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Abstract
Among teleost fishes, Asian swamp eel (Monopterus albus Zuiew, 1793) possesses the lowest chromosome 
number, 2n = 24. To characterize the chromosome constitution and investigate the genome organiza-
tion of repetitive sequences in M. albus, karyotyping and chromosome mapping were performed with 
the 18S – 28S rRNA gene, telomeric repeats, microsatellite repeat motifs, and Rex retroelements. The 
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18S – 28S rRNA genes were observed to the pericentromeric region of chromosome 4 at the same position 
with large propidium iodide and C-positive bands, suggesting that the molecular structure of the peri-
centromeric regions of chromosome 4 has evolved in a concerted manner with amplification of the 18S 
– 28S rRNA genes. (TTAGGG)n sequences were found at the telomeric ends of all chromosomes. Eight 
of 19 microsatellite repeat motifs were dispersedly mapped on different chromosomes suggesting the inde-
pendent amplification of microsatellite repeat motifs in M. albus. Monopterus albus Rex1 (MALRex1) was 
observed at interstitial sites of all chromosomes and in the pericentromeric regions of most chromosomes 
whereas MALRex3 was scattered and localized to all chromosomes and MALRex6 to several chromosomes. 
This suggests that these retroelements were independently amplified or lost in M. albus. Among MALRexs 
(MALRex1, MALRex3, and MALRex6), MALRex6 showed higher interspecific sequence divergences from 
other teleost species in comparison. This suggests that the divergence of Rex6 sequences of M. albus might 
have occurred a relatively long time ago.
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Introduction

Teleost fishes possess high morphological and physiological variation with nearly 30,000 
extant species (Nelson 2016). The Asian swamp eel (Monopterus albus Zuiew, 1793) is 
a commercially important, air-breathing fish (Synbranchidae, Synbranchiformes) which 
is a protogynous hermaphrodite native in freshwaters of East and Southeast Asia and 
invasive elsewhere in the world including North America (Liem 1963, Chan et al. 1972, 
Cheng et al. 2003). The diploid chromosome number of M. albus is 24, comprising 12 
pairs of acrocentric chromosomes (Yu et al. 1989, Ji et al. 2003). This is considered to 
be the lowest chromosome number known in teleosts (genome sizes 0.6–0.8 pg), while 
common chromosome numbers of teleosts are 2n = 40–50 and genome sizes around 
0.8–2 pg (Zhou et al. 2002). The Asian swamp eel is, therefore, a good model to investi-
gate genome evolution and the developmental process in teleosts.

Synbranchids are freshwater eel-like fishes which include four genera (Macrotrema 
Cantor, 1849, Monopterus Lacépède, 1800, Ophisternon McClelland, 1844, and Syn-
branchus Bloch, 1795) and Monopterus is phylogenetically located at the basal po-
sition except for the Macrotrema (Perdices et al. 2005, Betancur et al. 2013). This 
phylogenetic relationship suggests that the Asian swamp eel might retain the ancestral 
karyotype of Synbranchidae. When compared to other synbranchids, it has a unique 
karyotype with very few chromosomes. For example, the diploid chromosome num-
bers of Monopterus cuchia Hamilton, 1822, a closely related species, is 42 and those of 
Synbranchus and Ophisternon species are 42 and 46, respectively (Rishi and Haobam 
1984, Foresti et al. 1992, Nirchio et al. 2011, Carvalho et al. 2012, Utsunomia et al. 
2014). An investigation of M. albus chromosome constitution to compare it with other 
synbranchid fishes could shed light evolutionary scenarios of chromosomal rearrange-
ments and genome organization within Synbranchidae.
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Vertebrate genomes are commonly characterized by a large copy number of re-
petitive sequences, belonging to two main classes: the site-specific type (such as sat-
ellite DNA, microsatellite repeats, ribosomal RNA genes and telomeric sequences), 
and the interspersed type (transposable elements, TEs) (Jelinek and Schmid 1982). 
Although most repetitive DNAs do not code for proteins, repetitive sequences can 
also play important role in the function, dynamics, and evolution of genomes (Csink 
and Henikoff 1998, Henikoff et al. 2001). Microsatellites, which are tandem repeats 
of small stretches of DNA motifs, are widespread in the genomes. Amplification of 
microsatellite repeat motifs has often been observed on sex chromosomes (Cioffi et 
al. 2011, Matsubara et al. 2015) or several autosomes (Schneider et al. 2015) of ver-
tebrates. Microsatellite repeat motifs have been widely used as cytogenetic markers for 
chromosome identification, particularly for map-poor species (Srikulnath 2010). TEs 
are also thought to play an important role in genome evolution (Kidwell and Lisch 
2000) acting as a substrate for homologous recombination resulting in chromosomal 
rearrangements. Additionally, TEs can be transmitted by both vertical and horizon-
tal transfers being present in genomes of phylogenetically distant species (Tang et al. 
2015). Retrotransposons (retroelements) are a class of TEs which have RNA as an 
intermediate, and the Rex retroelements (Rex1, Rex3, and Rex6) were active during tel-
eost evolution (Volff et al. 1999, 2000, 2001). These retroelements are widely used as 
markers for molecular evolution and physical mapping, which allow to understand the 
role of repetitive elements in genome organization and evolution of teleosts (Ferreira 
et al. 2011, Schneider et al. 2013).

In this study, karyotyping was performed with conventional Giemsa staining, 4', 
6-diamidino-2-phenylindole (DAPI) and propidium iodide (PI) fluorescent stain-
ing, C-banding, and fluorescence in situ hybridization (FISH) with four repetitive 
elements; namely, the 18S − 28S ribosomal RNA genes, telomeric (TTAGGG)n se-
quences, Rex retroelements and 19 microsatellite repeat motifs. Partial DNA fragments 
of Rex retroelements (Rex1, Rex3, and Rex6) were molecularly characterized and the 
evolutionary processes responsible for these retroelements in teleost genomes were dis-
cussed, together with the organization of synbranchid genomes.

Materials and methods

Specimens and chromosome preparation

Ten specimens of the Asian swamp eel were purchased from an animal pet shop in 
Bangkok, Thailand. Animal care and all experimental procedures were approved by 
the Animal Experiment Committee, Kasetsart University, Thailand (approval no. 
ACKU00958), and conducted according to the Regulations on Animal Experiments 
at Kasetsart University, Thailand. Mitotic chromosomes were obtained from gill and 
kidney cells using the air drying method. Briefly, after intraperitoneal injection of 
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0.01% colchicine (Sigma, St. Louis, Missouri, USA) in the proportion of 0.7 ml per 
100 g of fish weight for 2 h, fishes were anesthetized in ice-cold water, and the ante-
rior portion of the gill and kidney were removed and used for mitotic chromosome 
preparation. After hypotonic treatment of gill and kidney in 0.075 M KCl for 50 min 
at room temperature, the organs were minced and placed in the first fixative solution 
(3:1 methanol/acetic acid) for 5 min and in the second fixative solution (2:1 methanol/
acetic acid) for 5 min on ice. The cells were collected by filtration using gauze, and then 
fixed with 3:1 methanol/acetic acid. The cells in suspension were dropped onto clean 
glass slides and air-dried. The slides were kept at -80°C until use. For karyotyping with 
conventional Giemsa staining, the chromosome slides were stained with 4% Giemsa 
solution (pH 7.2) for 10 min.

C-banding

To examine the chromosomal distribution of constitutive heterochromatin, C-banding 
was performed using the standard barium hydroxide/saline/Giemsa method (Sumner 
1972) with slight modification as follows: chromosome slides were treated with 0.2 N 
HCl at room temperature for 60 min and then with 5% Ba(OH)2 at 50°C for 15 s, 
followed by 2× SSC at 65°C for 60 min.

