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Abstract. Kusbiyanto, Bhagawati D, Nuryanto A. 2020. DNA barcoding of crustacean larvae in Segara Anakan, Cilacap, Central Java,
Indonesia using cytochrome ¢ oxidase gene. Biodiversitas 21: 4878-4887. Species-level identification of crustacean larvae is challenging
due to morphological constraints. DNA barcoding offers a precise method to solve the problems. That method has never been applied to
crustacean larvae from the eastern of Segara Anakan, Cilacap, Central Java, Indonesia. This study aims to identify crustacean larvae in the
eastern of Segara Anakan using the cytochrome ¢ oxidase subunit 1 (COI) gene as a barcode marker. Larvae morphotypes were identified
under a binocular microscope. The COI gene was sequenced from one individual of each morphotype. Microscopic observation placed the
samples into 15 morphotypes. DNA barcoding placed twelve morphotypes as Crustacea with sequence homologies from 72.21% to 99.21%.
Intra-species genetic divergences between samples and reference species ranged between 0.9% and 31.9%, while genetic distance ranged
from 0.0% to 17.80%. Intra-species genetic divergences ranged between 0.00% and 3.9%, while genetic distance ranged from 0.00% to
3.8%. The phylogenetic tree proved the monophyly between samples and reference species and showed clear separation among species. All
parameters proved that nine morphotypes were identified into species level and were counted for five species. Three morphotypes were
identified into the genus level and were counted for three genera. Eight species of crustacean larvae were successfully identified using the

cytochrome ¢ oxidase subunit 1 gene.
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INTRODUCTION

Segara Anakan is a semi-close estuary in the southern
offshore of Cilacap District, Central Java, Indonesia. It is
separated from the Indian Ocean by Nusakambangan
Island. The estuary receives salt water from the ocean
through two openings: the island's east and west tips
(Manez 2010). The estuary is experiencing area
depreciation due to a high sedimentation rate through water
log from several rivers and land use alterations. The area
plays critical ecological roles, such as spawning, nursery,
and feeding ground, and also as a habitat of various aquatic
organisms (Nordhaus et al. 2009).

Segara Anakan is utilized by aquatic organisms as
habitat, feeding ground, nursery ground, and spawning
ground (Ardli et al. 2007). Segara Anakan, especially in the
eastern areas, is utilized by demersal fishes as a nursery
ground (Nuryanto et al. 2017). However, no study reported
crustacean species that used east areas of Segara Anakan as
a nursery ground. Earlier studies about crustacean were
only published about the biology and fishery production in
the Segara Anakan and surrounding areas in the Southern
Coast of Cilacap District (Saputra 2010; Akbar et al. 2013;
Djuwito et al. 2013; Pratiwi and Sukardjo 2018; Wagiyo et
al. 2018). Other studies were focused on crab diversity in
the Segara Anakan (Asmara et al. 2011; Zalindri and
Sastranegara 2015; Redjeki et al. 2017; Widianingsih et al.
2019). Therefore, it is urgent to study about crustacean
species that utilized East Plawangan as a nursery ground.

That information can be obtained from taxonomic and
systematic studies through larvae inventory (Nuryanto et al.

2017).
Classical taxonomic was solely dependent on
morphology character during larvae identification.

Nevertheless, larvae identification is challenging due to
limited morphological characteristics during species
determination. Another difficulty lies in the fact that
different larvae stages can have different morphologies
even though they are from the same species. Conversely,
larvae of the same stages can show similar morphology
though they belong to different species (Ko et al. 2013).
These situations might lead to misidentification of the
species, which might become meaningless data for the
management and conservation of the eastern areas of
Segara Anakan.

The difficulties of morphological identification of the
larvae can be solved by applying molecular identification
through DNA barcoding using a short and standardize
marker (von der Heyden et al. 2014), such as on
Stomatopod larvae (Palecanda et al. 2020). Fragment of the
cytochrome ¢ oxidase subunit 1 (COI) gene is a standard
marker for animal species barcoding (Riehl et al. 2014;
Raupach and Radulovici 2015). Previous studies had
proven that the COI gene is a reliable marker for species-
level identification, such as da Silva et al. (2011) on
Decapoda, Jeffery et al. (2011) on Bracnhiopoda, and Weis
et al. (2014) on Gammarus fossarum complex. Other
studies were also proved that the COI gene is also a
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powerful marker to reveal the presence of cryptic species,
for example, Bekker et al. (2016) on Moina, Karanovic
(2015) on Ostracoda, Bilgin et al. (2015) on shrimps, and
Camacho et a. (2011) in Bathynellidae, Crustacea. Previous
studies reported variable genetic divergences and distances
between and among species or within and among families
and orders. Tang et al. (2010) also reported the COI gene's
power on species identification of crustacean larvae. The
reliability of the COIl gene as a barcode marker on
Stomatopoda (Crustacean) larvae identification was also
reported by Palecanda et al. (2020) and on Scyllarides
squamous (Decapoda) by Palero et al. (2016).

This study aims to identify crustacean larvae in the
eastern areas of Segara Anakan into species level using the
cytochrome ¢ oxidase subunit 1 (COIl) gene as a barcode
marker. The utilization of molecular markers on crustacean
larvae identification might improve the accuracy of larvae
identification. In turn, it could contribute to the
development of crustacean taxonomic and systematic.
Moreover, information on larvae diversity is preliminary
data to estimate the recruitment and productivity potential
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of east areas of Segara Anakan as a nursery ground. The
data are vital as a scientific basis for species and ecosystem
conservation and management of the eastern regions of
Segara Anakan Cilacap as a nursery ground.

MATERIALS AND METHODS

Sampling location

Crustacea larvae were collected at three sampling sites
in the eastern areas of Segara Anakan, Cilacap District,
Central Java, Indonesia (A, B, and C). Site A is located
behind the east opening of Segara Anakan Estuary (-
7.745055 to -7.737230 and 108.999524 to 108.988194).
Site B is located in the downstream of Sapuregel River (-
7.729065 to 7.717838 and 108.980985 to 108.967252). Site
C is located in the downstream of Donan River (-7.728385
to -7.716818 and 108.990941 to 108.994718). Towing
efforts at each sampling site were conducted for sixth times
with different tract directions (Figure 1).
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Figure 1. Sampling sites with sampling tract for crustacean larvae collection in the eastern areas of Segara Anakan, Cilacap, Central

Java, Indonesia (modified from Google map)
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Procedures
Larvae collection and sortation

Crustacean larvae were towed in the morning from
07:00 until 09:00 and afternoon from 18:00 until 20:00
using larvae nets with a mouth diameter of 60 cm and
trapezium height 1.5 m. The periods were chosen based on
the nature of aquatic larvae, which commonly avoid high
light intensity. Towing attempts were conducted by
tightening the nets' line to the stern part of a boat while
driving with approximately 3 knots (Nuryanto et al. 2017).

