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Abstract: The specific identification of three major morphotypes of the tropical holopelagic Sargassum
species causing massive strandings on the African and Caribbean coastlines was attempted by mor-
phological characterisation as well as quantitative and qualitative analyses of several metabolites.
Of the 25 morphological variables studied on 208 samples from the North Atlantic Ocean, 22 were
used to establish a dichotomous identification key, allowing without any doubt the identification of
each morphotype based on their morphological criteria alone. We also attempted to differentiate
morphotypes using chemical fingerprintings (HR-MAS NMR) and markers by analysing pigment
level and composition using High Pressure Liquid Chromatography, terpene profiles by Thin Layer
Chromatography, phenolic compound levels by the Folin-Ciocalteu assay and structures by 2D Nu-
clear Magnetic Resonance spectroscopy, and fatty acid composition by Gas Chromatography. While
pigment level and composition, terpene profiles, and phenolic contents were not discriminating,
quantification of eight fatty acids enabled the differentiation of the three morphotypes. Furthermore,
phlorotannin purification permitted their structural characterisation allowing discrimination between
the three morphotypes. Our study highlights the potential of the free fatty acid profile and phlorotan-
nin structure as good chemomarkers in order to discriminate between the three morphotypes of
holopelagic Sargassum.

Keywords: chemotyping; fatty acids; holopelagic Sargassum; morphotyping; NMR fingerprinting;
phlorotannins; pigments

1. Introduction

Since 2011, massive biomasses of holopelagic brown macroalgae have been stranding
on the South-American, Caribbean, and African shores [1,2]. This concerning phenomenon
is growing every year and increasingly impacts more coastlines, with ecological, health,
and economic consequences. Rafts responsible for these strandings are associated with two
emblematic species of the Sargasso Sea in the tropical North Atlantic Ocean, Sargassum
natans (Linnaeus) Gaillon and S. fluitans (Børgensen) Børgensen [3,4]. These species present
morphologic and phylogenetic differences [5–7]. Offshore, the Sargassum rafts of variable
dimensions are part of the marine ecosystem and constitute habitats, food sources, and
means of migration for more than a hundred species, including several endemic species [8,9].
However, near the coasts, these rafts can have detrimental effects on benthic communities
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by blocking sunlight or causing anoxia in the environment [9]. They are also responsible for
the introduction of exogenous species, threatening the coastal equilibrium [8,10]. Onshore,
strandings have caused health issues induced by the release of hydrogen sulphide (H2S)
by the bacteria decomposing the stranded biomasses, as well as economic problems, in
particular for the tourism and fishing industries [8,11]. These Sargasso rafts and their
consequences are thus major issues for the coastlines of the tropical North Atlantic Ocean.

In recent years, several oceanographic expeditions led in the tropical North At-
lantic Ocean [12,13] revealed the presence, in the rafts, of three distinct morphotypes
of holopelagic Sargassum (Figure 1). The morphological diversity of both species is already
known, as Winge [14] and later Parr [15] described four types of S. natans (I, II, VIII, IX)
and two types of S. fluitans (III, X) based on morphological characteristics [14,15]. The
preliminary morphological identification of the morphotypes found during the expeditions
associated morphotype 1 with S. natans VIII (Figure 1B,E), morphotype 2 with S. natans I
(Figure 1C,F), and morphotype 3 with S. fluitans III (Figure 1D,G) according to Parr’s clas-
sification [15]. The morphological characteristics allowing this differentiation are overall
appearance, smooth or thorny axes, aspects of fronds, and presence or absence of wings
on the aerocysts. Sargassum natans VIII Parr is characterised by tough and smooth axes,
long and wide fronds, and the presence, although rare, of wings on aerocysts. Sargassum
natans I Parr is characterised by thin and smooth axes, long and narrow fronds, and the
presence of wings on aerocysts. Sargassum fluitans III Parr is characterised by bushy and
thorny axes, short and wide fronds, and the absence of wings on aerocysts [7]. Even though
the morphological differentiation of the three morphotypes is indisputable, the molecular
differentiation through the genome is challenging. Indeed, Dibner et al. [6] observed low
but consistent genetic differences between the three morphotypes, possibly calling for
taxonomic reclassification. Most recently, Siuda et al. [16] carried out a morphological
and molecular study (6 different markers) on the 3 morphotypes, leading them to carry
out a taxonomic revision and propose to change the nomination of the morphotypes of
holopelagic Sargassum as follows: S. fluitans var. fluitans for S. fluitans III, S. natans var.
natans for S. natans I, and finally S. natans var. wingei for S. natans VIII.

As molecular discrimination of the three morphotypes is still complicated, without
any clear separation of morphotypes into three distinct species, a chemotaxonomic study
was proposed to highlight potential differences between the three morphotypes at the scale
of the metabolome.

Chemotaxonomy is a useful way to classify and/or identify organisms according
to their similar or unique chemical composition, both in quality and/or quantity, which
usually encompasses fatty acids, terpenes, proteins, carbohydrates, and secondary metabo-
lites. Chemical fingerprinting can also be used to discriminate specimens from different
taxonomic levels, because it highlights the specific presence or absence of a compound
which acts as a marker for this level and is therefore referred to a “chemomarker” [17].
Within the Sargassaceae family, terpene fingerprinting by thin-layer chromatography was
used to discriminate populations of Bifurcaria bifurcata living in different hydrodynamic
conditions [18]. Moreover, liquid chromatography-mass spectrometry (LC-MS) has been
proven to be useful for discriminating against Cystoseira spp. sensu lato in Brittany. In-
deed, the presence of a single peak on the LC chromatogram highlighted the presence
of chemomarkers, which were identified as meroditerpenes in Gongolaria nodicaulis [19].
Amino acid fingerprinting by 1H Nuclear Magnetic Resonance (NMR) also permitted the
discrimination of the holopelagic Sargassum morphotypes from benthic Sargassum spp., as
well as the discrimination of the morphotypes among them [20].
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Figure 1. Sargassum raft observed at station 9 (12°46.160 N; 55°31.040 W) in the Sargasso Sea (A) and 
in situ specimens of the three Sargassum morphotypes: S. natans var. wingei ((B) known before as S. 
natans VIII), S. natans var. natans ((C) known before as S. natans I), and S. fluitans var. fluitans ((D) 
known before as S. fluitans III). (E–G) represent drawings of the three morphotypes commonly 
found in rafts along expeditions. Pictures: V. Stiger©UBO (A), T. Thibaut©MIO-AMU (B–D). Draw-
ings by M. Helias©UBO. 

Figure 1. Sargassum raft observed at station 9 (12◦46.160 N; 55◦31.040 W) in the Sargasso Sea (A) and in
situ specimens of the three Sargassum morphotypes: S. natans var. wingei ((B) known before as S. natans
VIII), S. natans var. natans ((C) known before as S. natans I), and S. fluitans var. fluitans ((D) known
before as S. fluitans III). (E–G) represent drawings of the three morphotypes commonly found in
rafts along expeditions. Pictures: V. Stiger©UBO (A), T. Thibaut©MIO-AMU (B–D). Drawings by M.
Helias©UBO.

