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Abstract: As the global sea surface water temperature increases due to climate change, some zoox-
anthellate species have extended their habitat range to higher latitudes. Palythoa species, a colonial
zooxanthellate cnidarian, is one such example of a range-extending animal. Recently, massive
colonies of zoantharians that appeared to be of Palythoa spp. were discovered in a subtidal area of
southern Jeju Island. Because a zoantharian-dominated ecosystem could indicate an unhealthy status,
the documentation of its occurrence and species identification are crucial for subsequent studies.
In this study, we report and confirm the presence of massive Palythoa colonies in Taeheung and
Topyeong, off the southern coast of Jeju Island, using in situ underwater images and identify the
species by sequencing the internal transcribed spacer rDNA. The resulting Bayesian inference tree
clearly demonstrates that the massive colonies consist of Palythoa mutuki and are closely related to P.
mutuki collected from the Ryukyu Archipelago in southern Japan. These records provide evidence of
the northward expansion of subtropical and tropical marine organisms.

Keywords: climate change; zooxanthellate species; zoantharian-dominant ecosystem; internal transcribed
spacer rDNA; habitat expansion

1. Introduction

Range shifts and/or the expansion of marine organisms poleward have occurred due
to the effects of global climate change, such as increasing seawater temperatures [1–5].
Most zooxanthellate scleractinian corals are typical organisms living in tropical regions,
and coral reefs live in shallow waters with sea surface temperatures higher than 18 ◦C [6].
These organisms are sensitive to climate change, and their habitats are threatened by
global warming [5]. The rapid poleward range expansion of tropical coral-reef-associated
organisms can also occur in temperate areas owing to increasing temperatures [1,7]. Zoox-
anthellate corals play a fundamental role in the primary production and habitat formation
of numerous marine organisms in tropical and subtropical regions. In relation to climate
warming, poleward range shifts for some zooxanthellate species have already been ob-
served in temperate areas, such as southern Australia and Korea [8,9].

Zoantharians (Cnidaria: Anthozoa: Hexacorallia: Zoantharia) are a common compo-
nent of the benthic ecosystem in coral reefs, with many zooxanthellate species in subtropical
and tropical regions [10–12]. Recently, they have been reported to live in India, the Gulf of
Thailand, the South China Sea, and Caribbean waters [13–17]. Zoantharians are benthic
organisms with two rows of tentacles, usually covered by sand and other debris, on their
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body wall [18]. Zoantharians are difficult to classify at the species level because they have
large amounts of intraspecific variation related to various morphological characteristics,
including cnidae, polyps, and colony shape, size, and color [19–21]. Recently, new species,
genera, and families have been used to identify zoantharians using molecular biologi-
cal methods [19,20,22–24], and a large diversity of unknown zoantharian fauna has been
identified [24–27].

Jeju Island is strongly influenced by the Kuroshio warm current, which transports
warm water northward from tropical areas [28]. Jeju Island is a high-latitude marginal
distribution zone of corals in the Asia Pacific region, and their habitat range is gradually ex-
panding owing to the continuous increase in the winter average water temperature [29,30].
Recently, large-scale areas of Palythoa sp. were observed on the Topyeong (southeastern
coast) and Taeheung (southern coasts) area of Jeju Island. These areas were known as typical
algae communities [31], but the spread of scleractinian coral Alveopora japonica and zoan-
tharians in the barren subtidal hard bottom has recently been observed [32]. Palythoa sp. is
a zoantharians species generally found in the Indo-Pacific Ocean at depths ranging from
intertidal to >35 m [11,33]. The few studies on zoantharians in Korea have only included
Reimer et al.’s reports from Jeju Island [9,34]. This study is the first to report the presence
of a mass colony of a Palythoa community in Jeju waters with molecular confirmation.

2. Materials and Methods
2.1. Sample Collection

The study site included Taeheung (TH, 33◦17′24′ ′ N, 126◦45′40′ ′ E) and Topyeong (TP,
33◦14′22′ ′ N, 126◦34′54′ ′ E) along the southern coast of Jeju Island (Figure 1). Colonies
of zoantharians that appeared to be Palythoa sp. were collected from the rocky subtidal
bottom during scuba diving at depths of 5–10 m in October 2017 and June 2018 from
TH and February 2020 from TP. In situ underwater images were captured in each study
area and morphologically identified as described by Mizuyama et al. [35]. For DNA
analysis, approximately 20–25 specimens of Palythoa species were collected thrice at TH
and TP, separately. A total of 18 individuals were used for DNA extraction and PCR after
selecting 3 individuals from the samples collected at each site. For molecular identification,
specimens from TH (collected in June 2018) and TP (collected in February 2020) were
preserved in absolute ethanol until further analysis. The collected samples were deposited
in the Library of Marine Samples at the Korea Institute of Ocean Science & Technology
(KIOST; Busan, Republic of Korea) under specimen number B_S_MA_00014120.
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Figure 1. Map of the study area. The black dot indicates the two sampling sites, Taeheung (TH) and
Topyeong (TP), off the southern coast of Jeju Island, Republic of Korea.