The mixtures of filtered materials were collected in a
collection bottle. The collected materials were poured into
a flour sieve and doused with ethanol 70% to ensure that
the crustacean larvae are sampled. Ethanol treatment was
also conducted to make it easier to distinguish between
crustacean larvae and other materials, including fish larvae
and Polychaeta larvae. It is due to that after alcohol
treatment, the larvae became white and easily separated
from different materials. The larvae were sorted using
forceps and put in sample bottles fill in with ethanol 96%.

Morphotype Identification

Morphotype identification was performed based on the
general morphology of each larva. Each larva was
examined using the naked eye, and afterward, they were
observed under a binocular microscope with 100 times
magnification. Each morphotype was coded differently
(Nuryanto et al. 2017).

DNA extraction and COI marker amplification

The total DNA was extracted using ZR Tissue and
Insect DNA Miniprep Kit (Zymo Research, D6016)
following the manufacturer's protocol. The PCR
amplification of the COI gene was performed using the
MyTag HS Red Mix (Bioline, BIO-25047) and universal

primer pair LCO1490: 5'-
GGTCAACAAATCATAAAGATATTGG-3' as  the
forward primer and HC02198: 5'-

TAAACTTCAGGGTGACCAAAA AATCA-3' as the
reverse primer (Folmer at al. 1994). The amplification
settings were started with an initial denaturation at 96° for
3 minutes. The process was continued with denaturation at
94° for 10 seconds, annealing on 52° for 30 seconds,
extension at 72° for 45 seconds with total cycles were 35
times. The volume of each chemical component for final
volume 25 ul PCR mixtures was KOD FX Neo 1 pul, 2X
PCR Buffer KOD FX Neo 12.5 pl, 2mM dNTPs 1 ul, 10
pmol/ul of each primer was 1 pl, template DAN 1 pl, and
ddH.0 6 pl. The sequencing of the COI gene was used as
the bi-directional sequencing technique. All procedures of
DNA analysis were conducted at Genetika Laboratory (PT.
Genetika Science Indonesia).

Sequence editing and data analysis

The COI gene sequences were aligned in ClustalwW
(Thompson et al. 1994) and manually edited in Bioedit
software ver. 7.0.4.1 (Hall 2005). The sequences were
translated into the amino acid sequence using an online
software  ORFfinder  (https://www.ncbi.nlm.nih.gov/-
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orffinder). The step was conducted to ensure that the
obtained fragment is a functional gene fragment. Species
status of the samples was determined based on their
homology with the conspecific references available in
GenBank. Species determination also considered genetic
divergence, genetic distance, and the monophyly to
reference sequences as additional data.

The homology test was performed by comparing each
sample sequence to the reference sequences in GenBank
using the Basic Local Alignment Search Tool (BLAST)
(https://blast.ncbi.nim.nih.gov/Blast.cgi?PROGRAM=Dblast
N&PAGE_TYPE=BlastSearch&LINK_LOC =blasthome).
Molecular divergence data were calculated based on all
possible sequences pairwise comparison and was
performed in DnaSP 6 (Rozas et al. 2017). Genetic
distances were calculated based on the substitution model
of Kimura 2-parameter (K2P) in MEGAX software (Kumar
et al. 2018). The threshold values of genetic divergences
and distances referred to previously published work
(Karanovic et al. 2015), which is 5% between light and
dark of Physocypria biwaensis (Crustacea: Ostracoda). The
monophyly of the samples and the reference sequences
were obtained from phylogenetic analysis. The
phylogenetic tree was reconstructed using neighbor-
joining, maximum likelihood, and maximum parsimony
algorithms in MEGAX (Kumar et al. 2018). Branching
pattern and polarity were obtained from the outgroup
comparison. The outgroup species were three copepod
species, i.e., Scaphocalanus manus (MH707689),
Pseudocalanus minutus (MH707688), and Calanus
hyperboreus (MG320041). The confidence level of the
branching pattern was obtained from 1000 pseudo-
replication non-parametric bootstraps.

RESULTS AND DISCUSSION

Fifteen morphotypes are identified during microscopic
observation, i.e., Cr01, CR02, CR03, CR04, CR05, CRO06,
CR07, CR08, CR09, CR10, CR11, CR12, CR13, CR14,
and CR15, respectively. The number of morphotypes was
far below the expectation. The expected number was over
40 morphotypes because the present study did not obtain
shrimps, prawn, crabs, and other crustacean larvae. The
later organisms are commonly found in Segara Anakan.
The estimation was made based on previous by Mulyadi
and Murniati (2017) that found 36 species for copepod
from a narrower sampling site (downstream Donan River)
in the eastern Segara Anakan.

Low number of obtained morphotypes could be because
sample collection was performed in June, where spawning
time for those species was passed. According to Saputra et
al. (2005), crustacean's spawning time in Segara Anakan is
from April to May. Besides, this study was only focused on
economically important species. Therefore, the analyzed
larvae were lower than the expected crustacean diversity in
Segara Anakan.

One individual of each morphotype was shipped to a
company for barcoding analysis. Thirteen out of fifteen
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morphotypes were successfully sequenced, and 645 bp to
690 bp of the COI gene fragments were resulted (Table 1).
The two remaining morphotypes produce messed
sequences, even after the second trial, by cloned their gene
to pTA2 vector and transformed Escherichia coli.
Therefore, the analysis was only made for the thirteen
sequences. The obtained sequences are the correct target
fragment of the functional COI gene since sharp, single,
and clear peaks were obtained in the chromatogram. The
correctness of the obtained functional COIl fragment was
also proved by the absence of stop codon in their amino
acid sequences after translation. Homology test using the
basic local alignment search tool (BLAST) to the reference
species resulted in variable homology values. The
homology values ranged from 79.21% to 99.21%, with the
e-values were 0.00 for all morphotypes, and total scores
were similar to the maximal score (Table 1). The scientific
name and accession number of reference species are also
presented in Table 1.

