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Abstract — The marine brown algal genus Sargassum has been
investigated extensively based on genetic information. In this
report, we performed the first comparative study of morphological
and molecular data among common species of Sargassum found in
Thailand and explored the phylogenetic diversity within the genus.
Our results revealed an incongruent pattern for species classification
in Thai Sargassum. Morphologically, our Sargassum specimens
were distinguishable and represented 8 species, namely, S. aguifolium
(Turner) C.Agardh, Sargassum baccularia (Mertens) C. Agardh, S.
cinereum]J. Agardh, S. ilicifolium (Turner) C.Agardh, S. oligocystum
Montagne, S. plagiophyllum C. Agardh, S. polycystum C. Agardh
and S. swartzii (Turuner) C. Agardh. In contrast, using three different
methods, phylogenetic analysis of nuclear ribosomal internal
transcribed spacer 2 (ITS2) revealed six distinct clades, including
S. baccularia/S. oligosyntum clade, S. aquifolium/S. swartzii clade,
S. cinereum clade, S. aquifolium/S. ilicifolium clade, S. polycystum
clade, and S. plagiophyllum clade, which was suggestive of a
phenotypic plasticity species complex. Our molecular data also
confirmed the paraphyletic relationship in the section Binderianae
and suggested that this section requires reassessment. Overall,
further studies are required to increase our understanding of the
taxonomy, phylogenetic relationships and species boundaries
among Sargassum species in Thailand.
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1. Introduction

Marine rockweed Sargassum C. Agardh is one of the
largest genera of Phacophyceae with 335 species (Guiry and
Guiry 2013), and is widely distributed among tropical to
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temperate basins (Yoshida 1989; Stiger et al. 2000; Oak et
al. 2002). The center of diversity for the species is found in
the Indo-Malay basin and Australia (Noiraksar and Ajisaka
2008). Furthermore, Sargassum beds play important roles in
marine ecosystems as spawning areas and nursery grounds
for commercial pelagic fish (Komatsu and Kawai 1986;
Komatsu and Murakami 1994; Komatsu et al. 1996).

The traditional classification system of Sargassum includes
four subgenera: Phyllotrichia, Bactrophycus, Arthrophycus
and Sargassum (Yoshida 1989; Yoshida et al. 2002; Mattio
and Payri 2009b), which are mainly based on morphological
characteristics of the stem, leaves, vesicles, holdfast and
receptacles (Phillips and Frederieq 2000; Noris 2010). In
addition, distribution patterns are used as a criterion to
distinguish the subgenera of Sargassum. For example, temperate
subgenera of Bactrophycus and Arthrophycus are distributed in
the northern and southern hemispheres, respectively. Subgenus
Phyllotrichia is only found in Australia and adjacent areas.
On the other hand, the subgenus Sargassum is widely distributed
in the tropical regions of the northern and southern hemispheres
(Mattio and Payri 2009b). Recently, Dixon et al. 2014 revised
the subgenera taxonomy and merged subgenus Arthrophycus
into subgenus Bactrophycus section Halochloa. Therefore,
the traditional classification system of Sargassum is presented
in 3 subgenera: Bactrophycus, Phyllotrichia and Sargassum.

Morphological traits and geographical distributions may
be used to distinguish among subgenera within the genus
Sargassum, but the taxonomic framework and classification
system of the genus remain unclear due to the high level of
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morphological plasticity caused by differences in their
environmental conditions (Kilar et al. 1992; Shimabukuro
etal. 2012).

Recently, molecular marker techniques have been applied
to resolve taxonomic issues. Some species belonging to the
genus Sargassum have been revised taxonomically using
morphological data combined with molecular data. Molecular
markers used to elucidate the phylogenetic relationships and
species boundaries within this genus include the partial rbc
operon, internal transcribed spacer of nuclear ribosomal
DNA (ITS), and mitochondrial cox3 region (Yoshida et al.
2000; Phillips et al. 2005; Lane et al. 2007; Mattio et al. 2010).
Particularly, the ITS sequence is commonly used to analyze
phylogenetic relationships among species and populations
of Sargassum (e.g. Stiger et al. 2000, 2003; Mattio et al. 2008,
2009a,2010; Cho et al. 2012; Dixon et al. 2012; Dixon et al.
2014).

Thailand is a tropical country located in the Indo-Pacific
region, which is considered a species-rich region for Sargassum.
The total coastline of Thailand is approximately 2,650 km in
length, consisting of 1,880 km along the Gulf of Thailand
(Pacific Ocean) and 770 km along the Andaman Sea (Indian
Ocean), where high levels of seaweed diversity have been
reported (Noiraksar et al. 2006). Schemidt first discussed
seaweed diversity in Thailand in 1899 and published the first
Thai seaweed species list, entitled “Flora of Koh Chang”,
which included one species of Sargassum, namely, S. polycystum
C Agardh (Schmidt 1900).