2.2. DNA Extraction and PCR

Total DNA was extracted from approximately 15 mg of soft tissue from each specimen
using a DNeasy Blood and Tissue Kit (Qiagen, Hilden, Germany). We used the internal
transcribed spacer region of nuclear ribosomal DNA (ITS rDNA) as a molecular marker
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because this region was proven to be inappropriate for species differentiation among the
genus Palythoa [36]. ITS rDNA containing the ITS1, 5.8S, and ITS2 regions was amplified
via PCR using a zoantharia-specific primer set (Zoan-f/Zoan-r [37]). Amplicons were
visualized by performing 1.5% agarose gel electrophoresis, and positive PCR products from
each locality were ligated into the cloning vector pUC118. Following cloning, nine positive
recombinant clones from each locality were sequenced using a 3730xl DNA analyzer.

2.3. Phylogenetic Analyses

In total, 18 sequences were registered in GenBank under accession numbers OP896949–
OP896966. Considering the relative geographical proximity and the morphological sim-
ilarity of our specimen to Palythoa sp. reported from Japan, we decided to reference the
Palythoa sp. ITS rDNA sequences from Japan to contrast the results. The sequences obtained
in this study were aligned using Clustal W [38] with 21 ITS rDNA sequences of Palythoa
sp. (Table 1). Once the aligned sequences were manually trimmed by removing terminal
gaps, Bayesian inference (BI) phylogenetic analysis was performed using BEAST v2.7.1 [39]
under the GTR substitution model. The Bayesian Markov Chain Monte Carlo was run for
2 million generations, and the first 25% of the trees was discarded. A consensus tree with
Bayesian posterior probabilities was visualized using FigTree v1.4.4.

Table 1. List of GenBank accession numbers of internal transcribed spacer region (ITS) rDNA
sequences of the genus Palythoa used in this study.

Species Accession
Number Locality Sampling Date Sequence

Code
Sequence
Length * Reference

P. mutuki OP896949 Taeheung, Jeju, Korea Jun 2018 TH1-1 639 This study
P. mutuki OP896950 Taeheung, Jeju, Korea Jun 2018 TH1-2 639 This study
P. mutuki OP896951 Taeheung, Jeju, Korea Jun 2018 TH1-3 639 This study
P. mutuki OP896952 Taeheung, Jeju, Korea Jun 2018 TH2-1 639 This study
P. mutuki OP896953 Taeheung, Jeju, Korea Jun 2018 TH2-2 653 This study
P. mutuki OP896954 Taeheung, Jeju, Korea Jun 2018 TH2-3 653 This study
P. mutuki OP896955 Taeheung, Jeju, Korea Jun 2018 TH3-1 653 This study
P. mutuki OP896956 Taeheung, Jeju, Korea Jun 2018 TH3-2 639 This study
P. mutuki OP896957 Taeheung, Jeju, Korea Jun 2018 TH3-3 639 This study
P. mutuki OP896958 Topyeong, Jeju, Korea Feb 2020 TP1-1 648 This study
P. mutuki OP896959 Topyeong, Jeju, Korea Feb 2020 TP1-2 648 This study
P. mutuki OP896960 Topyeong, Jeju, Korea Feb 2020 TP1-3 654 This study
P. mutuki OP896961 Topyeong, Jeju, Korea Feb 2020 TP2-1 652 This study
P. mutuki OP896962 Topyeong, Jeju, Korea Feb 2020 TP2-2 652 This study
P. mutuki OP896963 Topyeong, Jeju, Korea Feb 2020 TP2-3 652 This study
P. mutuki OP896964 Topyeong, Jeju, Korea Feb 2020 TP3-1 652 This study
P. mutuki OP896965 Topyeong, Jeju, Korea Feb 2020 TP3-2 652 This study
P. mutuki OP896966 Topyeong, Jeju, Korea Feb 2020 TP3-3 652 This study
P. mutuki DQ997889 Miyakejima, Japan Jun 2005 PmMiI1 570 [37]
P. mutuki DQ997894 Erabu, Japan May 2006 PmES1 567 [37]
P. mutuki DQ997888 Iriomote, Japan Feb 2006 PmIrHo1 570 [37]
P. mutuki DQ997891 Amami, Japan Aug 2004 PmAT1 557 [37]
P. mutuki DQ997892 Yakushima, Japan Jul 2004 PmYS2 562 [37]
P. aff. mutuki KX389476 Okinoerabu, Japan Jun 2005 233PamErYa 652 [35]
P. aff. mutuki KX389479 Okinoerabu, Japan Jun 2011 237PamErSu 641 [35]
P. mutuki KX389480 Okinawa, Japan Feb 2012 316PmOkKo 615 [35]
P. mutuki KX389481 Okinoerabu, Japan Mar 2010 77PmErYa 630 [35]
P. mutuki KX389482 Okinoerabu, Japan Mar 2010 75PmErYa 658 [35]
P. mutuki KX389483 Okinawa, Japan May 2011 218PmOkOd 628 [35]
P. mutuki KX389484 Okinoerabu, Japan Mar 2010 73PmErYa 623 [35]
P. mutuki KX389485 Okinawa, Japan May 2011 222PmOkOd 636 [35]
P. mutuki KX389488 Yoron, Japan Mar 2010 42PmYoUk 606 [35]
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Table 1. Cont.