Based on the homology values in Table 1, 12 samples
were identified as Crustacea, i.e., Cr01, Cr02, Cr03, Cr04,
Cr05, Cr07, Cr08, Cr09, Cr10, Cri11, Cr12, and Cr13. One
remaining morphotype was identified as Chephalopoda
(Cr15). Further analysis was focused on crustacean.
Specifically, for the crustacean, nine out of the 12
morphotypes were identified into species level. The
homology values ranged between 96.28% and 99.21% and
counted for five species, namely Fenneropenaeus
merguiensis, Acetes sibogae, Cloridopsis scorpio, Joryma
hilsae, and Rhopalophthalmus indicus (Table 1). Since
Fenneropenaeus merguiensis is a senior synonym of
Penaeus merguiensis, P. merguiensis is preferred as the
valid name in further discussion. Three remaining
morphotypes were could only be identified into the genus
level due to low homology values (between 84.59% and
94.40%) because it is below 95% (Lin et al. 2015) and
accounted for three species, i.e., Acetes sp., Neocallichirus
sp., and Neodorippe sp. Homology value is referred to as
high if the value is similar or above 97%. The value
between 95% and 97% is moderate (Jeffery et al. 2011). In
this study, moderate homology values (96%) were used
during species determination. The cut-off value was chosen
because each species has a different mutation rate in their
COIl gene or even among individuals within species
(Hebert et al. 2003; Yoshida et al. 2006; Karanovic et al.
2015; Palecanda et al. 2020). Also, specimens collected
from different geographic areas (Western Europe and
Canada) may have higher genetic divergence than those
obtained from the same site (Lin et al. 2015). Both
phenomena might cause a different genetic homology level
among individuals in different species during the BLAST
test.

Intraspecific genetic divergences were ranged from
0.0% (between Crl0 and Crll, R. indicus) to 3.9%
(between Crl10, Crll and R. indicus from GenBank) (Table
2). The values are common in precisely identified
Crustacea species, and the values were highly variable
from one to other crustacea groups. Moreover, the highest
genetic divergence is below the common barcoding gap
values of 5% (Meier et al. 2008; Candek and Kuntner
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2015; Lin et al. 2015). Jeffery et al. (2011) reported that
genetic divergences within Branchiopoda (Crustacea)
ranged between 0.00% - 3.4%. A wider range of genetic
divergences within species was reported by da Silva et al.
(2011) where genetic divergences within Decapoda
(Crustacea) range between 0.00% and 4.6%. Even, a higher
range value was reported by Weis et al. (2014) in
Gammarus fossarum (0.00% - 23.3%, mean 14.4%) and G.
fulex (0.3% - 10.3%, mean 6.4%). The genetic divergence
values among individuals within G. fossarum even higher
than the outgroup species. However, the values were too
extreme, and therefore the author concluded that G.
fossarum was considered species complex. This study also
observed a similar high genetic divergence value,
especially between Cr05 and its reference species,
Neodorippe simplex. However, since the value (5.9%) is
higher than 5% of the species identity cut-off value
(Karanovic et al. 2015), the morphotype was identified at
the genus level (Neodorippe). Specific for larvae of
Stomatopoda, the present study showed that the obtained
intraspecific genetic divergence still within the highest cut-
off value reported by Tang et al. (2010) in Stomatopoda,
which was 2.4%. Higher genetic divergence on the
crustacean COIl gene was reported when geographic
sampling is considered (Aguilar et al. 2017; Deli et al.
2018).

The Kimura 2-parameters genetic distances were
calculated for the five highest hits of the BLAST algorithm.
However, only the lowest values were presented in this
report. The lowest genetic distances between crustacean
samples and reference sequences were ranged between
0.87% and 17.82%. Genetic distances within species
ranged between 0.87% in samples Cr02 and Cr03 with their
reference species, respectively, and 4.05% in morphotype
Cr10 and Crl1 to the reference species. The interspecific
genetic distance ranged from 6.14% in Cr05 to 17.82% in
Cr01, respectively. All genetic distances among
morphotypes and their reference species are presented in
Table 3.

Within this study, species determination was made
based on the cut-off value of 4.05% of genetic distance.
There is no standard genetic distance within species, and
genetic distances are highly variable depending on the
animal groups. For example, intraspecific genetic distance
within insects was reached 21.1% (Lin et al. 2015), while
Aguilar at al. (2017) reported the highest genetic distance
in Branchinecta lindahli (Crustacea: Anostraca) was 7.4%.
In contrast, it was reported that within-species genetic
distance was ranged between 15% to 2% in
Vejdovskybathynella edelweiss (Camacho et al. 2011). da
Silva et al. (2011), Havermans et al. (2011), and Bilgin et
al. (2015) also reported high variability of intraspecific
genetic distance among crustacean species. Even
Karanovic et al. (2015) reported that genetic distance
within ostracods (Crustacea) was reached 8.6%. Therefore,
the use of 4.05% of genetic distance for species cut-off
within this study is reasonable because the value is below
the 5% cut-off value that was used by Candek and Kuntner
(2015) in insect and inside the range 4% to 5% as used by
Lin et al. (2015).
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Table 1. BLAST parameters of the morphotypes related to reference species
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Sequence

Max Total Query . . Accession
Code Iezgg’;h score score cover E-value Identity Reference species number
Cr01 675 676 676 97 0.0 85.28  Galathea strigosa MG935275
671 671 100 0.0 84.59  Acetes chinensis JN689221
665 665 97 0.0 84.92  Uca leptodactyla KU313195
665 665 92 0.0 86.04  Sergestes arcticus JQ306307
Cr02 678 1214 1214 100 0.0 98.97  Fenneropenaeus merguiensis KP637168
1181 1181 100 0.0 98.08  Penaeus merguiensis MK79239
1177 1177 99 0.0 98.08 Decapoda sp. KF714925
1125 1125 100 0.0 96.61 Penaeus indicus AF284431
Cr03 677 1134 1134 92 0.0 99.21  Acetes aff sibogae KX399434
636 636 100 6e-178 83.63 Metapenaeus ensis MK430866
608 608 100 3e-169 82.92  Metapenaeus joyneri NC_042173
Cr04 675 682 682 96 0.0 85.50  Neocallichirus grandimana MN184009
640 640 96 4e-179 84.40  Sergio mirim MF490066
640 640 96 42-179 84.38 Sergio guassutinga JN897380
638 638 100 2e-178 83.75  Nihonotrypaea thermophila JN897380
Cr05 690 1016 1016 95 0.0 94.40  Neodorippe simplex EU636975
754 754 95 0.0 87.37  Paradoripe granulate EU636974
752 752 94 0.0 87.50 Emunida annulosa EU243471
Cr07 678 1098 1098 90 0.0 98.86  Cloridopsis scorpio MH168247
1027 1027 97 0.0 94.83  Stomatopoda sp.2 RWKT-2009_2_02 FJ459780
1022 1022 97 0.0 94.68  Stomatopoda sp.2 RWKT-2009_2_01 FJ459782
1022 1022 97 0.0 94.68  Stomatopoda sp.2 RWKT-2009_2_03 FJ459781
Cr08 687 1098 1098 90 0.0 98.86  Cloridopsis scorpio MH168247
1027 1027 97 0.0 94.83  Stomatopoda sp.2 RWKT-2009_2_02 FJ459780
1022 1022 97 0.0 94.68  Stomatopoda sp.2 RWKT-2009_2_01 FJ459782
1022 1022 97 0.0 94.68  Stomatopoda sp.2 RWKT-2009_2_03 FJ459781
Cr09 675 758 758 68 0.0 96.31  Joryma hilsae KC896399
464 464 90 3e-126 80.71  Endoxyla secta GU828793
460 460 88 4e-125 80.79  Endoxyla sp. HQ951902
455 455 99 2e-123 79.21  Phortica sp. MN228918
Crl0 645 1038 1038 97 0.0 96.50  Rhopalophthalmus indicus EU717687
477 477 93 3e-130 81.13  Arthropoda sp. LPdivOTU433 isolate 1 ~ HM465916
472 472 93 2e-128 80.96  Arthropoda sp. LPdivOTU433 isolate 2 ~ HM465917
468 468 98 26125 80.09  Peripatopsis moseleyi EU855273
Crll 645 1059 1059 100 0.0 96.28  Rhopalophthalmus indicus EU717687
453 453 98 ge-123 79.81  Liophron sp. MG926893
449 449 98 78122 79.59  Arthropoda sp. LPdivOTU433 isolate 2~ HM465917
448 448 98 3e-121 79.53  Cecidomyiidae sp. MF697185
Crl2 675 758 758 68 0.0 96.31  Joryma hilsae KC896399
464 464 90 3126 80.71  Endoxyla secta GU828793
460 460 88 4125 80.79  Endoxyla sp. HQ951902
455 455 99 2123 79.21  Phortica sp. MN228918
Crl3 668 1081 1081 98 0.0 96.35  Rhopalophthalmus indicus EU717687
483 483 97 8132 80.18  Arthropoda sp LPdivOTU433 isolate 2~ HM465917
477 477 89 4130 81.16  Arthropoda sp LPdivOTU433 isolate 1 ~ HM465916
470 470 100 6128 79.49  Munida gregaria KU521508
Crl5 675 1022 1022 0.0 95.47  Idiosepius biserialis EU008972
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Table 2. Total genetic divergences (%) within and among species
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Code Cr01 Ac Cr02 Pm Cr03 As Cr04 Ng Cr05 Neo Cr07 Cs