A chemical fingerprint can also be obtained by running an algal fragment through a
NMR spectrometer equipped with a High-Resolution Magic-Angle Spinning (HR-MAS)
probe, also called in vivo NMR [21], leading to HR-MAS NMR spectra showing the major
metabolites of the organism. This approach proved to be efficient within the Sargassaceae
family as it permitted the distinction between specimens from two different species of
Turbinaria, T. conoides and T. ornata [22,23], from different species of Cystoseira sensu lato [24],
and from different populations of Sargassum muticum [25]. Additionally, it also enables
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the quantification of metabolites in the alga [26] without the extraction of metabolites and
therefore only requiring a careful spectra analysis.

In the present study, we looked at the distinction between the three morphotypes of
holopelagic Sargassum spp. through two different approaches: (1) using morphological
criteria observed on numerous specimens of each morphotype, i.e., in examining herbarium
specimens in order to identify specific and discriminant criteria, and (2) using chemical
fingerprinting at the scale of the thallus or from pigments, terpenes, fatty acids, and
phlorotannins profiles and in isolating chemomarkers.

2. Materials and Methods
2.1. Morphological Analysis

A total of 208 herbarium samples from the tropical North Atlantic were carefully
analysed and measured. They were collected during two expeditions, Caribbean [13] and
Transatlantic [12], and from opportunistic sampling that took place on various Atlantic
coasts (Caribbean, Brazil, and Africa). A total of 62 herbarium specimens were identified as
Sargassum natans var. wingei, 53 as S. natans var. natans, and 93 as S. fluitans var. fluitans by
morphological characters.

For the morphometric analysis, 25 variables were measured on each of the 208 herbar-
ium specimens. First, the length and width of the main axis and the number of ramifications
were determined, as well as the existence, or not, of an orientation in the plant growth. The
texture of the main axis was described as thorny or smooth. A frond index as well as an
aerocyst index were determined for each Sargassum specimen. Both indices represent the
number of fronds or aerocysts on a 3-cm long axis and, by extension, the frond or aerocyst
density. To determine each index, a segment of L = 3 cm was randomly selected on each
sample, and the number of fronds and aerocysts was counted. Then, the ratio L/N was
computed. The more fronds or aerocysts there were, the lower the ratio. For 6 fronds
and 6 aerocysts chosen randomly on each thallus, the length and width were measured.
Thereby, the length/width ratio was calculated for each frond and aerocyst. The length of
the frond and aerocyst peduncles was also measured.

In addition, several qualitative variables were observed: the indentation of the blades
(dentated or densely dentated), their shape (linear or lanceolate), the presence and shape of
a midrib (central, symmetric, asymmetric), the shape of aerocysts (spherical or ovoid), the
presence of a mucron, a frond, or a wing on these aerocysts, the presence of conceptacles
and their shape, as well as the presence of cryptostomata.

2.2. Chemical Investigation
2.2.1. Sampling

Samples of the three morphotypes were collected during two expeditions, Caribbean [13]
and Transatlantic [12], which took place from June to October 2017 in the tropical Atlantic
Ocean. The collection of specimens was achieved within drifting rafts at eight locations,
allowing South-North latitudinal and East-West longitudinal gradients in the North Atlantic
Ocean (Table 1, see Gobert et al. [27] for a map of stations). After collection, the samples were
separated according to their morphology.

For the morphological and fingerprint profiles, vouchers of each morphotype per
station have been deposited into the herbarium of the Institut Universitaire Européen de la
Mer, Brest, France. Fragments of the laterals of each sample were placed in an Eppendorf®

tube, freeze-dried to remove any water, and analysed using High-Resolution Magic-Angle
Spinning Nuclear Magnetic Resonance (HR-MAS NMR, Bruker, Wissembourg, France; see
further section dedicated to the chemical approach).

For the chemical part, the isolation of metabolites was completed from fine algal
powder. For this, thalli were rinsed, cleansed of their epiphytes, and freeze-dried. The
dried samples were then ground into a fine powder using a ball mill.
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Table 1. Date and spatial coordinates of the stations sampled for the collection of holopelagic Sargassum
species for chemical investigation. See Gobert et al. [27] for the localisation of stations on a map.

Station Environment Latitude Longitude

Station 4 Pelagic raft in open water 08◦51.950 N 49◦08.380 W

Station 9 Pelagic raft in open water 12◦46.160 N 55◦31.040 W

Mangrove Stranded in Martinique
Mangrove 14◦33.002 N 61◦00.371 W

Station GP Pelagic raft in open water 15◦04.161 N 34◦06.223 W

Station 12 Pelagic raft in open water 15◦57.270 N 61◦59.300 W

Station 23 Pelagic raft in open water 16◦07.366 N 61◦57.353 W

Station 15 Pelagic raft in open water 17◦19.134 N 59◦36.044 W

Station 19 Pelagic raft in open water 23◦01.740 N 59◦13.367 W

2.2.2. Chemicals

Organic solvents (acetic acid, acetone, acetonitrile, chloroform, ethanol, ethylacetate,
dichloromethane, diethyl ether, hexane, methanol, and orthophosphoric acid) were pur-
chased from Carlo Erba reagents (Milano, Italy). Chemicals (ammonium acetate, copper
sulphate, and phloroglucinol standard) were purchased from Sigma-Aldrich (Burling-
ton, MA, USA). Folin-Ciocalteu’s reagent was purchased from VWR chemicals (Radnor,
PA, USA). Pigment standards were purchased from Sigma (Virginia Beach, VA, USA;
chlorophyll a, chlorophyll c, and fucoxanthin) and DHI (Hørsholm, Denmark; β-carotene,
zeaxanthin, antheraxanthin, and violaxanthin).

2.2.3. Pigment Extraction and Analysis Using High Pressure Liquid Chromatography

Pigments were extracted from 75 mg dry weight (DW) of algal powder in 750 µL
of 90% acetone, as previously described [28,29]. After two successive extractions and
centrifugations, the supernatants were combined and filtered for high pressure liquid
chromatography (HPLC) analysis (Dionex Ultimate 3000, ThermoScientific, Waltham, MA,
USA). Pigments were separated using an ACE C18 column (150 × 4.6 mm, 3 µm) with a
guard column, an injection volume of 6 µL, and a run-time of 33 min per sample. Before
injection, each sample was automatically diluted to ¾ with ammonium acetate buffer
(0.5 M, pH 7.2). Separation was achieved using a solvent gradient (methanol:buffer [80:20;
v:v]; acetonitrile:milliQ water [87.5:12.5; v:v]; ethylacetate) delivered at a flow rate of
1.0 mL·min−1. A photo-diode array detector (DAD3000, Thermo-Scientific) was used for
the detection of pigments at 435, 470, and 650 nm. The identification and quantification
of each pigment were based on spectral comparisons and calibration using commercial
standards. Pigments are expressed as mg·g−1 of algal dry weight. Three pigment ratios
were also calculated:

Chlorophyll a degradation rate, or CD = [Chl a]/[Chl a + Pheo a]

Accessory pigments/Chlorophyll a or AC= [Chl c + Fuco + β-car]/[Chl a]

Xanthophyll cycle pigments/Chlorophyll a or XC= [Viola + Zea]/[Chl a]

2.2.4. Terpenes Extraction and Analysis Using Thin Layer Chromatography

Terpenes were extracted from 1 g dry weight of algal powder in 20 mL of a dichloromet
hane:methanol mixture [2:1; v:v] using an adapted protocol from [18]. After two successive
extractions and centrifugations, the supernatants were combined and dry-evaporated
to determine the dry mass yield of terpenes. Then, the extract was solubilised in a
dichloromethane:methanol mixture [2:1; v:v], and 20 µL were deposited on a silica TLC
aluminium plate (VWR International, Avantor Group, Rosny-sous-Bois, France). Separation
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was achieved using a hexane:diethyl ether:glacial acetic acid mixture [80:20:2; v:v:v], with
the addition of 500 µL of methanol to obtain clearer spots. After elution, the plate was read
under visible light, then revealed using an orthophosphoric acid:copper sulphate:water
mixture and left in an oven at 100 ◦C for 15 min. The plate was again read under visible
light, and terpenes were identified as the spots appearing after revelation.