Species Accession
Number Locality Sampling Date Sequence

Code
Sequence
Length * Reference

P. tuberculosa KX389459 Yoron, Japan Mar 2010 39PtYoUk 615 [35]
P. tuberculosa DQ997921 Yoron, Japan May 2005 PtYoS1 585 [37]
P. tuberculosa KX389470 Yoron, Japan Mar 2010 43PyYoUk 620 [35]
P. tuberculosa DQ997897 Amami, Japan Aug 2004 PtAT2 570 [37]
P. tuberculosa KX389464 Okinoerabu, Japan Mar 2010 83PyErYa 601 [35]

P. heliodiscus DQ997880 Ishigaki, Japan Dec 2005 PhIsK11 574 [37]
P. heliodiscus DQ997883 Saipan, Japan Dec 2004 PhSaL1 574 [37]

* All sequences listed were amplified using a Zoantharia-specific primer set (Zoan-f/Zoan-r, [37]).

3. Results and Discussions
3.1. In Situ Underwater Images and Morphology

The zoantharian community in the southern part of Jeju identified in this survey was
more than 2 m wide and more than 13 m long at TH (Figure 2a,b) and 1.5 m wide and 5 m
long at TP (Figure 2c). The morphological observations showed that the average number of
tentacles was more than 61 (±3, n = 15), and it was identified as an independent (“liberal
type” [35]) form of polyp (Figure 2d in the small box). Palythoa sp. have been reported
to live in coral reefs in the Atlantic and in the Pacific, including Asian areas [10–17], and
they are known to exhibit encrusted sand or debris around the body [40,41]. The species on
the southern coast of Jeju was found to be covered with sand (Figure 2d in the small box).
According to Mizuyama et al. [35], the morphological characteristics of Palythoa tuberculosa
and P. mutuki of a zoantharian species are largely divided based on the number of tentacles
and the independence of polyps. The average numbers of tentacles in P. tuberculosa and
P. mutuki are 31.6 (±3.4) and 54.4 (±7.43), respectively; it is known that there are a greater
number of tentacles in P. mutuki than in P. tuberculosa. Moreover, in terms of the polyp
structure type of the two species, the polyps of P. tuberculosa are of the immerse type
(“embedded”), whereas those of P. mutuki are of the liberal type (“free standing”) [35].
Therefore, the species found on Jeju was similar to the P. mutuki species reported by
Japan [35,41]. According to Shiroma and Reimer’s [41] study, they measured the number
of colonies of P. mutuki in Okinawa using a transect method. Although it was a small
survey area, many huge colonies (up to 2 m × 5 m) of P. mutuki were found in Okinawa,
Japan [41]. The zoantharian communities found in Jeju were found to be more than two
times as large as those found in Okinawa, Japan. The habitats at TH and TP are the largest
known zoantharian communities in terms of size reported from Korea.

3.2. Species Identification Using ITS rDNA

The lengths of the 18 sequences obtained in this study varied by clone, ranging from
639 to 654 bp. The percent similarity of ITS rDNA sequences based on pairwise distance
analysis revealed that our sequences were 94.4–99.8% similar to those of P. mutuki collected
elsewhere, indicating that intraspecific variation ranged from 0.2 to 5.6% (Table S1). The
extent of the variation was lower among the 18 sequences obtained in this study (0.0–3.7%),
and these variations were found exclusively in the ITS1 and ITS2 regions. It was also
noticeable that the clonal variation within a single sample (intragenomic variation, 0.2–0.3%)
occurred in every individual analyzed. Based on a comparison among the genus Palythoa,
the variation in percent similarity ranged from 5.9 to 33.3%. In the BI tree, our sequences
were grouped into ‘P. mutuki + P. aff. mutuki’ with 100% posterior probability (Figure 3). This
mixed group was paraphyletic, consisting of two well-supported clades, one containing
sequences from both TP and TH and the other containing sequences from TH.
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Figure 2. In situ underwater images of Palythoa mutuki. (a,b), Community-scale measurement at
Taeheung, Jeju, Korea, in June, 2018, and (c), at another sampling location, Topyeong, Jeju, Korea, in
February 2020; small box in (b,c); opened polyps and tentacles arranged at the edges of P. mutuki.
(d), closed polyps of P. mutuki observed at Taeheung in October 2017.