Polymerase chain reaction (PCR) amplification and molecular cloning

Genomic DNA was extracted from liver and muscle tissue following the standard 
salting-out protocol as described previously (Supikamolseni et al. 2015), and used as 
templates for polymerase chain reaction (PCR). Partial DNA fragments of the 18S − 
28S rRNA genes, and Rex retroelements (Rex1, Rex3, and Rex6) were amplified using 
following PCR primers (see Suppl. material 1). PCR amplification was performed 
using 20 μl of 1× ExTaq buffer containing 1.5 mM MgCl2, 0.2 mM dNTPs, 5.0 μM 
the primers, and 0.25 U of TaKaRa Ex Taq (TaKaRa Bio, Otsu, Japan), and 25 ng of 
genomic DNA. PCR conditions were as follows: an initial denaturation at 94°C for 3 
min, followed by 35 cycles of 94°C for 30 s, 53–59°C for 30 s, and 72°C for 45 s, and a 
final extension at 72°C for 10 min. The PCR products were cloned using the pTG19-T 
vector (Vivantis Technologies Sdn Bhd, Selangor Darul Ehsan, Malaysia), and nucleo-
tide sequences of the DNA fragments were determined using DNA sequencing service 
(First BASE Laboratories Sdn Bhd, Seri Kembangan, Selangor, Malaysia). Nucleotide 
sequences of three to five DNA clones, and their consensus sequences were searched 
for homologies with annotated sequences in the National Center for Biotechnology 
Information (NCBI) database to identify the amplified DNA fragments, using the 
BLASTx and BLASTn programs (http://blast.ncbi.nlm.nih.gov/Blast.cgi). They were 
then deposited in the DNA Data Bank of Japan (DDBJ; http://www.ddbj.nig.ac.jp/
index-e.html) (Suppl. material 2).

http://blast.ncbi.nlm.nih.gov/Blast.cgi
http://www.ddbj.nig.ac.jp/index-e.html
http://www.ddbj.nig.ac.jp/index-e.html
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Sequence analysis

Multiple sequence alignments of the three data sets (Rex1, Rex3, and Rex6) were per-
formed with those of other teleosts taken from the NCBI database (Suppl. material 2), 
using the default parameters of Molecular Evolutionary Genetics Analysis 6 (MEGA6) 
software (Center for Evolutionary Functional Genomics, The Biodesign Institute, Tem-
pe, AZ, USA) (Tamura et al. 2013). Numbers of indels (insertions and deletions) for 
each data set of Rex retroelements were calculated using the multiallelic mode of DNAsp 
5.0 (Librado and Rozas 2009). All unalignable and gap-containing sites were carefully 
removed from the data sets. Interspecific sequence divergence was estimated using un-
corrected pairwise distances (p-distances), and for the Rex reverse transcriptase region, 
synonymous (Ks) and nonsynonymous (Ka) substitution rates (±standard error) were cal-
culated using the Nei-Gojobori method (Nei and Gojobori 1986) with Jukes-Cantor 
correction (Jukes and Cantor 1969). Phylogenetic analyses were then performed using 
Bayesian Inference (BI) using MrBayes v3.0b4 (Huelsenbeck and Ronquist 2001) and 
the optimal model of DNA substitution was determined for each data set using Kaku-
san4 (Tanabe 2011). The Markov Chain Monte Carlo (MCMC) process was set to run 
four chains simultaneously for one million generations. After the log-likelihood value 
plateaued, a sampling procedure was performed every 100 generations to obtain 10,000 
trees, and subsequently to provide a majority-rule consensus tree with average branch 
lengths. All sample points were discarded as burn-in prior to reaching convergence, and 
the Bayesian posterior probability in the sampled tree population was obtained in per-
centage terms. All phylogenetic trees were midpoint-rooted due to the absence of suitable 
outgroup in Rex3 data set. However, additional phylogenetic tree based on Rex1 and 
Rex6 sequences were constructed with using outgroup method from other Rex sequences.

FISH mapping

Chromosomal locations of the 18S – 28S rRNA genes, Rex retroelements (Rex1, 
Rex3, and Rex6), telomeric (TTAGGG)n sequences, and 19 microsatellite repeat mo-
tifs: (CA)15, (GC)15, (GA)15, (AT)15, (CAA)10, (CAG)10, (CAT)10, (CGG)10, (GAG)10, 
(AAT)10, (AAGG)8, (AATC)8, (AGAT)8, (ACGC)8, (AAAT)8, (AAAC)8, (AATG)8, 
(AAATC)6, and (AAAAT)6 were determined using FISH, as described previously (Mat-
suda and Chapman 1995, Srikulnath et al. 2009). We used a 1,366-bp genomic DNA 
fragment of M. albus 18S – 28S rRNA genes (LC151290), a 533-bp genomic DNA 
fragment of M. albus Rex1 (LC110446), a 415-bp genomic DNA fragment of M. albus 
Rex3 (LC110447), a 471-bp genomic DNA fragment of M. albus Rex6 (LC110448), 
biotin-labeled 42-bp TTAGGG repeat, and 19 biotin-labeled oligonucleotide micros-
atellite repeat probes, respectively. We labeled 250 ng of DNA fragments with biotin-
16-dUTP (Roche Diagnostics, Mannheim, Germany) by nick translation, according 
to the manufacturer’s protocol and ethanol-precipitated with salmon sperm DNA and 
Escherichia coli tRNA. After hybridization of biotin-labeled probes to M. albus chro-
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mosomes, the probes were stained with avidin labeled with fluorescein isothiocyanate 
(avidin-FITC; Invitrogen, CA, USA). Slides were subsequently stained with 0.75 μg/
ml PI or 1 μg/ml DAPI. Fluorescence hybridization signals were captured using a 
cooled CCD camera mounted on a ZEISS Axioplan2 microscope and processed using 
MetaSystems ISIS v.5.2.8 software (MetaSystems, Alltlussheim, Germany).

For dual-color FISH, two probes differentially labeled with either biotin-16-dUTP 
or digoxigenin-11-dUTP (Roche Diagnostics) were mixed in hybridization buffer and 
co-hybridized to one slide. After hybridization, digoxigenin- and biotin-labeled probes 
were stained with anti-digoxigenin-rhodamine Fab fragments (Roche Diagnostics) and 
avidin labeled with fluorescein isothiocyanate (avidin-FITC; Invitrogen), respectively.

Results

Karyotype of Monopterus albus

Over 10 Giemsa-stained metaphase spreads were examined for each M. albus individual. 
Diploid chromosome number is 24 (FN = 24) comprising twelve pairs of acrocentric 
chromosomes (Fig. 1a). The size difference of chromosome pairs was sequential, but most 
pairs were identified by size and banding pattern with DAPI and PI fluorescent staining. 
Large DAPI-positive bands were observed at the pericentromeric region of chromosome 
9 (Fig. 1b), and large PI-positive bands were found at the pericentromeric region of chro-
mosome 4 (Fig. 1c) coincident with a large C-positive heterochromatin bands (Fig. 1d).

Chromosomal location of the 18S – 28S rRNA genes and (TTAGGG)n sequences

Fluorescence hybridization signals for the 18S – 28S rRNA genes were also detected at 
the pericentromeric region of chromosome 4 co-localizing with both PI-positive bands 
and large C-positive heterochromatin blocks (Fig. 2a, c, d, e). Hybridization signals of 
TTAGGG repeats were observed at telomeric ends of all chromosomes, but no inter-
stitial signal was found (Fig. 2b, c).

Chromosomal localization of microsatellite repeat motifs

Eight of the 19 microsatellite repeat motifs were dispersedly mapped onto most chro-
mosomes (Fig. 3). Notably, strong hybridization signals of trinucleotide (CGG)10 were 
localized to chromosomes 2, 4, and 6, tetranucleotide (AAAT)8 to chromosomes 3 and 
5, (AGAT)8 to chromosomes 5 and 9, (ACGC)8 to chromosomes 1, 2, 4, 7, 8 and 9, and 
pentanucleotide (AAATC)6 to chromosomes 1 and 8. No signal was observed from the 
other 11 microsatellite repeat motifs ((CA)15, (GC)15, (GA)15, (AT)15, (CAA)10, (CAG)10, 
(CAT)10, (GAG)10, (AAT)10, (AAGG)8, (AATC)8, (AAAC)8, (AATG)8, and (AAAAT)6).
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Figure 1. Giemsa-stained (a), DAPI-stained (b), PI-stained karyotype (c), and C-banded metaphase 
spread (d) of Monopterus albus. Arrowheads indicate the large DAPI-stained and large PI-stained regions. 
Arrows indicate C-positive heterochromatin blocks. Scale = 10 μm.
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Figure 2. Chromosomal locations of the 18S – 28S rRNA genes and (TTAGGG)n sequences in Monop-
terus albus. Hybridization pattern of FITC-labeled 18S – 28S rRNA genes (green) (a) and rhodamine-la-
beled TTAGGG repeats (red) (b) on DAPI-stained chromosomes, and their co-hybridization pattern (c). 
Hybridization pattern of FITC-labeled 18S – 28S rRNA genes (green) (d) on PI-stained chromosomes. 
PI-stained patterns of the same metaphase spreads of (d) is shown in (e). Arrowheads indicate FISH sig-
nals of the 18S – 28S rRNA genes. Arrows indicate the large PI-stained region. Scale =10 μm.