2.2.5. Fatty Acid Extraction and Gas-Chromatography Analysis

Total lipids were extracted from 50 mg dry weight (DW) of algal powder in 6 mL
of a chloroform-methanol mixture [2:1; v:v], as previously described by Mathieu Resuge
et al. [30] and adapted from Folch et al. [31]. An aliquot of the total lipid extract was then
used to obtain fatty acid methyl esters (FAME) by acidic trans-methylation, as described
by Sardenne et al. [32]. FAME were analysed by gas chromatography (GC) (CP-3800 Gas
Chromatography, Varian, Palo Alto, California, USA), coupled to a splitless auto-injector
and a flame ionisation detector (FID), as previously described [33]. FAME were separated
using polar (30 m × 0.25 mm, 0.25 µm) and apolar (30 m × 0.25 mm, 0.25 µm) columns with
hydrogen as carrier gas. Identification of each fatty acid was achieved through comparisons
of the retention with those contained in commercial standards (37 components: FAME,
PUFA1, and PUFA3, Sigma) and in-house standard mixtures from marine bivalves, fish,
and microalgae that were GC-MS certified. FAME quantification was carried out by an
internal standard, tricosanoic acid (23:0). Fatty acid proportions are expressed as percent of
total fatty acids.

2.2.6. Phenolic Compounds: Extraction, Purification, and Assay

Phenolic compounds were extracted from 24 g dry weight of algal powder in a
240 mL ethanol-distilled water mixture [70:30; v:v]. After three successive extractions
and centrifugations, the supernatants were combined and dry-evaporated to determine
the dry mass yield of phenolic compounds. Liquid/liquid purification was then used to
remove non-polar compounds, pigments, proteins, and carbohydrates by a succession
of solvents (dichloromethane, acetone, ethanol, and distilled water, respectively) and
concentrate phenolic compounds in an ethylacetate phase, as previously described [34,35].
Phenolic compounds were then further purified by solid phase extraction (SPE) on a
C18-E reverse phase silica column (Strata® C18-E, 55 µm, 70 Å, 5 g/20 mL, Giga Tubes,
Phenomenex®, Torrance, CA, USA), assisted by a SPE manifold (Vac Elut SPS 24 Manifold,
Agilent Technologies, Santa Clara, CA, USA). Separation was achieved using a solvent
gradient (distilled water; distilled water:ethanol [70:30, v:v], and ethanol), using an adapted
protocol from [36].

Total henolic content (TPC) was determined by spectrophotometry at 620 nm using
the Folin-Ciocalteu assay, with phloroglucinol as a standard [36,37]. TPC is expressed as
mg of phloroglucinol equivalent per g of algal dry weight.

2.2.7. Nuclear Magnetic Resonance (NMR) Analyses

NMR is a non-destructive analytical tool used to obtain various information about
organic compounds, including structures, concentrations, and interactions [21]. All analyses
were performed in the shared service from UBO (Brest, France). Three distinct analyses
were performed: HR-MAS NMR on solid samples together with NMR of proton (1H
NMR) for soluted samples, and two-dimensional NMR (2D NMR) for purified fractions of
phlorotannins.

HR-MAS NMR allows the study of the full algal compounds fingerprinted in solid
state without prior extraction and using a HR-MAS probe. A freeze-dried cylindrical piece
of algae (of equal mass) was placed in a zirconium oxide rotor together with deuterium
oxide, and air bubbles were removed by needle stirring. The rotor was then placed on
a magnet for NMR analysis [21]. All solid samples were analysed to obtain a typical
fingerprint of each morphotype.
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Phenolic compound extracts of the three morphotypes were analysed by 1H NMR.
For this, dry extracts (~10 mg) were solubilized in 800 µL of either deuterium oxide (D2O)
for aqueous extracts or deuterated methanol (CD3OD) for organic extracts, as previously
described [21]. All spectra were acquired on a Bruker Avance 400 using the standard
pulse sequences available in the Bruker software (Bruker, France). Chemical shifts are
expressed in parts per million (ppm). Peak number, form, and multiplicity on the spectrum
provide information about the structural conformation of each proton atom in the molecule.
On a 1H NMR spectrum, signals between 5.5 and 6.5 ppm are characteristic of aromatic
molecules, which include phenolic compounds.

For 2-D NMR couples of proton (1H) and carbon (13C) NMR, dry extracts (~10 mg)
were solubilized in 800 µL of deuterated methanol (CD3OD). All spectra were acquired on
a Bruker Avance 500 using the standard pulse sequences available in the Bruker software
(Bruker, France). Chemical shifts are expressed in parts per million (ppm). The nature of
phlorotannins present in the purified fractions was determined with the aid of distortionless
enhancement of polarisation transfer (DEPT), heteronuclear multiple quantum coherence
(HMQC), and heteronuclear multiple bond correlation (HMBC) experiments, followed by
comparison with chemical shifts of 1H (between 5.5 and 6.5 ppm) and 13C (between 95 and
165 ppm) resonances with literature data (Table 2A) [35,38]. These signals will be useful to
identify the class of phlorotannins synthetised by morphotypes following the type of bond
(Table 2B).

Table 2. Identification of signals (A) on the 13C axis by their chemical shifts and permitting the
determination of (B) categories of phlorotannins, adapted from [35,38,39].

(A)

Chemical shift (ppm) Carbon signals

95–100 Methine carbons

100–105 Aryl-aryl carbons

125–130 Diaryl-ether carbons

145–150 Additional hydroxyl functions

150–165 Phenolic carbons

(B)

Type of bond Class of phlorotannin

Ether Phlorethols
Fuhalols, if additional hydroxyl groups

Phenyl Fucols

Ether and Phenyl Fucophlorethol

Dibenzodioxin Eckols

2.3. Statistical Analyses

All statistical analyses concerning morphological criteria and chemical data (except
NMR spectra), were carried out on R software (v.4.2.0), coupled to the RStudio (v.2022.12.0)
integrated development environment [40].

For the morphological analysis, the data set was first converted into a distance matrix
using the Gower coefficient [41], which can take into account both quantitative and qualitative
variables. Then, a hierarchical clustering analysis using Ward linkage was applied [41–43].
Finally, a Principal Coordinates Analysis (PCoA) was constructed [44–46] from the square
root of the distance matrix [41] and compared to the clustering analysis results. The PCoA
allows the 2-dimension separation of the sample pool according to their dissimilarities.

Similarity percentages analysis (Simper test) [45] was performed to highlight the fatty
acids with the most influence on the differentiation of the three morphotypes, with fatty
acids accounting for 75% of the dissimilarity between morphotypes. The fatty acid relative
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abundance table was analysed through a principal component analysis (PCA) [47,48] to
map the samples.