The resulting sequence similarity and BI tree clearly revealed that our samples be-
longed to P. mutuki, supporting the morphological observations. However, it should
also be noted that our samples could consist of two different species (i.e., P. mutuki and
P. aff. mutuki), as shown in the BI tree. According to Mizuyama et al. [35], despite the close
relationship between P. mutuki and P. aff. mutuki in molecular analyses, they could be two
different species based on their reproductive characteristics and morphology.

In this study, we found both intraspecific variation (~5.6%) and intragenomic varia-
tions (5.9–33.3%) in the ITS rDNA. These results provide clues as to the extent to which
variations should be considered when distinguishing between species. Intragenomic varia-
tions in the length and sequence of the ITS rDNA region were also observed, as reported
previously [42]. In such studies, this variation was described as the potential result of “hy-
bridization” or “reticulate evolution”, possibly caused by mass spawning [35,43] and the
altered distribution of zoantharians. Indeed, as shown in the BI tree, even clonal sequences
derived from one P. mutuki individual (e.g., TH2-1, TH2-2, and TH2-3) could be divided
into two well-supported P. mutuki clades. Although we could not find any polymorphism
and haplotype variants owing to the low sample number, we could at least conclude that
the P. mutuki inhabiting the rocky shores in southern Jeju Island is closely related to the
P. mutuki from the Ryukyu Archipelago of southern Japan.
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4. Conclusions

Because of the influence of climate change, the water temperature in the waters
around Jeju Island is increasing, and the coral habitat is gradually increasing [9,44]. En-
vironmental factors such as water temperature affect the distribution of zooxanthellate
zoantharians [3,16,45]. The Zoanthus sansibaricus (zooxanthellate species) found in Jeju
were also reported to be closely related to the rise in water temperature in the winter [9]. In
this study, species identification was performed through the morphological and genetic
analyses of a large-scale zoantharian population living in the southern waters of Jeju. Thus,
we confirmed the presence of P. mutuki. This large-scale P. mutuki habitat at TH and TP on
Jeju is the first to be reported with molecular confirmation. Reimer et al. [34] showed that
zoantharian habitat changes in coral- and algae-dominated ecosystems are due to increased
water temperature and stress caused by environmental changes, resulting in a decrease
in coral and algae and a replacement with zoantharian species. This influx of subtropical
organisms due to climate change can significantly impact existing ecosystems [34,46], and
the changes in the Jeju marine ecosystem from an algae-based ecosystem to a coral-based
ecosystem are expected to accelerate [47]. Kelp forests are economically important as well
as reservoirs of high biodiversity [48,49]. In Australia, which has a temperate climate in the
southern hemisphere, coral habitats are expanding at high latitudes due to global warming,
resulting in a decline in kelp forests [50]. In Jeju, the production of algae is decreasing due
to the expansion of corals and climate change [51]. Jeju Island has a globally important
agricultural heritage system, including the Haenyeo (female divers) [52]. Jeju Haenyeo are
engaged in fishing activities to collect various gastropods (i.e., abalone and topshell) and
seaweeds (i.e., Sargassum and Ulva) [52]. The expansion of the P. mutuki habitat identified
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in this study might affect not only biodiversity changes in Jeju waters but also the fishing
patterns of the Haenyeo; therefore, continuous monitoring is needed in the future.

Supplementary Materials: The following supporting information can be downloaded at: https://www.
mdpi.com/article/10.3390/jmse11030574/s1; Table S1: Comparison of ITS rDNA region sequences
among the genus Palythoa. Percent similarity was calculated based on pairwise distance analysis.

Author Contributions: Conceptualization, H.-S.Y.; methodology, validation, and formal analysis,
H.-S.Y. and Y.-G.C.; investigation and resources, H.-S.Y., T.K. and S.-J.H.; writing and visualization,
H.-S.Y. and Y.-G.C.; review and editing, H.-S.Y.; project administration and funding acquisition, H.-S.Y.
and S.-J.H. We confirm that this manuscript and data are original and have not been previously
published or considered elsewhere. All authors have read and agreed to the published version of
the manuscript.

Funding: This research was funded by the Korea Institute of Ocean Science & Technology Project
(PEA0116 and PEA0121).

Institutional Review Board Statement: Not applicable.

Informed Consent Statement: Not applicable.

Data Availability Statement: Not applicable.

Acknowledgments: We would like to express our appreciation to the administrative and technical
support from the Jeju Marine Research Center, KIOST.

Conflicts of Interest: The authors declare no conflict of interest.

