPred) were 
significantly affected by the interaction of time and treatment [PERMANOVA, F(8) = 3.5, 
R2 = 0.02, P < 0.01] with the strongest treatment effect after 4 days, albeit not significant 
after P value correction (Table 3). Metabolic class abundance was significantly affected 
by the interaction of time and treatment for 8 out of 13 classes, and seven of these 
increased significantly in coral treatments compared to controls and algae treatments 
after 4 days (Table 4; Fig. 6a). Hierarchical cluster analysis of the Z-score adjusted pathway 
type abundance revealed a separate cluster of coral samples from all other samples after 
4 days (SIMPROF; P < 0.0001; Fig. 6b).

Predicted pathways associated with energy metabolism in HMW coral DOM 
incubations increased by 28% (P < 0.001, pairwise t-tests, Bonferroni adjusted, Fig. 6a), 
with significant increases in 6 out of 10 pathway types, including glycolysis, Entner 
Duodoroff, and pentose phosphate pathways (P < 0.001, DESeq2, fdr-corrected, Fig. 6b). 
Predicted amino acid metabolism increased by 44% (P < 0.001), both in biosynthesis and 
degradation pathways, though not significantly for a specific pathway type. Predicted 
carbohydrate metabolism increased by 111% (P < 0.0001), with significant increases in 
7 out of 12 pathway types, including both degradation and biosynthesis pathways (P 
< 0.001). Predicted fatty acid and lipid metabolism increased by 24% (P < 0.05), with a 
significant increase in fatty acid degradation (i.e., one out of nine pathway types, P < 
0.001). Predicted pathways associated with secondary metabolites increased by 63% (P < 
0.01), with significant increases in terpenoid and polyketide biosynthesis (i.e., two out of 
six pathway types, P < 0.001). Other predicted degradation pathways increased by 22% 
and other biosynthesis pathways by 9% (see Fig. S6 for more detail).

TABLE 4 Statistical test results for treatment and time interaction effect (DFn = 8 and DFd = 24) of mixed model ANOVA, and treatment effect (DFn = 2 and DFd 
= 6) after 4 days of bacterioplankton incubation for all metabolic classes with significant interaction effectsa

Metabolic class

Mixed ANOVA: treatment × time ANOVA: treatment after 4 days

% of total pathways % coral effect sizeF η2 P P (fdr) F η2 P (BF) P (fdr)

Energy metabolism 7.3 0.68 0.007 0.015 59.8 0.95 0.001 0.001 14 28
Amino acids 7.6 0.70 0.000 0.000 83.2 0.97 0.000 0.001 12 44
Carbohydrates 6.2 0.65 0.016 0.026 640 0.99 0.000 0.000 6 111
Fatty acids and lipids 4.3 0.53 0.003 0.008 12.9 0.80 0.035 0.040 7 24
Secondary metabolites 8.7 0.73 0.000 0.000 26.8 0.90 0.005 0.007 4 63
Other degradation 11.8 0.78 0.000 0.000 27.2 0.90 0.005 0.007 9 22
Other biosynthesis 3.1 0.48 0.014 0.026 27.1 0.90 0.005 0.007 11 9
Inorganic nutrients 4.4 0.55 0.002 0.007 5.4 0.64 0.230 0.230 7 –
Detoxification 2.3 0.39 0.054 0.078 – – – – 4 –
Cofactors, carriers, and 

vitamins 2.1 0.39 0.077 0.100 – – – – 12 –
Cell structure biosynthesis 2.0 0.35 0.186 0.213 – – – – 1 –
Nucleosides and nucleotides 2.0 0.38 0.197 0.213 – – – – 11 –
Pigments 0.6 0.14 0.677 0.677 – – – – 1 –
aP (BF) = Bonferroni-adjusted P-values for multiple one-way ANOVAs (i.e., one at each timepoint, only the result for 4 days is reported). % of total pathways = percent 
contribution of mean pathway abundance per class to the sum of all pathways after 4 days; % coral effect size = percent increase with coral exudates compared to controls 
after 4 days. Bold values indicate significant (<0.05) fdr-corrected P values. A dash indicates when no further analysis was done.
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DISCUSSION

Our results (summarized in Fig. 7) revealed that brown macroalgae, as well as scleracti­
nian corals, exude significant amounts of HMW carbohydrates (Fig. 2d) which differ in 
composition (Fig. 3). The compositional differences in exuded HMW DOM, added at 

FIG 6 (a) Development of predicted metabolic pathway class abundances during bacterioplankton incubations with HMW coral- and macroalgal-DOM and 

background HMW DOM (controls). Different letters indicate significant differences between times (P < 0.05, pairwise t-tests, Bonferroni adjusted). Asterisks 

indicate significant differences between treatments (*P < 0.05, ***P < 0.001, and ****P < 0.0001, pairwise t-tests, Bonferroni adjusted). Predictions are based on 

the MicFunPred analysis tool, using the MetaCyc database. (b) Predicted pathway abundance by type for the significantly enriched classes as Z-scores after 4 days 

of dark incubation (final timepoint). The dendrogram on the top represents the Euclidean distance between samples including all pathway types of all classes. 

SYN = biosynthesis and DEG = degradation. Bold pathway types in panel b indicate a significant increase in coral treatments compared to controls (fdr-corrected 

P < 0.001, log2 fold change > 0.5, DESeq2 on all pathway types), and italicized types a significant decrease. Raw data to this figure are available (a) in Table S8 and 

(b) at doi 10.5281/zenodo.13365525.

Research Article mSystems

Month XXXX  Volume 0  Issue 0 10.1128/msystems.00832-2416

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.a

sm
.o

rg
/jo

ur
na

l/m
sy

st
em

s o
n 

25
 O

ct
ob

er
 2

02
4 

by
 9

8.
15

5.
10

8.
14

7.

https://doi.org/10.5281/zenodo.13365525
https://doi.org/10.1128/msystems.00832-24


low concentrations (<1% of ambient DOC), had no effect on the overall bacterioplank­
ton cell density or dissolved nutrient concentrations (Fig. S3). However, coral HMW 
DOM significantly affected the bacterioplankton community composition (Fig. 5) and 
increased the predicted potential for specific metabolic functions relative to controls (Fig. 
6). In contrast, algae HMW DOM addition induced no significant differences compared to 
seawater controls.

Coral exudates reflected HMW carbohydrate composition of coral mucus and 
enriched opportunistic coral-associated microbes

The HMW carbohydrates released by corals were enriched in arabinose, glucosa­
mine, mannose, and galactosamine (Fig. 3) and mostly reflected the monosaccharide 
composition of hydrolyzed mucus from A. cervicornis (Fig. 4). The main carbohydrate-
containing macromolecules in coral mucus are mucin glycoproteins (i.e., 0.5–50 mDa) 
(82), and carbohydrate side chains of mucins isolated from Acropora formosa were rich 
in arabinose, glucosamine, and mannose (83), supporting the presence of mucins in 
HMW coral-DOM. Furthermore, although the prediction of metabolic functions from 16S 
rRNA data is limited in accuracy (76, 77) (see Materials and Methods for details), the 
increase in predicted carbohydrate, amino acid, and fatty acid and lipid metabolism in 
bacterioplankton communities (Fig. 6) is consistent with degradation of coral mucus, 
which mainly consists of carbohydrates, proteins, and lipids (84, 85).

The minor addition of HMW coral DOM (~0.6 µM C; <1% of DOC) to an ambi­
ent bacterioplankton community significantly increased the relative abundance of 
several genera belonging to the Alphaproteobacteria (Rhodobacterales), Planctomycetes 

FIG 7 Summary of HMW DOM compositions of coral and macroalgae exudates and microbial community responses. Pie charts display mean mole percent 

compositions of control-corrected fluxes or ambient seawater composition. Values >10% are shown in the figure. Gray italics indicate possible explanations for 

the lack of microbial response to algal HMW exudates. Icon attribution: Integration and Application Network (ian.umces.edu/media-library).
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(Phycisphaerales, OM190 class), Gammaproteobacteria (Vibrionales and Thiotrichales), 
and Bacteroidetes (Flavobacteriales and Saprospirales; Fig. 5). However, the increase in 
microbial cell densities over time was similar to those observed in HMW macroalgae- 
and seawater control DOM incubations (Fig. S3). Bacterioplankton growth kinetics in 
dilution cultures usually include an exponential growth phase followed by a stationary 
phase (41), where the stationary abundance at least partially depends on the amount of 
substrate added (22, 86). As we only diluted the microbial community by ~1% and added 
low and similar amounts of substrate for treatments (2.8 µM DOC) and controls (2.2 µM 
DOC), we did not expect differences in final microbial cell abundances. Rhodobacterales, 
Thiotrichales, Vibrionales, Flavobacteriales, and OM190 have been previously reported in 
coral mucus (87–91) and/or increased in seawater when coral mucus (92–94) or coral 
exudates (22, 28) were added (Table S2). Phycisphaeraceae were previously found in 
Acropora hyacinthus (95), deep-sea corals (96), and in association with cultured Symbio­
diniaceae (97). Thus, HMW coral-DOM enriched bacterioplankton taxa are commonly 
associated with corals.

Rhodobacterales, Vibrionales, and Flavobacteriales were previously found to increase 
with macroalgae DOM addition and are considered to be opportunistic heterotrophic 
bacteria adapted to fast growth on DOM (22). Furthermore, they can increase in coral 
holobionts under stress (98, 99) and disease (100, 101) and were therefore suggested as 
indicators for poor reef health (102). Additionally, Thiotrichaceae (103) and Phycisphaer­
aceae (95, 104) can be associated with coral disease, and OM190 increased in bacter­
ioplankton during a marine heatwave (105). Thus, HMW coral DOM mostly selected 
for coral-associated microbes with the ability for opportunistic growth, which is also 
supported by the increase in predicted carbohydrate-, amino acid-, and fatty acid 
metabolism (Fig. 6) (106).