At this time, 12 species of Sargassum have been reported
in Thailand: 10 species found in the Gulf of Thailand, consisting
of S. aquifolium (Turner) C.Agardh, S. baccularia Mertens) C
Agardh, S. cinereumJ. Agardh, S. ilicifolium (Turner) C.Agardh,
S. longifrucum Tseng et Lu, S. oligocystum Montagne, S.
polycystum C. Agardh, S. siliquosum J. Agardh, S. swartzii
(Turuner) C. Agardh, and Sargassum sp., as well as six
species found in the Andaman sea, consisting of S. aqulifoium
(Turner) C. Agardh, S. ilicifolium (Turner) C. Agardh, S.
polycystum C. Agardh, S. granuliferum C. Agardh, S. siliguosum
J. Agardh and S. plagiophyllum C. Agardh (Lewmanomont
and Ogawa 1995; Aungtonya and Liao 2002; Ajisaka and
Lewmanomont 2004; Noiraksar and Ajisaka 2008). However,
the majority of studies on species diversity and taxonomy in
the genus Sargassum have been performed mainly based on
gross morphology and the development of thalli structure, and
this has resulted in species misidentification or underestimation
of the true diversity among the genus Sargassum in Thailand.

&) Springer

This study reassesses the current diversity and phylogenetic
relationship among common Sargassum species found in
Thailand using molecular markers of nuclear DNA internal
transcribed spacer 2 (ITS2) combined with characteristic
morphological features.

2. Materials and Methods

Sampling

A total of 20 Sargassum specimens were collected along
the coastline of the Gulf of Thailand and Andaman Sea (Fig.
1 and Table 1). Sampling was performed by snorkeling or
SCUBA diving. All samples were fixed and stored in 4%
formalin/seawater or pressed onto herbarium sheets for
morphological observation. In addition, partial tissues from
specimens were preserved for DNA analysis using silica gel
desiccation. Voucher specimens were deposited in the Marine
Science Institute, Burapha University.

DNA extraction, PCR and sequencing

Each small dried tissue section maintained in silica gel
was cleaned with distilled water to eliminate contamination
by epi- and endophytic algae. Genomic DNA was then extracted
using a DNeasy plant mini kit (Qiagen, Hilden, Germany),
following the manufacturer’s protocol, and was further
purified using a GENECLEAN"II kit (Bio 101).

The complete sequence of ITS2 was obtained and amplified
using primers 5.8S BF (5-CGATGAAGAACGCAGCGAAA-
TGCGAT-3") (Yoshida et al. 2000) and 25BR2 (5'-
TCCTCCGCTTAGTATATGCTTAA) (Yoshida et al. 2000).
PCR amplifications were performed according to Yoshida
et al. (2000) using the following conditions: 35 cycles of
denaturing at 94°C for 30s, annealing at 50°C for 30s and
extension at 72°C for 45s. PCR products were purified as
described by Uwai et al. (2009). The purified PCR products
were sequenced directly using an autosequencer ABI PRISM,
3010xl Genetic Analyser (Applied Biosystems, USA) and
the ABI PRISM BigDye Terminator Cycle Sequencing
Ready Reaction Kit version 3.1 with PCR primers.

Data analyses

All new sequences derived from this study and the
published sequences retrieved from GenBank are shown in
Table 1. Sequences were aligned manually using the MEGA
ver. 5 software (Tamura et al. 2011) and further edited using
CLUSTAL-W. The results of the alignment were confirmed
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Fig. 1. Map of Thai Sargassum collection sites along the coastline of Thailand

manually. Phylogenetic trees were constructed using maximum
parsimony (MP), maximum likelihood (ML) and Bayesian
inferences (BI). MP was performed using PAUP version
4.0b.1 (Swofford, 2002) under the Fitch criterion of equal
weights for all substitutions and heuristic search options
with 100 random sequence additions and tree bisection
reconnection (TBR) swapping. ML trees were generated
using RAXML (Stamatakis 2006) with the GTR + 1 model of
evolution. Statistical support for each branch in the MP and

ML tree were obtained from 1,000 bootstrap replications. BI
analysis was performed using MrBayes v.3.1.2 (Ronquist
and Huelsenbeck 2003). Prior to BI and ML analyses, the
best-fit model of nucleotide substitution was selected using
JModeltest ver.2.0 (Darriba et al. 2012; Guindon and Gascuel
2003). BI analysis with a random starting tree and four
chains of Markov chain Monte Carlo iterations was run for
2,000,000 generations with tree sampling at every 1,000"
generation, and the first 25% of trees are removed as burn-in.
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Sargassopsis decurrens (R. Brown ex Turner) and Turbinaria
conoides (J. Agardh) Kiitzing were selected as outgroups
because of their close relationship with the genus Sargassum
(Stiger et al. 2003).

