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Abstract
Javan Plover named Charadrius javanicus is taxonomically under controversy and 
phylogenetically unresolved yet. Through an analysis of  DNA barcode, this study 
aims (1) to confirm whether Javan Plover is separated species named Charadrius 
javanicus or a subspecies of  C. alexandrinus which named C. a. javanicus and (2) to de-
termine a relationship within this genus. Totally 666 bp DNA sequences of  COI bar-
code gene were analyzed. The results showed that a sequence divergence between 
Javan Plover and C. alexandrinus alexandrinus was only 1.2%, while sequence diver-
gences between C.a.alexandrinus and others species, or between Javan Plover and 
others species were ranged from 9-12%. Neighbour-joining (NJ) and maximum-par-
simony (MP) analyses showed that all individuals of  both Javan Plover and Kenith 
Plover were clustered together, and supported by 99 % and 100 % of  bootstrap value 
in NJ and MP, respectively. This study tends to support the previous findings that 
Javan Plover was not a separated species named C. javanicus, but it was as a subspe-
cies of  C. alexandrinus; named C. a. javanicus. There were two groups of  Plover in 
this study; (C. leschenaultii and C. javanicus + C.a.alexandrinus), and (C.dubius and C. 
melodus + C. semipalmatus). DNA barcoding analysis can give certainty taxonomic 
status of  the bird. Then, this study has implication as a basic data that can be used 
to provide and support the planning of  Javan plover conservation programs. 
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2010, Astuti 2011, Astuti and Prijono 2015). De-
cisions on species and subspecies boundaries can 
have an impact on the conservation and manage-
ment of  a species (Shaffer et al., 2000). In theory, 
all adjacent populations of  a species show gene-
tic differences at some level (Avise, 1994). Thus, 
specific criteria used to justify a recognition of  a 
species, subspecies, or any other taxonomy levels 
based on categories and even dependent on bio-
logical attributes of  the taxa in question (Starkey 
et al., 2003).

Many studies aimed to determine the 
variation of  boundaries between inter-and intra-
specific using molecular data, mainly to test the 
hypothesis of  relationships at the species level. 
More recently known for a theory and estab-
lished the method of  DNA barcoding using gene 
sequences and is believed to be able to answer the 
taxonomic status of  an animal to the level of  spe-
cies or subspecies (Hebert et al., 2003).

COI gene has been using as a DNA bar-
coding. The gene is a part of  the mitochondrial 
DNA with a length of  about 2000 base pairs (bp). 
Approximately 648-660 bp length of  this gene, 
known as DNA barcodes and the position COI 
gene barcode is near to the term-5 ‘ end of  the 
gene (Hebert et al., 2003; 2004; Rach et al., 2008). 
COI gene barcode can be used to identify an ani-
mal species (Hebert et al., 2003; 2004; Nagy et 
al., 2013; Kaur S., 2015; Luo et al., 2011; Pur-
ty RS and Chatterjee S. 2016). The short DNA 
sequences can ensure the individuals of  a spe-
cies due to genetic variation among individuals 
within a species apart from the genetic variation 
among individuals in different species (Hebert 
et al., 2004). Studies to test the accuracy of  spe-
cies identification using COI DNA barcodes have 
been successfully carried out previously on birds 
(Hebert et al., 2004a) and Lepidoptera (Hajiba-
baei et al., 2006a)

The study was carried out to use the DNA 
sequences of  COI gene barcodes: to confirm and 
to assess whether the Javan Plover is a different 
species named C. javanicus or a subspecies of  C. 
alexandrinus called C.a. javanicus, and to detemine 
the relationships among Plover (Charadrius).