Algae exudates reflected algae tissue and ambient reef water HMW carbo­
hydrate composition and did not affect the bacterioplankton community 
composition

HMW carbohydrates released by the two brown macroalgae Dictyota spp. and Lobophora 
spp. were enriched in fucose, galactose, galacturonic acid, and rhamnose (Fig. 3) and 
were similar in composition to tissue extracts from both species (Fig. 4). Furthermore, the 
HMW carbohydrate composition of ambient reef water mostly reflected algae exudate 
compositions (Fig. 4 and 7). In contrast, the previously reported carbohydrate composi­
tion of ambient reef water from Moorea in the central Pacific was most similar to that 
of coral exudates (22). This suggests that the composition of HMW DOM in the reef 
may depend on the community of benthic primary producers fueling and shaping the 
local DOM pool (17, 107). Indeed, our study site is characterized by high algae (i.e., 17% 
macroalgae and 13% turf algae) and low coral (i.e., 7%) cover (108), with Dictyota and 
Lobophora being both highly abundant and releasing substantial amounts of DOM (12, 
13, 109). On the other hand, the DOM pool of the rapidly flushed backreef of Moorea 
appears to be at least partly fueled by dense coral communities on the outer reefs (22, 
110, 111).

Microbial communities growing on HMW macroalgae DOM did not reveal any 
differences to seawater control incubations, thus not confirming the hypothesis that 
algae HMW exudates exert stronger effects on bacterioplankton communities. However, 
our addition of DOM was different from previous studies in several ways. We enriched 
the microbial community exclusively with HMW DOM and thus removed any molecules 
<1 kDa from the exuded fraction. Freshly produced exudates can contain LMW DOM 
with high bioavailability like free monosaccharides and amino acids, which are taken 
up rapidly by microbes (112) and could have contributed to the microbial response 
in previous studies. Further studies using undiluted bacterioplankton communities in 
combination with a natural ratio of HMW and LMW coral and macroalgal DOM are 
required to fully unravel the control of DOM source (and thereby composition) on 
bacterioplankton communities. Furthermore, the DOC addition in the present study 
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(~2–3 µM DOC) is more than one order of magnitude lower compared to previous 
studies (~40–100 µM DOC [22, 42]). These comparable high DOC additions allowed 
for high DOC uptake rates to compensate for low bacterial growth efficiencies (i.e., 
increased respiration at the expense of biomass formation) of algal-DOM, resulting 
in higher microbial growth rates on algal- vs coral-DOM (19, 22, 42). In the present 
study, there were neither differences in initial DOC concentrations between coral and 
macroalgae exudates (Fig. 2a and b) nor differences in microbial growth rates (Fig. S3a). 
Our approach thereby allowed a decoupling of DOM concentration-dependent from 
DOM composition-dependent effects, which suggest that the increased DOC concentra­
tion component at least partly (excluding potential effects from LMW DOM) explained 
previously reported differences in bacterial growth rates between coral and algae DOM.

HMW macroalgae DOM could have also resisted microbial degradation throughout 
the 4-day incubations. Brown macroalgae can exude large quantities of fucoidan (38), 
a complex fucose-rich polysaccharide that forms an extracellular matrix and prevents 
desiccation of algal thalli (113, 114). Fucose was the most abundant monosaccharide 
in HMW DOM of the brown macroalgae in the present study, as well as for the brown 
algae Turbinaria on reefs in French Polynesia (22). Using monoclonal antibodies (see 
supplemental methods), we detected three epitopes present in sulfated fucan (BAM1, 
BAM3, and BAM4) in macroalgae tissue (Fig. S7a), which is consistent with previous 
findings of fucoidan in the tissue of both genera (113, 115). Additionally, relative 
proportions of fucose, galactose, xylose, and mannose were similar in fucoidan extracted 
from Dictyota spp. and Lobophora spp. compared to macroalgae exudates (Fig. S7b), 
suggesting that fucoidan contributed to macroalgae HMW DOM. Microbial degradation 
of brown algae fucoidans is energetically costly because it can require hundreds of 
different enzymes to degrade its complex structure (116). This could also explain why 
bacterioplankton growing on brown macroalgae exudates incorporate less carbon and 
have higher respiratory costs compared to green algae exudates (22, 42), as green algae 
do not contain fucoidan in their cell walls (117). Similarly, the high contribution of fucose, 
galactose, xylose, and mannose in ambient reef water (combined making up 54% of 
HMW carbohydrates, Fig. 4 and 7) suggests a considerable abundance of fucoidan in the 
HMW fraction of reef water, which supports the high resistance of brown macroalgae 
HMW DOM to microbial degradation.

Ecological implications

Previous studies were mainly conducted on coral-dominated reefs and found that 
coral exudates support a diverse oligotrophic bacterioplankton community, while algae 
exudates promote opportunistic microbial taxa (22) and less energy-efficient nutrient 
cycling (17). A shift toward macroalgae dominance can thus reduce ecosystem produc­
tivity by enhancing microbial respiration (11, 118) and decrease the transfer of energy to 
higher trophic levels (17, 18). The strong effects observed here from a small addition of 
coral exudates on the bacterioplankton community composition support the energy-
efficient transformation of coral exudates into microbial biomass (11, 17). However, the 
increase in mainly opportunistic microbial taxa with coral exudates seems to contradict 
previous results. A change in carbon substrates can act as a disturbance on microbial 
communities (119). Thus, the addition of coral exudates to a microbial community from 
a reef with macroalgae DOM dominating the local DOM pool could be considered a 
disturbance of the alternative stable state (i.e., the algae-dominance [120]). A common 
ecosystem response to stress is a shift toward opportunists which are less specialized 
but respond rapidly to perturbations by adapting to new environmental conditions (121, 
122). We, therefore, propose that the increase of some opportunistic microbial taxa on 
reefs may not be a direct response to the exudates of a specific primary producer but 
rather to a disturbance in the form of a change in the availability of DOM producer-spe­
cific carbon substrates.

Brown macroalgae HMW DOM did not appear to support microbial growth, which 
could be explained by increased respiration instead of biomass production (not 
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measured here but shown previously [11, 17, 19]). An additional explanation could 
be that resistant HMW molecules form brown macroalgae such as fucoidan defied 
degradation during the 4 days of dark incubations. Previous studies revealed resistance 
of brown algae exudates to microbial degradation for up to 5 months, which leads to 
a net export of DOM from brown macroalgae beds (123–126). Water residence times 
of fringing reefs can range from hours to days (127, 128). Thus, brown algae exudates 
could be exported from coral reefs. Release of refractory DOM by brown macroalgae 
which replace corals on many reefs could be an additional pathway by which the transfer 
of energy to higher trophic levels declines on degraded reefs. This hypothesis could 
be tested by measuring fucose concentrations at gradients away from algae-dominated 
reefs, as fucose can function as a biomarker for brown algae origin (129).

Effects of changing DOM compositions beyond coral reefs

Our results indicate that opportunistic microbial taxa increase in bacterioplankton 
communities of coral reefs following a change in the main DOM substrates (here induced 
by addition of coral DOM to macroalgae DOM-dominated ambient reef water; Fig. 7). This 
hypothesis is based on the r- and K-selection framework, where copiotrophic r-strategists 
can grow faster on new carbon sources, thus outcompeting the oligotrophic K-strategists 
(121). Changes in the main benthic DOM producer are not exclusive to coral reefs and 
have been reported for coastal ecosystems worldwide, including macroalgae beds (130), 
kelp forests (131), and seagrass meadows (132). These macrophytes release significant 
amounts of their photosynthetically fixed carbon as DOM (38, 133, 134). Changes in 
benthic composition and resulting alterations of the local DOM pool may disrupt the 
stable microbial community states, inducing the rise of opportunistic heterotrophic 
microbes until a new equilibrium has been reached following the perturbation.

Conclusion

Coral HMW DOM was compositionally distinct from ambient reef water and enriched 
opportunistic microbial taxa commonly associated with coral stress, significantly 
increasing the predicted metabolic potential for energy-, amino acid-, carbohydrate-, 
fatty acid and lipid-, and secondary metabolism (Fig. 7). In contrast, brown macroal­
gae HMW DOM was similar to ambient reef water and did not induce any effects on 
the bacterioplankton community composition. We propose two not mutually exclusive 
explanations for these results.

A greater alteration in HMW DOM composition through coral compared to algal 
exudates

Our results indicate that whether coral or macroalgae DOM exerts stronger effects on the 
bacterioplankton community composition depends on local DOM and bacterioplankton 
characteristics which are at least partly shaped by the local (benthic) DOM-producing 
community. We hypothesize that a change in DOM away from the ambient composition 
acts as a disturbance, thus resulting in the dominance of opportunistic microbes that are 
able to adapt fast to environmental change.

A higher bacterial growth efficiency on coral compared to algal HMW exudates

The strong effects of a small addition of coral HMW DOM to the bacterioplank­
ton community suggest an efficient transformation of coral HMW DOM into micro­
bial biomass, an important characteristic of nutrient cycles in healthy coral reefs. 
Brown macroalgae HMW exudate addition revealed no effects on the bacterioplank­
ton community, indicating a low bacterial growth efficiency on algae exudates (i.e., 
more respiration). Brown algae HMW exudates, especially complex fucose-containing 
polysaccharides, could have additionally resisted microbial degradation (i.e., reduced 
bioavailability).
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Overall, our results suggest that changes in HMW DOM composition support the rise 
of opportunistic microbes in coral reefs. Inefficient and/or incomplete degradation of 
HMW macroalgae exudates could ultimately lead to a reduced transfer of energy and 
nutrients stored in algal DOM to higher trophic levels, thereby supporting the proposed 
reef microbialization.