References
1. Booth, D.J.; Sear, J. Coral expansion in Sydney and associated coral-reef fishes. Coral Reefs 2018, 37, 995. [CrossRef]
2. Perry, A.L.; Low, P.J.; Ellis, J.R.; Reynolds, J.D. Climate Change and Distribution Shifts in Marine Fishes. Science 2005, 308,

1912–1915. [CrossRef] [PubMed]
3. Reimer, J.D.; Ono, S.; Sinniger, F.; Tsukahara, J. Distribution of zooxanthellate zoanthid species (Zoantharia: Anthozoa: Hexacoral-

lia) in southern Japan limited by cold temperatures. Galaxea JCRS 2008, 10, 57–67. [CrossRef]
4. Son, M.H.; Lee, C.I.; Park, J.M.; Kim, H.J.; Riedel, R.; Hwang, I.; Kim, Y.-N.; Jung, H.K. The Northward Habitat Expansion of

the Korean Top Shell Turbo sazae (Gastropoda: Vetigastropoda: Turbinidae) in the Korean Peninsula: Effects of Increasing Water
Temperature. J. Mar. Sci. Eng. 2020, 8, 782. [CrossRef]

5. Woodroffe, C.D.; Brooke, B.P.; Linklater, M.; Kennedy, D.M.; Jones, B.G.; Buchanan, C.; Mleczko, R.; Hua, Q.; Zhao, J. Response of
coral reefs to climate change: Expansion and demise of the southernmost Pacific coral reef. Geophys. Res. Lett. 2010, 37, L15602.
[CrossRef]

6. Hopley, D.; Smithers, S.G.; Parnell, K. The Geomorphology of the Great Barrier Reef: Development, Diversity and Change; Cambridge
University Press: Cambridge, UK, 2007; p. 548.

7. Yamano, H.; Sugihara, K.; Nomura, K. Rapid poleward range expansion of tropical reef corals in response to rising sea surface
temperatures. Geophys. Res. Lett. 2011, 38, L04601. [CrossRef]

8. Greenstein, B.J.; Pandolfi, J.M. Escaping the heat: Range shifts of reef coral taxa in coastal Western Australia. Glob. Chang. Biol.
2008, 14, 513–528. [CrossRef]

9. Reimer, J.D.; Kim, S.; Arai, S.; Keshavmurthy, S.; Choi, K.-S. First records of zooxanthellate Zoanthus (Anthozoa: Hexacorallia:
Zoantharia) from Korea and Japan (East) Sea. Mar. Biodivers. 2018, 48, 1269–1273. [CrossRef]

10. Reimer, J.D.; Albinsky, D.; Yang, S.-Y.; Lorion, J. Zoanthid (Cnidaria: Anthozoa: Hexacorallia: Zoantharia) species of coral reefs in
Palau. Mar. Biodivers. 2013, 44, 37–44. [CrossRef]

11. Reimer, J.D.; Poliseno, A.; Hoeksema, B.W. Shallow-water zoantharians (Cnidaria, Hexacorallia) from the Central Indo-Pacific.
Zookeys 2014, 444, 1–57. [CrossRef]

12. Reimer, J.D.; Santos, M.E.A.; Kise, H.; Neo, M.L.; Chen, C.A.; Soong, K. Diversity of Zoantharia (Anthozoa: Hexacorallia) at
Dongsha Atoll in the South China Sea. Reg. Stud. Mar. Sci. 2017, 12, 49–57. [CrossRef]

13. Kumari, S.; Zacharia, P.U.; Kripa, V.; Sreenath, K.R.; George, G. Distribution pattern and community structure of zoanthids
(Zoantharia) along the coast of Saurashtra, Gujarat, India. J. Mar. Biolog. Assoc. UK 2015, 96, 1577–1584. [CrossRef]

14. Reimer, J.D.; Wee, H.B.; Put, A.; Hoeksema, B.W. Zoantharia (Cnidaria: Anthozoa: Hexacorallia) of the South China Sea and Gulf
of Thailand: A species list based on past reports and new photographic records. Raffles Bull. Zool. 2015, 63, 334–356.

15. Reimer, J.D.; Lorion, J.; Irei, Y.; Hoeksema, B.W.; Wirtz, P. Ascension Island shallow-water Zoantharia (Hexacorallia: Cnidaria)
and their zooxanthellae (Symbiodinium). J. Mar. Biolog. Assoc. UK 2014, 97, 695–703. [CrossRef]