3. Results

Morphology observations

Noiraksar and Ajisaka (2008) observed the morphology
of Thai species of the genus Sargassum following descriptions
reported by previous studies. A total of 20 specimens recently
collected from both the Gulf of Thailand and Andaman Sea
in this study were classified into eight species according to
Matio etal. (2010): S. aguifolium (3 specimens), S. baccularia,
S. cinereum (3 specimens), S. ilicifolium, S. oligocystum (4
specimens), S. polycystum (2 specimens), S. plagiophyllum
(2 specimens) and S. swartzii (4 specimens) (Table 1). Only
S. polycystum was found at both sites, while S. aguifolium, S.
baccularia, S. cinereum, S. oligocystum and S. swartzii were
distributed in the Gulf of Thailand, and S. ilicifolium and S.
plagiophyllum were found in the Andaman Sea. Morphological
features of these species are detailed in Table 2.

Genetic analyses

The ITS2 sequences of each specimen used for morphological
observations were obtained successfully. Our data set included
53 sequences of the ITS2 region, of which 20 sequences
were newly identified in this study (Table 1). A total of 33
sequences from 17 species of Sargassum were obtained from
GenBank. Alignment of the ITS2 sequences revealed 497
base pairs, including gaps.

The results of ML, MP and BI analyses of the ends of the
5.8S gene ITS2 nrDNA sequences from 27 species of Sargassum
are shown in Fig. 3. Trees were investigated using three
different phylogenetic analyses, which showed the same
topology with well-resolved clades (95 - 100 for MP and ML,
1.0 for BI). Phylogenetic trees were divided into three main
clades corresponding to subgenera Bactrophycus, Sargassum
and Phyllotrichia.

Specimens belonging to subgenus Sargassum were divided
into six sections, namely, Binderianae, Ilicifoliae, Polycystae,
Sargassum, Zygocarpicae and Johnstonii (Fig. 3). The clades
corresponded to each section, which was strongly supported
by high posteriori probability values (BI > 95). The sequences
of the specimens collected in Thailand were categorized
into three separate sections: Binderianae (S. aquifolium, S.

baccularia, S. ilicifolium, S. oligocystum and S. swartzii),
licifoliae (S. aquifolium, S. cinereum and S. ilicifolium) and
Polycystae (S. polycystum and S. plagiophyllum).

Section Binderianae was divided into two independent
clades representing sections Binderianae 1 and I1. The sequences
of S. baccularia and S. oligocystum were grouped into section
Binderianae 1 together with S. mcclurei and S. quinhonense
with moderate support (MP =71, ML =65, BI=0.91). Section
Binderianae 11, consisting of both S. aquifolium and S.
swartzii, formed a well-supported clade as a closely related
sister group with S. patens. The pairwise distance between S.
baccularia and S. oligocystum was relatively low (<0.02%),
suggestive of a close relationship. Genetic divergence between
S. aquilifoium and S. swartzii was 0.4%.

ITS2 phylogenetic analyses did not provide sufficient
resolution to confirm a species relationship within the
section icifoliae. The clade of section llicifoliae contained
S. aquifolium, S. cinereum and S. ilicifolium sequences with
moderate support (MP =85, ML =83, BI=1.0). All sequences
of S. cinereum were clustered with those of S. ilicifolium and
were supported by low bootstrap values, whereas S. aquifolium
was grouped with S. ilicifolium (Fig. 3). Pairwise differences
between S. cinereum and other species within a section ranged
from 0 - 1.4%, while differences between S. aquifolium and
S. ilicifolium were less than 0.5%.

All sequences of S. polycystum and S. plagiophyllum
formed a well-supported clade (MP =98, ML =98, BI=1.0)
within the section Polycystae (Fig. 3). Phylogenetic trees
were also indicative of the close relationship between S.
polycystum and S. plagiophyllum. Genetic divergence between
these two species ranged from 0 to 1%. All sequences of S.
polycystum samples were identical, whereas the genetic
divergence among S. plagiophyllum samples was 1%.

4. Discussion

The genus Sargassum is one of the most difficult genera
with which to perform species-level taxonomic classification
due to the large amount of morphological variation and the
high-level of adaptation in specific environments. Sargassum
consists of at least three subgenera: Bactrophycus, Phyllotrichia
and Sargassum (Dixon et al. 2014). In tropical regions, members
of this genus typically belong to subgenus Sargassum (Phillips
and Fredericq 2000; Phillips et al. 2005; Mattio et al. 2009a;
Mattio et al. 2010; Cho et al. 2012). Our study clearly showed
that all Thai Sargassum species are of the subgenus Sargassum
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Fig. 2. Habit of Thai Sargassum species: (A) S. aquifolium (Turner) C. Agardh, (B) S. baccularia (Mertens) C. Agardh, (C) S. cinereum
J. Agardh, (D) S. ilicifolium (Turner) C. Agardh, (E) S. oligocystum Montagne, (F) S. plagiophyllum C. Agardh, (G) S.
polycystum C Agardh and (H) S. swartzii (Turuner) C. Agardh

and could be distinguished morphologically into eight species: This result is similar to those of morphology-based taxonomic