ACKNOWLEDGMENTS

We thank Dr. Nicola Steinke and Dr. Silvia Vidal-Melgosa for advice on methodology 
and assistance with monosaccharide analysis and thank Tina Trautmann for conducting 
microarray analyses and sample preparations. We also thank Sven Pont for support with 
flow cytometry measurements and Karel Bakker for analyzing our inorganic nutrient 
samples. A special thanks goes to Pol Bosch and Reef Renewal Curaçao for providing 
Acropora cervicornis fragments from their coral nursery.

B.M.T. and C.W. received basis funding from the University of Bremen. B.M. received 
funding from the European Union’s Horizon 2020 research and innovation program 
under the Marie Skłodowska-Curie grant (agreement No 894645). J.-H.H. received 
funding from the Cluster of Excellence initiative (EXC-2077-390741603) and the DFG 
Heisenberg program (HE 7217/1-1). This research was supported by the NWO award 
OCENW.M.21.178 to A.F.H.

AUTHOR AFFILIATIONS
1Department of Marine Ecology, University of Bremen, Bremen, Germany
2Department of Marine Microbiology and Biogeochemistry, NIOZ Royal Netherlands 
Institute for Sea Research, Texel, Netherlands
3Department of Oceanography and Sea Grant College Program, Daniel K. Inouye Center 
for Microbial Oceanography: Research and Education, University of Hawaiʻi at Mānoa, 
Honolulu, Hawaiʻi, USA
4Marine Biology Research Division, Scripps Institute of Oceanography, University of 
California, San Diego, California, USA
5MARUM Center for Marine Environmental Sciences, University of Bremen, Bremen, 
Germany
6Department of Marine Glycobiology, Max Planck Institute for Marine Microbiology, 
Bremen, Germany
7Department of Freshwater and Marine Ecology, University of Amsterdam, Amsterdam, 
Netherlands
8CARMABI Foundation, Willemstad, Curaçao, Netherlands

AUTHOR ORCIDs

Bianca M. Thobor  http://orcid.org/0000-0003-3862-1286
Andreas F. Haas  http://orcid.org/0000-0002-1150-8841
Christian Wild  http://orcid.org/0000-0001-9637-6536
Craig E. Nelson  http://orcid.org/0000-0003-2525-3496
Linda Wegley Kelly  http://orcid.org/0000-0002-9157-4426
Jan-Hendrik Hehemann  http://orcid.org/0000-0002-8700-2564
Milou G. I. Arts  http://orcid.org/0000-0002-7245-5034
Hagen Buck-Wiese  http://orcid.org/0000-0002-4807-5795
Benjamin Mueller  http://orcid.org/0000-0001-9335-0437

FUNDING

Funder Grant(s) Author(s)
EC | H2020 | PRIORITY 'Excellent science' 
| H2020 Marie Skłodowska-Curie Actions 
(MSCA)

894645 Benjamin Mueller

Research Article mSystems

Month XXXX  Volume 0  Issue 0 10.1128/msystems.00832-2421

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.a

sm
.o

rg
/jo

ur
na

l/m
sy

st
em

s o
n 

25
 O

ct
ob

er
 2

02
4 

by
 9

8.
15

5.
10

8.
14

7.

https://doi.org/10.1128/msystems.00832-24


Funder Grant(s) Author(s)
Deutsche Forschungsgemeinschaft (DFG) EXC-2077-390741603 Jan-Hendrik 

Hehemann

Deutsche Forschungsgemeinschaft (DFG) HE 7217/1-1 Jan-Hendrik 
Hehemann

Nederlandse Organisatie voor Wetenschap­
pelijk Onderzoek (NWO)

OCENW.M.21.178 Andreas F. Haas

Universität Bremen (Uni Bremen) Bianca Maria Thobor

Universität Bremen (Uni Bremen) Christian Wild

AUTHOR CONTRIBUTIONS

Bianca M. Thobor, Conceptualization, Data curation, Formal analysis, Investigation, 
Methodology, Visualization, Writing – original draft | Andreas F. Haas, Conceptualization, 
Funding acquisition, Resources, Supervision, Writing – review and editing | Christian 
Wild, Conceptualization, Funding acquisition, Resources, Supervision, Writing – review 
and editing | Craig E. Nelson, Data curation, Methodology, Resources, Software, Writing 
– review and editing | Linda Wegley Kelly, Methodology, Writing – review and editing 
| Jan-Hendrik Hehemann, Funding acquisition, Resources, Supervision, Writing – review 
and editing | Milou G. I. Arts, Investigation, Writing – review and editing | Meine Boer, 
Data curation, Software, Writing – review and editing | Hagen Buck-Wiese, Methodol­
ogy, Writing – review and editing | Nguyen P. Nguyen, Methodology, Writing – review 
and editing | Inga Hellige, Investigation, Methodology, Writing – review and editing | 
Benjamin Mueller, Conceptualization, Investigation, Methodology, Supervision, Writing – 
review and editing

DATA AVAILABILITY

Raw sequence reads determined in this study are available at NCBI under the BioPro­
ject accession number PRJNA1163255. Raw data of genus-level microbial community 
compositions (Fig. 5), predicted metabolic functions (Fig. 6), and R codes for the analysis 
and visualization of the respective data sets are available online in the zenodo data 
repository (https://doi.org/10.5281/zenodo.13365525). Remaining raw data (Fig. 2–5) are 
available in the supplemental material.

ETHICS APPROVAL

All collections and experimental work were carried out under the research permit 
(#2012/48584) issued by the Curaçaoan Ministry of Health, Environment and Nature 
(GMN) to the CARMABI foundation. Research only included animals of lower taxonomic 
ranks (i.e., Cnidaria) and macroalgae, which do not require approval by an ethics 
committee according to German § 5 TierSchG (4 July 2013) and the European Directive 
2010/63/EU (22 September 2010).

ADDITIONAL FILES

The following material is available online.

Supplemental Material

Supplemental Material (mSystems00832-24-S0001.pdf). Supplemental methods, Fig. 
S1–S7, and Tables S1–S8.

Open Peer Review

PEER REVIEW HISTORY (review-history.pdf). An accounting of the reviewer comments 
and feedback.

Research Article mSystems

Month XXXX  Volume 0  Issue 0 10.1128/msystems.00832-2422

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.a

sm
.o

rg
/jo

ur
na

l/m
sy

st
em

s o
n 

25
 O

ct
ob

er
 2

02
4 

by
 9

8.
15

5.
10

8.
14

7.

https://www.ncbi.nlm.nih.gov/bioproject/PRJNA1163255/
https://doi.org/10.5281/zenodo.13365525
https://doi.org/10.1128/msystems.00832-24
https://doi.org/10.1128/msystems.00832-24


REFERENCES

1. Wild C, Hoegh-Guldberg O, Naumann MS, Colombo-Pallotta MF, 
Ateweberhan M, Fitt WK, Iglesias-Prieto R, Palmer C, Bythell JC, Ortiz J-
C, Loya Y, van Woesik R. 2011. Climate change impedes scleractinian 
corals as primary reef ecosystem engineers. Mar Freshwater Res 62:205. 
https://doi.org/10.1071/MF10254

2. Fisher R, O’Leary RA, Low-Choy S, Mengersen K, Knowlton N, Brainard 
RE, Caley MJ. 2015. Species richness on coral reefs and the pursuit of 
convergent global estimates. Curr Biol 25:500–505. https://doi.org/10.
1016/j.cub.2014.12.022

3. Odum HT, Odum EP. 1955. Trophic structure and productivity of a 
windward coral reef community on Eniwetok Atoll. Ecol Monogr 
25:291–320. https://doi.org/10.2307/1943285

4. Hughes TP, Barnes ML, Bellwood DR, Cinner JE, Cumming GS, Jackson 
JBC, Kleypas J, van de Leemput IA, Lough JM, Morrison TH, Palumbi SR, 
van Nes EH, Scheffer M. 2017. Coral reefs in the anthropocene. Nature 
546:82–90. https://doi.org/10.1038/nature22901

5. Adam TC, Burkepile DE, Holbrook SJ, Carpenter RC, Claudet J, Loiseau C, 
Thiault L, Brooks AJ, Washburn L, Schmitt RJ. 2021. Landscape-scale 
patterns of nutrient enrichment in a coral reef ecosystem: implications 
for coral to algae phase shifts. Ecol Appl 31:e2227. https://doi.org/10.
1002/eap.2227

6. Arif S, Graham NAJ, Wilson S, MacNeil MA. 2022. Causal drivers of 
climateĀmediated coral reef regime shifts. Ecosphere 13:e3956. https:/
/doi.org/10.1002/ecs2.3956

7. Cruz ICS, Waters LG, Kikuchi RKP, Leão Z, Turra A. 2018. Marginal coral 
reefs show high susceptibility to phase shift. Mar Pollut Bull 135:551–
561. https://doi.org/10.1016/j.marpolbul.2018.07.043

8. Hughes TP, Rodrigues MJ, Bellwood DR, Ceccarelli D, Hoegh-Guldberg 
O, McCook L, Moltschaniwskyj N, Pratchett MS, Steneck RS, Willis B. 
2007. Phase shifts, herbivory, and the resilience of coral reefs to climate 
change. Curr Biol 17:360–365. https://doi.org/10.1016/j.cub.2006.12.
049