METHODS

Sampling of genetic materials
Genetic materials in the form of  blood 

samples from plovers were collected in the coas-
tal areas of  Northern (Jawa sea of  Central Java), 
Western (Bekasi and Indramayu) and Southern 
(Yogyakarta) of  Java Island. A total of  26 blood 
samples consisted of  11 samples of  Javan plover 

INTRODUCTION

Shorebirds are classified in the Charad-
riiformes order. One of  the families included in 
this order is Charadriidae, which is divided into 3 
subfamilies and 10 genera (del Hoyo et al., 1996). 
The birds are known as the plover and spread 
globally, with the relatively short bill. Charadrius 
is one of  the existing genera. Charadrius consists 
of  several species, including C. alexandrinus, C. ja-
vanicus, C. semipalmatus, C. melodus, C. dubius, and 
C. leschemaulti (del Hoyo, 2004). C. alexandrinus 
was described has several subspecies, such as C. 
a. alexandrinus, C.a. dealbatus, C.a. seebohmi, C.a. 
nivosus, and C. a. occidentalis (Dickinson, 2003; del 
Hoyo, 2004). Although some avian taxonomist 
said that many species of  plover belong to this 
genus (MacKinnon, 1998), but the grouping and 
the phylogenetic relationships among them are 
still controversies. For example, Javan Plover by 
Dickinson (2003) and del Hoyo (2004) was desc-
ribed as separated species under the name Char-
adrius javanicus. 

 Javan plover is one of  the shorebirds (water 
birds) that in Indonesia spread only on the island 
of  Java, Kangean Islands, and possibly also in 
Bali (del Hoyo, 2004). Last surveys informed that 
its presence on Bali, Sumatra, Sulawesi, Lombok, 
Meno Island (off  Lombok), Sumbawa, Flores, 
Semau Island (Kupang, Timor) and Timor-Leste 
(Iqbal et al. 2013). This bird has the morphologi-
cal characteristic with small body size (15 cm). It 
is similar to the size and structure of  the Malay-
sian Plover. The feather color of  Javan plover is 
from dark brown to brown sand which is analo-
gous to the Kentish Plover. The Similarity of  the 
morphological characteristics led it into a taxono-
mic problem. It implicates to the taxonomic sta-
tus to be unclear and debated. The possibility of  
C. javanicus as a subspecies of  Charadrius alexand-
rinus (Kentish Plover) and is called C.a. javanicus 
(Chasen, 1938) or as a separate species under the 
name Charadrius javanicus as described by some 
others taxonomist (e.g. Monroe and Sibley, 1993; 
Dickinson 2003). So that, there is still much re-
search that needs to be done to assess the status 
of  the taxonomy of  the Javan plover (del Hoyo et 
al., 1996). One of  them is with molecular appro-
aches to knowing the level of  genetic variation in 
each species or subspecies, groupings, and rela-
tionships among species of  Charadrius. 

Genetic variations in the intraspecific or 
interspecific levels necessary to recognize the li-
mits of  a species or subspecies of  animals have 
attracted attention in a few decades ago (Cracraft 
1983; Ball and Avise 1992; Astuti and Sulandari 
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(Charadrius javanicus), 7 samples of  C. alexandrinus 
(kentish plover), 2 samples of  C. dubius, 4 samples 
of  C. leschenaultii, and 2 samples of  Glareola mal-
divarum were used in this study. List of  samples 
was presented in Tabel 1. The others plover con-
sisted of  2 samples of  C. melodus, 3 samples of  C. 
semipalmatus were not collected in this study, but 
the sequence data of  them were used and adopted 
from GeneBank. 

Around 0.05 – 0.1 ml of  blood was taken 
from each individual bird by using 1 ml syringe. 
Then, each blood sample was preserved in the 
absolute ethanol in a 2 ml tube and stored in the 
refrigerator at 4 ºC or at room temperature. 

DNA extraction
Total DNA was extracted from each 5-20 

mg of  blood sample using DNA extraction Kit 
(Dneasy Blood & Tissue Kit) was obtained from 
Qiagen, and then used as a template in the PCR 
process. 