Chromosomal distribution of Rex retroelements (Rex1, Rex3, and Rex6)

M. albus Rex1 (MALRex1) obtained from a single M. albus individual was localized to 
the pericentromeric region and interstitial sites of all chromosomes, except for chromo-
somes 4 and 9 where MALRex1 was found only at interstitial sites (Fig. 4a). MALRex3 
was located scattered in all chromosomes with strong hybridization signals observed 
on chromosomes 1–4 and 8 and weak signals on chromosomes 5–7 and 9–12 (Figs 4b, 
5b, d). FISH signals of MALRex6 were found on chromosomes 1, 2, 5, 6, 8, and 10 as 
dispersion along the chromosomes (Figs 4c, 5c, d).

Molecular evolutionary dynamics of Rex retroelements

The nucleotide sequence of a 533 bp-fragment of MALRex1 was used in multiple 
sequence alignment with 28 other teleosts, evidencing 32 indel sites. Sequence 
divergence among species varied from 0 to 50.13% with an average of 29.56±1.13% 
(Suppl. material 3). MALRex1 sequences in M. albus showed the minimum interspecific 
sequence divergence of 1.88% from nototheniids Dissostichus mawsoni Norman, 1937 
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Figure 3. Chromosomal locations of microsatellite repeat motifs in Monopterus albus. Hybridization pat-
tern of FITC-labeled (CAA)10 (a), (CAG)10 (b), (CGG)10 (c), (GAG)10 (d), (AGAT)8 (e), (ACGC)8 (f), 
(AAAT)8 (g), and (AAATC)6 (h) on PI-stained chromosomes.

and Notothenia coriiceps Richardson, 1844 (Perciformes) and the maximum divergence 
of 41.95% to Poeciliopsis gracilis Heckel, 1848 (Cyprinodontiformes); the average is 
24.51±8.14%. The phylogenetic placement of Rex1 sequences showed that most species 
were grouped in their respective orders (Fig. 6, Suppl. material 6). The average Ks/Ka 
value of Rex1 sequences was 2.19±0.08 (Table 1). The nucleotide sequence of a 415 bp-
fragment of MALRex3 was used in multiple sequence alignment with 24 other teleosts, 
showing 23 indels. The average sequence divergence among species was 33.94±17.24%, 
ranging from 2.65% to 69.54% (Suppl. material 4). MALRex3 sequences showed the 
minimum interspecific sequence divergence of M. albus, 18.54%, from Esox lucius 
Linnaeus, 1758 (Esociformes) and the maximum divergence, 66.65%, from Astyanax 
fasciatus Cuvier, 1819 (Characiformes); average 31.84±12.74%. The phylogenetic 



Aorarat Suntronpong et al.  /  Comparative Cytogenetics 11(3): 435–462 (2017)444

Ta
bl

e 
1.

 S
yn

on
ym

ou
s s

ub
sti

tu
tio

n 
sit

e 
(K

s) 
pe

r n
on

sy
no

ny
m

ou
s s

ub
sti

tu
tio

n 
sit

es
 (K

a) 
of

 R
ex

1 
re

tro
el

em
en

t a
m

on
g 

tw
en

ty
 e

ig
ht

 te
le

os
ts.

 
A

JA
PT

I
H

LE
H

N
I

O
FL

C
A

L
O

LA
FU

N
G

A
F

PM
E

PA
M

PG
R

X
M

A
M

A
L

An
gu

ill
a 

ja
po

ni
ca

 (A
JA

)
Ps

eu
do

to
cin

clu
s t

iet
en

sis
 (P

T
I)

2.
09

H
iso

no
tu

s l
eu

co
fre

na
tu

s (
H

LE
)

1.
97

2.
97

H
yp

os
to

m
us

 n
ig

ro
m

ac
ul

at
us

 (H
N

I)
2.

71
3.

07
3.

14
O

to
cin

clu
s fl

ex
ili

s (
O

FL
)

2.
18

2.
82

2.
69

3.
43

C
or

eg
on

us
 a

lb
ul

a 
(C

AL
)

3.
20

3.
28

2.
78

2.
75

3.
22

O
ry

zi
as

 la
tip

es 
(O

LA
)

1.
93

2.
37

2.
14

2.
67

2.
19

2.
62

Fu
nd

ul
us

 sp
. (

FU
N

)
2.

05
2.

06
1.

76
2.

38
2.

39
2.

15
1.

62
G

am
bu

sia
 a

ffi
ni

s (
G

AF
)

1.
75

1.
87

1.
62

1.
81

1.
97

2.
20

1.
56

1.
74

Po
ec

ili
a 

m
ex

ica
na

 (P
M

E)
2.

06
1.

83
1.

79
1.

76
1.

70
2.

33
1.

62
1.

83
4.

03
Ph

al
lic

ht
hy

s a
m

at
es 

(P
AM

)
1.

82
1.

52
1.

51
1.

80
1.

79
2.

01
1.

53
1.

71
2.

22
3.

31
Po

ec
ili

op
sis

 gr
ac

ili
s (

PG
R)

1.
55

1.
67

1.
57

1.
72

1.
81

1.
64

1.
71

1.
53

2.
43

2.
10

2.
17

Xi
ph

op
ho

ru
s m

ac
ul

at
us

 (X
M

A)
1.

85
1.

72
1.

54
1.

86
1.

99
2.

16
1.

66
1.

78
3.

23
3.

20
2.

11
2.

26
M

on
op

ter
us

 a
lb

us
 (M

AL
)

2.
65

2.
52

1.
80

3.
08

1.
97

3.
18

2.
45

2.
56

1.
93

2.
20

1.
88

1.
50

1.
91

La
tes

 ca
lca

rif
er

 (L
C

A)
1.

34
2.

05
1.

44
3.

01
2.

60
2.

45
2.

21
1.

65
1.

62
1.

84
1.

64
1.

44
1.

75
1.

75
As

tro
no

tu
s o

ce
lla

tu
s (

AO
C

)
2.

63
2.

27
1.

90
2.

60
2.

77
2.

55
2.

27
2.

47
1.

82
1.

89
1.

80
1.

58
1.

84
1.

46
C

ich
la

 m
on

oc
ul

us
 (C

M
O

)
2.

69
2.

30
1.

93
2.

65
2.

83
2.

60
2.

30
2.

43
1.

82
1.

89
1.

80
1.

60
1.

84
1.

49
C

ich
la

so
m

a 
la

br
id

en
s (

C
LA

)
2.

24
2.

59
2.

55
2.

92
2.

70
2.

82
2.

07
2.

49
1.

80
1.

80
1.

69
1.

41
1.

77
2.

24
G

eo
ph

ag
us

 p
ro

xi
m

us
 (G

PR
)

2.
63

2.
27

1.
90

2.
60

2.
77

2.
55

2.
27

2.
47

1.
82

1.
89

1.
80

1.
58

1.
84

1.
46

H
ete

ra
nd

ria
 b

im
ac

ul
at

a 
(H

BI
)

2.
01

2.
72

2.
69

2.
44

2.
67

2.
57

2.
15

1.
94

1.
64

1.
89

1.
72

1.
57

1.
63

2.
32

O
re

oc
hr

om
is 

ni
lo

tic
us

 (O
N

I)
1.

82
2.

60
2.

44
2.

86
2.

67
2.

59
2.

11
2.

35
1.

70
1.

91
1.

73
1.

64
1.

68
2.

24
Pt

er
op

hy
llu

m
 sc

al
ar

e (
PS

C
)

2.
69

2.
30

1.
93

2.
65

2.
83

2.
60

2.
30

2.
43

1.
82

1.
89

1.
80

1.
60

1.
84

1.
49

Sy
m

ph
yso

do
n 

di
scu

s (
SD

I)
2.

13
2.

55
2.

47
2.

74
2.

57
2.

63
2.

08
2.

43
1.

72
1.

89
1.

74
1.

58
1.

68
2.

02
D

iss
os

tic
hu

s m
aw

so
ni

 (D
M

A)
2.

86
2.

58
1.

99
2.

83
2.

23
3.

34
2.

16
2.

05
1.

64
1.

96
1.

67
1.

52
1.

70
1.

89
N

ot
ot

he
ni

a 
co

rii
ce

ps
 (N

C
O

)
3.

22
3.

14
2.

26
3.

02
2.

41
3.

70
2.

28
2.

30
1.

84
2.

19
1.

74
1.

53
1.

88
2.

59
Tr

em
at

om
us

 n
ew

ne
si 

(T
N

E)
2.

75
2.

73
2.

20
2.

86
2.

18
3.

37
2.

10
2.

37
1.

70
2.

04
1.

67
1.

61
1.

76
2.