16. Santos, M.A.; Kitahara, M.V.; Lindner, A.; Reimer, J.D. Overview of the order Zoantharia (Cnidaria: Anthozoa) in Brazil. Mar.
Biodivers. 2016, 46, 547–559. [CrossRef]

https://www.mdpi.com/article/10.3390/jmse11030574/s1
https://www.mdpi.com/article/10.3390/jmse11030574/s1
http://doi.org/10.1007/s00338-018-1727-5
http://doi.org/10.1126/science.1111322
http://www.ncbi.nlm.nih.gov/pubmed/15890845
http://doi.org/10.3755/galaxea.10.57
http://doi.org/10.3390/jmse8100782
http://doi.org/10.1029/2010GL044067
http://doi.org/10.1029/2010GL046474
http://doi.org/10.1111/j.1365-2486.2007.01506.x
http://doi.org/10.1007/s12526-016-0567-1
http://doi.org/10.1007/s12526-013-0180-5
http://doi.org/10.3897/zookeys.444.7537
http://doi.org/10.1016/j.rsma.2017.02.006
http://doi.org/10.1017/S0025315415001885
http://doi.org/10.1017/S0025315414000654
http://doi.org/10.1007/s12526-015-0396-7


J. Mar. Sci. Eng. 2023, 11, 574 8 of 9

17. Reimer, J.D.; Wee, H.B.; García-Hernández, J.E.; Hoeksema, B.W. Same but different? Zoantharian assemblages (Anthozoa:
Hexacorallia) in Bonaire and Curaçao, southern Caribbean. Coral Reefs 2022, 41, 383–396. [CrossRef]

18. Haywick, D.; Mueller, E. Sediment retention in encrusting Palythoa spp.—A biological twist to a geological process. Coral Reefs
1997, 16, 39–46. [CrossRef]

19. Burnett, W.J.; Benzie, J.A.H.; Beardmore, J.A.; Ryland, J.S. Zoanthids (Anthozoa, Hexacorallia) from the Great Barrier Reef and
Torres Strait, Australia: Systematics, evolution and a key to species. Coral Reefs 1997, 16, 55–68. [CrossRef]

20. Reimer, J.D.; Ono, S.; Fujiwara, Y.; Takishita, K.; Tsukahara, J. Reconsidering Zoanthus spp. Diversity: Molecular Evidence of
Conspecifity Within Four Previously Presumed Species. Zool. Sci. 2004, 21, 517–525. [CrossRef]

21. Ryland, J.S.; Lancaster, J.E. Revision of methods for separating species of Protopalythoa (Hexacorallia: Zoanthidea) in the tropical
West Pacific. Invertebr. Syst. 2003, 17, 407–428. [CrossRef]

22. Reimer, J.D.; Ono, S.; Iwama, A.; Takishita, K.; Tsukahara, J.; Maruyama, T. Morphological and Molecular Revision of Zoanthus
(Anthozoa: Hexacorallia) from Southwestern Japan, with Descriptions of Two New Species. Zool. Sci. 2006, 23, 261–275.
[CrossRef]

23. Reimer, J.D.; Sinniger, F.; Fujiwara, Y.; Hirano, S.; Maruyama, T. Morphological and molecular characterisation of Abyssoanthus
nankaiensis, a new family, new genus and new species of deep-sea zoanthid (Anthozoa: Hexacorallia: Zoantharia) from a
north-west Pacific methane cold seep. Invertebr. Syst. 2007, 21, 255–262. [CrossRef]

24. Reimer, J.D.; Sinniger, F. Discovery and description of a new species of Abyssoanthus (Zoantharia Hexacorallia) at the Japan
Trench: The world’s deepest known zoanthid. Cah. Biol. Mar. 2010, 51, 451–457.

25. Sinniger, F.; Montoya-Burgos, J.I.; Chevaldonné, P.; Pawlowski, J. Phylogeny of the order Zoantharia (Anthozoa, Hexacorallia)
based on the mitochondrial ribosomal genes. Mar. Biol. 2005, 147, 1121–1128. [CrossRef]

26. Sinniger, F.; Reimer, J.D.; Pawlowski, J. The Parazoanthidae (Hexacorallia: Zoantharia) DNA taxonomy: Description of two new
genera. Mar. Biodivers. 2010, 40, 57–70. [CrossRef]

27. Sinniger, F.; Zelnio, K.; Taviani, M.; Reimer, J.D. Presence of Abyssoanthus sp. (Anthozoa: Zoantharia) in the Mediterranean Sea:
Indication of a new cold seep or of ecological tolerance of Abyssoanthus to non-chemotrophic environments? Cah. Biol. Mar. 2010,
51, 475–478.