PCR reaction and DNA Sequencing
The barcode COI gene fragment was am-

plified by PCR (Gene AmpR PCR System 2700 
Applied Biosystem machine), using specific pri-
mers (David et al., 2009) were used in the con-
dition of  94 º C for 3 min, followed by 35 cycles 
of  (94 ºC - min, 58 ºC - min, 72 ºC - 1.5 min), 
and the last at 72 ºC - 5 min. Each mix-PCR was 
made with a composition of  2.5 ml 10 X Takara 
ExTaq buffer, with 20 mm MgCl

2
, 1.2 ml of  10 

mm each primer, 1 ml of  100 mm dNTPs, 0.2 
ml of  Takara ExTaq polymerase, 9.16 ml H

2
O, 

and 2 ml DNA template, for 25 ml total reaction 
volume. DNA fragments from the PCR product 
were sent to Macrogene Company Korea to then 
be sequenced. DNA sequencing was done to de-
termine the sequence of  bases. 

DNA sequence analyses
 Each sequence data then was aligned 

using BioEdit software, and 666 bp data was used 
for further analysis. MEGA-5 software is used to 
calculate genetic distances and sequence diver-
gences among individuals Plover.

Relationships analyses
Furthermore, to determine the grouping 

and relationships among individuals or species 
observed, it created phylogenetic trees based on 
neighbor-joining (NJ) and maximum-parsimony 
(MP) analyses using MEGA-5 software. The NJ 
tree was constructed by considering all types of  
base substitutions both transition and transversi-
on with Kimura 2-parameter model. Two indivi-
duals of  G. maldi are used as outgroup species. 
DNA sequence data from 3 individual of  C. melo-
dus and 3 individuals of  C. semipalmatus retrieved 
from GenBank with the accession number of  
each is DQ 433488, DQ 433490, DQ 433491, 
DQ 433493, DQ 433494, and DQ 433 495. To de-
termine the level of  confidence of  the groupings, 
the bootstrap values were performed with 1000 
replications for NJ and 100 times in MP were 
analyses.

RESULTS AND DISSCUSION

COI is a protein-coding gene and a part of  
the mitochondrial DNA. The sequence of  DNA 
barcodes COI gene in all studied plovers has an 
average value of  base composition of  both total 
and at each codon position. In total, the base cy-
tosine has the highest percentage, and guanine is 
the lowest (Table 2).

 Analysis on all types of  base substitutions 
(transitions and transversions) at all DNA se-
quence data from all individuals studied based on 
Kimura 2-parameter model, showed that the ge-
netic distance between individuals in one species 
(intraspecific) ranged from 0.0000 (C . semipalmia-
tus) to 0.0037 ± 0.0014 (C. a. alexandrinus) (Table 
3). Whilst genetic distance between species one 

Table 1. List of  samples and locality of  plover in Java Island which used in the study.

Species name Total sample Sample code Location

C. javanicus 11 Dy1, Dy2, Dy3, Dy022, Dy023, 
MG0234, MG0235, MG0244

Western, Northern

C. alexandricus 7 Dy4, Dy5, Dy6, Dy032, Dy033, Ind461, 
Ind466

Western, Northern, 
Southern

C. leschenaultii 4 Dy10, Dy11, Dy12, Dy31 Northern, Southern

C. dubius 2 Dy028, Dy029 Southern

G. maldivorus 2 Dy8, Dy9 Northern

C. melodus 3 DQ433488, DQ433490, DQ433991 GenBank

C. semipalmatus DQ433494 GenBank
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with another species ranged from 0.012 ± 0.0040 
(C. a. alexandrinus vs. C. javanicus) to 0.1469 ± 
0.0154 (C.a. alexandrinus vs. C. dubius) (Table 4).

 Genetic distance or nucleotide divergence 
between the javan plover (C. javanicus) and ken-
tish plover (C.a. alexandrinus) is very small which 
is only 1.2%. Whilst, the genetic distances bet-
ween species were more than 8% (Table 3).