39
G

ym
no

dr
ac

o 
ac

ut
ice

ps
 (G

AC
)

2.
71

2.
67

2.
00

2.
84

2.
09

3.
18

2.
10

2.
04

1.
71

1.
98

1.
63

1.
54

1.
75

2.
06

Ba
ttr

ac
ho

co
ttu

s b
ai

ka
len

sis
 (B

BA
)

2.
51

2.
30

2.
39

2.
91

2.
35

4.
24

2.
17

2.
11

1.
73

1.
92

1.
64

1.
81

1.
73

2.
75

n/
c 

in
di

ca
te

 th
at

 n
um

be
r i

s u
nc

ou
nt

ab
le

 v
al

ue
.



Karyological characterization of the Asian swamp eel (Monopterus albus) 445

Ta
bl

e 
1.

 C
on

tin
ue

d.

 
LC

A
AO

C
C

M
O

C
LA

G
PR

H
B

I
O

N
I

PS
C

SD
I

D
M

A
N

C
O

T
N

E
G

AC
B

B
A

An
gu

ill
a 

ja
po

ni
ca

 (A
JA

)
Ps

eu
do

to
cin

clu
s t

iet
en

sis
 (P

T
I)

H
iso

no
tu

s l
eu

co
fre

na
tu

s (
H

LE
)

H
yp

os
to

m
us

 n
ig

ro
m

ac
ul

at
us

 (H
N

I)
O

to
cin

clu
s fl

ex
ili

s (
O

FL
)

C
or

eg
on

us
 a

lb
ul

a 
(C

AL
)

O
ry

zi
as

 la
tip

es 
(O

LA
)

Fu
nd

ul
us

 sp
. (

FU
N

)
G

am
bu

sia
 a

ffi
ni

s (
G

AF
)

Po
ec

ili
a 

m
ex

ica
na

 (P
M

E)
Ph

al
lic

ht
hy

s a
m

at
es 

(P
AM

)
Po

ec
ili

op
sis

 gr
ac

ili
s (

PG
R)

Xi
ph

op
ho

ru
s m

ac
ul

at
us

 (X
M

A)
M

on
op

ter
us

 a
lb

us
 (M

AL
)

La
tes

 ca
lca

rif
er

 (L
C

A)
As

tro
no

tu
s o

ce
lla

tu
s (

AO
C

)
1.

91
C

ich
la

 m
on

oc
ul

us
 (C

M
O

)
1.

91
0.

00
C

ich
la

so
m

a 
la

br
id

en
s (

C
LA

)
2.

14
2.

31
2.

26
G

eo
ph

ag
us

 p
ro

xi
m

us
 (G

PR
)

1.
91

n/
c

0.
00

2.
31

H
ete

ra
nd

ria
 b

im
ac

ul
at

a 
(H

BI
)

2.
04

2.
39

2.
35

3.
02

2.
39

O
re

oc
hr

om
is 

ni
lo

tic
us

 (O
N

I)
2.

02
2.

35
2.

30
3.

80
2.

35
1.

86
Pt

er
op

hy
llu

m
 sc

al
ar

e (
PS

C
)

1.
91

0.
00

n/
c

2.
26

0.
00

2.
35

2.
30

Sy
m

ph
yso

do
n 

di
scu

s (
SD

I)
2.

02
2.

06
2.

02
1.

35
2.

06
2.

37
3.

56
2.

02
D

iss
os

tic
hu

s m
aw

so
ni

 (D
M

A)
1.

90
2.

20
2.

24
2.

40
2.

20
2.

00
2.

22
2.

24
2.

23
N

ot
ot

he
ni

a 
co

rii
ce

ps
 (N

C
O

)
2.

32
2.

47
2.

52
2.

74
2.

47
2.

27
2.

53
2.

52
2.

65
3.

78
Tr

em
at

om
us

 n
ew

ne
si 

(T
N

E)
2.

14
2.

29
2.

33
2.

79
2.

29
2.

24
2.

58
2.

33
2.

62
3.

75
3.

20
G

ym
no

dr
ac

o 
ac

ut
ice

ps
 (G

AC
)

2.
16

2.
16

2.
20

2.
41

2.
16

2.
03

2.
25

2.
20

2.
27

1.
76

1.
79

1.
45

Ba
ttr

ac
ho

co
ttu

s b
ai

ka
len

sis
 (B

BA
)

2.
38

2.
62

2.
66

2.
22

2.
62

2.
18

2.
07

2.
66

2.
30

2.
57

2.
72

2.
86

2.
50

 

n/
c 

in
di

ca
te

 th
at

 n
um

be
r i

s u
nc

ou
nt

ab
le

 v
al

ue
.



Aorarat Suntronpong et al.  /  Comparative Cytogenetics 11(3): 435–462 (2017)446

Figure 4. Chromosomal locations of Rex1, Rex3, and Rex6 in Monopterus albus. Hybridization pattern 
of FITC-labeled Rex1 (green) (a) on PI-stained chromosomes, and rhodamine-labeled Rex3 (red) (b) and 
Rex6 (red) (c) on DAPI-stained chromosomes. Scale =10 μm.

placement of Rex3 sequences showed a clade for each order except for Perciformes 
fishes (Fig. 7). The average Ks/Ka value of Rex3 sequences was 1.05±0.05 (Table 2). The 
nucleotide sequences of a 471 bp-fragment of MALRex6 was used in multiple sequence 
alignment with 17 other teleosts showing 15 indels. The sequence divergences among 
species varied from 3.13 to 65.546% (average 27.94±19.53%). MALRex6 sequences 
showed the minimum interspecific sequence divergence of M. albus, 60.31%, from 
Geophagus proximus Castelnau, 1855 (Perciformes) and the maximum divergence, 
65.54%, from Oreochromis niloticus Cuvier, 1832 (Perciformes,); average 62.60±1.14% 
(Suppl. material 5). The phylogenetic placement of Rex6 sequences showed a clade for 
each order (Fig. 8, Suppl. material 7). The average Ks/Ka value of Rex6 sequences was 
0.85±0.04 (Table 3).
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Figure 5. Chromosomal locations of Rex3 and Rex6 in Monopterus albus. Hybridization pattern of FITC-
labeled Rex3 (green) (b) and rhodamine-labeled Rex6 (red) (c) on DAPI-stained chromosomes, and their 
co-hybridization pattern (d). DAPI-stained patterns of the same metaphase spreads of (b, c, and d) is 
shown in (a). Scale =10 μm.

Discussion

Karyotype and chromosomal localization of rRNA gene clusters, telomeric se-
quences, and microsatellite repeat motifs in Monopterus albus

The karyotype of M. albus (2n = 24, FN = 24) composed of 12 acrocentric chromo-
some pairs was found to be similar to that reported by Yu et al. (1989) and Ji et al. 
(2003). The chromosome number of M. albus is the lowest among synbranchids, e.g., 
M. cuchia (2n = 42, FN = 46) (Rishi and Haobam 1984), Synbranchus marmoratus 
Bloch, 1795 (2n = 42–46, FN = 46–54) (Carvalho et al. 2012; Utsunomia et al. 2014), 
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Figure 6. Phylogenetic placements of partial nucleotide sequences of Rex1 from 28 teleosts. Support 
values at each node are Bayesian posterior probability.

Figure 7. Phylogenetic placements of partial nucleotide sequences of Rex3 from 24 teleosts. Support 
values at each node are Bayesian posterior probability.

Ophisternon aenigmaticum Rosen & Greenwood, 1976 (2n = 46, FN = 52) (Nirchio 
et al. 2011), and O. bengalense McClelland, 1844 (2n = 46, FN = 52) (Carvalho et al. 
2012), as well as the species of family Mastacembelidae of the same order (2n = 48, 
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FN = 58–88) (Khuda-Bukhsh and Barat 1987). The fundamental numbers of M. al-
bus is reduced to 50% of norm in synbranchid fishes and teleosts, which suggests that 
the acrocentric chromosomes of M. albus may have been formed by repeated tandem 
fusion of the ancestral acrocentric chromosomes contained in the ancestral karyotype 
of Synbranchidae. However, the hybridization signal of (TTAGGG)n at interstitial 
telomeric sites (ITSs) that appears to be remnants of fusion or inversion (Srikulnath 
et al. 2009, 2011, 2015) was not found in any chromosomes of M. albus in this study 
(Fig. 2). Comparative chromosome mapping of Asian swamp eel with zebrafish (Danio 
rerio Hamilton, 1822) using human bacterial artificial chromosome (BAC) probes re-
vealed the Asian swamp eel retains a number of gene copies found in tetrapods, while 
other teleosts underwent the third genome duplication (GD), leading to multiple cop-
ies of the genes (Yi et al. 2001, Zhou et al. 2002). This suggests that Asian swamp 
eel retained the genome composition before the event of the third GD that occurred 
in teleosts (Zhou et al. 2002). Molecular structure of the pericentromeric regions of 
chromosome 4 which were high GC-rich have evolved in a concerted manner with 
amplification of the 18S – 28S rRNA genes. However, the chromosomal locations of 
the 18S – 28S rRNA genes varied in M. albus individuals (Fig. 2d, e), a phenomanon 
also observed in Chinese population on pair of chromosome 3 and/or chromosome 
7 (Ji et al. 2003). In other synbranchid fishes, the 18S – 28S rRNA genes are gener-
ally located on a pair of chromosome 1 and on a pair of medium-sized acrocentric 
chromosomes in O. aenigmaticum (Nirchio et al. 2011), as well as on several other 
chromosome pairs in various pattern of S. marmoratus (Utsunomia et al. 2014). These 
results suggest that chromosomal locations of the 18S – 28S rRNA genes considerably 
differ in Synbranchidae.