For the statistical analysis of the pigment and phenolic contents, as the data set did
not respect the requirements for Analysis of Variance ANOVA (homogeneity of variances
and normality tested by Bartlett and Shapiro tests, respectively, at the 95% significance
level), the non-parametric Scheirer-Ray-Hare tests were applied [49] to highlight significant
differences between the morphotypes and/or the stations at the 95% significance level.
When significant differences were found, the Dunn post-hoc test [50] at 95% significance
level coupled to the Bonferroni correction allowed their identification. Pigment abundance
was also analysed through a Principal Component analysis (PCA).

NMR 1H spectra were processed on the software MesReNova 11. Spectra baselines
were automatically corrected, followed by the Whittaker smoother correction. An equal-
width bucketing of 0.03 ppm was applied between 0 and 7 ppm to finally obtain the data
matrix. Statistical analyses were performed using the on-line MetaboAnalyst 6.0 software.
A PCA was used to visualise the metabolome variation according to the three morphotypes
of holopelagic Sargassum species.

3. Results
3.1. Morphological Identification of the Three Morphotypes

Out of the 25 morphological variables studied, based on our statistical results, 22
were considered discriminating for the three morphotypes of holopelagic Sargassum. These
variables were mainly the length, width, texture, and number of ramifications of the main
axis, the frond and aerocyst indices, the length/width ratio and the length of peduncles of
fronds and aerocysts, the indentation and shape of the blades, the presence and shape of a
midrib, the shape and the presence of a mucron, and finally the presence of a frond or a
wing on aerocysts.

The clustering analysis through the Ward method showed the existence of three main
groups corresponding to the three morphotypes. The PCoA mapping in Figure 2 was an
accurate visual representation of the herbarium specimen pool, as shown by the dimensions
explaining 58% of the samples.
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Figure 2. Principal Coordinates Analysis (PCoA) of the 22 discriminating morphological variables,
measured on different samples of the three common morphotypes of holopelagic Sargassum. The
base matrix was converted using the Gower coefficient to the square root.

The PCoA showed a clear separation of the Sargassum specimens into three groups,
corresponding to S. natans var. wingei, S. natans var. natans, and S. fluitans var. fluitans,
according to the selected discriminating criteria. The selected morphological variables were
thus suitable to differentiate the three morphotypes of holopelagic Sargassum into distinct
groups using pertinent morphological criteria.
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3.2. HR-MAS NMR Fingerprinting Profiles

Three spectra per morphotype were selected as the most representative spectra of each
morphotype and are illustrated and statistically treated (Figure 3A). The PCA mapping
is an accurate visual representation of the chemical fingerprinting pool, as shown by the
dimensions explaining 79% of the variability within the samples (Figure 3B).
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The PCA highlighted that the chemical fingerprinting of the three morphotypes is
distinct, especially those from Sargassum natans var. wingei and S. fluitans var. fluitans, with
S. natans var. natans positioned in an intermediate position (Figure 3B).

Based on our sampling, Sargassum natans and S. fluitans morphotypes are distinguished
by their phlorotannin profiles, with S. fluitans var. fluitans producing fewer phlorotannins
than both S. natans morphotypes (Figure 3A). Moreover, distinct signals of amino acids and
lipidic compounds were observed in the three morphotypes, permitting us to discriminate
between them using these two classes of compounds (Figure 3B). We then used phenolic
compounds and fatty acids for our investigation (see further sections).

3.3. Chemical Investigation
3.3.1. Pigment Level and Composition

Total pigment contents were between 0.12 and 2.03 µg.mg−1 algal dry weight (DW), with
both observed in the morphotype Sargassum fluitans var. fluitans sampled in two different
stations: station 19 for the lowest content and station 9 for the highest. When looking at the
different pigments, the variation among the samples was also high, with, for example, the
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chlorophyll a content between 0.04 and 1.35 µg.mg−1 DW (Table S1). This variation is due
to a significant effect of the morphotype and the station on all pigment contents, with the
exception of the effect of the station on violaxanthin (Table S2). Thus, S. natans var wingei
exhibited the lowest concentration of all pigments, whatever the station, and S. natans var.
natans the highest. The same difference among morphotypes was also observed for two
ratios (AC and XC), but not for the chlorophyll a degradation rate, for which no effect of the
morphotype was observed.

A PCA was then computed with all the pigment levels and ratios (Figure 4), showing
strong variation among samples in pigment contents, mainly due to morphotype but also
station differences.
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pigment contents and the pigment ratios. S1: S. natans var. wingei; S2: S. natans var. natans; S3:
S. fluitans var. fluitans.

3.3.2. Terpene Profiles

Terpene profiling of the three holopelagic Sargassum morphotypes from different
locations in the Central Atlantic Ocean was carried out on Thin Layer Chromatography
(TLC). The schematic representation of the TLC plates (Figure S1) displayed the presence
of several compounds in the three morphotypes, characterised by the colour and retention
factor (Rf) of their respective spots after revelation. The green spot with a front ratio of 0.2
was characteristic of chlorophyll-a. Both grey spots with Rf of 0.4 and 0.9 were characteristic
of carotenoids. Lastly, the pink-bluish spot with a Rf of 0.3, which appeared only after
the use of a terpene-specific revealer, was characteristic of terpenes. Terpenes were thus
present in the three holopelagic Sargassum morphotypes; however, their TLC profiles did
not allow differentiation between morphotypes.

3.3.3. Free Fatty Acid Proportions

Gas chromatography of the fatty acid profiles resulted in the identification and quan-
tification of 25 fatty acids in the three holopelagic Sargassum morphotypes (Table 3).
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Table 3. Mass percentage of total fatty acids (%TFA) of the 25 main fatty acids and the three main
classes of fatty acids (highlighted in grey), identified in the three holopelagic Sargassum morphotypes.
SFA: saturated fatty acids; MUFA: monounsaturated fatty acids; PUFA: polyunsaturated fatty acids.

Sargassum natans var. wingei Sargassum natans var. natans Sargassum fluitans var. fluitans
C14:0 2.96 ± 0.20% 2.63 ± 0.30% 4.17 ± 0.32%
C15:0 0.36 ± 0.11% 0.40 ± 0.06% 0.52 ± 0.11%
C16:0 47.91 ± 3.31% 45.80 ± 3.57% 47.53 ± 3.90%

C16:1n-7 0.43 ± 0.09% 0.26 ± 0.05% 0.28 ± 0.07%
C16:1n-7 10.00 ± 1.53% 4.53 ± 0.46% 5.22 ± 0.54%

C17:0 0.38 ± 0.05% 0.14 ± 0.03% 0.12 ± 0.04%
C17:1n-7 0.17 ± 0.06% 0.50 ± 0.18% 0.42 ± 0.23%

C18:0 1.36 ± 0.51% 2.35 ± 0.71% 2.32 ± 0.86%
C18:1n-9 11.85 ± 0.57% 13.75 ± 1.05% 15.08 ± 1.76%
C18:1n-7 0.65 ± 0.45% 0.82 ± 0.46% 0.81 ± 0.55%
C18:2n-6 6.41 ± 0.91% 5.37 ± 0.67% 4.65 ± 0.55%
C18:4n-3 0.53 ± 0.35% 1.08 ± 0.44% 0.53 ± 0.28%
C18:3n-3 2.21 ± 0.53% 3.69 ± 0.65% 1.82 ± 0.46%