The range of  genetic distances and sequen-
ce divergences in the plover birds (genus: Char-
adrius) were very clear. All intraspecific genetic 
distances, intra, and interspesies were very clear 
difference, and between individuals of  different 
species have a very large genetic distance of  more 
than 0.80, while among the individuals of  the 
same species or subspecies of  (C . semipalmatus) 
is 0.0000 to 0.0037 ± 0.0014. This is clearly seen 
that the genetic distances and sequence diver-
gences among individuals of  the same species is 
much smaller than the genetic distances between 
individuals of  species. Previous study has shown 
that in 240 North American bird species DNA 
sequence variation of  the COI gene among indi-

viduals is generally much more different types of  
variation within species, and no two bird species 
sharing its barcode sequence (Hebert et al., 2004). 
In the 643 bird species included in 71 families and 
284 genera, the average intraspecific and the ge-
netic distance between different individuals and 
species were 4.3% higher than the average genetic 
distance between individuals on the same type 
or of  the average maximum intraspecific gene-
tic distances, and some types have a distance of  
more than 2.5% intraspecific (Kerr CR Kevin et 
al., 2007).

Focus on C. alexandrinus and C. javanicus, 
the value of  sequence divergence between them is 
only 1.2%. If  both plovers are considered as two 
different species (as categorized by del Hoyo et 
al.; 1996; and Dickinson, 2003), they should have 
a sequence divergence more than 2%. In n gener-
al, 98% of  the sister species of  vertebrate animals 
have mitochondrial DNA divergence are higher 
than 2% (Johns and Avise 1998).

Analysis based on gene sequence diver-
gence of  COI barcodes in this study showed that 

Table 2. Base compositions at the 666-bp of  the COI barcode gene analyzed. T = thymine, C = cyto-
sine, A = adenine, G = guanine.

Codon position T (%) C (%) A (%) G (%) Numbers of  bases AT (%) GC (%)

Total 26.3 31.7 25.4 16.6 666 51.7 48.3

1st position 18.4 26.6 23.9 31.1 222 42.3 57.7

2nd position 41.9 28.8 14.9 14.4 222 56.8 43.2

3rd position 18.6 39.8 37.2  4.4 222 55.8 44.2

Table 3. Genetic distance (d) and standard error (SE) among individuals within species were based on 
analysis of  all types of  base substitution (transitions + tranversions) on Kimura 2-parameter model.

group species/subspecies Distance (d) S.E

1 Charadrius javanicus 0.0013 0.0007

2 C. a. alexandrinus 0.0037 0.0014

3 C. leschenaultii 0.0020 0.0015

4 C. dubius 0.0030 0.0017

5 C. melodus 0.0020 0.0014

6 C. semipalmatus 0.0001 0.0010

Table 4. Genetic distance (d) and standard error (SE) between species, based on analysis of  all types 
of  base substitution (transitions + transversions) with Kimura 2-parameter model.

group 1 2 3 4 5 6

1. Charadrius javanicus 0.0040 0.0119 0.0153 0.0153 0.0154

2. C.a.alexandrinus 0.0012 0.0119 0.0154 0.0153 0.0155

3. C. leschenaultii 0.0930 0.0881 0.0135 0.0139 0.0161

4. C. dubius 0.1441 0.1460 0.1105 0.0141 0.0145

5. C. melodus 0.1457 0.1403 0.1130 0.1148 0.0125

6. C.semipalmatus 0.1424 0.1410 0.1370 0.1241 0.0899
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Figure 1. Neighbor-joining (NJ) tree of  the plover species studied constructed on the basis of  all tran-
sitions and transversions base substitutions in the 666-bp of  DNA barcodes COI gene with Kimura 
2-parameter model. The numbers above are bootstrap values> 50%.

between the two species (C. a alexandrinus and C. 
javanicus) there was a very small of  divergence va-
lue. While, on the other plover species the average 
sequence divergence between the two species has 
a very high value of  divergence (8-14%) is even 
much greater than 2%. Therefore, based on the 
genetic distance or sequence divergence from 
COI gene barcodes in this study, C.a. alexandrinus 
and C. javanicus were as two different species was 
not supported, although individuals of  C. alexan-
drinus are clustered in different clusters with C. ja-
vanicus. The results of  this study were more likely 
to assume that javan plover was not a separated 

species with the name C. javanicus, but still one 
species with C. a. alexandrinus or in other words 
javan plover was still included in the species of  C. 
alexandrinus, so it was a subspecies of  C. alexand-
rinus, which if  refers to Chasen (1938) named as 
C. a. javanicus.