Figure 8. Phylogenetic placements of partial nucleotide sequences of Rex6 from 17 teleosts. Support 
values at each node are Bayesian posterior probability.



Karyological characterization of the Asian swamp eel (Monopterus albus) 453

In this study, eight microsatellite repeat motifs [(CAG)10, (CAA)10, (CGG)10, 
(GAG)10, (AGAT)8, (ACGC)8, (AAAT)8, and (AAATC)6] were dispersedly mapped on 
different chromosomes (Fig. 3). This suggests that the amplification of several micros-
atellite repeat motifs has occurred independently in the genome of M. albus. Interest-
ingly, the dispersion of the microsatellite repeat motifs signals was co-localized to M. 
albus chromosomes with Rex retroelements. A similar case was found in cichlid species 
Cichla monoculus Agassiz, 1831, Pterophyllum scalare Schultze, 1823, and Symphysodon 
discus Heckel, 1840 (Schneider et al. 2015). This suggests that both Rex retroelements 
and microsatellite repeat motifs have co-amplified in the evolutionary process of the 
genome of M. albus.

Organization of Rex retroelements (MALRex1, MALRex3, and MALRex6) on 
Monopterus albus chromosomes

The diversity of chromosomal distribution for Rex retroelements (Rex1, Rex3, and 
Rex6) was found in teleosts (Table 4). Two major distinctive patterns were observed: 
(1) compartmentalization as found in pericentromeric, centromeric, or telomeric re-
gions, and (2) uniform dispersion throughout the genome or along the chromosomes 
(Ozouf-Costaz et al. 2004). Chromosomal distribution of Rex1, Rex3, and Rex6 were 
generally located in the specific region together as compartmentalization within each 
family/order (Table 4). In this study, although MALRex1 was dispersed throughout 
the genome, this element was predominantly localized to pericentromeric regions of 
all chromosomes except for chromosomes 4 and 9. By contrast, strong hybridization 
signals of MALRex3 were dispersed on five chromosome pairs, with weak signals on 
seven chromosome pairs, which implies that MALRex3 were specifically amplified in 
chromosomal regions of M. albus.

The differences in the copy number and chromosomal distribution of MALRex1, 
MALRex3, and MALRex6 suggest that these retroelements were independently am-
plified or lost in the lineage of M. albus, where MALRex3 is prone to retain a copy 
number higher than MALRex1 and MALRex6. A similar case of copy number variation 
in Rex retroelements was also found in several Antarctic nototheniid species (Ozouf-
Costaz et al. 2004).

Molecular diversity of Rex retroelements (Rex1, Rex3, and Rex6)

Three Rex retroelements were identified in the genome of M. albus, and the degree of 
sequence divergence for the three retroelements was high (14–67%) from other spe-
cies in comparison. MALRex1 and MALRex3 showed high interspecific sequence diver-
gences from Cyprinodontiformes and Characiformes, respectively, but low interspecific 
sequence divergences from Perciformes fishes for Rex1 and Escociformes for Rex3 (Suppl. 
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materials 3 and 4). This suggests that M. albus and Perciformes or Escociformes shared 
relatively recent activity of Rex1 or Rex3, respectively. The average Ks/Ka value of Rex1 
was higher than 1 between all compared species and between M. albus and other spe-
cies (Table 1). These results suggest that Rex1 evolved under purifying selection and that 
retrotranspositions occurred during the evolution of teleosts. By contrast, the average Ks/
Ka value of Rex3 was closer to 1, which suggests that after retrotransposition, Rex3 was 
influenced by pseudogene-like evolution (Table 2) (McAllister et al. 1997).

Only few data of Rex6 sequences were available because specific PCR primers were 
not feasibly effective to detect this element in the genome of teleosts (Volff et al. 2001, 
Ozouf-Costaz et al. 2004, Schneider et al. 2013). The absence of Rex6 was observed in 
several Antarctic nototheniid species, but Rex6 exists in some other species of the same 
order Perciformes (Volff et al. 2001, Ozouf-Costaz et al. 2004, Schneider et al. 2013). 
This suggests that Rex6 might have rapidly diverged in teleosts. MALRex6 showed high 
interspecific sequence divergences (approximately 60%) of M. albus from other teleosts 
(Suppl. material 5). This may indicate that the divergence of Rex6 sequences of M. 
albus (or Synbranchidae in general) and other teleosts was rather ancestral. The average 
Ks/Ka value of Rex6 was less than 1 (Table 3). This suggests that Rex6 has a more diverse 
function in teleosts.

The present results of chromosomal distribution and molecular diversity of four 
repetitive element groups (the 18S – 28S rRNA gene, telomeric sequences, microsatel-
lite repeat motifs, and Rex retroelements) revealed the chromosome constitution and 
genome organization of Asian swamp eels. This enabled us to learn more about the 
chromosome constitution in synbranchid fishes and teleosts as a whole. Further work 
is required to investigate and compare synbranchid fishes, including M. cuchia, to bet-
ter understand the process of karyotype and genome evolution in this lineage.

Acknowledgments

This study was financially supported by grants from the Thailand Research Fund, the 
Commission on Higher Education and Kasetsart University (TRF-CHE-KU grant 
number MRG5480224); Kasetsart University Research and Development Institute 
(KURDI) (No. 7.58), Kasetsart University; Fellowship of Capacity Building for Ka-
setsart University on Internationalization (No. 0513.10109/1757); Professor Motiva-
tion (PM) (No. PM4/2558) and Special Track Staff (STS) (No. STS1/2558) from 
the Faculty of Science, Kasetsart University; Center for Advanced Studies in Tropical 
Natural Resources, National Research University-Kasetsart University (CASTNAR, 
NRU-KU, Thailand) (No.6/2558); and Science Achievement Scholarship of Thailand 
(SAST) (No. 5717400071 and 5717400381) from the Office of the Higher Educa-
tion Commission. We would like to thank Chayajit Deekrachang (Department of 
Fisheries, Thailand) for technical support for maintaining Asian swamp eels. We are 
also grateful to Amara Thongpan, Thiti Kanchanaketu, and Siwapech Sillapaprayoon 
(Kasetsart University, Thailand) for helpful discussions.



Aorarat Suntronpong et al.  /  Comparative Cytogenetics 11(3): 435–462 (2017)456

References

Betancur R, Broughton RE, Wiley EO, Carpenter K, López JA, Li C, Holcroft NI, Arcila D, 
Sanciangco M, Cureton Ii JC, Zhang F, Buser T, Campbell MA, Ballesteros JA, Roa-Varon 
A, Willis S, Borden WC, Rowley T, Reneau PC, Hough DJ, Lu G, Grande T, Arratia G, 
Ortí G (2013) The tree of life and a new classification of bony fishes. PLOS Currents 
Tree of Life (1st edn). https://doi.org/10.1371/currents.tol.53ba26640df0ccaee75bb165c
8c26288

Carvalho ND, Gross MC, Schneider CH, Terencio ML, Zuanon J, Feldberg E (2012) Cytoge-
netics of Synbranchiformes: a comparative analysis of two Synbranchus Bloch, 1795 species 
from the Amazon. Genetica 140: 149–158. https://doi.org/10.1007/s10709-012-9666-5

Chan STH, Wai-Sum O, Tang F, Lofts B (1972) Biopsy studies on the natural sex reversal 
in Monopterus albus (Pisces: Teleostei). Journal of Zoology 167: 415–421. https://doi.
org/10.1111/j.1469-7998.1972.tb01733.x