28. Lie, H.-J.; Cho, C.-H. Seasonal circulation patterns of the Yellow and East China Seas derived from satellite-tracked drifter
trajectories and hydrographic observations. Prog. Oceanogr. 2016, 146, 121–141. [CrossRef]

29. Kim, T.; Kang, D.-H. An Encrusting Hard Coral Enclosing Soft Coral in the High-Latitude Asia-Pacific Marginal Distribution
Zone. Diversity 2022, 14, 856. [CrossRef]

30. Kim, T.; Kim, T.; Yang, H.-S.; Choi, S.K.; Son, Y.B.; Kang, D.-H. Alveopora japonica Conquering Temperate Reefs despite Massive
Coral Bleaching. Diversity 2022, 14, 86. [CrossRef]

31. Kim, B.Y.; Ko, J.C.; Ko, H.J.; Park, S.E.; Cha, H.K.; Choi, H.G. Seasonal Variation in Community Structure of Subtidal Seaweeds in
Jeju Island, Korea. Korean J. Fish. Aquat. Sci. 2013, 46, 607–618. [CrossRef]

32. Lee, K.T.; Lee, H.M.; Subramaniam, T.; Yang, H.S.; Park, S.R.; Kang, C.K.; Keshavmurthy, S.; Choi, K.S. Dominance of the
scleractinian coral Alveopora japonica in the barren subtidal hard bottom of high-latitude Jeju Island off the south coast of Korea
assessed by high-resolution underwater images. PLoS ONE 2022, 17, e0275244. [CrossRef] [PubMed]

33. Santos, M.E.A.; Baker, D.M.; Conti-Jerpe, I.E.; Reimer, J.D. Populations of a widespread hexacoral have trophic plasticity and
flexible syntrophic interactions across the Indo-Pacific Ocean. Coral Reefs 2021, 40, 543–558. [CrossRef]

34. Reimer, J.D.; Wee, H.B.; López, C.; Beger, M.; Cruz, I.C.S. Widespread Zoanthus and Palythoa dominance, barrens, and phase shifts
in shallow water subtropical and tropical marine ecosystems. Oceanogr. Mar. Biol. 2021, 59, 533–558. [CrossRef]

35. Mizuyama, M.; Masucci, G.D.; Reimer, J.D. Speciation among sympatric lineages in the genus Palythoa (Cnidaria: Anthozoa:
Zoantharia) revealed by morphological comparison, phylogenetic analyses and investigation of spawning period. PeerJ 2018,
6, e5132. [CrossRef] [PubMed]

36. Reimer, J.D.; Ono, S.; Takishita, K.; Tsukahara, J.; Maruyama, T. Molecular evidence suggesting species in the zoanthid genera
Palythoa and Protopalythoa (Anthozoa: Hexacorallia) are congeneric. Zool. Sci. 2006, 23, 87–94. [CrossRef]

37. Reimer, J.D.; Takishita, K.; Ono, S.; Tsukahara, J.; Maruyama, T. Molecular Evidence Suggesting Interspecific Hybridization in
Zoanthus spp. (Anthozoa: Hexacorallia). Zool. Sci. 2007, 24, 346–359.

38. Thompson, J.D.; Higgins, D.G.; Gibson, T.J. CLUSTAL W: Improving the sensitivity of progressive multiple sequence alignment
through sequence weighting, position-specific gap penalties and weight matrix choice. Nucleic Acids Res. 1994, 22, 4673–4680.
[CrossRef] [PubMed]

39. Bouckaert, R.; Vaughan, T.G.; Barido-Sottani, J.; Duchêne, S.; Fourment, M.; Gavryushkina, A.; Heled, J.; Jones, G.; Kühnert, D.;
De Maio, N.; et al. BEAST 2.5: An advanced software platform for Bayesian evolutionary analysis. PLoS Comput. Biol. 2019,
15, e1006650. [CrossRef]

40. Hibino, Y.; Todd, P.A.; Yang, S.-y.; Benayahu, Y.; Reimer, J.D. Molecular and morphological evidence for conspecificity of two
common Indo-Pacific species of Palythoa (Cnidaria: Anthozoa). Hydrobiologia 2014, 733, 31–43. [CrossRef]

41. Shiroma, E.; Reimer, J.D. Investigations into the reproductive patterns, ecology, and morphology in the zoanthid genus Palythoa
(Cnidaria: Anthozoa: Hexacorallia) in Okinawa, Japan. Zool. Stud. 2010, 49, 182–194.

42. Reimer, J.D.; Takishita, K.; Ono, S.; Maruyama, T. Diversity and evolution in the zoanthid genus Palythoa (Cnidaria: Hexacorallia)
based on nuclear ITS-rDNA. Coral Reefs 2007, 26, 399–410. [CrossRef]

http://doi.org/10.1007/s00338-022-02226-x
http://doi.org/10.1007/s003380050057
http://doi.org/10.1007/s003380050060
http://doi.org/10.2108/zsj.21.517
http://doi.org/10.1071/IS02008
http://doi.org/10.2108/zsj.23.261
http://doi.org/10.1071/IS06008
http://doi.org/10.1007/s00227-005-0016-3
http://doi.org/10.1007/s12526-009-0034-3
http://doi.org/10.1016/j.pocean.2016.06.004
http://doi.org/10.3390/d14100856
http://doi.org/10.3390/d14020086
http://doi.org/10.5657/KFAS.2013.0607
http://doi.org/10.1371/journal.pone.0275244
http://www.ncbi.nlm.nih.gov/pubmed/36331924
http://doi.org/10.1007/s00338-021-02055-4
http://doi.org/10.1201/9781003138846-7
http://doi.org/10.7717/peerj.5132
http://www.ncbi.nlm.nih.gov/pubmed/30013833
http://doi.org/10.2108/zsj.23.87
http://doi.org/10.1093/nar/22.22.4673
http://www.ncbi.nlm.nih.gov/pubmed/7984417
http://doi.org/10.1371/journal.pcbi.1006650
http://doi.org/10.1007/s10750-013-1587-5
http://doi.org/10.1007/s00338-007-0210-5