According to the results, a high genetic di-
vergence between individuals in different species, 
it is assumed that plover (genus: Charadrius) has a 
rapid substitution rate of  nucleotides in COI bar-
code. In some other bird groups, genetic divergen-
ce between species within a genus has a value that 
varies widely. DNA Barcoding is based on the 
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Figure 2. Maximum parsimony (MP) tree of  the plover studied, constructed on the basis of  all transi-
tions and transversions base substitutions in the 666 bp of  DNA barcodes COI gene. The numbers 
above are bootstrap values> 50%.

2003b; Mutanen et al., 2012), and the sister-bird 
species average found genetic distance of  5.1% 
(Klicka and Zink, 1997), 3.5% (Johns and Avise, 
1998), and 4 % (Hebert et al., 2003a; Mutanen et 
al., 2012). In most mammal species average intra-
specific divergence were less than 2-3% and inter-
specific distances within most genera were more 
than 3% (Luo et al., 2011). 

 
Plover (Charadrius) relationships

Relationships between plover species in 
this study, shown by NJ and MP analysis are 
described in the phylogeny trees (Figure 1 and 2). 

idea that the standard short DNA sequences can 
distinguish the individuals of  a species because 
of  variation between species exceeds the variation 
within species (Hebert et al., 2003).

COI sequence difference between closely-
related species is much higher than differences 
within species; differences among species are 
7.93%, and 0.43% within species. Most of  the 
con-generic species pair showed divergences are 
well above the value of  it (7.05%) (Hebert et al., 
2004). Most animal species have intraspecific 
variation /divergence in COI was 0.24%, (Weibel 
and Moore; 2002), less than 2 % (Hebert et al., 
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Both NJ and MP trees showed that all individu-
als in a same species, grouped together in the one 
cluster and supported with a bootstrap value of  
90% -99% in NJ and 70% -100% in MP. Eleven 
individuals of  javan plover (C. javanicus) grouped 
in cluster A is supported by 90% bootstrap values 
(NJ) and 90% (MP). All individuals of  kentish 
plover (C.a. alexandrinus) grouped in cluster B, 
with a bootstrap value of  90 % (NJ) and 70 % 
(MP).

 Javan plover and Kentish plover appeared 
to be a sister group, supported by 99% bootstrap 
values in NJ and 100% in MP. Morphological 
charakters of  Javan Plover is similar to Kentish 
Plover (Bamford et al., 2008).

Four individuals of  C. leschenaultii grou-
ped in one cluster C with 99% bootstrap values 
(NJ) and 100 % bootstrap value (MP). Two in-
dividuals of  C. dubius grouped in one cluster D 
supported by bootstrap value 99% (NJ) and 100% 
(MP), three individual of  C. melodus grouped in 
one cluster E with 99% bootstrap values (NJ) and 
100% (MP), and four individuals of  C. semipalma-
tus grouped in one cluster F supported bootstrap 
value 99% (NJ) and 100% (MP). Two individu-
als from other species that are used as outgroups 
grouped together and are far apart from the spe-
cies analyzed. 

NJ and MP trees described the relation-
ships among plover species studied that both 
C. javanicus and C.a. alexandrinus closer to C. le-
schenaultii than with other species and is sup-
ported by bootstrap values of  99% in NJ and 96% 
in MP. C. melodus closer to C. semipalmatus sup-
ported by 99% bootstrap values in NJ and 96% in 
MP, and similar with Barth et al. (2013), Dos Re-
medios et al. (2015), Rheindt et al. (2011). Both 
species are closer to C. dubius but only supported 
by 58% bootstrap values in NJ and 56% in MP. 
So both NJ and MP demonstrate 2 main clusters, 
namely cluster I consists of  C. leschenaultii and C. 
javanicus + C.a alexandrinus, and cluster II consists 
of  C. dubius and C. melodus + C. semipalmatus.