Cheng H, Guo Y, Yu Q, Zhou R (2003) The rice field eel as a model system for vertebrate 
sexual development. Cytogenetic and Genome Research 101: 274–277. https://doi.
org/10.1159/000074348

Cioffi MB, Kejnovsky E, Bertollo LA (2011) The chromosomal distribution of microsatellite re-
peats in the genome of the wolf fish Hoplias malabaricus, focusing on the sex chromosomes. 
Cytogenetic and Genome Research 132: 289–296. https://doi.org/10.1159/000322058

Csink AK, Henikoff S (1998) Something from nothing: the evolution and utility of satellite re-
peats. Trends in Genetics 14: 200–204. https://doi.org/10.1016/S0168-9525(98)01444-9

Ferreira DC, Oliveira C, Foresti F (2011) Chromosome mapping of retrotransposable ele-
ments Rex1 and Rex3 in three fish species in the subfamily Hypoptopomatinae (Teleostei, 
Siluriformes, Loricariidae). Cytogenetic and Genome Research 132: 64–70. https://doi.
org/10.1159/000319620

Foresti F, Oliveira C, Tien OS (1992) Cytogenetic studies of the genus Synbranchus (Pi-
sces, Synbranchiformes, Synbranchidae). Naturalia 17: 129–138. https://doi.
org/10.1159/000354885

Henikoff S, Ahmad K, Malik HS (2001) The centromere paradox: stable inheritance with rap-
idly evolving DNA. Science 293: 1098–1102. https://doi.org/10.1126/science.1062939

Huelsenbeck JP, Ronquist F (2001) MRBAYES: Bayesian inference of phylogenetic trees. Bio-
informatics 17: 754–755. https://doi.org/10.1093/bioinformatics/17.8.754

Jelinek WR, Schmid CW (1982) Repetitive sequences in eukaryotic DNA and their expres-
sion. Annual Review of Biochemistry 51: 813−844. https://doi.org/10.1146/annurev.
bi.51.070182.004121

Ji FY, Yu QX, Li K, Ren XH (2003) Ag-staining pattern, FISH and ISH with rDNA probes in 
the rice field eel (Monopterus albus Zuiew) chromosomes. Hereditas 138: 207–212. https://
doi.org/10.1034/j.1601-5223.2003.01643.x

Jukes TH, Cantor CR (1969) Evolution of protein molecules. In: Munro HW (Ed.) Mam-
malian Protein Metabolism. Academic Press, New York, 21–120. https://doi.org/10.1016/
B978-1-4832-3211-9.50009-7

https://doi.org/10.1371/currents.tol.53ba26640df0ccaee75bb165c8c26288
https://doi.org/10.1371/currents.tol.53ba26640df0ccaee75bb165c8c26288
https://doi.org/10.1007/s10709-012-9666-5
https://doi.org/10.1111/j.1469-7998.1972.tb01733.x
https://doi.org/10.1111/j.1469-7998.1972.tb01733.x
https://doi.org/10.1159/000074348
https://doi.org/10.1159/000074348
https://doi.org/10.1159/000322058
https://doi.org/10.1016/S0168-9525(98)01444-9
https://doi.org/10.1159/000319620
https://doi.org/10.1159/000319620
https://doi.org/10.1159/000354885
https://doi.org/10.1159/000354885
https://doi.org/10.1126/science.1062939
https://doi.org/10.1093/bioinformatics/17.8.754
https://doi.org/10.1146/annurev.bi.51.070182.004121
https://doi.org/10.1146/annurev.bi.51.070182.004121
https://doi.org/10.1034/j.1601-5223.2003.01643.x
https://doi.org/10.1034/j.1601-5223.2003.01643.x
https://doi.org/10.1016/B978-1-4832-3211-9.50009-7
https://doi.org/10.1016/B978-1-4832-3211-9.50009-7


Karyological characterization of the Asian swamp eel (Monopterus albus) 457

Khuda-Bukhsh AR, Barat A (1987) Chromosomes in fifteen species of Indian teleosts (Pisces). 
Caryologia 40: 131–144. https://doi.org/10.1080/00087114.1987.10797817

Kidwell MG, Lisch DR (2000) Transposable elements and host genome evolution. Trends in 
Ecology and Evolution 15: 95–99. https://doi.org/10.1016/S0169-5347(99)01817-0

Kuznetsova IS, Thevasagayam NM, Sridatta PS, Komissarov AS, Saju JM, Ngoh SY, Jiang J, 
Shen X, Orbán L (2014) Primary analysis of repeat elements of the Asian seabass (Lates 
calcarifer) transcriptome and genome. Frontiers in Genetics 5: 223–236. https://doi.
org/10.3389/fgene.2014.00223

Librado P, Rozas J (2009) DnaSP v5: a software for comprehensive analysis of DNA poly-
morphism data. Bioinformatics 25: 1451–1452. https://doi.org/10.1093/bioinformatics/
btp187

Liem KF (1963) Sex reversal as a natural process in the synbranchiform fish Monopterus albus. 
Copeia 2: 303–312. https://doi.org/10.2307/1441348

Matsuda Y, Chapman VM (1995) Application of fluorescence in situ hybridization in ge-
nome analysis of the mouse. Electrophoresis 16: 261–272. https://doi.org/10.1002/
elps.1150160142

Matsubara K, O’Meally D, Azad B, Georges A, Sarre SD, Graves JA, Matsuda Y, Ezaz T (2015) 
Amplification of microsatellite repeat motifs is associated with the evolutionary differentia-
tion and heterochromatinization of sex chromosomes in Sauropsida. Chromosoma 125: 
111–123. https://doi.org/10.1007/s00412-015-0531-z

McAllister BF, Werren JH (1997) Phylogenetic analysis of a retrotransposon with implications for 
strong evolutionary constraints on reverse transcriptase. Molecular Biology and Evolution 
14: 69–80. https://doi.org/10.1093/oxfordjournals.molbev.a025704

Nei M, Gojobori T (1986) Simple methods for estimating the numbers of synonymous and 
nonsynonymous nucleotide substitutions. Molecular Biology and Evolution 3: 418–426.

Nelson JS, Grande TC, Wilson MVH (2016) Fishes of the World (5th edn). John Wiley & 
Sons, Hoboken, NJ, 707 pp. https://doi.org/10.1002/9781119174844

Nirchio M, Mariguela TC, Ferreira IA, Foresti F, Oliveira C (2011) Karyotype and nucleolus 
organizer regions of Ophisternon aenigmaticum (Teleostei: Synbranchiformes: Synbranchi-
dae) from Venezuela. Interciencia 36: 229–233.

Ozouf-Costaz C, Brandt J, Korting C, Pisano E, Bonillo C, Coutanceau JP, Volff JN (2004) 
Genome dynamics and chromosomal localization of the non-LTR retrotransposons 
Rex1 and Rex3 in Antarctic fish. Antarctic Science 16: 51–57. https://doi.org/10.1017/
S0954102004001816

Pansonato-Alves JC, Hilsdorf AW, Utsunomia R, Silva DM, Oliveira C, Foresti F (2013) Chro-
mosomal mapping of repetitive DNA and cytochrome C oxidase I sequence analysis reveal 
differentiation among sympatric samples of Astyanax fasciatus (Characiformes, Characidae). 
Cytogenetic and Genome Research 141: 133–142. https://doi.org/10.1159/000354885

Perdices A, Doadrio I, Bermingham E (2005) Evolutionary history of the synbranchid eels 
(Teleostei: Synbranchidae) in Central America and the Caribbean islands inferred from 
their molecular phylogeny. Molecular Phylogenetics and Evolution 37: 460–473. https://
doi.org/10.1016/j.ympev.2005.01.020

https://doi.org/10.1080/00087114.1987.10797817
https://doi.org/10.1016/S0169-5347(99)01817-0
https://doi.org/10.3389/fgene.2014.00223
https://doi.org/10.3389/fgene.2014.00223
https://doi.org/10.1093/bioinformatics/btp187
https://doi.org/10.1093/bioinformatics/btp187
https://doi.org/10.2307/1441348
https://doi.org/10.1002/elps.1150160142
https://doi.org/10.1002/elps.1150160142
https://doi.org/10.1007/s00412-015-0531-z
https://doi.org/10.1093/oxfordjournals.molbev.a025704
https://doi.org/10.1002/9781119174844
https://doi.org/10.1017/S0954102004001816
https://doi.org/10.1017/S0954102004001816
https://doi.org/10.1159/000354885
https://doi.org/10.1016/j.ympev.2005.01.020
https://doi.org/10.1016/j.ympev.2005.01.020


Aorarat Suntronpong et al.  /  Comparative Cytogenetics 11(3): 435–462 (2017)458

Rishi KK, Haobam MS (1984) Somatic chromosomes in a marine fish, Megalops cyprinoides 
(Broussonet) (Megalopidae: Elopiformes). Chromosome Information Service 36: 22–24.