C20:0 0.44 ± 0.21% 0.78 ± 0.21% 0.83 ± 0.30%
C20:1n-9 0.83 ± 0.14% 1.05 ± 0.27% 1.60 ± 0.21%
C20:2n-6 0.33 ± 0.03% 0.34 ± 0.09% 0.37 ± 0.07%
C20:3n-6 0.54 ± 0.17% 0.48 ± 0.07% 0.52 ± 0.16%
C20:4n-6 7.52 ± 2.66% 8.75 ± 1.50% 6.98 ± 1.78%
C20:4n-3 0.32 ± 0.16% 0.53 ± 0.13% 0.26 ± 0.12%
C20:5n-3 0.66 ± 0.53% 1.55 ± 0.97% 0.69 ± 0.63%

C22:0 0.61 ± 0.10% 1.24 ± 0.26% 1.40 ± 0.29%
C22:1n-9 1.37 ± 0.29% 1.08 ± 0.34% 1.35 ± 0.40%
C22:1n-7 0.17 ± 0.08% 0.19 ± 0.10% 0.26 ± 0.16%
C22:6n-3 0.55 ± 0.17% 0.62 ± 0.16% 0.84 ± 0.19%

C24:0 0.61 ± 0.57% 1.34 ± 1.63% 1.10 ± 1.45%
SFA 54.64 ± 2.44% 54.68 ± 1.66% 58.00 ± 2.31%

MUFA 25.49 ± 2.25% 22.18 ± 1.50% 25.03 ± 2.07%
PUFA 19.08 ± 4.37% 22.42 ± 3.02% 16.67 ± 4.15%

For all three morphotypes, saturated fatty acids (SFA) were the most abundant group of
fatty acids, with 54.64 ± 2.44% TFA, 54.68 ± 1.66% TFA and 58.00 ± 2.31% TFA for Sargassum
natans var. wingei, S. natans var. natans, and S. fluitans var. fluitans, respectively. This was mainly
due to the fact that palmitic acid (16:0) is the most abundant free fatty acid, with 47.91 ± 3.31%
TFA, 45.80 ± 3.57% TFA and 47.53 ± 3.90% TFA for S. natans var. wingei, S. natans var.
natans, and S. fluitans var. fluitans, respectively. Monounsaturated fatty acids (MUFA) in the
three morphotypes had similar but slightly higher contents than polyunsaturated fatty acids
(PUFA), with 25.49 ± 2.25% TFA, 22.18 ± 1.50% TFA and 25.03 ± 2.07% TFA of MUFA and
19.08 ± 4.34% TFA, 23.42 ± 3.02% TFA and 16.67 ± 4.15% TFA of PUFA for S. natans var.
wingei, S. natans var. natans, and S. fluitans var. fluitans, respectively.

In regard to our study, the first observation was that a qualitative differentiation
of the three morphotypes was not feasible on the basis of the presence or absence of a
specific fatty acid, as each of the three morphotypes possessed all the fatty acids identified.
However, the Simper statistical analysis allowed the selection of the eight fatty acids that
contributed the most to the dissimilarity between the fatty acid profiles of the different
morphotypes. Indeed, cis-7-hexadecenoic acid (16:1n-9), palmitoleic acid (16:1n-7), and
margaric acid (17:0) in Sargassum natans var. wingei (0.43 ± 0.09% TFA, 10.00 ± 1.53% TFA,
and 0.38 ± 0.05% TFA, respectively) were significantly higher than in S. natans var. natans



Phycology 2024, 4 351

(0.26 ± 0.05% TFA, 4.53 ± 0.46% TFA, and 0.14 ± 0.03% TFA, respectively) and S. fluitans
var. fluitans (0.28 ± 0.07% TFA and 5.22 ± 0.54% TFA, 0.12 ± 0.04% TFA, respectively).
Meanwhile, α-linoleic acid (18:3n-3), eicosatetraenoic acid (20:4n-3), and eicosapentaenoic
acid (20:5n-3) in S. natans var. natans (3.69 ± 0.65% TFA, 0.53 ± 0.13% TFA, and 1.55 ± 0.97%
TFA, respectively) were significantly higher than in S. natans var. wingei (2.21 ± 0.53%
TFA, 0.32 ± 0.16% TFA, and 0.66 ± 0.53% T FA, respectively) and S. fluitans var. fluitans
(1.82 ± 0.46% TFA, 0.26 ± 0.12% TFA, and 0.69 ± 0.63% TFA, respectively). Finally, myristic
acid (14:0) and cis-11-eicosaenoic acid (20:1n-9) in S3 (4.17 ± 0.32% and 1.60 ± 0.21%,
respectively) were significantly higher than in S. natans var. wingei (2.96 ± 0.20%TFA
and 0.83 ± 0.14% TFA, respectively) and S. natans var. natans (2.63 ± 0.32% TFA and
1.05 ± 0.27% TFA, respectively). Thus, the proportions of these fatty acids were considered
distinctive for the three morphotypes.

A PCA was then computed according to the eight selected fatty acid proportions of
the samples. The PCA mapping in Figure 5 was an accurate visual representation of the
samples, with the dimensions explaining more than 82% of the sample pool.
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Figure 5. Principal Component Analysis (PCA) of the holopelagic Sargassum samples using the
proportion of the eight fatty acids out of the total fatty acids selected by SIMPER analysis. Ellipses
represent a confidence interval of 95%. Cis-7-hexadecenoic acid (16:1n-9), palmitoleic acid (16:1n-
7), and margaric acid (17:0) drive the clustering of S. natans var. wingei, α-linoleic acid (18:3n-3),
eicosatetraenoic acid (20:4n-3), and eicosapentaenoic acid (20:5n-3) drive the clustering of S. natans var.
natans, and myristic acid (14:0) and cis-11-eicosaenoic acid (20:1n-9) drive the clustering of S. fluitans
var. fluitans.

The PCA showed a separation of the holopelagic Sargassum samples into three groups,
identified as S. natans var. wingei, S. natans var. natans, and S. fluitans var. fluitans, according
to the proportions of these eight fatty acids. They were thus suitable to differentiate
the three holopelagic Sargassum morphotypes. However, although a clear distinction of
S. fluitans var. fluitans from the two other morphotypes was observed at the confidence
interval of 95%, a slight overlap of the ellipses of S. natans var. wingei and S. natans var.
natans was present.

This overlap was mainly due to one sample, which stretched the ellipses along Di-
mension 1 for S. natans var. natans and S. fluitans var. fluitans and the two Dimensions for
S. natans var. wingei. This sample corresponded to station GP on Table 1, which was on a
different longitudinal scale than the rest of the sample pool.
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3.3.4. Total Phenolic Content and Structure of Phlorotannins

The mean Total Phenolic Content (TPC) values of the three morphotypes across the
stations are presented in Table 4.

Table 4. Total Phenolic Content (TPC) values in mgPE·g−1 DW of the three morphotypes across the
eight stations of the sampling. Each value corresponds to the mean ± SD (n = 3). S1: Sargassum natans
var. wingei; S2: S. natans var. natans; S3: S. fluitans var. fluitans.