Cr08 Cr09 Jor Cri0 Crll Crl2 Cri3 Rho

Cr01
Ac
Cr02
Pm
Cr03
As
Cro4
Ng
Cr05
Neo
Cro7
Cs
Cr08
Cr09
Jor
Crl0
Crll
Crl2
Cri13
Rho

15.8
18.0
17.8
18.2
17.6
19.1
21.0
19.5
21.3
20.8
20.6
20.8
28.9
27.8
25.8
25.8
28.9
25.4
24.7

20.4
20.4
18.9
18.7
23.4
22.6
21.9
221
221
221
221
30.2
29.3
29.3
29.3
25.6
28.6
27.5

0.9
18.4
18.2
221
23.4
20.6
22.8
17.6
17.6
17.6
25.6
26.0
28.9
28.9
25.6
28.9
28.0

17.8
17.6
22.6
23.4
20.8
221
18.0
18.0
18.0
25.6
26.0
29.1
29.1
25.6
29.1
28.2

0.9
24.5
247
21.7
22.6
21.3
21.0
21.3
28.9
28.6
28.9
28.9
28.9
28.2
28.2

241
24.5
21.0
21.9
20.8
20.6
20.8
28.0
28.2
28.9
28.9
28.0
28.2
28.2

14.8
221
23.2
20.0
20.4
20.4
31.9
31.2
23.0
23.0
31.9
23.0
22.8

23.2
22.8
23.9
23.4
23.9
25.8
30.8
247
247
31.0
241
247

5.9
21.7
20.8
21.7
25.8
25.2
24.9
24.9
25.8
245
245

234
22.6
22.6
27.8
27.3
26.2
26.2
27.8
25.6
25.2

13
20.8
254
254
247
247
254
25.2
25.2

13
25.6
25.6
245
245
25.6
24.9
254

254
254
247
247
254
25.2
25.2

3.7
31.9
31.9

0.0
31.7
31.7

31.7
31.7
3.7
315
315

0.0

31.9 31.9

0.9
3.9

09 317
39 317 35

Crl5 24.1 254 254 26.0 254 252 258 24.7 22.8

245

25.6 247 256 265 269 26.0 26.0 265 252 25.2

Notes: Ac: Acetes chinensis, Pm: Penaeus merguiensis, As: Acetes siboga, Ng: Neocallichirus grandimana, Neo: Neodorippe simplex,
Cs: Cloridopsis scorpio, Jor: Joryma hilsae, Rho: Rhopalophthalmus indicus, Idio: Idiosepius biserialis

Table 3. The lowest Kimura 2-parameters genetic distances (%) between samples and reference species

Samples Reference sequences Accession number Genetic distances (%)
Cr01 Acetes chinensis JN689221 17.82
Cr02 Fenneropenaeus merguiensis/Penaeus merguiensis KP637168 0.87
Cr03 Acetes sibogae KX399434 0.87
Cro4 Neocallichirus grandimana MN184009 16.46
Cr05 Neodorippe simplex EU636975 6.14
Cr07 Cloridopsis scorpio MH168247 1.32
Cr08 Cloridopsis scorpio MH168247 1.32
Cr09 Joryma hilsae KC896399 3.81
Cr10 Rhopalophthalmus indicus EU717687 4.05
Crl1 Rhopalophthalmus indicus EU717687 4.05
Cri12 Joryma hilsae KC896399 3.81
Cr13 Rhopalophthalmus indicus EU717687 3.58
Cri5 Idiosepius biserialis EU008972 4.50

The phylogenetic tree was reconstructed by involving
five highest hits reference species. The tree reconstruction
was conducted using maximum parsimony (MP),
maximum likelihood (ML), and neighbor-joining (NJ)
algorithms. The three algorithms resulted in a similar
branching pattern of the phylogenetic tree and showed
identical samples with the reference species grouping
(Figure 2).

All samples formed monophyletic groups to their
reference species with high bootstrap support in all used
algorithms (ML, MP, and NJ, bold values) (Figure 2). The
monophyly of the samples to their reference species
provides two pieces of information. First, it is
strengthening the samples' previous assignment into

specific taxa as provided by BLAST results and genetic
distance data. According to Xu et al. (2015), specimens are
considered a single taxon if they formed a monophyletic
group. Second, it provides additional evidence that the COIl
gene is a reliable marker for species discrimination and
identification, including crustacean larvae. The COI gene's
appropriateness for larvae identification is because COIl is
easy to change (Nuryanto et al. 2017; 2018; 2019). That is
due to its high mutation rate, leading to a high phylogenetic
resolution (Hebert et al. 2003). Tang et al. (2010),
Bhagawati et al. (2020), and Palecanda et al. (2020) also
reported clear species separation and their monophyly with
reference species in other Crustacea groups.
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Figure 2. Phylogenetic tree among eight samples species and reference species. Note: left: MP bootstrap; center: ML bootstrap; right:
NJ bootstrap.
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Table 4. Taxonomic status of the crustacean larvae collected in the eastern areas of Segara Anakan Cilacap