Schneider CH, Gross MC, Terencio ML, de Tavares ÉS, Martins C, Feldberg E (2015) Chro-
mosomal distribution of microsatellite repeats in Amazon cichlids genome (Pisces, Cich-
lidae). Comparative Cytogenetics 9: 595–605. https://doi.org/10.3897/CompCytogen.
v9i4.5582

Schneider CH, Gross MC, Terencio ML, Carmo EJ, Martins C, Feldberg E (2013) Evolution-
ary dynamics of retrotransposable elements Rex1, Rex3 and Rex6 in neotropical cichlids ge-
nome. BMC Evolutionary Biology 13: 152. https://doi.org/10.1186/1471-2148-13-152

Silva DM, Pansonato-Alves JC, Utsunomia R, Araya-Jaime C, Ruiz-Ruano FJ, Daniel SN, 
Hashimoto DT, Oliveira C, Camacho JP, Porto-Foresti F, Foresti F (2014) Delimiting the 
origin of a B chromosome by FISH mapping, chromosome painting and DNA sequence 
analysis in Astyanax paranae (Teleostei, Characiformes). PLoS One 9: e94896. https://doi.
org/10.1371/journal.pone.0094896

Srikulnath K (2010) FISH as a chromosome identification strategy to delineate karyotypic 
evolution in vertebrates. Thai Journal of Genetics 3: 120–136.

Srikulnath K, Matsubara K, Uno Y, Thongpan A, Suputtitada S, Apisitwanich S, Matsuda Y, 
Nishida C (2009) Karyological characterization of the butterfly lizard (Leiolepis reevesii 
rubritaeniata, Agamidae, Squamata) by molecular cytogenetic approach. Cytogenetic and 
Genome Research 125: 213–223. https://doi.org/10.1159/000230005

Srikulnath K, Uno Y, Matsubara K, Thongpan A, Suputtitada S, Apisitwanich S, Nishida C, 
Matsuda Y (2011) Chromosomal localization of the 18S – 28S and 5S rRNA genes and 
(TTAGGG)n sequences of butterfly lizards (Leiolepis belliana belliana and Leiolepis boe-
hmei, Agamidae, Squamata). Genetics and Molecular Biology 34: 582–586. https://doi.
org/10.1590/S1415-47572011005000042

Srikulnath K, Uno Y, Nishida C, Ota H, Matsuda Y (2015) Karyotype reorganization in 
the Hokou Gecko (Gekko hokouensis, Gekkonidae): the process of microchromosome 
disappearance in Gekkota. PLoS One 10: e0134829. https://doi.org/10.1371/journal.
pone.0134829

Sumner AT (1972) A simple technique for demonstrating centromeric heterochromatin. Experi-
mental Cell Research 75: 304–306. https://doi.org/10.1016/0014-4827(72)90558-7

Supikamolseni A, Ngaoburanawit N, Sumontha M, Chanhome L, Suntrarachun S, Peyachoknagul 
S, Srikulnath K (2015) Molecular barcoding of venomous snakes and species-specific multiplex 
PCR assay to identify snake groups for which antivenom is available in Thailand. Genetics and 
Molecular Research 14: 13981–13997. https://doi.org/10.4238/2015.October.29.18

Symonová R, Majtánová Z, Sember A, Staaks GB, Bohlen J, Freyhof J, Rábová M, Ráb P 
(2013) Genome differentiation in a species pair of coregonine fishes: an extremely rapid 
speciation driven by stress-activated retrotransposons mediating extensive ribosomal DNA 
multiplications. BMC Evolutionary Biology 13: 42–52. https://doi.org/10.1186/1471-
2148-13-42

Tamura K, Stecher G, Peterson D, Filipski A, Kumar S (2013) MEGA6: Molecular Evolu-
tionary Genetics Analysis version 6.0. Molecular Biology and Evolution 30: 2725–2729. 
https://doi.org/10.1093/molbev/mst197

https://doi.org/10.3897/CompCytogen.v9i4.5582
https://doi.org/10.3897/CompCytogen.v9i4.5582
https://doi.org/10.1186/1471-2148-13-152
https://doi.org/10.1371/journal.pone.0094896
https://doi.org/10.1371/journal.pone.0094896
https://doi.org/10.1159/000230005
https://doi.org/10.1590/S1415-47572011005000042
https://doi.org/10.1590/S1415-47572011005000042
https://doi.org/10.1371/journal.pone.0134829
https://doi.org/10.1371/journal.pone.0134829
https://doi.org/10.1016/0014-4827(72)90558-7
https://doi.org/10.4238/2015.October.29.18
https://doi.org/10.1186/1471-2148-13-42
https://doi.org/10.1186/1471-2148-13-42
https://doi.org/10.1093/molbev/mst197


Karyological characterization of the Asian swamp eel (Monopterus albus) 459

Tanabe AS (2011) Kakusan4 and Aminosan: two programs for comparing nonpartitioned, 
proportional, and separate models for combined molecular phylogenetic analyses of multi-
locus sequence data. Molecular Ecology Resources 11:914–921. https://doi.org/10.1111/
j.1755-0998.2011.03021.x

Tang Z, Zhang HH, Huang K, Zhang XG, Han MJ, Zhang Z (2015) Repeated horizon-
tal transfers of four DNA transposons in invertebrates and bats. Mobile DNA 6: 3–12. 
https://doi.org/10.1186/s13100-014-0033-1

Teixeira WG, Ferreira IA, Cabral-de-Mello DC, Mazzuchelli J, Valente GT, Pinhal D, Poletto 
AB, Venere PC, Martins C (2009) Organization of repeated DNA elements in the genome 
of the cichlid fish Cichla kelberi and its contributions to the knowledge of fish genomes. 
Cytogenetic and Genome Research 125: 224–234. https://doi.org/10.1159/000230006

Utsunomia R, Pansonato-Alves JC, Scacchetti PC, Oliveira C, Foresti F (2014) Scattered organ-
ization of the histone multigene family and transposable elements in Synbranchus. Genetics 
and Molecular Biology 37: 30–36. https://doi.org/10.1590/S1415-47572014000100007

Valente GT, Mazzuchelli J, Ferreira IA, Poletto AB, Fantinatti BE, Martins C (2011) Cytoge-
netic mapping of the retroelements Rex1, Rex3 and Rex6 among cichlid fish: new insights 
on the chromosomal distribution of transposable elements. Cytogenetic and Genome Re-
search 133: 34–42. https://doi.org/10.1159/000322888

Volff JN, Körting C, Sweeney K, Schartl M (1999) The non-LTR retrotransposon Rex3 from 
the fish Xiphophorus is widespread among teleosts. Molecular Biology and Evolution 16: 
1427–1438. https://doi.org/10.1093/oxfordjournals.molbev.a026055

Volff JN, Körting C, Schartl M (2000) Multiple lineages of the non-LTR retrotransposon 
Rex1 with varying success in invading fish genomes. Molecular Biology and Evolution 17: 
1673–1684. https://doi.org/10.1093/oxfordjournals.molbev.a026266

Volff JN, Körting C, Froschauer A, Sweeney K, Schartl M (2001) Non-LTR retrotransposons 
encoding a restriction enzyme-like endonuclease in vertebrates. Journal of Molecular Evo-
lution 52: 351–360. https://doi.org/10.1007/s002390010165

Yi M, Yu Q, Huang X, Liu J, Guo Y, Liu L, Zhou RJ (2001) Painting the chromosomes of 
fishes with human sex chromosome-specific DNA probes. Acta Genetica Sinica 28: 1–6.

Yu XJ, Zhou D, Li YC, Li K, Zhou M (1989) Chromosomes of Chinese Fresh-Water Fishes. 
Science Press, Beijing.