9. Reverter M, Helber SB, Rohde S, de Goeij JM, Schupp PJ. 2022. Coral reef 
benthic community changes in the anthropocene: biogeographic 
heterogeneity, overlooked configurations, and methodology. Glob 
Chang Biol 28:1956–1971. https://doi.org/10.1111/gcb.16034

10. Tebbett SB, Connolly SR, Bellwood DR. 2023. Benthic composition 
changes on coral reefs at global scales. Nat Ecol Evol 7:71–81. https://
doi.org/10.1038/s41559-022-01937-2

11. Haas AF, Nelson CE, Rohwer F, Wegley-Kelly L, Quistad SD, Carlson CA, 
Leichter JJ, Hatay M, Smith JE. 2013. Influence of coral and algal 
exudates on microbially mediated reef metabolism. PeerJ 1:e108. https:
//doi.org/10.7717/peerj.108

12. Haas A, Jantzen C, Naumann M, Iglesias-Prieto R, Wild C. 2010. Organic 
matter release by the dominant primary producers in a Caribbean reef 
lagoon: implication for in situ O2 availability. Mar Ecol Prog Ser 409:27–
39. https://doi.org/10.3354/meps08631

13. Mueller B, van der Zande R, van Leent P, Meesters E, Vermeij M, van 
Duyl F. 2014. Effect of light availability on dissolved organic carbon 
release by Caribbean reef algae and corals. Bull Mar Sci 90:875–893. 
https://doi.org/10.5343/bms.2013.1062

14. Candy AS, Taylor Parkins SK, Van Duyl FC, Mueller B, Arts MGI, Barnes W, 
Carstensen M, Scholten YJH, El-Khaled YC, Wild C, Wegley Kelly L, 
Nelson CE, Sandin SA, Vermeij MJA, Rohwer FL, Picioreanu C, Stocchi P, 
Haas AF. 2023. Small-scale oxygen distribution patterns in a coral reef. 
Front Mar Sci 10. https://doi.org/10.3389/fmars.2023.1135686

15. Silveira CB, Luque A, Roach TN, Villela H, Barno A, Green K, Reyes B, 
Rubio-Portillo E, Le T, Mead S, Hatay M, Vermeij MJ, Takeshita Y, Haas A, 
Bailey B, Rohwer F. 2019. Biophysical and physiological processes 
causing oxygen loss from coral reefs. Elife 8:e49114. https://doi.org/10.
7554/eLife.49114

16. Wild C, Niggl W, Naumann M, Haas A. 2010. Organic matter release by 
red sea coral reef organisms—potential effects on microbial activity 
and in situ O2 availability. Mar Ecol Prog Ser 411:61–71. https://doi.org/
10.3354/meps08653

17. Haas AF, Fairoz MFM, Kelly LW, Nelson CE, Dinsdale EA, Edwards RA, 
Giles S, Hatay M, Hisakawa N, Knowles B, Lim YW, Maughan H, Pantos 
O, Roach TNF, Sanchez SE, Silveira CB, Sandin S, Smith JE, Rohwer F. 

2016. Global microbialization of coral reefs. Nat Microbiol 1:16042. 
https://doi.org/10.1038/nmicrobiol.2016.42

18. McDole T, Nulton J, Barott KL, Felts B, Hand C, Hatay M, Lee H, Nadon 
MO, Nosrat B, Salamon P, Bailey B, Sandin SA, Vargas-Angel B, Youle M, 
Zgliczynski BJ, Brainard RE, Rohwer F. 2012. Assessing coral reefs on a 
pacific-wide scale using the microbialization score. PLoS ONE 7:e43233. 
https://doi.org/10.1371/journal.pone.0043233

19. Mueller B, Brocke HJ, Rohwer FL, Dittmar T, Huisman J, Vermeij MJA, de 
Goeij JM. 2022. Nocturnal dissolved organic matter release by turf 
algae and its role in the microbialization of reefs. Funct Ecol 36:2104–
2118. https://doi.org/10.1111/1365-2435.14101

20. Cárdenas A, Neave MJ, Haroon MF, Pogoreutz C, Rädecker N, Wild C, 
Gärdes A, Voolstra CR. 2018. Excess labile carbon promotes the 
expression of virulence factors in coral reef bacterioplankton. ISME J 
12:59–76. https://doi.org/10.1038/ismej.2017.142

21. Dinsdale EA, Pantos O, Smriga S, Edwards RA, Angly F, Wegley L, Hatay 
M, Hall D, Brown E, Haynes M, Krause L, Sala E, Sandin SA, Thurber RV, 
Willis BL, Azam F, Knowlton N, Rohwer F. 2008. Microbial ecology of 
four coral atolls in the Northern line islands. PLOS ONE 3:e1584. https://
doi.org/10.1371/journal.pone.0001584

22. Nelson CE, Goldberg SJ, Wegley Kelly L, Haas AF, Smith JE, Rohwer F, 
Carlson CA. 2013. Coral and macroalgal exudates vary in neutral sugar 
composition and differentially enrich reef bacterioplankton lineages. 
ISME J 7:962–979. https://doi.org/10.1038/ismej.2012.161

23. Kline D, Kuntz N, Breitbart M, Knowlton N, Rohwer F. 2006. Role of 
elevated organic carbon levels and microbial activity in coral mortality. 
Mar Ecol Prog Ser 314:119–125. https://doi.org/10.3354/meps314119

24. Kuntz NM, Kline DI, Sandin SA, Rohwer F. 2005. Pathologies and 
mortality rates caused by organic carbon and nutrient stressors in three 
Caribbean coral species. Mar Ecol Prog Ser 294:173–180. https://doi.
org/10.3354/meps294173

25. Smith JE, Shaw M, Edwards RA, Obura D, Pantos O, Sala E, Sandin SA, 
Smriga S, Hatay M, Rohwer FL. 2006. Indirect effects of algae on coral: 
algaeĀmediated, microbeĀinduced coral mortality. Ecol Lett 9:835–
845. https://doi.org/10.1111/j.1461-0248.2006.00937.x

26. Barott KL, Rohwer FL. 2012. Unseen players shape benthic competition 
on coral reefs. Trends Microbiol 20:621–628. https://doi.org/10.1016/j.
tim.2012.08.004

27. Dinsdale EA, Rohwer F. 2011. Fish or germs? Microbial dynamics 
associated with changing trophic structures on coral reefs, p 231–240. 
In Dubinsky Z, Stambler N (ed), Coral reefs: an ecosystem in transition. 
Springer, Dordrecht,Netherlands.

28. Weber L, Soule MK, Longnecker K, Becker CC, Huntley N, Kujawinski EB, 
Apprill A. 2022. Benthic exometabolites and their ecological 
significance on threatened Caribbean coral reefs. ISME Comm 2:1–13. 
https://doi.org/10.1038/s43705-022-00184-7

29. Wegley Kelly L, Nelson CE, Petras D, Koester I, Quinlan ZA, Arts MGI, 
Nothias L-F, Comstock J, White BM, Hopmans EC, van Duyl FC, Carlson 
CA, Aluwihare LI, Dorrestein PC, Haas AF. 2022. Distinguishing the 
molecular diversity, nutrient content, and energetic potential of 
exometabolomes produced by macroalgae and reef-building corals . 
Proc Natl Acad Sci USA 119:e2110283119. https://doi.org/10.1073/pnas.
2110283119

30. Petras D, Koester I, Da Silva R, Stephens BM, Haas AF, Nelson CE, Kelly 
LW, Aluwihare LI, Dorrestein PC. 2017. High-resolution liquid 
chromatography tandem mass spectrometry enables large scale 
molecular characterization of dissolved organic matter. Front Mar Sci 
4:405. https://doi.org/10.3389/fmars.2017.00405

31. Raeke J, Lechtenfeld OJ, Wagner M, Herzsprung P, Reemtsma T. 2016. 
Selectivity of solid phase extraction of freshwater dissolved organic 
matter and its effect on ultrahigh resolution mass spectra. Environ Sci: 
Processes Impacts 18:918–927. https://doi.org/10.1039/C6EM00200E

32. Kaiser K, Benner R. 2009. Biochemical composition and size distribution 
of organic matter at the Pacific and Atlantic time-series stations. Mar 
Chem 113:63–77. https://doi.org/10.1016/j.marchem.2008.12.004

33. McCarthy M, Hedges J, Benner R. 1996. Major biochemical composition 
of dissolved high molecular weight organic matter in seawater. Mar 
Chem 55:281–297. https://doi.org/10.1016/S0304-4203(96)00041-2

Research Article mSystems

Month XXXX  Volume 0  Issue 0 10.1128/msystems.00832-2423

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.a

sm
.o

rg
/jo

ur
na

l/m
sy

st
em

s o
n 

25
 O

ct
ob

er
 2

02
4 

by
 9

8.
15

5.
10

8.
14

7.