 Grouping based on NJ and MP analyses 
and the genetic distance and divergence values 
of  DNA sequences from all species studied sho-
wed that genetically javan plover (C. javanicus) 
really are far apart from the four other species 
(C. dubius, C. melodus, c. semipalmatus, and C. le-
schenaultii), but not far apart with kentish plover 
(C.a. alexandrinus). These results show a tendency 
that the javan plover and the kentish plover are 
not a separate species, in the other words that 
both species are still in one species, or as two 
different subspecies of  C. alexandrinus. So the re-
sults of  this study assumed that Javan plover is 

not a separate species but a subspecies of  C. alex-
andrinus called by Chasen (1938) as C.a javanicus. 
Therefore, this study supports the classification 
of  Chasen (1938).

NJ and MP trees suggests that cluster I 
contains of  cluster A, cluster B, and cluster C. 
Cluster C consisted of  C. leschenaultia and sepa-
rated from cluster B (C. alexandrinus and cluster 
C (C. javanicus). That grouping may indicate the 
possibility of  influence of  the presence of  distri-
bution factors of  these three species. Reported 
by Dickinson (2003) that C. alexandrinus can be 
found in Indonesia’s western region, while C. ja-
vanicus in Java, and C. leschenaultii especially C.l. 
leschenaultii also spread to Indonesia.

C. dubius (cluster D) is separated from 
C.melodus (cluster E) and C. semipalmatus (cluster 
F) form a cluster II in NJ analysis. This suggests 
that C. dubius closer to C. melodus and C. semipal-
matus, rather than with the others three species 
(C. alexandrinus, C. javanicus, and C. leschenaultii), 
although its proximity is only supported by 58% 
bootstrap value. C. dubius especially C.d. curonicus 
can also be found in Indonesia.

CONCLUSIONS

Analyses of  666 bp of  COI barcode gene 
in this study tend to support the opinion of  Cha-
sen (1938) that, javan plover is not a separated 
species called C. javanicus, but still is a subspecies. 
Because of  the sequence divergence between ja-
van plover and C. alexandrinus is only 1.2 % and 
phylogenetically they group together and as clo-
sely related therefore the present study conclude 
that the javan plover is a subspecies of  C. alexan-
drinus, and called C. alexandrinus javanicus. The-
re are two main groups in this study were (C. le-
schenaultii and C.a. javanicus + C.a. alexandrinus), 
and (C.dubius and C. melodus + C. semipalmatus).

ACKNOWLEDGEMENTS
 
 We send gratitudes to Kutilang Indonesia 

Foundation which has contributed to give blood 
samples for this study and staf  at genetic labo-
ratory of  Zoology Division, Research Centre for 
Biology-LIPI for their kind technical helps in the 
laboratory works. Chemicals were supported by 
JICA, R.C.for Biology, and JSPS. 

REFERENCES

Astuti, D., Sulandari, S. (2010). The DNA sequnce 
performance of  COI gene in white cockcatoos 
(Cacatua, Psittaciformes). Treubia, 37, 1-14.



Hidayat Ashari & Dwi Astuti / Biosaintifika 9 (1) (2017) 49-57

56

in the neotropical skipper butterfly Astraptes 
fulgerator. Proceedings of  the National Academy of  
Sciences of  the United States of  America, 101(41), 
14812-14817.

Hajibabaei, M., Smith, M., Janzen, D. H., Rodriguez, 
J. J., Whitfield, J. B., & Hebert, P. D. (2006). 
A minimalist barcode can identify a specimen 
whose DNA is degraded. Molecular Ecology 
Notes, 6(4), 959-964.

Hajibabaei, M., Janzen, D. H., Burns, J. M., Hallwachs, 
W., & Hebert, P. D. (2006). DNA barcodes dis-
tinguish species of  tropical Lepidoptera. Pro-
ceedings of  the National Academy of  Sciences of  the 
United States of  America, 103(4), 968-971.