S. aquifolium, S. baccularia, S. cinereum, S. ilicifolium, S. studies of the genus located in Thailand (Lewmanomont and
polycystum, S. oligocystum, S. plagiophyllum and S. swartzii. Ogawa 1995; Aungtonya and Liao 2002; Noiraksar and
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Fig. 3. Bayesian tree based on ITS2 gene sequences. The bootstrap values shown at each node were MP/ML/BI (Bayesian analysis).
Scale bar = 0.03 substitutions per site

Ajisaka 2008; Mattio et al. 2008; Mattio et al. 2009a; Mattio might supply important data relating to DNA sequence

and Payri 2009b: Mattio et al. 2010).

Striger et al. (2003) and Cho et al. (2012) reported that
ITS2 gene is a suitable marker and has more power in resolving
differences in species among subgenera and section within
the genus Sargassum due to gene mutation rate. Han et al.
(2013) stated that the ITS2 can be used to effectively identify
species in a wide variety of specimens. On the other hand, it
is noted that ITS genes have multiple copies (Draisma et al.
2012). Bailey etal. (2003) suggested that pseudogene sequence

diversification and interspecific hybridization. In this case,
the multiple copies could be important information source.
However, other makers will help alleviate the influence of
multiple copies on understanding the systematics of Sargassum
species. For example, cox3 is one of the possible genes for
this study. Cox3 is usually used for Haplotype analysis of
Sargassum species such as Sargassum horneri (Hu et al.
2012) because its mutation rate is higher than ITS2 gene.
This might cause another problem for the analysis of the
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systematics of Sargassum species. To resolve the problem of
multiple copies of ITS2, there is a need to analyze more
genes.

In this study, our genetic analysis was based on ITS2 and
showed that the morphology-based taxonomy of Thai
Sargassum species is not congruent with the phylogenetic
tree derived from the ITS2 data set. A total of 20 sequences
derived from the samples collected in this study corresponded
to eight species (Table 2). Three different methods of
phylogenetic analysis based on the ITS2 sequence produced
the same topology, indicative of 15 distinct clades, three of
which were composed of more than one currently recognized
species (Fig. 3, see S. baccularia/ S. oligocystum clade, S.
aquifolium/S. ilicifolium clade and S. ilicifolium/S. swartzii
clade). Based on this result, there may be species complexes
in Thai Sargassum. These results were presented as four
species complexes (S. aquifolium/S. ilicifolium, S. baccularia/
S. oligocystum, S. polycystum/S. plagiophyllum and S. ilicifolium/
S. swartzii), likely identified because species of the genus
Sargassum are very difficult to distinguish based on morphology
(Kilar et al. 1992; Phillips and Fredericq 2000; Ajisaka
2006). Similarly, species complexes have been reported in
S. horneri/S. filicinum (Uwai et al. 2009) based on the
morphological characteristics between S. horneri and S.
filicinum, which may not be accurate. Furthermore, genetic
analysis has revealed high statistical support based on
phylogenetic trees.

Our molecular studies found that the clades S. baccularia
and S. oligocystum shared morphological characteristics
between the two species. The key for classification of the
two species is based on the receptacles, which indicate
whether a plant is monoecious or dioecious. However, the
majority of plants of S. oligocystum in Thailand and Malaysia
are monoecious, whereas those in China and the Philippines
are dioecious. Moreover, plants of S. baccularia are dioecious
(Trono 1992; Noiraksar and Ajisaka 2008; Wong etal. 2008). It
is not possible to identify S. baccularia and S. oligocystum
using this guideline. Similarly, molecular analysis demonstrated
that S. ilicifolium and S. swartzii belong to sister clades in the
phylogenetic tree. Morphological studies also revealed a
resemblance in morphological characteristics between the
two species (excluding slender leaves and smaller vesicles
in specify species), and that the receptacles were arranged
cymosely in S. swartzii (Table 2) (Noiraksar and Ajisaka
2008; Wong et al. 2008).

The clades S. polycystum/S. plagiophyllum (Fig. 3) could
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be distinguished based on morphological differences in
secondary holdfasts, in which cauline leaves are formed in
S. plagiophyllum and primary branches in S. polycystum
(Chiangetal. 1992; Lewmanomont and Ogawa 1995; Wong
etal. 2008; Mattio et al. 2009a). Molecular analysis between
these two species was strongly supported based on the
phylogenetic tree. Similar to the revisions of S. guinhonense
and S. mcclurei using molecular analyses (Stiger et al. 2000),
sequences of S. polycystum and S. plagiophyllum were
similar but can be distinguished clearly by morphology.