Station
(See Table 1) Morphotype TPC

(mg·g−1 DW)

4

S1 50.31 ± 6.60

S2 27.52 ± 3.59

S3 13.15 ± 1.43

9

S1 31.60 ± 2.45

S2 15.42 ± 0.77

S3 11.45 ± 0.76

Mangrove

S1 2.35 ± 0.41

S2 2.26 ± 0.81

S3 2.12 ± 0.67

GP

S1 7.55 ± 0.47

S2 9.73 ± 1.18

S3 9.48 ± 1.35

12

S1 26.12 ± 3.88

S2 11.35 ± 1.79

S3 4.98 ± 0.42

23

S1 19.53 ± 0.46

S2 19.05 ± 2.81

S3 14.82 ± 1.56

15

S1 11.35 ± 1.79

S2 17.75 ± 1.73

S3 6.53 ± 0.31

19

S1 41.56 ± 2.69

S2 32.34 ± 3.44

S3 6.53 ± 1.79

The statistical analysis of the dataset showed significant differences both at morpho-
type and station levels (p < 0.05, Scheirer-Ray-Hare test), with stronger differences found at
the station level. The effect of the interaction between both parameters was not significant
(p > 0.05, Scheirer-Ray-Hare test). The Dunn post-hoc test allowed the identification of
significant differences between Sargassum natans var. wingei and S. fluitans var. fluitans, with
S. natans var. wingei usually having a higher TPC than S. fluitans var. fluitans. Significant
differences were also found between stations, in particular those that can be considered
extremes, i.e., Station 19 was the northernmost station, station GP was the easternmost, and
mangrove samples were collected stranded on the coast.

The proton Nuclear Magnetic Resonance (1H NMR) analysis of the three morphotypes’
purified fraction enriched in phenolic compounds highlighted the chemical fingerprint of
the extracts (Figure 6).
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Figure 6. Structural elucidation of phlorotannins produced by Sargassum natans var. wingei (S1) and
S. natans var. natans (S2). 1H Nuclear Magnetic Resonance (NMR) spectra of the three Sargassum
morphotypes (S1, S2, and S3 as S. fluitans var. fluitans) (right side). Two-dimensional NMR spectra
of S1 S. natans var. wingei (left side up) and S2 S. natans var. natans (left side down). On 2D NMR,
chemical shifts of protons are on the X-axis, and chemical shifts of carbons are on the Y-axis. Proton
signals between 5.5 and 6.5 ppm are characteristic of aromatic compounds, which encompass
phenolic compounds.

The 1H NMR spectra of Sargassum natans var. wingei and S. natans var. natans showed
several signals in the aromatic compounds area (5.5 and 6.5 ppm), which encompassed the
phenolic compounds. The signals showed several differences between the two morpho-
types, both in terms of form and multiplicity of peaks. The 1H NMR spectrum of S. fluitans
var. fluitans, however, did not show signals for phenolic compounds, as this morphotype
seemed to contain very low amounts of phenolic compounds (see above the TPC obtained
for S. fluitans var. fluitans).

The 2-Dimensional Nuclear Magnetic Resonance (2D NMR) spectra were recorded
only for Sargassum natans var. wingei and S. natans var. natans (Figure 6), as the purified
extract of S. fluitans var. fluitans did not contain sufficient amounts of phenolic compounds
to perform the analysis. The 2D NMR spectra of the two morphotypes showed differences
in placement and abundance of signals. The spectrum of the purified extract of S. natans
var. wingei (Figure 6) showed signals characteristic of methine (95–100 ppm) and phe-
nolic carbons (150–165 ppm), as well as signals for diaryl-ether carbons (125–130 ppm)
(Table 2A). They did not show, however, the carbon signal for supplementary hydroxyl
functions (145–150 ppm). The spectrum of the purified extract of S. natans var. natans
(Figure 6) presented signals characteristic of methine carbons (95–100 ppm), phenolic car-
bons (150–165 ppm), diaryl-ether carbons (125–130 ppm), and an absence of signals for
supplementary hydroxyl functions (145–150 ppm) as well, but differed from S. natans var.
wingei by the presence of signals for aryl-aryl carbons (100–105 ppm). There was thus
a difference in the structure of phenolic compounds between S. natans var. wingei and
S. natans var. natans.
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4. Discussion

Since 2011, recurring massive strandings have impacted Western African, South
American, and Caribbean shores [1,2,51,52]. The species responsible for these strand-
ings are three common morphotypes of the holopelagic Sargassum species: S. natans var.
wingei, S. natans var. natans, and S. fluitans var. fluitans. They are present in the North
Atlantic Ocean as mixed rafts of various sizes, drifting along winds and currents [53–55].
The three morphotypes demonstrate clear morphological differences, as described in
this present study (Figures 2 and 7) and previous work [7,15]. However, their molecular
discrimination, based on classical phylogenetic markers, is still challenging [6,16]. The
literature reports examples of Sargassaceae for which different species exist even though
no molecular differences could be detected, particularly in the genus Sargassum, sub-
genus Bactrophycus (S. boreale, S. confusum, and S. microceratium) and subgenus Sargassum
(S. mcclurei and S. phyllocystum), for which no difference could be detected for their
ITS2 sequences while clear morphological differences exist [56,57]. Nevertheless, Siuda
et al. [16] were not able to elevate both morphotypes of Sargassum natans into two distinct
species and therefore to create two separate varieties of S. natans. The present study
identified additional morphometric differences as well as several chemical markers that
allowed the differentiation of these species and varieties. Indeed, in the rafts, the three
morphotypes are subjected to the same environmental conditions, which means that any
qualitative or quantitative difference in their metabolites is specific to the morphotype,
at a given point in the Atlantic Ocean.
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4.1. Morphological Discrimination of Morphotypes

The morphological diversity of holopelagic Sargassum has already been described,
as Winge and later Parr acknowledged four forms of S. natans (I, II, VIII, and IX) and
two forms of S. fluitans (III, X) based on four morphological criteria [14,15]. A plate of
selected specimens used in the morphological analysis illustrates particularities found in
each holopelagic Sargassum morphotype (Figure 7).
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Our study described 18 supplementary discriminating characters to differentiate the
three morphotypes. These 22 variables were combined in a dichotomous determination key,
with reference to the graphical representation of the three morphotypes (Figures 1, 2 and 7),
allowing the identification of a morphotype solely based on morphological criteria.

The main criteria used to isolate holopelagic from benthic Sargassum specimens are
the following: absence of cryptostomata and receptacles/conceptacles, no fixing system,
generally numerous aerocysts. Moreover, the length/width frond ratio is higher than the
3~5 interval of benthic Sargassum (unpublished data).

We propose the following key in order to morphologically identify the three morphotypes:
1—Linear and dentate fronds present. Length/width frond ratio between 7 and 21

(fronds long and narrow). Fronds inhibit a light brown colour, with a central midrib
parallel to the edges and reaching the tip of the frond. Aerocysts are mucronated (mucron
sometimes replaced by a small frond). Frond and aerocyst peduncles can reach a size
greater than 1 mm, and bear no wing.