Iqbal, M., Taufiqurrahman, I., Yordan, K., & van 
Balen, B. (2013). The distribution, abundance 
and conservation status of  the Javan Plover 
Charadrius javanicus. Wader Study Group Bul-
letin, 120(1), 75-79.

Johns, G. C., & Avise, J. C. (1998). A comparative 
summary of  genetic distances in the vertebrates 
from the mitochondrial cytochrome b gene. 
Molecular Biology and Evolution, 15(11), 1481-
1490.

Kaur, S. (2015). DNA Barcoding and Its Applications. 
International Journal of  Engineering Research and 
General Science, 3(2), 602-604

Kerr, K. C., Stoeckle, M. Y., Dove, C. J., Weigt, L. A., 
Francis, C. M., & Hebert, P. D. (2007). Com-
prehensive DNA barcode coverage of  North 
American birds. Molecular ecology notes, 7(4), 
535-543.

Klicka, J., & Zink, R. M. (1997). The importance of  
recent ice ages in speciation: a failed paradigm. 
Science, 277(5332), 1666-1669.

Luo, A., Zhang, A., Ho, S. Y., Xu, W., Zhang, Y., Shi, 
W., ... & Zhu, C. (2011). Potential efficacy of  
mitochondrial genes for animal DNA barcod-
ing: a case study using eutherian mammals. 
Bmc genomics, 12(1), 84.

MacKinnon. (1998). Field Guide Birds of  Java and Bali. 
Yogyakarta: Gadjah Mada University Press. 

 Monroe, B. L. Jr, & Sibley, C. G. (1993). A world check-
list of  Birds. New Haven: Yale University Press.

Mutanen, M., Hausmann, A., Hebert, P. D., Landry, 
J. F., de Waard, J. R., & Huemer, P. (2012). 
Allopatry as a Gordian knot for taxonomists: 
Patterns of  DNA barcode divergence in arctic-
alpine Lepidoptera. PLoS One, 7(10), e47214.

Nagy, Z. T., Backeljau, T., De Meyer, M., & Jordaens, 
K. (Eds.). (2013). DNA barcoding: a practical tool 
for fundamental and applied biodiversity research 
(Vol. 365). PenSoft Publishers LTD.

Purty, R. S., & Chatterjee, S. (2016). DNA Barcoding: 
An Effective Technique in Molecular Taxono-
my. Austin J Biotechnol Bioeng, 3(1), 1059.

Rach, J., DeSalle, R., Sarkar, I. N., Schierwater, B., & 
Hadrys, H. (2008). Character-based DNA bar-
coding allows discrimination of  genera, species 
and populations in Odonata. Proceedings of  the 
Royal Society of  London B: Biological Sciences, 
275(1632), 237-247.

Astuti, D. (2011). Variasi gen mitokondria cytochrome 
b pada dua jenis burung kakatua putih (Caca-
tua alba dan C. moluccensis). Jurnal Biologi In-
donesia, 7(2), 263-276.

Astuti, D., & Prijono, S. N. (2015). Nucleotide variation 
in the NADH Subunit-2 gene sequences of  lorikeet 
(genus: Trichoglossua) birds from Sulawesi isaland. 
Proceeding of  the 4th International Conference 
on Biological Science. Yogyakarta 18-19 Sep-
tember 2015. AIP Conference Proceeding 1744 
(020014), 1-5

Avise, J. C. (1994). Molecular Marker, Natural History and 
Evolution. New York: Chapman & Hall.

Ball Jr, R. M., & Avise, J. C. (1992). Mitochondrial 
phylogrographic differentiation among avian 
populations and the evolutionary significance 
of  subspecies. The Auk, 109, 626-636.

Bamford, M., Watkins, D., Bancroft, W., Tischler, G., 
& Wahl, J. (2008). Migratory shorebirds of  the 
East Asian–Australasian Flyway; population esti-
mates and Internationally Important Sites. Austra-
lia: Wetlands International-Oceania, Canberra.