https://doi.org/10.1071/MF10254
https://doi.org/10.1016/j.cub.2014.12.022
https://doi.org/10.2307/1943285
https://doi.org/10.1038/nature22901
https://doi.org/10.1002/eap.2227
https://doi.org/10.1002/ecs2.3956
https://doi.org/10.1016/j.marpolbul.2018.07.043
https://doi.org/10.1016/j.cub.2006.12.049
https://doi.org/10.1111/gcb.16034
https://doi.org/10.1038/s41559-022-01937-2
https://doi.org/10.7717/peerj.108
https://doi.org/10.3354/meps08631
https://doi.org/10.5343/bms.2013.1062
https://doi.org/10.3389/fmars.2023.1135686
https://doi.org/10.7554/eLife.49114
https://doi.org/10.3354/meps08653
https://doi.org/10.1038/nmicrobiol.2016.42
https://doi.org/10.1371/journal.pone.0043233
https://doi.org/10.1111/1365-2435.14101
https://doi.org/10.1038/ismej.2017.142
https://doi.org/10.1371/journal.pone.0001584
https://doi.org/10.1038/ismej.2012.161
https://doi.org/10.3354/meps314119
https://doi.org/10.3354/meps294173
https://doi.org/10.1111/j.1461-0248.2006.00937.x
https://doi.org/10.1016/j.tim.2012.08.004
https://doi.org/10.1038/s43705-022-00184-7
https://doi.org/10.1073/pnas.2110283119
https://doi.org/10.3389/fmars.2017.00405
https://doi.org/10.1039/C6EM00200E
https://doi.org/10.1016/j.marchem.2008.12.004
https://doi.org/10.1016/S0304-4203(96)00041-2
https://doi.org/10.1128/msystems.00832-24


34. Arnosti C, Wietz M, Brinkhoff T, Hehemann J-H, Probandt D, Zeugner L, 
Amann R. 2021. The biogeochemistry of marine polysaccharides: 
sources, inventories, and bacterial drivers of the carbohydrate cycle. 
Annu Rev Mar Sci 13:81–108. https://doi.org/10.1146/annurev-marine-
032020-012810

35. Teeling H, Fuchs BM, Bennke CM, Krüger K, Chafee M, Kappelmann L, 
Reintjes G, Waldmann J, Quast C, Glöckner FO, Lucas J, Wichels A, 
Gerdts G, Wiltshire KH, Amann RI. 2016. Recurring patterns in 
bacterioplankton dynamics during coastal spring algae blooms. Elife 
5:e11888. https://doi.org/10.7554/eLife.11888

36. Bythell JC, Wild C. 2011. Biology and ecology of coral mucus release. J 
Exp Mar Biol Ecol 408:88–93. https://doi.org/10.1016/j.jembe.2011.07.
028

37. Abdullah MI, Fredriksen S. 2004. Production, respiration and exudation 
of dissolved organic matter by the kelp Laminaria hyperborea along the 
west coast of Norway . J Mar Biol Ass 84:887–894. https://doi.org/10.
1017/S002531540401015Xh

38. Buck-Wiese H, Andskog MA, Nguyen NP, Bligh M, Asmala E, Vidal-
Melgosa S, Liebeke M, Gustafsson C, Hehemann J-H. 2023. Fucoid 
brown algae inject fucoidan carbon into the ocean. Proc Natl Acad Sci U 
S A 120:e2210561119. https://doi.org/10.1073/pnas.2210561119

39. Haas A, Wild C. 2010. Composition analysis of organic matter released 
by cosmopolitan coral reef-associated green algae. Aquat Biol 10:131–
138. https://doi.org/10.3354/ab00271

40. Verdugo P, Alldredge AL, Azam F, Kirchman DL, Passow U, Santschi PH. 
2004. The oceanic gel phase: a bridge in the DOM–POM continuum. 
Mar Chem 92:67–85. https://doi.org/10.1016/j.marchem.2004.06.017

41. Ammerman J, Fuhrman J, Hagström Å, Azam F. 1984. Bacterioplankton 
growth in seawater: I. growth kinetics and cellular characteristics in 
seawater cultures. Mar Ecol Prog Ser 18:31–39. https://doi.org/10.3354/
meps018031

42. Haas AF, Nelson CE, Wegley Kelly L, Carlson CA, Rohwer F, Leichter JJ, 
Wyatt A, Smith JE. 2011. Effects of coral reef benthic primary producers 
on dissolved organic carbon and microbial activity. PLoS One 6:e27973. 
https://doi.org/10.1371/journal.pone.0027973

43. Agis M, Granda A, Dolan JR. 2007. A cautionary note: examples of 
possible microbial community dynamics in dilution grazing experi­
ments. J Exp Mar Biol Ecol 341:176–183. https://doi.org/10.1016/j.
jembe.2006.09.002

44. Fuchs BM, Zubkov MV, Sahm K, Burkill PH, Amann R. 2000. Changes in 
community composition during dilution cultures of marine bacterio­
plankton as assessed by flow cytometric and molecular biological 
techniques. Environ Microbiol 2:191–201. https://doi.org/10.1046/j.
1462-2920.2000.00092.x

45. Abreu CI, Andersen Woltz VL, Friedman J, Gore J. 2020. Microbial 
communities display alternative stable states in a fluctuating 
environment. PLOS Comput Biol 16:e1007934. https://doi.org/10.1371/
journal.pcbi.1007934

46. Abreu CI, Friedman J, Andersen Woltz VL, Gore J. 2019. Mortality causes 
universal changes in microbial community composition. Nat Commun 
10:2120. https://doi.org/10.1038/s41467-019-09925-0

47. Nelson CE, Wegley Kelly L, Haas AF. 2023. Microbial interactions with 
dissolved organic matter are central to coral reef ecosystem function 
and resilience. Annu Rev Mar Sci 15:431–460. https://doi.org/10.1146/
annurev-marine-042121-080917

48. de Bakker DM, van Duyl FC, Bak RPM, Nugues MM, Nieuwland G, 
Meesters EH. 2017. 40 Years of benthic community change on the 
caribbean reefs of Curaçao and Bonaire: the rise of slimy cyanobacterial 
mats. Coral Reefs 36:355–367. https://doi.org/10.1007/s00338-016-
1534-9

49. De Bakker DM, Meesters EH, Bak RPM, Nieuwland G, Van Duyl FC. 2016. 
Long-term shifts in coral communities on shallow to deep reef slopes of 
Curaçao and Bonaire: are there any winners? Front Mar Sci 3. https://
doi.org/10.3389/fmars.2016.00247

50. Diaz-Pulido G, Garzón-Ferreira J. 2002. Seasonality in algal assemblages 
on upwelling-influenced coral reefs in the colombian caribbean. Bot 
Mar 45:284–292. https://doi.org/10.1515/BOT.2002.028

51. Waitt Institute. 2017. Marine science assessment: the state of Curaçao’s 
coral reefs. San DIego

52. Quezada-Perez F, Mena S, Fernández-García C, Alvarado JJ. 2023. Status 
of coral reef communities on the caribbean coast of costa rica: are we 

talking about corals or macroalgae reefs? Oceans 4:315–330. https://
doi.org/10.3390/oceans4030022

53. Nelson HR, Altieri AH. 2019. Oxygen: the universal currency on coral 
reefs. Coral Reefs 38:177–198. https://doi.org/10.1007/s00338-019-
01765-0

54. Huettel M, Wild C, Gonelli S. 2006. Mucus trap in coral reefs: formation 
and temporal evolution of particle aggregates caused by coral mucus. 
Mar Ecol Prog Ser 307:69–84. https://doi.org/10.3354/meps307069

55. Naumann M, Richter C, el-Zibdah M, Wild C. 2009. Coral mucus as an 
efficient trap for picoplanktonic cyanobacteria: implications for 
pelagic–benthic coupling in the reef ecosystem. Mar Ecol Prog Ser 
385:65–76. https://doi.org/10.3354/meps08073

56. McNally SP, Parsons RJ, Santoro AE, Apprill A. 2017. Multifaceted 
impacts of the stony coral Porites astreoides on picoplankton 
abundance and community composition. Limnol Oceanogr 62:217–
234. https://doi.org/10.1002/lno.10389

57. Cram JA, Parada AE, Fuhrman JA. 2016. Dilution reveals how viral lysis 
and grazing shape microbial communities. Limnol Oceanogr 61:889–
905. https://doi.org/10.1002/lno.10259

58. Thobor BM, Tilstra A, Mueller B, Haas A, Hehemann J-H, Wild C. 2024. 
Mucus carbohydrate composition correlates with scleractinian coral 
phylogeny. Sci Rep 14:14019. https://doi.org/10.1038/s41598-024-
64828-5

59. Wild C, Naumann M, Niggl W, Haas A. 2010. Carbohydrate composition 
of mucus released by scleractinian warm- and cold-water reef corals. 
Aquat Biol 10:41–45. https://doi.org/10.3354/ab00269

60. Vidal-Melgosa S, Sichert A, Francis TB, Bartosik D, Niggemann J, Wichels 
A, Willats WGT, Fuchs BM, Teeling H, Becher D, Schweder T, Amann R, 
Hehemann J-H. 2021. Diatom fucan polysaccharide precipitates carbon 
during algal blooms. Nat Commun 12:1150. https://doi.org/10.1038/
s41467-021-21009-6

61. Engel A, Händel N. 2011. A novel protocol for determining the 
concentration and composition of sugars in particulate and in high 
molecular weight dissolved organic matter (HMW-DOM) in seawater. 
Mar Chem 127:180–191. https://doi.org/10.1016/j.marchem.2011.09.
004

62. Grasshoff K, Ehrhardt M, Kremling K. 1983. Methods of seawater 
analysis. Verlag Chemie, Weinheim.

63. Murphy J, Riley JP. 1962. A modified single solution method for the 
determination of phosphate in natural waters. Anal Chim Acta 27:31–
36. https://doi.org/10.1016/S0003-2670(00)88444-5

64. Haas AF, Knowles B, Lim YW, McDole Somera T, Kelly LW, Hatay M, 
Rohwer F. 2014. Unraveling the unseen players in the ocean - a field 
guide to water chemistry and marine microbiology. J Vis Exp 
52131:e52131. https://doi.org/10.3791/52131