Sample code Order Family Genus Species
Cr01 Decapoda Sergestidae Acetes Acetes sp.
Cr02 Decapoda Penaeidae Penaeus Penaeus merguiensis
Cr03 Decapoda Sergestidae Acetes Acetes sibogae
Cro4 Decapoda Callichiridae Neocallichirus Neocallichirus sp.
Cr05 Decapoda Dorippidae Neodorippe Neodorippe sp.
Cr07 Stomatopoda Squillidae Cloridopsis Cloridopsis scorpio
Cr08 Stomatopoda Squillidae Cloridopsis Cloridopsis scorpio
Cr09 Isopoda Cymothoidae Joryma Joryma hilsae
Crl0 Mysida Mysidae Rhopalophthalmus Rhopalophthalmus indicus
Crll Mysida Mysidae Rhopalophthalmus Rhopalophthalmus indicus
Cri2 Isopoda Cymothoidae Joryma Joryma hilsae
Crl3 Mysida Mysidae Rhopalophthalmus Rhopalophthalmus indicus
Crl5 Idiosepida Idiosepiidae Idiosepius Idiosepius minimus

According to the homology, genetic divergence and
genetic distance values, the monophyly and branch length
of the samples to their reference sequences, the crustacean
larvae samples in this study can be identified into five
species (Acetes sibogae, Penaeus merguiensis, Cloridopsis
scorpio, Joryma hilsae, and Rhopalophthalmus indicus)
and three genera (Acetes, Neocallichirus, and Neodorippe).
The taxonomic status of each sample is listed in Table 4.

Two different morphotypes were genetically identified
as single species (Cr07 and Cr08) (Table 4). Both
morphotypes were genetically determined as C. scorpio.
The morphotypes Cr09 and Cr12 were identified as Joryma
hilsae, and Cr10, Crl1, and Cr13, identified as R. indicus.
Genetically similar species of different morphotypes
proved that larvae determination based on characteristic
morphological lead to miss-identification. It is because
larvae have a little morphological character for species
determination (Pegg et al. 2006).

Moreover, the difficulty in identifying the larvae using
morphology is caused by the morphological similarity
between larvae of two different species but in the same
phase. Likewise, larvae of the same species but in different
stages will have different morphologies. Therefore, this
study proved that the COI gene is a powerfully essential
and useful molecular marker for precise species
identification of morphologically similar larvae. Previous
studies reported identical result about the reliability of the
COl gene in species-level identification of larvae, such as
Tang et al. (2010) and Palecanda et al. (2020) in
Stomatopoda; Ko et al. (2013), and Pereira et al. (2013) in
fish, and Palero et al. 2016) in Scyllarides squammosus
(Decapoda).

The present study obtained different species of Acetes
compared to the survey by Akbar et al. (2013). In this
study, two species of Acetes were obtained, namely Acetes
sp. and A. sibogae, while Akbar et al. (2013) found A.
japonicus. Similar phenomena were observed when the
present study was compared to Djuwito et al. (2013)
survey. In this study, mantis shrimp (Cloridopsis scorpio
Latreille, 1828) was found, while Djuwito et al. (2013)
obtained Oratosquilla oratoria de Haan, 1884 mantis
shrimp. The differences could be due to three reasons, i.e.,

First, the present study was conducted on larvae stages,
while Akbar et al. (2013) studied the adult stage. The
larvae stage inhabits nursery grounds like an estuary, while
the adult stage inhabits coastal areas as their original
habitat. Second, the present study used the COI gene as a
taxonomic character, whereas Akbar et al. (2013) used
morphological characters during their research. Therefore,
in comparison to Akbar et al. (2013) was not congruent.
However, no barcoding study has been done on adult
crustacean from the Segara Anakan estuary, makes equal
comparison difficult. Third, the difference could be due to
morphological constraints during the identification of A.
japonicus because Acetes is a small species with a
maximum adult size is approximately 3 cm. With that size,
less experienced taxonomists will face difficulties during
species identification and might lead to miss-identification.
Molecular identification, which was conducted in this
study, could solve the problems and provide a precise
species identification tool.

Based on the current study, Djuwito et al. (2013)
reported mantis shrimp, O. oratoria live in the eastern
areas of Segara Anaka estuary. The present study obtained
mantis shrimp, Cloridopsis scorpio. The different mantis
shrimp species that got could be because the current study
used the COI gene during species identification, while
previous studies used morphological characters during
species identification. There is a possibility that miss-
identification was occurred during morphological
identification of the mantis shrimp samples from Cilacap,
especially for Oratosquilla oratoria. According to
Palomares and Pauly (2019) and WoRMS Editorial Board
(2020), O. oratoria is not living in the Indonesia waters.
However, further study using a molecular marker for
species identification of adult individuals of mantis shrimp
in Segara Anakan is needed to precisely determine their
taxonomic status. In contrast, mantis shrimp (Cloridopsis
scorpio) obtained in this study is a correct species for
specimens from Cilacap waters, including Segara Anakan,
because C. scorpio has geographic distribution in the Indo-
West Pacific and native to Indonesia (Palomares and Pauly
2019).
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The Segara Anakan conservation effort has been started
since 2007 based on Indonesia's law number 27 about
Management of Coastal Areas and Small Islands. It was
strengthened by Government Regulation Number 26 of
2008 concerning National Spatial Planning. According to
the regulation, Segara Anakan area has been designated as
a National Strategic Area. The conservation effort of the
Segara Anakan estuary was further emphasized by the
issuance of Indonesia's law number 1 in 2014. Article 28,
paragraph 3d, stated that the Segara Anakan Lagoon is a
unique coastal ecosystem and is vulnerable to change.
Hence, the existence of the Segara Anakan mangrove
ecosystem needs to be preserved for sustainable
development. However, all the regulations were made
based on the government's political view with a little
scientific basis. Therefore, the number of crustacean
species obtained in the eastern areas of Segara Anakan has
important implications for Segara Anakan conservation.
However, further studies to extend taxonomic and
systematic data about crustacean and other aquatic species
that utilized Segara Anakan estuary as spawning and
nursery ground are still needed, especially for high
economically important species. Moreover, additional data,
such as social-economic and ecological data of Segara
Anakan, are also required to provide a more comprehensive
figure about Segara Anakan estuary. So conservation
policy can be formulated based on a strong scientific basis.

It is concluded crustacean larvae from eastern areas of
Segara Anakan can be identified into eight species using
the cytochrome c oxidase subunit 1, namely Acetes sp.,
Acetes sibogae, Penaeus merguiensis, Neocallichirus sp.,
Neodorippe sp., Cloridopsis scorpio, Joryma hilsae, and
Rhopalophthalmus indicus.