J. Mar. Sci. Eng. 2023, 11, 574 9 of 9

43. Penland, L.; Kloulechad, J.; Idip, D.; van Woesik, R. Coral spawning in the western Pacific Ocean is related to solar insolation:
Evidence of multiple spawning events in Palau. Coral Reefs 2004, 23, 133–140. [CrossRef]

44. Sugihara, K.; Yamano, H.; Choi, K.-S.; Hyeong, K. Zooxanthellate Scleractinian Corals of Jeju Island, Republic of Korea. In
Integrative Observations and Assessments; Nakano, S.I., Yahara, T., Nakashizuka, T., Eds.; Springer: Tokyo, Japan, 2014; pp. 111–130.
[CrossRef]

45. Ryland, J.S.; de Putron, S.; Scheltema, R.S.; Chimonides, P.J.; Zhadan, D.G. Semper’s (zoanthid) larvae: Pelagic life, parentage and
other problems. In Island, Ocean and Deep-Sea Biology; Springer: Dordrecht, The Netherlands, 2000.

46. Kumagai, N.H.; García Molinos, J.; Yamano, H.; Takao, S.; Fujii, M.; Yamanaka, Y. Ocean currents and herbivory drive macroalgae-
to-coral community shift under climate warming. Proc. Natl. Acad. Sci. USA 2018, 115, 8990–8995. [CrossRef] [PubMed]

47. Song, B.S. Spatial Competition Dynamics between Hard Coral and Macroalgae under Global Climate Change: Phase Shift from
Macroalgal and Coral Dominance on Marine Benthic Community. Master’s Thesis, Jeju National University, Jeju, Korea, 2021.

48. Bennett, S.; Wernberg, T.; Connell, S.D.; Hobday, A.J.; Johnson, C.R.; Poloczanska, E.S. The ‘Great Southern Reef’: Social, ecological
and economic value of Australia’s neglected kelp forests. Mar. Freshw. Res. 2015, 67, 47–56. [CrossRef]

49. Vásquez, J.A.; Zuñiga, S.; Tala, F.; Piaget, N.; Rodríguez, D.C.; Vega, J.M.A. Economic valuation of kelp forests in northern Chile:
Values of goods and services of the ecosystem. J. Appl. Phycol. 2014, 26, 1081–1088. [CrossRef]

50. de Vargas Ribeiro, F.; Pessarrodona, A.; Tucket, C.; Mulders, Y.; Pereira, R.C.; Wernberg, T. Shield wall: Kelps are the last stand
against corals in tropicalized reefs. Funct. Ecol. 2022, 36, 2445–2455. [CrossRef]

51. Ko, J.-Y.; Jones, G.A.; Heo, M.-S.; Kang, Y.-S.; Kang, S.-H. A fifty-year production and economic assessment of common property-
based management of marine living common resources: A case study for the women divers communities in Jeju, South Korea.
Mar. Policy 2010, 34, 624–634. [CrossRef]

52. Song, W. Sustainability of the Jeju Haenyeo Fisheries System in the Context of Globally Important Agricultural Heritage System
(GIAHS). Sustainability 2020, 12, 3512. [CrossRef]

Disclaimer/Publisher’s Note: The statements, opinions and data contained in all publications are solely those of the individual
author(s) and contributor(s) and not of MDPI and/or the editor(s). MDPI and/or the editor(s) disclaim responsibility for any injury to
people or property resulting from any ideas, methods, instructions or products referred to in the content.

http://doi.org/10.1007/s00338-003-0362-x
http://doi.org/10.1007/978-4-431-54783-9_6
http://doi.org/10.1073/pnas.1716826115
http://www.ncbi.nlm.nih.gov/pubmed/30126981
http://doi.org/10.1071/MF15232
http://doi.org/10.1007/s10811-013-0173-6
http://doi.org/10.1111/1365-2435.14141
http://doi.org/10.1016/j.marpol.2009.11.013
http://doi.org/10.3390/su12093512

	Introduction 
	Materials and Methods 
	Sample Collection 
	DNA Extraction and PCR 
	Phylogenetic Analyses 

	Results and Discussions 
	In Situ Underwater Images and Morphology 
	Species Identification Using ITS rDNA 

	Conclusions 
	References