65. Walters W, Hyde ER, Berg-Lyons D, Ackermann G, Humphrey G, Parada 
A, Gilbert JA, Jansson JK, Caporaso JG, Fuhrman JA, Apprill A, Knight R. 
2016. Improved bacterial 16S rRNA gene (V4 and V4-5) and fungal 
internal transcribed spacer marker gene primers for microbial 
community surveys. mSystems 1:e00009-15. https://doi.org/10.1128/
mSystems.00009-15

66. Greg Caporaso J, Ackermann G, Apprill A, Bauer M, Berg-Lyons D, Betley 
J, Fierer N, Fraser L, Fuhrman JA, Gilbert JA, et al. 2018. EMP 16S Illumina 
amplicon protocol v1. PLOS One. https://doi.org/10.17504/protocols.io.
nuudeww

67. Arisdakessian C, Cleveland SB, Belcaid M. 2020. MetaFlow|mics: scalable 
and reproducible nextflow pipelines for the analysis of microbiome 
marker data. Practice and Experience in Advanced Research Computing 
2020: Catch the Wave (PEARC '20). Association for Computing 
Machinery, New York, NY, USA. https://doi.org/10.1145/3311790.
3396664

68. Jani AJ, Bushell J, Arisdakessian CG, Belcaid M, Boiano DM, Brown C, 
Knapp RA. 2021. The amphibian microbiome exhibits poor resilience 
following pathogen-induced disturbance. ISME J 15:1628–1640. https://
doi.org/10.1038/s41396-020-00875-w

69. Callahan BJ, McMurdie PJ, Rosen MJ, Han AW, Johnson AJA, Holmes SP. 
2016. DADA2: high-resolution sample inference from Illumina amplicon 
data. Nat Methods 13:581–583. https://doi.org/10.1038/nmeth.3869

70. Schloss PD, Westcott SL, Ryabin T, Hall JR, Hartmann M, Hollister EB, 
Lesniewski RA, Oakley BB, Parks DH, Robinson CJ, Sahl JW, Stres B, 
Thallinger GG, Van Horn DJ, Weber CF. 2009. Introducing mothur: 

Research Article mSystems

Month XXXX  Volume 0  Issue 0 10.1128/msystems.00832-2424

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.a

sm
.o

rg
/jo

ur
na

l/m
sy

st
em

s o
n 

25
 O

ct
ob

er
 2

02
4 

by
 9

8.
15

5.
10

8.
14

7.

https://doi.org/10.1146/annurev-marine-032020-012810
https://doi.org/10.7554/eLife.11888
https://doi.org/10.1016/j.jembe.2011.07.028
https://doi.org/10.1017/S002531540401015Xh
https://doi.org/10.1073/pnas.2210561119
https://doi.org/10.3354/ab00271
https://doi.org/10.1016/j.marchem.2004.06.017
https://doi.org/10.3354/meps018031
https://doi.org/10.1371/journal.pone.0027973
https://doi.org/10.1016/j.jembe.2006.09.002
https://doi.org/10.1046/j.1462-2920.2000.00092.x
https://doi.org/10.1371/journal.pcbi.1007934
https://doi.org/10.1038/s41467-019-09925-0
https://doi.org/10.1146/annurev-marine-042121-080917
https://doi.org/10.1007/s00338-016-1534-9
https://doi.org/10.3389/fmars.2016.00247
https://doi.org/10.1515/BOT.2002.028
https://doi.org/10.3390/oceans4030022
https://doi.org/10.1007/s00338-019-01765-0
https://doi.org/10.3354/meps307069
https://doi.org/10.3354/meps08073
https://doi.org/10.1002/lno.10389
https://doi.org/10.1002/lno.10259
https://doi.org/10.1038/s41598-024-64828-5
https://doi.org/10.3354/ab00269
https://doi.org/10.1038/s41467-021-21009-6
https://doi.org/10.1016/j.marchem.2011.09.004
https://doi.org/10.1016/S0003-2670(00)88444-5
https://doi.org/10.3791/52131
https://doi.org/10.1128/mSystems.00009-15
https://doi.org/10.17504/protocols.io.nuudeww
https://doi.org/10.1145/3311790.3396664
https://doi.org/10.1038/s41396-020-00875-w
https://doi.org/10.1038/nmeth.3869
https://doi.org/10.1128/msystems.00832-24


open-source, platform-independent, community-supported software 
for describing and comparing microbial communities. Appl Environ 
Microbiol 75:7537–7541. https://doi.org/10.1128/AEM.01541-09

71. Yilmaz P, Parfrey LW, Yarza P, Gerken J, Pruesse E, Quast C, Schweer T, 
Peplies J, Ludwig W, Glöckner FO. 2014. The SILVA and “all-species 
living tree project (LTP)” taxonomic frameworks. Nucleic Acids Res 
42:D643–D648. https://doi.org/10.1093/nar/gkt1209

72. Wang Q, Garrity GM, Tiedje JM, Cole JR. 2007. Naive bayesian classifier 
for rapid assignment of rRNA sequences into the new bacterial 
taxonomy. Appl Environ Microbiol 73:5261–5267. https://doi.org/10.
1128/AEM.00062-07

73. Rognes T, Flouri T, Nichols B, Quince C, Mahé F. 2016. VSEARCH: a 
versatile open source tool for metagenomics. PeerJ 4:e2584. https://doi.
org/10.7717/peerj.2584

74. Frøslev TG, Kjøller R, Bruun HH, Ejrnæs R, Brunbjerg AK, Pietroni C, 
Hansen AJ. 2017. Algorithm for post-clustering curation of DNA 
amplicon data yields reliable biodiversity estimates. Nat Commun 
8:1188. https://doi.org/10.1038/s41467-017-01312-x

75. Cleveland S, Arisdakessian C, Nelson C, Belcaid M, Frank K, Jacobs G. 
2022. The C-MĀIKI gateway: a modern science platform for analyzing 
microbiome data. Practice and Experience in Advanced Research 
Computing 2022: Revolutionary: Computing, Connections, You (PEARC 
'22). , p 1–7Association for Computing Machinery, New York, NY, USA. 
https://doi.org/10.1145/3491418.3530291

76. Mongad DS, Chavan NS, Narwade NP, Dixit K, Shouche YS, Dhotre DP. 
2021. MicFunPred: a conserved approach to predict functional profiles 
from 16S rRNA gene sequence data. Genomics 113:3635–3643. https://
doi.org/10.1016/j.ygeno.2021.08.016

77. Douglas GM, Maffei VJ, Zaneveld JR, Yurgel SN, Brown JR, Taylor CM, 
Huttenhower C, Langille MGI. 2020. PICRUSt2 for prediction of 
metagenome functions. Nat Biotechnol 38:685–688. https://doi.org/10.
1038/s41587-020-0548-6

78. Gu Z, Eils R, Schlesner M. 2016. Complex heatmaps reveal patterns and 
correlations in multidimensional genomic data. Bioinformatics 
32:2847–2849. https://doi.org/10.1093/bioinformatics/btw313

79. Silveira CB, Luque A, Haas AF, Roach TNF, George EE, Knowles B, Little 
M, Sullivan CJ, Varona NS, Wegley Kelly L, Brainard R, Rohwer F, Bailey B. 
2023. Viral predation pressure on coral reefs. BMC Biol 21:77. https://
doi.org/10.1186/s12915-023-01571-9

80. Love MI, Huber W, Anders S. 2014. Moderated estimation of fold 
change and dispersion for RNA-seq data with DESeq2. Genome Biol 
15:550. https://doi.org/10.1186/s13059-014-0550-8

81. Nearing JT, Douglas GM, Hayes MG, MacDonald J, Desai DK, Allward N, 
Jones CMA, Wright RJ, Dhanani AS, Comeau AM, Langille MGI. 2022. 
Microbiome differential abundance methods produce different results 
across 38 datasets. Nat Commun 13:342. https://doi.org/10.1038/
s41467-022-28034-z

82. Bansil R, Turner BS. 2006. Mucin structure, aggregation, physiological 
functions and biomedical applications. Curr Opin Colloid Interface Sci 
11:164–170. https://doi.org/10.1016/j.cocis.2005.11.001

83. Meikle P, Richards GN, Yellowlees D. 1987. Structural determination of 
the oligosaccharide side chains from a glycoprotein isolated from the 
mucus of the coral Acropora formosa. J Biol Chem 262:16941–16947.