At the section level, traditional taxonomy of the subgenus
Sargassum comprises three sections: Acanthocarpicae,
Zygocarpcae and Malacocarpicae (Agardh 1820). Mattio et al.
(2010) revised section Acanthocapicae, based on morphological
characteristics and combined data of different genetic markers,
and subsequently divided this section into three new sections,
namely, Binderianae, llicifoliae and Polycystae. All Thai
Sargassum were mainly classified genetically into three
sections: Binderianae, llicifoliae and Polycystae. Two distinct
clades of S. baccularia/ S. oligocystum and S. ilicifolium/s.
swartzii are members of sect. Binderianae. S. cinereum and
S. aquifolium/S. ilicifolium clades belong to sect. llicifoliae,
while S. polycystum and S. plagiophyllum belong to sect.
Polycystae (Fig. 3).

Our phylogenetic analyses indicated that the members of
Sargassum sect. Binderianae did not form a monophyletic
group (see Fig. 3, Binderianae 1 and 11). S. ilicifolium/S.
swartzii (Binderianae 11) is the sister clade to S. aquifolium,
while these three species have previously been reported as
part of sect. Binderianae by Mattio et al. (2010). In contrast,
the S. baccularia/S. oligocystum clade (Binderianae 1) is
weakly clustered with S. mcclurei and S. quinhonense, members
of the section /icifoliae (Mattio and Payri 2011). In addition,
the section Binderianae 1 is relatively distant in position in the
phylogenetic tree from the section Binderianae 11 (Fig. 3). Asa
result, the clade S. baccularial S. oligocystum may be considered
anovel section in the subgenus Sargassum. Based on these
results, further studies on the phylogenetic relationships and
species boundaries of Sargassum species from Thailand
using morphological characteristics and different types of
DNA markers are required.

Acknowledgments

We gratefully acknowledge the support of Prof. Khanjanapayj
Lewmanomont from Kasetsart University and Prince of



Systematics of Marine Brown Alga Sargassum from Thailand 261

Songkla University Natural History Museum for providing
specimens of Sargassum species from Thailand. This study
was supported by the network of the Asian CORE Program
of the Japan Society for the promotion of Science, “‘Establishment
of research and education network on coastal marine science in
Southeast Asia” and “National Research Council of Thailand
(NRCT)”.

References

Ajisaka T (2006) Problems in the identification of “Sargassum
duplicatum” group. Coast Mar Sci 30(1):174-178

Ajisaka T, Lewmanomont K (2004) Variations in the basal system
and stolons of Sargassum stolonifolium in the Andaman Sea.
In: Abbott IA, McDermid K (eds) Taxonomy of economic
seaweeds with reference to some Pacific and other locations
vol. IX. Hawaii Sea Grant College Program, pp 57-72

Alvarez I, Wendel JF (2003) Ribosomal ITS sequences and plant
phylogenetic inference. Mol Phylogenet Evol 29:417-434

Aungtonya C, Liao LM (2002) Marine flora (algae and seagrasses) in
the reference collection of the Phuket Marine Biological
Center, Thailand. Phuket Mar Biol Ctr Res Bull 64:65-80

Bailay DC, Carr TG, Harris SA, Hughes CE (2003) Characterization
of angiosperm nrDNA polymorphism, paralogy, and pseudogenes.
Mol Phylogenet Evol 29:435-455

Cho SM, Lee SM, Ko YD, Mattio L, Boo SM (2012) Molecular
systematic reassessment of Sargassum (Fucales, Phacophyceae)
in Korea using four gene regions. Bot Mar 55(5):473-484

Darriba D, Taboada GL, Doallo R, Posada D (2012) jModelTest 2:
more models, new heuristics and parallel computing. Nature
Methods 9(8):772

Dixon RRM, Mattio L, Huisman JM, Payri CE, Bolton JJ, Gurgel
CFD (2014) North meets south-Taxonomic and biogeographic
implications of a phylogenetic assessment of Sargassum subgenus
Arthrophycus and Bactrophycus (Fucales, Phaeophyceae).
Phycologia 53(1):15-22

Dixon RRM, Huisman JM, Buchanan J, Gurgel CFD, Spencer P
(2012) A morphological and molecular study of Austral Sargassum
(Fucales, Phaeophyceae) supports the recognition of Phyllotricha
at genus level, with further additions to the genus Sargassopsis. J
Phycol 48:1119-1129

Draisma SGA, Eurilings MCM, Lim PE (2012) High intra-
individual sequence variation in the nuclear rDNA LSU-5S
intergenic specer in the Sargassaceae (Fucales, Phacophyceae). J
Appl Phycol 24:137-1379

Guindon S, Gascuel O (2003) A simple, fast and accurate method
to estimate large phylogenies by maximum-likelihood". Syst
Biol 52:696-704

Guiry MD, Guiry GM (2013) AlgaeBase. World-wide electronic
publication, National University of Ireland, Galway. http://

www.algaebase.org accessed 11 April 2013

Han J, Zhu Y, Chen X, Liao B, Yao H, Song J, Chen S, Meng F
(2013) The Short ITS2 Sequence Serves as an Efficient Taxonomic
Sequence Tag in Comparison with the Full-Length ITS. Biomed
Res Int 2013:741476. doi: 10.1155/2013/741476