ACKNOWLEDGEMENTS

We would like to thank Jenderal Soedirman University
for funding this research through the research scheme Riset
Peningkatan Kompetensi (Contract No. T/391/UN23.18/
PT.01.03/2020). We thank the Research and Public Service
Institute of Jenderal Soedirman University, Purwokerto,
Central Java, Indonesia, for allowing the researchers to do
this research by approving the funding for this study. We
are acknowledged to the Dean of Faculty of Biology
Jenderal Soedirman University, who facilitates the
researcher by utilizing the faculty's equipment. We would
like to thank the Major of Cilacap District, who has
permitted us to research Segara Anakan. Thanks to all other
persons who gave valuable contributions during the
research and reviewer who gave advice and made
corrections to enrich this manuscript.

REFERENCES

Aguilar A, Maeda-Martinez AM, Murugan G, Obregon-Barboza H,
Rogers DC, McClintock K, Krumm JL. 2017. High intraspecific
genetic divergence in the versatile fairy shrimp Branchinecta lindahli
with a comment on cryptic species in the genus Branchinecta

BIODIVERSITAS 21 (10): 4878-4487, October 2020

(Crustacea: Anostraca). Hydrobiol 801: 59-69. DOI: 10.1007/s10750-
017-3283-3.

Akbar PP, Solichin A, Saputra SW. 2013. Analysis of length-weight
relationship and condition factor of rebon shrimp (Acetes japonicas)
in Cilacap of Central Java. J Manag Aquat Resour 2 (3): 161-169.
[Indonesian]

Ardli ER. 2007. Spatial and temporal dynamic of mangrove conversion at
the Segara Anakan Cilacap, Java, Indonesia. In: Yuwono E,
Jannerjahn T, Sastranegara MH, Sukardi P (eds). Synopsis of
Ecological and Socio-economic Aspects of Tropical Coastal
Ecosystem with Special Reference to Segara Anakan. Research
Institute University of Jenderal Soedirman, Purwokerto.

Asmara H, Riani E, Susanto A. 2011. Analysis of some reproductive
aspects of mangrove crab (Scylla serrata) in Segara Anakan waters,
Cilacap District, Central Java. Jurnal Matematika, Sains dan
Teknologi 12 (1): 30-36. [Indonesian]

Bekker EI, Karabanov DP, Galimov YR, Kotov AA. 2016. DNA
barcoding reveals high cryptic diversity in the North Eurasian Moina
species (Crustacea: Cladocera). PLoS One 11 (8): €0161737. DOI:
10.1371/journal.pone.0161737.

Bhagawati D, Winarni ET, Nuryanto A. 2020. Molecular barcoding
reveals the existence of mole crabs Emerita emeritus in North Coast
of Central Java. Biosaintifika 12 (1): 104-110. DOI:
10.15294/biosaintifika.v12i1.20497.

Bilgin R, Utkan MA, Kalkan E, Karhan SU, Bekbolet M. 2015. DNA
barcoding of twelve shrimp (Crustacea: Decapoda) from Turkish sea
reveals cryptic diversity. Mediterr Mar Sci 16 (1): 36-45. DOI:
10.12681/mms.548.

Camacho Al, Dorda BA, Rey I. 2011. Identifying cryptic speciation across
groundwater populations: first COl sequences of Bathynellidae
(Crustacea, Syncarida). Graellsia 67 2): 7-12.
DOI: 10.3989/graellsia.2011.v67.031.

Candek K, Kuntner M. 2015. DNA barcoding gap: Reliable species
identification over morphological and geographical scales. Mol Ecol
Resour 15 (2): 268-277. DOI: 10.1111/1755-0998.12304.

da Silva JM, Creer S, dos Santos A, Costa AC, Cunha MR, Costa FO,
Carvalho GR. 2011. Systematic and evolutionary insights derived
from mtDNA COI barcode diversity in the Decapoda (Crustacea:
Malacostraca). PloS ONE 6 (5): €19449. DOl
10.1371/journal.pone.0019449.

Deli T, Kalkan E, Karha SU, Uzunova S, Keikhosravi A, Bilgin R,
Schubart CD. 2018. Parapatric divergence among deep evolutionary
lineages in the Mediterranean green crab, Carcinus aestuarii
(Brachyura, Portunoidea, Carcinidae), accounts for a sharp
phylogeographic break in the Eastern Mediterranean. BMC Evol Biol
18: 53. DOI: 10.1186/s12862-018-1167-4.

Djuwito, Saputra SW, Widyaningtiwi WA. 2013. Ecological aspects of
mantis shrimp (Oratosquilla oratoria De Haan, 1844) in Cilacap
water, Central Java. J Manag Aquat Resour 2 (3): 56-64.

Folmer, O., Black, M., Lutz, R., and Vrijenhoek, R. 1994. DNA Primers
for Amplification of Mitochondrial Cytochrome C Oxidase Subunit |
from Metazoan Invertebrates. Mol. Mar. Biol. Biotechnol. 3 (5): 294-
299.

Hall TA. 2005. BioEdit: A user-friendly biological sequence alignment
editor and analysis program for Windows 95/98/NT. Nucleic Acids
Symp Ser 41: 95-98. DOI: 10.14601/Phytopathol_Mediterr-
14998u1l.29.

Havermans C, Nagy ZT, Sonet G, De Broyer C, Martin P. 2011. DNA
barcoding reveals new insights into the diversity of Antarctic species
of Orchomene sensu lato (Crustacea: Amphipoda: Lysianassoidea).
Deep-Sea Research 11(58): 230-241.

Hebert PDN, Cywinska A, Ball SL, de Waard JR. 2003. Biological
identification through DNA barcodes. Proc Royal Soc Lond B 270
(1512): 313-321.

Jeffery NW, Elias-Guttierrez M, Adamowicz SJ. 2011. Species diversity
and phylogeographical affinities of the Branchiopoda (Crustacea) of
Churchill, Manitoba, Canada. PLoS One 6 (5): el8364. DOI:
10.1371/journal.pone.0018364.

Karanovic I. 2015. Barcoding of ancient lake Ostracods (Crustacea)
reveals cryptic speciation with extremely low distances. PLoS One 10
(3): €0121133. DOI: 10.1371/journal.pone.0121133.