84. Crossland CJ. 1987. In situ release of mucus and DOC-lipid from the 
corals Acropora variabilis and Stylophora pistillata in different light 
regimes. Coral Reefs 6:35–42. https://doi.org/10.1007/BF00302210

85. Ducklow HW, Mitchell R. 1979. Composition of mucus released by coral 
reef coelenterates1. Limnol Oceanogr 24:706–714. https://doi.org/10.
4319/lo.1979.24.4.0706

86. Wright RT. 1988. A model for short-term control of the bacterioplank­
ton by substrate and grazing. Hydrobiologia 159:111–117. https://doi.
org/10.1007/BF00007372

87. Apprill A, Weber LG, Santoro AE. 2016. Distinguishing between 
microbial habitats unravels ecological complexity in coral microbiomes. 
mSystems 1:e00143-16. https://doi.org/10.1128/mSystems.00143-16

88. Lee STM, Davy SK, Tang S-L, Fan T-Y, Kench PS. 2015. Successive shifts in 
the microbial community of the surface mucus layer and tissues of the 
coral Acropora muricata under thermal stress. FEMS Microbiol Ecol 
91:fiv142. https://doi.org/10.1093/femsec/fiv142

89. Lima LFO, Alker AT, Papudeshi B, Morris MM, Edwards RA, de Putron SJ, 
Dinsdale EA. 2023. Coral and seawater metagenomes reveal key 

microbial functions to coral health and ecosystem functioning shaped 
at reef scale. Microb Ecol 86:392–407. https://doi.org/10.1007/s00248-
022-02094-6

90. Marchioro GM, Glasl B, Engelen AH, Serrão EA, Bourne DG, Webster NS, 
Frade PR. 2020. Microbiome dynamics in the tissue and mucus of 
acroporid corals differ in relation to host and environmental parame­
ters. PeerJ 8:e9644. https://doi.org/10.7717/peerj.9644

91. Zou Y, Chen Y, Wang L, Zhang S, Li J. 2022. Differential responses of 
bacterial communities in coral tissue and mucus to bleaching. Coral 
Reefs 41:951–960. https://doi.org/10.1007/s00338-022-02261-8

92. Allers E, Niesner C, Wild C, Pernthaler J. 2008. Microbes enriched in 
seawater after addition of coral mucus. Appl Environ Microbiol 
74:3274–3278. https://doi.org/10.1128/AEM.01870-07

93. Taniguchi A, Kuroyanagi Y, Aoki R, Eguchi M. 2023. Community 
structure and predicted functions of actively growing bacteria 
responsive to released coral mucus in surrounding seawater. Microbes 
Environ 38:ME23024. https://doi.org/10.1264/jsme2.ME23024

94. Taniguchi A, Yoshida T, Hibino K, Eguchi M. 2015. Community structures 
of actively growing bacteria stimulated by coral mucus. J Exp Mar Biol 
Ecol 469:105–112. https://doi.org/10.1016/j.jembe.2015.04.020

95. Ziegler M, Seneca FO, Yum LK, Palumbi SR, Voolstra CR. 2017. Bacterial 
community dynamics are linked to patterns of coral heat tolerance. Nat 
Commun 8:14213. https://doi.org/10.1038/ncomms14213

96. Kellogg CA. 2019. Microbiomes of stony and soft deep-sea corals share 
rare core bacteria. Microbiome 7:90. https://doi.org/10.1186/s40168-
019-0697-3

97. Díaz-Almeyda EM, Ryba T, Ohdera AH, Collins SM, Shafer N, Link C, 
Prado-Zapata M, Ruhnke C, Moore M, González Angel AM, Pollock FJ, 
Medina M. 2022. Thermal stress has minimal effects on bacterial 
communities of thermotolerant Symbiodinium cultures. Front Ecol Evol 
10. https://doi.org/10.3389/fevo.2022.764086

98. McDevitt-Irwin JM, Baum JK, Garren M, Vega Thurber RL. 2017. 
Responses of coral-associated bacterial communities to local and 
global stressors. Front Mar Sci 4:262. https://doi.org/10.3389/fmars.
2017.00262

99. Ziegler M, Roik A, Porter A, Zubier K, Mudarris MS, Ormond R, Voolstra 
CR. 2016. Coral microbial community dynamics in response to 
anthropogenic impacts near a major city in the central Red Sea. Mar 
Pollut Bull 105:629–640. https://doi.org/10.1016/j.marpolbul.2015.12.
045

100. Gignoux-Wolfsohn SA, Vollmer SV. 2015. Identification of candidate 
coral pathogens on white band disease-infected staghorn coral. PLOS 
ONE 10:e0134416. https://doi.org/10.1371/journal.pone.0134416

101. Meyer JL, Castellanos-Gell J, Aeby GS, Häse CC, Ushijima B, Paul VJ. 
2019. Microbial community shifts associated with the ongoing stony 
coral tissue loss disease outbreak on the florida reef tract. Front 
Microbiol 10:2244. https://doi.org/10.3389/fmicb.2019.02244

102. Terzin M, Laffy PW, Robbins S, Yeoh YK, Frade PR, Glasl B, Webster NS, 
Bourne DG. 2024. The road forward to incorporate seawater microbes 
in predictive reef monitoring. Environ Microbiome 19:5. https://doi.org/
10.1186/s40793-023-00543-4

103. Heitzman JM, Caputo N, Yang S-Y, Harvey BP, Agostini S. 2022. 
Recurrent disease outbreak in a warm temperate marginal coral 
community. Mar Pollut Bull 182:113954. https://doi.org/10.1016/j.
marpolbul.2022.113954

104. Li J, Long L, Zou Y, Zhang S. 2021. Microbial community and transcrip­
tional responses to increased temperatures in coral Pocillopora 
damicornis holobiont. Environ Microbiol 23:826–843. https://doi.org/10.
1111/1462-2920.15168

105. Doni L, Oliveri C, Lasa A, Di Cesare A, Petrin S, Martinez-Urtaza J, Coman 
F, Richardson A, Vezzulli L. 2023. Large-scale impact of the 2016 marine 
heatwave on the plankton-associated microbial communities of the 
great barrier reef (Australia). Mar Pollut Bull 188:114685. https://doi.org/
10.1016/j.marpolbul.2023.114685

106. Bourne DG, Morrow KM, Webster NS. 2016. Insights into the coral 
microbiome: underpinning the health and resilience of reef ecosys­
tems. Annu Rev Microbiol 70:317–340. https://doi.org/10.1146/
annurev-micro-102215-095440

107. Kelly LW, Williams GJ, Barott KL, Carlson CA, Dinsdale EA, Edwards RA, 
Haas AF, Haynes M, Lim YW, McDole T, Nelson CE, Sala E, Sandin SA, 
Smith JE, Vermeij MJA, Youle M, Rohwer F. 2014. Local genomic 
adaptation of coral reef-associated microbiomes to gradients of natural 

Research Article mSystems

Month XXXX  Volume 0  Issue 0 10.1128/msystems.00832-2425

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.a

sm
.o

rg
/jo

ur
na

l/m
sy

st
em

s o
n 

25
 O

ct
ob

er
 2

02
4 

by
 9

8.
15

5.
10

8.
14

7.

https://doi.org/10.1128/AEM.01541-09
https://doi.org/10.1093/nar/gkt1209
https://doi.org/10.1128/AEM.00062-07
https://doi.org/10.7717/peerj.2584
https://doi.org/10.1038/s41467-017-01312-x
https://doi.org/10.1145/3491418.3530291
https://doi.org/10.1016/j.ygeno.2021.08.016
https://doi.org/10.1038/s41587-020-0548-6
https://doi.org/10.1093/bioinformatics/btw313
https://doi.org/10.1186/s12915-023-01571-9
https://doi.org/10.1186/s13059-014-0550-8
https://doi.org/10.1038/s41467-022-28034-z
https://doi.org/10.1016/j.cocis.2005.11.001
https://doi.org/10.1007/BF00302210
https://doi.org/10.4319/lo.1979.24.4.0706
https://doi.org/10.1007/BF00007372
https://doi.org/10.1128/mSystems.00143-16
https://doi.org/10.1093/femsec/fiv142
https://doi.org/10.1007/s00248-022-02094-6
https://doi.org/10.7717/peerj.9644
https://doi.org/10.1007/s00338-022-02261-8
https://doi.org/10.1128/AEM.01870-07
https://doi.org/10.1264/jsme2.ME23024
https://doi.org/10.1016/j.jembe.2015.04.020
https://doi.org/10.1038/ncomms14213
https://doi.org/10.1186/s40168-019-0697-3
https://doi.org/10.3389/fevo.2022.764086
https://doi.org/10.3389/fmars.2017.00262
https://doi.org/10.1016/j.marpolbul.2015.12.045
https://doi.org/10.1371/journal.pone.0134416
https://doi.org/10.3389/fmicb.2019.02244
https://doi.org/10.1186/s40793-023-00543-4
https://doi.org/10.1016/j.marpolbul.2022.113954
https://doi.org/10.1111/1462-2920.15168
https://doi.org/10.1016/j.marpolbul.2023.114685
https://doi.org/10.1146/annurev-micro-102215-095440
https://doi.org/10.1128/msystems.00832-24


variability and anthropogenic stressors. Proc Natl Acad Sci U S A 
111:10227–10232. https://doi.org/10.1073/pnas.1403319111

108. Kornder NA, Cappelletto J, Mueller B, Zalm MJL, Martinez SJ, Vermeij 
MJA, Huisman J, de Goeij JM. 2021. Implications of 2D versus 3D 
surveys to measure the abundance and composition of benthic coral 
reef communities. Coral Reefs 40:1137–1153. https://doi.org/10.1007/
s00338-021-02118-6

109. Mueller B, Meesters EH, van Duyl FC. 2017. DOC concentrations across a 
depth-dependent light gradient on a caribbean coral reef. PeerJ 
5:e3456. https://doi.org/10.7717/peerj.3456

110. Leichter JJ, Alldredge AL, Bernardi G, Brooks AJ, Carlson CA, Carpenter 
RC, Edmunds PJ, Fewings MR, Hanson KM, Hench JL, Holbrook SJ, 
Nelson CE, Schmitt RJ, Toonen RJ, Washburn L, Wyatt ASJ. 2013. 
Biological and physical interactions on a tropical island coral reef: 
transport and retention processes on Moorea, French Polynesia. 
Oceanography 26:52–63. https://doi.org/10.5670/oceanog.2013.45

111. Nelson CE, Alldredge AL, McCliment EA, Amaral-Zettler LA, Carlson CA. 
2011. Depleted dissolved organic carbon and distinct bacterial 
communities in the water column of a rapid-flushing coral reef 
ecosystem. ISME J 5:1374–1387. https://doi.org/10.1038/ismej.2011.12