Hu ZM, Uwai S, Yu SH, Komatsu T, Ajisaka T, Duan D (2011)
Phylogeographic heterogeneity of the brown macroalga Sargassum
horneri (Fucaceae) in the northwestern Pacific in relation to
late Pleistocene glaciation and tectonic configurations. Mol
Ecol 20:3894-3909

Kilar JA, Hanisak MD, Yoshida T (1992) On the expression of
phenotypic variability: why is Sargassum so taxonomically
difficult? In: Abbott IS (ed) Taxonomy of economic seaweeds
with reference to some Pacific and Western Atlantic species
Vol. III California Sea Grant College, pp 95-117

Komatsu T, Kawai H (1986) Diurnal changes of pH distribution
and the cascading of shore water in a Sargassum forest. J
Oceanogr Soc Japan 42:447-459

Komatsu T, Murakami ST (1994) Some features of jump in water
temperature in a Sargassum forest. J Oceanogr 52:109-124

Komatsu T, Murakami SI, Kawai H (1996) Influence of a
Sargassum forest on the spatial distribution of water flow.
Fish Oceanogr 3:256-266

Lewmanomont K, Ogawa H (1995) Common seaweeds and
seagrasses of Thailand. Faculty of Fisheries, Kasetsart University

Mattio L, Payri CE, Stiger-Pouvreau V(2008) Taxonomy revision
of Sargassum (Fucales, Phacophyceae) from French Polynesia
based on morphological and molecular analyses. J Phycol
44:1541-1555

Mattio L, Payri CE, Verlaque M (2009a) Taxonomic revision and
geographic distribution of the subgenus Sargassum (Fucales,
Phaeophyceae) in the western and central Pacific Isalnds based
on morphological and molecular analyses. J Phycol 45:1213-
1227

Mattio L, Payri CE (2009b) Taxonomic revision of Sargassum
species (Fucales, Phacophyceae) from New Caledonia based
on morphological and molecular. J Phycol 45:1374-1388

Mattio L, Payri CE, Verlaque M, Reviers BD (2010) Taxonomic revision
of Sargassum sect. Acanthocarpicae (Fucales, Phaecophyceae).
Taxon 59(3):896-904

Mattio L, Payri CE (2011) 190 year of Sargassum taxonomy,
facing the advent of DNA phylogenies. Bot Rev 77:31-70

Noiraksar T, Ajisaka T, Kaewsuralikhit C (2006) Species of Sargassum
in the east coast of the Gulf of Thailand. Sci Asia 32:99-106

Noiraksar T, Ajisaka T (2008) Taxonomy and distribution of Sargassum
(Phaeophyceae) in the Gulf of Thailand. J Appl Phycol 20:963-
971

Noris JN (2010) Marine algae of the Northern Gulf of California:
chlorophyta and phaeophyceae. Smithsonian Institution Scholoarly
Press, pp 199-223

Oak JH, Suh Y, Lee IK (2002) Phylogeonetic relationships of

2 Springer



262 Kantachumpoo, A. et al.

Sargassum subgenus Bactrophycus (Sargassaceae, Phacophyceae)
inferred from rDNA ITS Sequences. Algae 17(4):235-247

Phang SM, Wong CL, Ng WS, Sim MC (2008) Checklist of Malaysian
Sargassum species. In: Phang SM, Lewmanomont K, Lim PE
(eds) Taxomomy of Southeast Asian seaweeds vol. 2. Institute of
Ocean and Earth Science (IOES), University of Malaya, pp
83-103

Philips N, Fredericq S (2000) Biogeographic and phylogenetic
investigations of the Pantropical Genus Sargassum (Fucales,
Phaeophyceae) with Respect to Gulf of Mexico Species. Gulf
Mex Sci 18(2):77-87

Philips NE, Smith CM, Morden CW (2005) Testing systematic
concepts of Sargassum (Fucales, Phacophyceae) using portions of
the rbcLS operon. Phycol Res 53:1-10

Ronquist F, Huelsenbeck JP (2003) MRBAYES: Bayesian phylogenetic
inference under mixed models. Bioinformatics 19:1572-1574

Schmidt J (1900-1916) Flora of Koh Chang. Contributions to the
knowledge of the vegetation in the Gulf of Siam. Bianco Luno.
Copenhagen

Shimabukuro H, Kawane M, Hamaguchi M (2012) New record of
Sargassum denticarpum Ajisaka (Fucales, Phacophyceae) from
Iriomote Island (Ryukyu Archipelago, Japan). Bot Mar 55:209-
215

Stamatakis A (2006) RAXML-VI-HPCP Maximum likelihood-
based phylogenetic analyses with thousands of taxa and
mixed models. Bioinformatics 22(21):2688-2690