Zhou R, Cheng H, Tiersch TR (2002) Differential genome duplication and fish diversity. Reviews 
in Fish Biology and Fisheries 11: 331–337. https://doi.org/10.1023/A:1021395506705

https://doi.org/10.1111/j.1755-0998.2011.03021.x
https://doi.org/10.1111/j.1755-0998.2011.03021.x
https://doi.org/10.1186/s13100-014-0033-1
https://doi.org/10.1159/000230006
https://doi.org/10.1590/S1415-47572014000100007
https://doi.org/10.1159/000322888
https://doi.org/10.1093/oxfordjournals.molbev.a026055
https://doi.org/10.1093/oxfordjournals.molbev.a026266
https://doi.org/10.1007/s002390010165
https://doi.org/10.1023/A:1021395506705


Aorarat Suntronpong et al.  /  Comparative Cytogenetics 11(3): 435–462 (2017)460

Supplementary material 1

Supplementary Table 1
Authors: Aorarat Suntronpong, Watcharaporn Thapana, Panupon Twilprawat, Ornjira 
Prakhongcheep, Suthasinee Somyong, Narongrit Muangmai, Surin Peyachoknagul, 
Kornsorn Srikulnath
Data type: Table
Explanation note:  Primers used molecular cloning in this study.
Copyright notice: This dataset is made available under the Open Database License 

(http://opendatacommons.org/licenses/odbl/1.0/). The Open Database License 
(ODbL) is a license agreement intended to allow users to freely share, modify, and 
use this Dataset while maintaining this same freedom for others, provided that the 
original source and author(s) are credited.

Link: https://doi.org/10.3897/CompCytogen.v11i3.11739.suppl1

Supplementary material 2

Supplementary Table 2
Authors: Aorarat Suntronpong, Watcharaporn Thapana, Panupon Twilprawat, Ornjira 
Prakhongcheep, Suthasinee Somyong, Narongrit Muangmai, Surin Peyachoknagul, 
Kornsorn Srikulnath
Data type: Table
Explanation note: Teleost species and nucleotide sequences of the Rex1, Rex3, and Rex6 

genes used in this study. “–” means no data.
Copyright notice: This dataset is made available under the Open Database License 

(http://opendatacommons.org/licenses/odbl/1.0/). The Open Database License 
(ODbL) is a license agreement intended to allow users to freely share, modify, and 
use this Dataset while maintaining this same freedom for others, provided that the 
original source and author(s) are credited.

Link: https://doi.org/10.3897/CompCytogen.v11i3.11739.suppl2

Supplementary material 3

Supplementary Table 3
Authors: Aorarat Suntronpong, Watcharaporn Thapana, Panupon Twilprawat, Ornjira 
Prakhongcheep, Suthasinee Somyong, Narongrit Muangmai, Surin Peyachoknagul, 
Kornsorn Srikulnath
Data type: Table
Explanation note: Pairwise comparison of nucleotide sequence divergences of Rex1 

among twenty eight teleosts.

http://opendatacommons.org/licenses/odbl/1.0/
https://doi.org/10.3897/CompCytogen.v11i3.11739.suppl1
http://opendatacommons.org/licenses/odbl/1.0/
https://doi.org/10.3897/CompCytogen.v11i3.11739.suppl2


Karyological characterization of the Asian swamp eel (Monopterus albus) 461

Copyright notice: This dataset is made available under the Open Database License 
(http://opendatacommons.org/licenses/odbl/1.0/). The Open Database License 
(ODbL) is a license agreement intended to allow users to freely share, modify, and 
use this Dataset while maintaining this same freedom for others, provided that the 
original source and author(s) are credited.

Link: https://doi.org/10.3897/CompCytogen.v11i3.11739.suppl3

Supplementary material 4

Supplementary Table 4
Authors: Aorarat Suntronpong, Watcharaporn Thapana, Panupon Twilprawat, Ornjira 
Prakhongcheep, Suthasinee Somyong, Narongrit Muangmai, Surin Peyachoknagul, 
Kornsorn Srikulnath
Data type: Table
Explanation note: Pairwise comparison of nucleotide sequence divergences of Rex3 

among twenty eight teleosts.
Copyright notice: This dataset is made available under the Open Database License 

(http://opendatacommons.org/licenses/odbl/1.0/). The Open Database License 
(ODbL) is a license agreement intended to allow users to freely share, modify, and 
use this Dataset while maintaining this same freedom for others, provided that the 
original source and author(s) are credited.

Link: https://doi.org/10.3897/CompCytogen.v11i3.11739.suppl4

Supplementary material 5

Supplementary Table 5
Authors: Aorarat Suntronpong, Watcharaporn Thapana, Panupon Twilprawat, Ornjira 
Prakhongcheep, Suthasinee Somyong, Narongrit Muangmai, Surin Peyachoknagul, 
Kornsorn Srikulnath
Data type: Table
Explanation note:  Pairwise comparison of nucleotide sequence divergences of Rex6 

among seventeen teleosts.
Copyright notice: This dataset is made available under the Open Database License 

(http://opendatacommons.org/licenses/odbl/1.0/). The Open Database License 
(ODbL) is a license agreement intended to allow users to freely share, modify, and 
use this Dataset while maintaining this same freedom for others, provided that the 
original source and author(s) are credited.

Link: https://doi.org/10.3897/CompCytogen.v11i3.11739.suppl5

http://opendatacommons.org/licenses/odbl/1.0/
https://doi.org/10.3897/CompCytogen.v11i3.11739.suppl3
http://opendatacommons.org/licenses/odbl/1.0/
https://doi.org/10.3897/CompCytogen.v11i3.11739.suppl4
http://opendatacommons.org/licenses/odbl/1.0/
https://doi.org/10.3897/CompCytogen.v11i3.11739.suppl5


Aorarat Suntronpong et al.  /  Comparative Cytogenetics 11(3): 435–462 (2017)462

Supplementary material 6

Supplementary Figure 1
Authors: Aorarat Suntronpong, Watcharaporn Thapana, Panupon Twilprawat, Ornjira 
Prakhongcheep, Suthasinee Somyong, Narongrit Muangmai, Surin Peyachoknagul, 
Kornsorn Srikulnath
Data type: Image
Explanation note: Phylogenetic placements of partial nucleotide sequences of Rex1 

from 28 teleosts and from Physalaemus henselii, Peters 1872 (KU842414) as the 
outgroup. Support values at each node are Bayesian posterior probability.

Copyright notice: This dataset is made available under the Open Database License 
(http://opendatacommons.org/licenses/odbl/1.0/). The Open Database License 
(ODbL) is a license agreement intended to allow users to freely share, modify, and 
use this Dataset while maintaining this same freedom for others, provided that the 
original source and author(s) are credited.

Link: https://doi.org/10.3897/CompCytogen.v11i3.11739.suppl6

Supplementary material 7

Supplementary Figure 2
Authors: Aorarat Suntronpong, Watcharaporn Thapana, Panupon Twilprawat, Ornjira 
Prakhongcheep, Suthasinee Somyong, Narongrit Muangmai, Surin Peyachoknagul, 
Kornsorn Srikulnath
Data type: Image
Explanation note: Phylogenetic placements of partial nucleotide sequences of Rex6 

from 17 teleosts and from Podocnemis unifilis, Troschel 1848 (KR336823) as the 
outgroup. Support values at each node are Bayesian posterior probability.

Copyright notice: This dataset is made available under the Open Database License 
(http://opendatacommons.org/licenses/odbl/1.0/). The Open Database License 
(ODbL) is a license agreement intended to allow users to freely share, modify, and 
use this Dataset while maintaining this same freedom for others, provided that the 
original source and author(s) are credited.

Link: https://doi.org/10.3897/CompCytogen.v11i3.11739.suppl7

http://opendatacommons.org/licenses/odbl/1.0/
https://doi.org/10.3897/CompCytogen.v11i3.11739.suppl6
http://opendatacommons.org/licenses/odbl/1.0/
https://doi.org/10.3897/CompCytogen.v11i3.11739.suppl7

	Karyological characterization and identification of four repetitive element groups (the 18S – 28S rRNA gene, telomeric sequences, microsatellite repeat motifs, Rex retroelements) of the Asian swamp eel (Monopterus albus)
	Abstract
	Introduction
	Materials and methods
	Specimens and chromosome preparation
	C-banding
	Polymerase chain reaction (PCR) amplification and molecular cloning
	Sequence analysis
	FISH mapping

	Results
	Karyotype of Monopterus albus
	Chromosomal location of the 18S – 28S rRNA genes and (TTAGGG)n sequences
	Chromosomal localization of microsatellite repeat motifs
	Chromosomal distribution of Rex retroelements (Rex1, Rex3, and Rex6)
	Molecular evolutionary dynamics of Rex retroelements

	Discussion
	Karyotype and chromosomal localization of rRNA gene clusters, telomeric sequences, and microsatellite repeat motifs in Monopterus albus
	Organization of Rex retroelements (MALRex1, MALRex3, and MALRex6) on Monopterus albus chromosomes
	Molecular diversity of Rex retroelements (Rex1, Rex3, and Rex6)

	Acknowledgments
	References
	Supplementary material 1
	Supplementary material 2
	Supplementary material 3
	Supplementary material 4
	Supplementary material 5
	Supplementary material 6
	Supplementary material 7