112. Mühlenbruch M, Grossart H-P, Eigemann F, Voss M. 2018. Mini-review: 
phytoplankton-derived polysaccharides in the marine environment 
and their interactions with heterotrophic bacteria. Environ Microbiol 
20:2671–2685. https://doi.org/10.1111/1462-2920.14302

113. Skriptsova AV. 2015. Fucoidans of brown algae: biosynthesis, 
localization, and physiological role in thallus. Russ J Mar Biol 41:145–
156. https://doi.org/10.1134/S1063074015030098

114. Wang Y, Xing M, Cao Q, Ji A, Liang H, Song S. 2019. Biological activities 
of fucoidan and the factors mediating its therapeutic effects: a review 
of recent studies. Mar Drugs 17:183. https://doi.org/10.3390/
md17030183

115. Wang W, Wang S-X, Guan H-S. 2012. The antiviral activities and 
mechanisms of marine polysaccharides: an overview. Mar Drugs 
10:2795–2816. https://doi.org/10.3390/md10122795

116. Sichert A, Corzett CH, Schechter MS, Unfried F, Markert S, Becher D, 
Fernandez-Guerra A, Liebeke M, Schweder T, Polz MF, Hehemann J-H. 
2020. Verrucomicrobia use hundreds of enzymes to digest the algal 
polysaccharide fucoidan. Nat Microbiol 5:1026–1039. https://doi.org/
10.1038/s41564-020-0720-2

117. Kloareg B, Badis Y, Cock JM, Michel G. 2021. Role and evolution of the 
extracellular matrix in the acquisition of complex multicellularity in 
eukaryotes: a macroalgal perspective. Genes (Basel) 12:1059. https://
doi.org/10.3390/genes12071059

118. Wegley Kelly L, Haas AF, Nelson CE. 2018. Ecosystem microbiology of 
coral reefs: linking genomic, metabolomic, and biogeochemical 
dynamics from animal symbioses to reefscape processes. mSystems 
3:e00162-17. https://doi.org/10.1128/mSystems.00162-17

119. Allison SD, Martiny JBH. 2008. Resistance, resilience, and redundancy in 
microbial communities. Proc Natl Acad Sci USA 105:11512–11519. 
https://doi.org/10.1073/pnas.0801925105

120. Nyström M, Graham NAJ, Lokrantz J, Norström AV. 2008. Capturing the 
cornerstones of coral reef resilience: linking theory to practice. Coral 
Reefs 27:795–809. https://doi.org/10.1007/s00338-008-0426-z

121. Ho A, Di Lonardo DP, Bodelier PLE. 2017. Revisiting life strategy 
concepts in environmental microbial ecology. FEMS Microbiol Ecol 
93:fix006. https://doi.org/10.1093/femsec/fix006

122. Rapport DJ, Regier HA, Hutchinson TC. 1985. Ecosystem behavior under 
stress. Am Nat 125:617–640. https://doi.org/10.1086/284368

123. Gao Y, Zhang Y, Du M, Lin F, Jiang W, Li W, Li F, Lv X, Fang J, Jiang Z. 
2021. Dissolved organic carbon from cultured kelp Saccharina japonica: 
production, bioavailability, and bacterial degradation rates. Aquacult 
Environ Interact 13:101–110. https://doi.org/10.3354/aei00393

124. Wada S, Aoki MN, Mikami A, Komatsu T, Tsuchiya Y, Sato T, Shinagawa 
H, Hama T. 2008. Bioavailability of macroalgal dissolved organic matter 
in seawater. Mar Ecol Prog Ser 370:33–44. https://doi.org/10.3354/
meps07645

125. Wada S, Hama T. 2013. The contribution of macroalgae to the coastal 
dissolved organic matter pool. Estuar Coast Shelf Sci 129:77–85. https://
doi.org/10.1016/j.ecss.2013.06.007

126. Watanabe K, Yoshida G, Hori M, Umezawa Y, Moki H, Kuwae T. 2020. 
Macroalgal metabolism and lateral carbon flows can create significant 
carbon sinks. Biogeosciences 17:2425–2440. https://doi.org/10.5194/
bg-17-2425-2020

127. Black KP, Gay SL, Andrews JC. 1990. Residence times of neutrally-
buoyant matter such as larvae, sewage or nutrients on coral reefs. Coral 
Reefs 9:105–114. https://doi.org/10.1007/BF00258221

128. Venti A, Kadko D, Andersson AJ, Langdon C, Bates NR. 2012. A multiĀ
tracer model approach to estimate reef water residence times. Limnol 
Ocean Methods 10:1078–1095. https://doi.org/10.4319/lom.2012.10.
1078

129. Böhm L, Dawson R, Liebezeit G, Wefer G. 1980. Suitability of monosac­
charides as markers for particle identification in carbonate sedi­
ments*†. Sedimentology 27:167–177. 
https://doi.org/10.1111/j.1365-3091.1980.tb01167.x

130. Strain EMA, Thomson RJ, Micheli F, Mancuso FP, Airoldi L. 2014. 
Identifying the interacting roles of stressors in driving the global loss of 
canopyĀforming to matĀforming algae in marine ecosystems. Glob 
Chang Biol 20:3300–3312. https://doi.org/10.1111/gcb.12619

131. Smale DA. 2020. Impacts of ocean warming on kelp forest ecosystems. 
New Phytol 225:1447–1454. https://doi.org/10.1111/nph.16107

132. Turschwell MP, Connolly RM, Dunic JC, Sievers M, Buelow CA, Pearson 
RM, Tulloch VJD, Côté IM, Unsworth RKF, Collier CJ, Brown CJ. 2021. 
Anthropogenic pressures and life history predict trajectories of 
seagrass meadow extent at a global scale. Proc Natl Acad Sci USA 
118:e2110802118. https://doi.org/10.1073/pnas.2110802118

133. Barrón C, Apostolaki ET, Duarte CM. 2014. Dissolved organic carbon 
fluxes by seagrass meadows and macroalgal beds. Front Mar Sci 1. 
https://doi.org/10.3389/fmars.2014.00042

134. Barrón C, Duarte CM. 2009. Dissolved organic matter release in a 
Posidonia oceanica meadow. Mar Ecol Prog Ser 374:75–84. https://doi.
org/10.3354/meps07715

Research Article mSystems

Month XXXX  Volume 0  Issue 0 10.1128/msystems.00832-2426

D
ow

nl
oa

de
d 

fr
om

 h
ttp

s:
//j

ou
rn

al
s.a

sm
.o

rg
/jo

ur
na

l/m
sy

st
em

s o
n 

25
 O

ct
ob

er
 2

02
4 

by
 9

8.
15

5.
10

8.
14

7.

https://doi.org/10.1073/pnas.1403319111
https://doi.org/10.1007/s00338-021-02118-6
https://doi.org/10.7717/peerj.3456
https://doi.org/10.5670/oceanog.2013.45
https://doi.org/10.1038/ismej.2011.12
https://doi.org/10.1111/1462-2920.14302
https://doi.org/10.1134/S1063074015030098
https://doi.org/10.3390/md17030183
https://doi.org/10.3390/md10122795
https://doi.org/10.1038/s41564-020-0720-2
https://doi.org/10.3390/genes12071059
https://doi.org/10.1128/mSystems.00162-17
https://doi.org/10.1073/pnas.0801925105
https://doi.org/10.1007/s00338-008-0426-z
https://doi.org/10.1093/femsec/fix006
https://doi.org/10.1086/284368
https://doi.org/10.3354/aei00393
https://doi.org/10.3354/meps07645
https://doi.org/10.1016/j.ecss.2013.06.007
https://doi.org/10.5194/bg-17-2425-2020
https://doi.org/10.1007/BF00258221
https://doi.org/10.4319/lom.2012.10.1078
https://doi.org/10.1111/j.1365-3091.1980.tb01167.x
https://doi.org/10.1111/gcb.12619
https://doi.org/10.1111/nph.16107
https://doi.org/10.1073/pnas.2110802118
https://doi.org/10.3389/fmars.2014.00042
https://doi.org/10.3354/meps07715
https://doi.org/10.1128/msystems.00832-24

	Coral high molecular weight carbohydrates support opportunistic microbes in bacterioplankton from an algae-dominated reef
	MATERIALS AND METHODS
	Macroalgae and corals
	Coral and macroalgae incubations for exudate collection
	Concentration of high molecular weight dissolved organic matter
	Bacterioplankton incubations for exudate remineralization
	Coral mucus and macroalgae tissue extraction
	Carbohydrate analysis
	Dissolved organic carbon and inorganic nutrient analysis
	Microbial cell counts
	DNA extraction
	Amplicon library sequencing and bioinformatics
	Statistical analyses

	RESULTS
	Dissolved organic carbon and carbohydrate exudation by corals and macroalgae
	Hydrolyzable monosaccharide composition of HMW coral and macroalgae exudates
	Comparison of exudate compositions to coral mucus, macroalgae tissue, and ambient reef water
	Microbial cell densities and dissolved nutrient concentrations in bacterioplankton incubations
	Microbial community compositions in bacterioplankton incubations
	Predicted metabolic functions

	DISCUSSION
	Coral exudates reflected HMW carbohydrate composition of coral mucus and enriched opportunistic coral-associated microbes
	Algae exudates reflected algae tissue and ambient reef water HMW carbohydrate composition and did not affect the bacterioplankton community composition
	Ecological implications
	Effects of changing DOM compositions beyond coral reefs
	Conclusion