Striger V, Horiguchi T, Yoshida T, Coleman AW, Masuda M (2000)
Phylogenetic relationships of Sargassum (Sargassaceae,
Phaeophyceae) with reference to a taxonomic revision of the
section Phyllocystae base on ITS-2 ntDNA sequences. Phycol
Res 48:251-260

Stiger V, Horiguchi T, Yoshida T, Coleman AW, Masuda M (2003)
Phylogenetic relationships within the genus Sargassum (Fucales,

&) Springer

Phaeophyceae), inferred from ITS-2 nrDNA, with an emphasis on
the taxonomic subdivision of the genus. Phycol Res 51:1-10

Swofford DL (2002) Paup: phylogenetic analysis using parsimony
(and other methods), vosion 4.0b10. Sinauer Associates, Arcata,
CA, pp 131-140

Tamura K, Peterson D, Peterson N, Stecher G, Nei M, Kumar S
(2011) MEGAS: molecular evolutionary genetics analysis using
maximum likelihood, evolutionary distance, and maximum
parsimony methods. Mol Biol Evol 28:2731-2739

Trono GC Jr (1992) The genus Sargassum in the Philippines. In:
Abbott IS (ed) Taxonomy of economic seaweeds with reference
to some Pacific and Western Atlantic species Vol. III California
Sea Grant College, pp 43-94

Uwai S, Kogame K, Yoshida G Kawai H, Ajisaka T (2009) Geographical
genetic structure and phylogeography of the Sargassum
horneri/filicinum complex in Japan, based on the mitochondrial
cox3 haplotype. Mar Biol 156:901-911

Wong CL, Ng WS, Phang SM (2008) Taxonomic motes on Sargassum
species (Sargassaceae, Phaecophyta) from Malaysia In: Phang
SM, Lewmanomont K, Lim PE (eds) Taxonomy of Southeast
Asian Seaweeds vol. 2. Institute of Ocean and Earth Science
(IOES), University of Malaya, pp105-145

Yoshida T (1989) Taxonomy of Sargassum. Korean J Phycol
4(2):107-110

Yoshida T, Stiger V, Horiguchi T (2000) Sargassum boreale sp.
nov. (Fucales, Phaeophyceae) from Hokkaido, Japan. Phycol
Res 48:125-131

Yoshida T, Stiger V, Ajisaka T, Noro T (2002) A molecular study
of section-level classification of Sargassum subgenus Bactrophycus
(Sargassaceae, Phacophyta). In: Abbott 1A, McDermid KJ
(eds) Taxonomy of economic seaweeds with reference to some
Pacific species vol. VIII, pp 89-94