Ko HL, Wang YT, Chiu TS, Lee MA, Leu MY, Chang KZ, Chen WY,
Shao KT. 2013. Evaluating the accuracy of morphological
identification of larval fishes by applying DNA barcoding. PLoS
ONE 8 (1): 253451. DOI: 10.1371/journal.pone.0053451.


https://www.researchgate.net/deref/http%3A%2F%2Fdx.doi.org%2F10.1007%2Fs10750-017-3283-3?_sg%5B0%5D=uiligTgzEZhPiUeEABOdtKjNRyDEe8h5Oqm_JiwBXX86NvI7YSad5PlglOAkBVw2XEiPOim8AYRBcnh5xPWiIJMUQQ.gziomWLwaIGjXQF0QeUf_TMvzh9bvBYNhFMU0kSqv3E5z2cnuk1MB4bQ3sfvAnDzaxwHisTrqXbI2XZE7nk0YQ
https://www.researchgate.net/deref/http%3A%2F%2Fdx.doi.org%2F10.1007%2Fs10750-017-3283-3?_sg%5B0%5D=uiligTgzEZhPiUeEABOdtKjNRyDEe8h5Oqm_JiwBXX86NvI7YSad5PlglOAkBVw2XEiPOim8AYRBcnh5xPWiIJMUQQ.gziomWLwaIGjXQF0QeUf_TMvzh9bvBYNhFMU0kSqv3E5z2cnuk1MB4bQ3sfvAnDzaxwHisTrqXbI2XZE7nk0YQ
https://www.researchgate.net/deref/http%3A%2F%2Fdx.doi.org%2F10.12681%2Fmms.548?_sg%5B0%5D=5YO5oXxhR5gvAphBxJV_2ed2xm4sCyXxmNibMKgr3mPip46nscZsd0TLIQ0W77aIo8awzokIzu6JFh5V3DBonif_9Q.NOYPwbURqMo2e2Ee-79BOHmRCBhzHg5SEr2Psn3ARQx0_ote9FeJc3vRUGQ-JDmje94XLLYG-8590Vo7x4GpKA
https://www.researchgate.net/deref/http%3A%2F%2Fdx.doi.org%2F10.3989%2Fgraellsia.2011.v67.031?_sg%5B0%5D=NjvV-CrlEIaCN6N6y9GsauoWuc9b5rW9VD9ZGHYTo53szpD5NWntOOXS0JEGgWzl9tmnWheYCBmy9T4qAu7SFb8zOw.6jbVkFmQ_zl_wfW4l_iFS2K7GJKsdZVaWkrXEQbS8yl74_LloUooyIRLNxFK9S4e3MVpTrEG3GecNsnWUgacLg

KUSBIYANTO et al. — Barcoding of crustacean larvae from Segara Anakan, Indonesia

Kumar S, Stecher G, Li M, Knyaz C, Tamura K. 2018. MEGA X:
Molecular evolutionary genetics analysis across computing platforms.
Mol Biol Evol 35 (6): 1547-1549. DOI: 10.1093/molbev/msy096.

Lin X, Stur E, Ekrem T. 2015. Exploring genetic divergence in a species-
rich insect genus using 2790 DNA barcodes. PLoS One 10(9):
€0138993. DOI: 10.1371/journal.pone.0138993.

Manez KS. 2010. Java’s forgotten pearls: The history and disappearance
of pearl fishing in the Segara Anakan Lagoon, South Java, Indonesia.
J Hist Geogr 36 (4): 367-376. DOI: 10.1016/j.jhg.2010.03.004.

Meier R, Zhang G, Ali F. 2008. The use of mean instead of smallest
interspecific distances exaggerates the size of the “barcoding gap” and
leads to misidentification. Syst Biol 57 (5): 809-813. DOI:
10.1080/10635150802406343.

Mulyadi, Murniati DC. 2017. Diversity, abundance, and distribution of
copepods (Crustacea) in the mangrove area of Segara Anakan,
Cilacap. Oseanologi dan Limnologi Di Indonesia 2(2): 21-31.
[Indonesian]

Nordhaus |, Hadipudjana FA, Jansen R, Pamungkas J. 2009. Spatio-
temporal variation of microbenthic communities in the mangrove-
fringed Segara Anakan lagoon Indonesia, affected by anthropogenic
activities. Reg Environ Change 9 (4): 291-313.

Nuryanto A, Pramono H, Sastranegara MH. 2017. Molecular
identification of fish larvae from East Plawangan of Segara Anakan,
Cilacap, Central Java, Indonesia. Biosaintifika 9 (1): 33-40. DOI:
10.15294/biosaintifika.v9i1.9191.

Nuryanto A, Amalia G, Khairani D, Pramono H, Bhagawati D. 2018.
Molecular characterization four giant gourami strains from Java dan
Sumatra. Biodiversitas 19 (2): 528-539. DOI:
10.13057/biodiv/d190228.

Nuryanto A, Komalawati N, Sugiharto. 2019. Genetic diversity
assessment of Hemibagrus nemurus from rivers in Java Island,
Indonesia using COIl gene. Biodiversitas 20 (9): 2707-2717. DOI:
10.13057/biodiv/d200936.

Palecanda S, Feller KD, Porter ML. 2020. Using larval barcoding to
estimate stomatopod species richness at Lizard Island, Australia for
conservation monitoring. Sci Rep 10: 10990. DOI: 10.1038/s41598-
020-67696-x.

Palero F, Genis-Armero R, Hall MR, Clark PF. 2016. DNA barcoding the
phyllosoma of Scyllarides squammosus (H. Milne Edwards, 1837)
(Decapoda: Achelata: Scyllaridae). Zootaxa 4139 (4): 481- 498.
DOI: 10.11646/zootaxa.4139.4.2.

Pegg GG, Sinclair B, Briskey L, Aspden WJ. 2006. MtDNA barcode
identification of fish larvae in the southern Great Barrier Reef,
Australia. Scientia Marina 70 (S2): 7-12.

Pereira LHG, Hanner R, Foresti F, Oliveira C. 2013. Can DNA barcoding
accurately discriminate megadiverse Neotropical freshwater fish
fauna? BMC Genet 12: 20.

Palomares MLD, Pauly D. 2019. SealifeBase: World Wide Web
Electronic Publication. www.sealifebase.org. Version 12, 2019.

Pratiwi R, Sukardjo S. 2018. Effect of rainfall on the population of
shrimps Penaeus monodon Fabricius in Segara Anakan Lagoo,
Central Java, Indonesia. Biotropia 25 (3): 156-169.

Raupach MJ, Radulovici AE. 2015. Looking back on a decade barcoding
crustaceans. Zookeys 539: 53-81. DOI: 10.3897/zookeys.539.6530
Redjeki S, Arif M, Hartati R, Pinandita LK. 2017. Density and

distribution of crab (Brachiura) in mangrove forest ecosystem of

4887

Segara Anakan Segara Anakan Cilacap. Jurnal Kelautan Tropis 20
(2): 131-139. [Indonesian]

Riehl T, Brenke N, Brix S, Driskell A, Kaiser S, Brandt A. 2014. Field
and laboratory methods for DNA studies on deep-sea isopod
crustaceans. Polish Polar Res 35 (22): 203-224.

Rozas J, Ferrer-Mata A, Sanchez-DelBarrio JC, Guirao-Rico S, Librado P,
Ramos-Osins SE, Sanchez-Gracia A. 2017. DnaSP 6: DNA sequence
polymorphism analysis of large data sets. Mol Biol Evol 34 (12):
3299-3302. DOI: 10.1093/molbev/msx248.