.......................................................... S. natans var. natans (Figures 1C,F and 7 in the
middle)

1—Lanceolate and dentate fronds present. Length/width frond ratio varies between 3
and 10. Fronds are of a dark brown to a light brown colour, with a central midrib parallel
or asymmetrical to the edges and reaching the tip of the fronds. Aerocysts do not have a
mucron. Frond and aerocyst peduncles are usually smaller than 1 mm.. Axes are smooth or
thorny. . .. . .. . .. . .. . .. . .. . .. . .... . .. . .. . .. . .. . .. . .. . .. . .. . .. . .. . .. . .. . .. . .. . .. . .. . .. . .. . ... . .. . ........2

2—Frond index varies between 0.3 and 1 (scarce fronds). Axes are always smooth.
Fronds exhibit a parallel midrib. Fronds and axes are usually covered by several species of
bryozoans and hydrozoans..........S. natans var. wingei (Figures 1B,E and 7 to the left)

2—Frond index varies between 0.1 and 0.6 (numerous fronds), giving a “leafy” aspect to
the axes. Axes are thorny or smooth. Fronds exhibit an asymmetrical midrib.

........................................................... S. fluitans var. fluitans (Figures 1D,G and 7 right side)

4.2. Chemical Discrimination of Morphotypes
4.2.1. HR-MAS Fingerprinting

The use of HR-MAS NMR or in vivo NMR made it possible to obtain chemical finger-
prints and thus to distinguish between the three morphotypes of holopelagic Sargassum,
particularly in the low ppm zone (0–3.5 ppm). This area has already been highlighted
as an area allowing the discrimination of various organisms, such as bacterial [58] and
microalgal [59] strains, lichen [60], Asteraceae plants [61], and macroalgae, such as Phaeo-
phyceae [23,24]. Our analyses also showed a distinction between the three morphotypes
using phlorotannin signals, with both Sargassum natans morphotypes producing more
compounds than S. fluitans and different structures of phlorotannins (see Section 4.2.3). The
zone presenting the most differences between the three morphotypes is that correspond-
ing to chemical shifts from 0 to 3.5 ppm. This area presents NMR signals from different
types of compounds, such as amino acids and lipid compounds, with the potential to find
chemomarkers (see further sections).

4.2.2. Apolar/Lipidic Compounds: Pigments, Terpenes, and Fatty Acids

The pigment composition of Sargassum samples in this study is characteristic of brown
seaweeds, with chlorophyll a being the main photosynthetic pigment, followed by fucoxan-
thin, chlorophyll c, violaxanthin, β-carotene, and the photoprotective pigment zeaxanthin
in stations where the chlorophyll a content was very low [62]. Moreover, a consistent
amount of pheophytin a has been assayed in samples from some stations, suggesting a
degradation of the chlorophyll a due to the environment. A significant difference in all
pigments among the three Sargassum morphotypes has been identified, with the lowest
contents in S. natans var. wingei, the highest in S. natans var. natans, and finally S. fluitans var.
fluitans with intermediate contents. However, the effect of the environmental conditions at
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each station also had a significant impact on the algal pigment content, making it difficult
to establish a pigment content or ratio specific to each morphotype.

The qualitative study of holopelagic Sargassum terpenes across several stations showed
no differences between the three morphotypes, even across highly geographically different
stations (Supplementary Figure S1). However, the technique used in the present study,
thin layer chromatography (TLC), only indicated the presence or absence of a class of
compounds in an extract without taking into account neither the quantity nor the structure
of the compounds. Thus, this technique could not be discriminating enough to separate the
three morphotypes and may overlook differences happening within the class of terpenes,
either in terms of structure or proportion in the biomass. A finer analysis of the three
morphotypes through liquid-chromatography coupled to mass-spectrometry (LC-MS) and
nuclear magnetic resonance (NMR) may allow the identification of terpene chemomarkers
in the holopelagic Sargassum. Indeed, it has already allowed the discrimination of Gongolaria
nodicaulis from four other species of Cystoseira spp. sensu lato in Brittany through the
presence of a specific monocyclic meroditerpene [19] and the discrimination of several
populations of Bifurcaria through the presence and type of terpenes [18].

The study then moved to the qualitative and quantitative study of 25 fatty acids in
holopelagic Sargassum through gas-chromatography (GC). Palmitic acid was found to
be the most abundant fatty acid in the three morphotypes, ranging between 46 and 48%
of the total fatty acid pool (TFA, Table 3). This result is in agreement with the studies
of Van Ginneken et al. [63], who found a proportion of palmitic acid of 41%TFA for S.
natans, and the one from Milledge et al. [64], who found a proportion of palmitic acid of
41% TFA for S. natans var. wingei. However, the latter also found proportions of palmitic
acid of 24% TFA for both S. natans var. natans and S. fluitans var. fluitans, below the
values found in the present study. We can assume that this is due to the fact that the
proportions of the fatty acids are modified for one morphotype to adapt to the physical and
environmental changes that the macroalga has to face. Concerning the different classes of
fatty acids, while the literature and the present study agree that saturated fatty acids (SFA)
are the most abundant class, divergences appear in the unsaturated fatty acids. Indeed,
the present study found a similar but slightly higher proportion of monounsaturated fatty
acids (MUFA, ~24% TFA) compared to polyunsaturated fatty acids (PUFA, ~20% TFA)
in the three morphotypes (Table 3), but Milledge et al. [64] found a higher proportion of
PUFA (~29% TFA) compared to MUFA (~20% TFA). The proportion of PUFA in the tropical
Sargassum can be very variable, as highlighted by Turner and Rooker [65], who found
proportions of PUFA ranging from 16 to 62%.

In each morphotype, the proportion of one specific fatty acid was significantly higher
than in the other two morphotypes. Indeed, proportions of cis-7-hexadecenoic acid (16:1n-
9), palmitoleic acid (16:1n-7), and margaric acid (17:0) were significantly higher in Sargassum
natans var. wingei than in S. natans var. natans and S. fluitans var. fluitans. This observation
was supported by the study of Milledge et al. [64] for palmitoleic acid (8.3% TFA, 3.5% TFA
and 4.1% TFA for S. natans var. wingei, S. natans var. natans, and S. fluitans var. fluitans,
respectively), but not for margaric acid (0.13% TFA, 0.88% TFA and 0.76% TFA for S. natans
var. wingei, S. natans var. natans and S. fluitans var. fluitans respectively). Proportions of
α-linoleic acid (18:3n-3), eicosatetraenoic acid (20:4n-3) and eicosapentaenoic acid (20:5n-3,)
were significantly higher in S. natans var. natans than in S. natans var. wingei and S. fluitans
var. fluitans, once again in agreement with the study of Milledge et al. [64] for α-linoleic
acid (3.5% TFA, 5.9%TFA and 3.5% TFA for S. natans var. wingei, S. natans var. natans and
S. fluitans var. fluitans respectively) and eicosapentaenoic acid (<0.05% TFA, 2.77% TFA,
and 1.49% TFA for S. natans var. wingei, S. natans var. natans and S. fluitans var. fluitans
respectively). Proportions of myristic acid (14:0) and cis-11-eicosaenoic acid (20:1n-9) were
significantly higher in S. fluitans var. fluitans than in S. natans var. wingei and S. natans
var. natans, which was also observed in the study of Milledge et al. [64] for myristic acid
(2.0% TFA, 1.6% TFA, and 2.1% TFA for S. natans var. wingei, S. natans var. natans, and S.
fluitans var. fluitans, respectively). However, there are variations in the proportions of fatty
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acids found in both studies, as well as in the present study, between the various sampled
stations [64]. Indeed, the fatty acid profile of macroalgae depends on numerous factors,
such as season, geographical location, water temperature, light intensity, contaminants,
and growth factors as highlighted by Schmid et al. [29] in several macroalgae. Performing
ratios of fatty acid proportions eliminates variations linked to external factors since all the
metabolites in the studied specimen will have been subjected to the same environmental
conditions, thus allowing a global study of the three morphotypes coming from different
geographical locations. For each morphotype, one fatty acid in particular showed the
most differences in proportions with the other two morphotypes, namely palmitoleic acid
(16:1n-7) for Sargassum natans var. wingei, α-linoleic acid (18:3n-3) for S. natans var. natans,
and myristic acid (14:0) for S. fluitans var. fluitans. They were thus selected for the ratio
study, which led to the establishment of a dichotomous determination key (Figure 8). The
key allows the identification of a morphotype based solely on the analysis of its fatty acid
profile and, more specifically, on the quantification of only three fatty acids. However, the
determination key is only effective for offshore biomasses, and not beachcast ones, since as
soon as the biomass washes up, algal metabolites start to deteriorate at different rates, and
fatty acid proportions could be affected.
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4.2.3. Phenolic Compounds