<<
  /ASCII85EncodePages false
  /AllowTransparency false
  /AutoPositionEPSFiles true
  /AutoRotatePages /None
  /Binding /Left
  /CalGrayProfile (Gray Gamma 2.2)
  /CalRGBProfile (sRGB IEC61966-2.1)
  /CalCMYKProfile (ISO Coated)
  /sRGBProfile (sRGB IEC61966-2.1)
  /CannotEmbedFontPolicy /Error
  /CompatibilityLevel 1.3
  /CompressObjects /Off
  /CompressPages true
  /ConvertImagesToIndexed true
  /PassThroughJPEGImages true
  /CreateJobTicket false
  /DefaultRenderingIntent /Perceptual
  /DetectBlends true
  /DetectCurves 0.1000
  /ColorConversionStrategy /sRGB
  /DoThumbnails true
  /EmbedAllFonts true
  /EmbedOpenType false
  /ParseICCProfilesInComments true
  /EmbedJobOptions true
  /DSCReportingLevel 0
  /EmitDSCWarnings false
  /EndPage -1
  /ImageMemory 1048576
  /LockDistillerParams true
  /MaxSubsetPct 100
  /Optimize true
  /OPM 1
  /ParseDSCComments true
  /ParseDSCCommentsForDocInfo true
  /PreserveCopyPage true
  /PreserveDICMYKValues true
  /PreserveEPSInfo true
  /PreserveFlatness true
  /PreserveHalftoneInfo false
  /PreserveOPIComments false
  /PreserveOverprintSettings true
  /StartPage 1
  /SubsetFonts false
  /TransferFunctionInfo /Apply
  /UCRandBGInfo /Preserve
  /UsePrologue false
  /ColorSettingsFile ()
  /AlwaysEmbed [ true
  ]
  /NeverEmbed [ true
  ]
  /AntiAliasColorImages false
  /CropColorImages true
  /ColorImageMinResolution 150
  /ColorImageMinResolutionPolicy /Warning
  /DownsampleColorImages true
  /ColorImageDownsampleType /Bicubic
  /ColorImageResolution 150
  /ColorImageDepth -1
  /ColorImageMinDownsampleDepth 1
  /ColorImageDownsampleThreshold 1.50000
  /EncodeColorImages true
  /ColorImageFilter /DCTEncode
  /AutoFilterColorImages true
  /ColorImageAutoFilterStrategy /JPEG
  /ColorACSImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /ColorImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /JPEG2000ColorACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /JPEG2000ColorImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /AntiAliasGrayImages false
  /CropGrayImages true
  /GrayImageMinResolution 150
  /GrayImageMinResolutionPolicy /Warning
  /DownsampleGrayImages true
  /GrayImageDownsampleType /Bicubic
  /GrayImageResolution 150
  /GrayImageDepth -1
  /GrayImageMinDownsampleDepth 2
  /GrayImageDownsampleThreshold 1.50000
  /EncodeGrayImages true
  /GrayImageFilter /DCTEncode
  /AutoFilterGrayImages true
  /GrayImageAutoFilterStrategy /JPEG
  /GrayACSImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /GrayImageDict <<
    /QFactor 0.76
    /HSamples [2 1 1 2] /VSamples [2 1 1 2]
  >>
  /JPEG2000GrayACSImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /JPEG2000GrayImageDict <<
    /TileWidth 256
    /TileHeight 256
    /Quality 15
  >>
  /AntiAliasMonoImages false
  /CropMonoImages true
  /MonoImageMinResolution 600
  /MonoImageMinResolutionPolicy /Warning
  /DownsampleMonoImages true
  /MonoImageDownsampleType /Bicubic
  /MonoImageResolution 600
  /MonoImageDepth -1
  /MonoImageDownsampleThreshold 1.50000
  /EncodeMonoImages true
  /MonoImageFilter /CCITTFaxEncode
  /MonoImageDict <<
    /K -1
  >>
  /AllowPSXObjects false
  /CheckCompliance [
    /None
  ]
  /PDFX1aCheck false
  /PDFX3Check false
  /PDFXCompliantPDFOnly false
  /PDFXNoTrimBoxError true
  /PDFXTrimBoxToMediaBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXSetBleedBoxToMediaBox true
  /PDFXBleedBoxToTrimBoxOffset [
    0.00000
    0.00000
    0.00000
    0.00000
  ]
  /PDFXOutputIntentProfile (None)
  /PDFXOutputConditionIdentifier ()
  /PDFXOutputCondition ()
  /PDFXRegistryName ()
  /PDFXTrapped /False

  /CreateJDFFile false
  /Description <<
    /CHS <FEFF4f7f75288fd94e9b8bbe5b9a521b5efa7684002000410064006f006200650020005000440046002065876863900275284e8e55464e1a65876863768467e5770b548c62535370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c676562535f00521b5efa768400200050004400460020658768633002>
    /CHT <FEFF4f7f752890194e9b8a2d7f6e5efa7acb7684002000410064006f006200650020005000440046002065874ef69069752865bc666e901a554652d965874ef6768467e5770b548c52175370300260a853ef4ee54f7f75280020004100630072006f0062006100740020548c002000410064006f00620065002000520065006100640065007200200035002e003000204ee553ca66f49ad87248672c4f86958b555f5df25efa7acb76840020005000440046002065874ef63002>
    /DAN <>
    /DEU <>
    /ESP <>
    /FRA <>
    /ITA (Utilizzare queste impostazioni per creare documenti Adobe PDF adatti per visualizzare e stampare documenti aziendali in modo affidabile. I documenti PDF creati possono essere aperti con Acrobat e Adobe Reader 5.0 e versioni successive.)
    /JPN <>
    /KOR <FEFFc7740020c124c815c7440020c0acc6a9d558c5ec0020be44c988b2c8c2a40020bb38c11cb97c0020c548c815c801c73cb85c0020bcf4ace00020c778c1c4d558b2940020b3700020ac00c7a50020c801d569d55c002000410064006f0062006500200050004400460020bb38c11cb97c0020c791c131d569b2c8b2e4002e0020c774b807ac8c0020c791c131b41c00200050004400460020bb38c11cb2940020004100630072006f0062006100740020bc0f002000410064006f00620065002000520065006100640065007200200035002e00300020c774c0c1c5d0c11c0020c5f40020c2180020c788c2b5b2c8b2e4002e>
    /NLD (Gebruik deze instellingen om Adobe PDF-documenten te maken waarmee zakelijke documenten betrouwbaar kunnen worden weergegeven en afgedrukt. De gemaakte PDF-documenten kunnen worden geopend met Acrobat en Adobe Reader 5.0 en hoger.)
    /NOR <>
    /PTB <>
    /SUO <>
    /SVE <>
    /ENU (Use these settings to create Adobe PDF documents for journal articles and eBooks for online presentation. Created PDF documents can be opened with Acrobat and Adobe Reader 5.0 and later.)
  >>
>> setdistillerparams
<<
  /HWResolution [2400 2400]
  /PageSize [595.276 841.890]
>> setpagedevice