Saputra SW, Sukimin S, Boer M, Affandi R, Monintja DR. 2005.
Reproductive aspect and spawning ground of Metapenaeus elegans
(De Man, 1907) in Segara Anakan Lagoon, Cilacap, Central Java.
llmu Kelautan 10 (1): 41-49.

Saputra SW. 2010. Study on biological aspects of shrimp Leptocarpus
potamiscus Segara Anakan lagoon Cilacap Central Java. Pena
Akuatika 1 (1): 76-84. [Indonesian]

Tang RWK, Yau C, Ng W-C. 2010. Identification of stomatopod larvae
(Crustacea: Stomatopoda) from Hong Kong waters using DNA
barcodes. Mol Ecol Res 10 (3): 439-448. DOI: 10.1111/j.1755-
0998.2009.02794.X.

Thompson JG, Higgins DG, Gibson TJ. 1994. CLUSTAL W: Improving
the sensitivity of progressive multiple sequence alignments through
sequence weighting, position-specific gap penalties and weight matrix
choice. Nucleic  Acids Res 22 (22): 4673-4680.
DOI: 10.1093/nar/22.22.4673.

von der Heyden S, Berger M, Toonen RJ, van Herwerden L, Juinio-Menez
MA, Ravago-Gotanco R, Fauvelot C, Bernardi G. 2014. The
Application of Genetics to Marine Management and Conservation:
Examples from the Indo-Pacific Bull Mar Sci 90 (1): 123-158.

Wagiyo K, Damora A, Pane ARP. 2018. Biological aspects, population
dynamics and stock density of banana prawns (Penaeus merguiensis
de Man, 1888) in the nursery habitat of Segara Anakan estuaries,
Cilacap. Jurnal Penelitian Perikanan Indonesia 24 (2): 127-136.
[Indonesian]

Weis M, Macher JN, Seefeldt MA, Leese F. 2014. Molecular evidence for
further overlooked species within the Gammarus fossarum complex
(Crustacea: ~ Amphipoda).  Hydrobiol 721  (1):  165-184.
DOI: 10.1007/s10750-013-1658-7.

Widianingsih, Nuraini RAT, Hartati R, Redjeki S, Riniatsih I, Andanar
CE, Endrawati H, Mahendrajaya RT. 2019. Morphometry and growth
of Scylla serrata (Phylum:Arthopoda, Family: Portunidae) in Penikel
Village, Segara Anakan, Cilacap. Jurnal Kelautan Tropis 22 (1): 57-
62.

WoRMS Editorial Board. 2020. World Register of Marine Species.
Available from http://www.marinespecies.org at VLIZ. Accessed
2020-08-11. DOI: 10.14284/170.

Xu X, Liu F, Chen J, Li D, Kuntner M. 2015. Integrative taxonomy of the
primitively segmented spider genus Ganthela (Araneae: Mesothelae:
Liphistiidae): DNA barcoding gap agrees with morphology. Zool J
Linnean Soc 175 (2): 288-306. DOI: 10.1111/z0j.12280.

Yoshida M, Tsuneki K, Furuya H. 2006. Phylogeny of selected Sepiidae
(Mollusca, Cephalopoda) based on 12S, 16S, and COI sequences,
with comments on the taxonomic reliability of several morphological
characters. Zool Sci 23: 341-351.

Zalindri M, Sastranegara MH. 2015. Community structure of intertidal
crab in degraded mangrove in Segara Anakan Cilacap. Biosfera 32
(3): 154-161. DOI: 10.20884/1.mib.2015.32.3.338. [Indonesian]


https://www.researchgate.net/deref/http%3A%2F%2Fdx.doi.org%2F10.11646%2Fzootaxa.4139.4.2?_sg%5B0%5D=EPYSF7w6OKgupu8V64a82xB5hwPITLrVUOaS1BHXd_zP3Q2UTI-T25ohXUzJ1wYf7rNSlDJwqlVRxJROaGRFBsRkKg.3tY2qVbSZnTlRlCbhxqI0XeUqCtPfWup9SpKkh8z9_WVisG_k_chjnbhtaysBimJ66wdTeHwF8h24Qhnu7xkGg
http://www.sealifebase.org/
https://www.researchgate.net/deref/http%3A%2F%2Fdx.doi.org%2F10.1111%2Fj.1755-0998.2009.02794.x?_sg%5B0%5D=DjjbEBYrDHElVhXAAgcgguAVrUeYMUT32QU9kSRxuZ-vXNCJqEPyFu1iHPxf33hsynBVRJFVaKwwT2RtcxTxmNPzdA.yvAJ3sdwaYaIJeaxk9E3TvrGzMOMqjR4hIWXGzEDhV7UkkE4kvjuHE2d2WQZAGtKDHKWnhc8jqQ0ZQvopP-QNA
https://www.researchgate.net/deref/http%3A%2F%2Fdx.doi.org%2F10.1111%2Fj.1755-0998.2009.02794.x?_sg%5B0%5D=DjjbEBYrDHElVhXAAgcgguAVrUeYMUT32QU9kSRxuZ-vXNCJqEPyFu1iHPxf33hsynBVRJFVaKwwT2RtcxTxmNPzdA.yvAJ3sdwaYaIJeaxk9E3TvrGzMOMqjR4hIWXGzEDhV7UkkE4kvjuHE2d2WQZAGtKDHKWnhc8jqQ0ZQvopP-QNA
https://dx.doi.org/10.1093%2Fnar%2F22.22.4673
https://www.researchgate.net/deref/http%3A%2F%2Fdx.doi.org%2F10.1007%2Fs10750-013-1658-7?_sg%5B0%5D=6P-IvxD2ghYA2ta7wKAagOFYB1IOKaXugilmDNoiLVsiaeM1P6z0o3NYx4GA9RVS8cusCI7rm8pSRjGCppsj0mnFBg.5UBdhH3Th4FVgjB5ynbGVLDzOn2zBsBKEdHHBapfydOxcHx7jr1oj4wbxw_mbJDctUjY8zchSWS9OQyTlYFPkA
http://www.marinespecies.org/aphia.php?p=popup&name=citation
https://www.researchgate.net/deref/http%3A%2F%2Fdx.doi.org%2F10.1111%2Fzoj.12280?_sg%5B0%5D=-pVyODfmuRGGVlF4tCZPtc_Hb6P3102AfqSWjSMQOhkTasf74cb792XdYY-ORGNFocmBlP-MjFba0O6IljwoIcMcgw.mrPbRiR96HeUt-jtczygpqMNq5K-YZDfu43v7pK9I8Ua17sICEb6SfzC2Cw73uN6zDMZJORLJe6gY1UE-74Zqw