The total phenolic content (TPC) of the crude extracts of three morphotypes quantified
in this study is higher than that reported in the literature. Indeed, Milledge et al. [64] (2020)
and Davis et al. [51] had TPCs ranging from 2.5–3.1, 2.1–6.6, and 1.2–3.7 mgPE.g−1 DW for
Sargassum natans var. wingei, S. natans var. natans, and S. fluitans var. fluitans, respectively,
while the present study found TPCs of 27, 17, and 15 mgPE.g−1 DW for S. natans var. wingei,
S. natans var. natans, and S. fluitans var. fluitans, respectively (Table 4). High TPC variations
are to be expected, even within the same species, because TPC is greatly influenced by a
variety of parameters. Indeed, phenolic compounds are synthesised when the organism
is subjected to stresses, both abiotic (such as light quantity and quality, temperature, and
salinity) and biotic (such as microfouling and grazing). Depending on the intensity of these
stresses, the amount of phenolic compounds synthesised could vary [35,66]. Furthermore,
intrinsic parameters such as maturity, stage of development, age of tissue, and algal size
also play a role in the phenolic content [35,67]. Drying and extraction techniques can
also influence the measured TPC. For example, Davis et al. [51] used sun exposure to dry
their samples. Phenolic compounds are highly sensitive to light and temperature, and the
phenolic pool could have been degraded during drying.

The phenolic compounds’ chemical structure was then characterised through 2-
Dimensional Nuclear Magnetic Resonance (2D NMR), a technique that associates proton
(1H) and carbon (13C) NMR analysis. This analysis requires a high degree of purity, so
the crude extracts were purified through liquid/liquid separation and analysed through
1H NMR (Figure 6). While the 1H NMR spectra of Sargassum natans var. wingei and S.
natans var. natans showed differences in the form and the multiplicity of signals in the
aromatic compounds area containing the phenolic compounds (5.5–6.5 ppm), the S. fluitans
var. fluitans spectrum did not show identifiable signals, which could be related to a low
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proportion of compounds in the extract. Thus, only S. natans var. wingei and S. natans var.
natans were further purified by solid phase extraction (SPE). The SPE fractions, enriched in
phenolic compounds, were analysed through 2D NMR (Figure 6). The 2D NMR spectra of
the two morphotypes show different signals between 5.5 and 6.5 ppm, which hints towards
a differentiation of the chemical structure of the phenolic compounds. Brown macroalgae’s
phenolic compounds, phlorotannins, are aromatic molecules made up of polymerized
phloroglucinol units linked by various bonds. Thus, they can be classified into different
categories according to the type of linkages present in the molecule (Table 2B).

The 2D NMR spectra of Sargassum natans var. wingei and S. natans var. natans (Figure 6)
both show signals characteristic for methine and phenolic carbons, which indicate the
presence of phloroglucinol units and thus highlight the presence of phlorotannins. The
spectrum of S. natans var. natans displayed carbon signals for diaryl-ether carbons, which
are characteristic of ether bonds. The presence of ether bonds in a phloroglucinol polymer
results in either phlorethol- or fuhalol-type phlorotannins (Table 2B). However, the absence
of carbon signals specific to additional hydroxyl functions on the spectrum excludes the
possibility of fuhalol-type units, resulting in the hypothesis that the phlorotannins of S.
natans var. natans belong to the phlorethol class. Meanwhile, the spectrum of S. natans
var. wingei shows both carbon signals for aryl-aryl and diaryl-ether carbons, which are
respectively characteristic of phenyl and ether bonds. The co-occurrence of phenyl and
ether bonds in a phloroglucinol polymer typically indicates a phlorotannin belonging to
the fucophlorethol class (Table 2B). However, it is also possible that within S. natans var.
wingei, several types of phlorotannins were co-extracted, namely phlorethols, fucols, and/or
fucophlorethols, which would then give both ether and phenyl bond signals on the 2D NMR
spectra. As the extracts were not analysed by mass-spectrometry, no affirmation can yet be
made on the chemical structure of S. natans var. wingei and S. natans var. natans phlorotannin;
nevertheless, this information is expected to be useful in the differentiation of two of the
three morphotypes occurring in rafts.

The high variety and complexity of structural bonds resulting from polymerisation
of phloroglucinol units and additional hydroxyl functions, in addition to the possibility
of several classes of phenolic compounds occurring at the same time, render phenolic
compound structures difficult to elucidate. Thus, structural identification of phenolic
compounds in the Sargassum genus is yet to be widespread. The presence of fuhalols and S.
ringgoldianum has been demonstrated [68,69], as well as phlorethols in S. carpophyllum and
S. stenophyllum [70,71]. Sargassum muticum was reported to contain phlorethols, fuhalols,
and hydroxyfuhalols [35,72–76], while S. spinuligerum and S. vulgare contained fuhalols,
hydroxyfuhalols, phlorethols, and fucophlorethols [77–82]. Sargassum fusiforme contained
fuhalols, phlorethols, fucophlorethols, and eckols [74,83].

5. Conclusions

The differentiation of the three common morphotypes of holopelagic Sargassum species
present in drifting rafts in the tropical North Atlantic Ocean was achieved through mor-
phometry and chemical markers. Two dichotomous determination keys, based respectively
on morphological variables and on the ratios of three fatty acids, allow the identification
of each morphotype. A differentiation of S. natans var. wingei and S. natans var. natans
could also be possible through the structural elucidation of their phlorotannins; S. natans
var. natans contains phlorethol-type phlorotannins, while S. natans var. wingei contains
phlorethol-, fucol- and/or fucophlorethol-type phlorotannins. The terpene fingerprint
did not allow us to distinguish the morphotypes of holopelagic Sargassum. Further anal-
ysis is underway to see if terpene purification could lead us to find other chemomarkers.
Moreover, we are pursuing analysis with the aim of finding efficient molecular and other
chemical markers in order to raise S. natans var. wingei to the rank of a new species. Indeed,
Siuda et al. [16] took the decision to place S. natans VIII at the level of variety (S. natans
var. wingei), and this decision was judged as conservative by the authors. Nevertheless,
questions remain: how two varieties of the same species (S. natans) could live together in
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sympatry in rafts in having different morphologies (this study, [16,27]), different growth
rates [84], different contaminants [27], and different secondary metabolites?
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tests and post-hoc test when needed) on pigment contents except zeaxanthin due to low occurrence and
pigment ratios.
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