Barth, J. M., Matschiner, M., & Robertson, B. C. 
(2013). Phylogenetic position and subspecies 
divergence of  endangered New Zealand Dot-
terel (Charadrius obscurus). PloSONE, 8(10), 
e78068.

Chasen, F. N. (1938). Vier neue Vogelrassen aus Ma-
laysia. Ornith. Monatsber, 46(1), 5-8.

Cracraft, J. (1983). Species concepts and speciation analy-
sis. Pp. 425 in R. F. Johnston, ed. Current ornithol-
ogy. London: Plenum Press.

del Hoyo J., Elliot, A., & Sargatal, J. (1996). Handbook 
of  the birds of  the world. Vol. 3. Houstin to Auks. 
Barcelona: Lynnx Editions. 

del Hoyo J., Elliot, A., Sargatal, J., & Christie, D. A. 
(2004). Handbook of  the birds of  the world. Vol. 3. 
Houstin to Auks. Barcelona: Lynnx Editions. 

Dickinson, E. C., Howard & Moore. (2003). Complet 
Checklist of  the birds of  the birds of  world. 3rd ed. 
London: Christopher Helm. 

Dos Remedios, N., Lee, P. L., Burke, T., Székely, T., 
& Küpper, C. (2015). North or south? Phylo-
genetic and biogeographic origins of  a globally 
distributed avian clade. Molecular phylogenetics 
and evolution, 89, 151-159.

Hebert, P. D., Cywinska, A., & Ball, S. L. (2003). Bio-
logical identifications through DNA barcodes. 
Proceedings of  the Royal Society of  London B: Bio-
logical Sciences, 270(1512), 313-321.

Hebert, P. D., Ratnasingham, S., & de Waard, J. R. 
(2003a). Barcoding animal life: cytochrome c 
oxidase subunit 1 divergences among closely 
related species. Proceedings of  the Royal Society 
of  London B: Biological Sciences, 270(Suppl 1), 
S96-S99.

Hebert, P. D., Stoeckle, M. Y., Zemlak, T. S., & Francis, 
C. M. (2004). Identification of  birds through 
DNA barcodes. Plos biol, 2(10), 1657-1662.

Hebert, P. D., Penton, E. H., Burns, J. M., Janzen, D. 
H., & Hallwachs, W. (2004a). Ten species in 
one: DNA barcoding reveals cryptic species 



Hidayat Ashari & Dwi Astuti / Biosaintifika 9 (1) (2017) 49-57

57

Rheindt, F. E., Székely, T., Edwards, S. V., Lee, P. L., 
Burke, T., Kennerley, P. R., ... & Liu, W. T. 
(2011). Conflict between genetic and pheno-
typic differentiation: the evolutionary history 
of  a ‘lost and rediscovered’shorebird. PLoS One, 
6(11), e26995.

Shaffer, H. B., Fellers, G. M., Magee, A., & Voss, S. 
R. (2000). The genetics of  amphibian declines: 
population substructure and molecular differ-
entiation in the Yosemite Toad, Bufo canorus 
(Anura, Bufonidae) based on single-strand con-
formation polymorphism analysis (SSCP) and 
mitochondrial DNA sequence data. Molecular 

Ecology, 9(3), 245-257.
Starkey, D. E., Shaffer, H. B., Burke, R. L., Forstner, 

M. R., Iverson, J. B., Janzen, F. J., ... & Ultsch, 
G. R. (2003). Molecular systematics, phylo-
geography, and the effects of  Pleistocene gla-
ciation in the painted turtle (Chrysemys picta) 
complex. Evolution, 57(1), 119-128.

Weibel, A. C., & Moore, W. S. (2002). Molecular phy-
logeny of  a cosmopolitan group of  woodpeck-
ers (genus Picoides) based on COI and cyt b 
mitochondrial gene sequences. Molecular phylo-
genetics and evolution, 22(1), 65-75.


