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Abstract Silver carp Hypophthalmichthys molitrix
(Cyprinidae) is native to China and has been
introduced to over 80 countries. The extent of genetic
diversity in introduced silver carp and the genetic
divergence between introduced and native popula-
tions remain largely unknown. In this study, 241 silver
carp sampled from three major native rivers and two
non-native rivers (Mississippi River and Danube
River) were analyzed using nucleotide sequences of
mitochondrial COI gene and D-loop region. A total of
73 haplotypes were observed, with no haplotype
found common to all the five populations and eight
haplotypes shared by two to four populations. As
compared with introduced populations, all native
populations possess both higher haplotype diversity

and higher nucleotide diversity, presumably a result of
the founder effect. Significant genetic differentiation
was revealed between native and introduced popula-
tions as well as among five sampled populations,
suggesting strong selection pressures might have
occurred in introduced populations. Collectively, this
study not only provides baseline information for
sustainable use of silver carp in their native country
(i.e., China), but also offers first-hand genetic data for
the control of silver carp in countries (e.g., the United
States) where they are considered invasive.
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Introduction

The silver carp (Hypophthalmichthys molitrix) is native
to China, with a natural range extending from the Pearl
River in the south to the Amur River in the north.
Silver carp are thought to originate from the Yangtze-
Yellow eastern plain of China in the Pliocene (about
350 million years ago) (Li and Fang 1990). Approx-
imately 110,000 years ago during the Pleistocene,
silver carp arrived at the Amur River through the
Liaohe River, and arrived at the Pearl River through the
Yangtze River and the Qiantang River. Within its native
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region, different populations of this species have
developed through geographic isolation, adaptation,
and accumulation of mutations.

Silver carp have been one of the most important
aquaculture species in China for over a thousand years
(Li and Mathias 1994). Since the 1950s, it has been
introduced into at least 88 countries and territories for
various reasons including aquaculture, capture fisheries
enhancement, and plankton control (Kolar et al. 2007).
In China and in many parts of its introduced ranges,
silver carp are an integral part of fish culture and are an
important source of protein for human consumption
(Li and Mathias 1994). In North America, they are
considered a highly undesirable invasive species
(Conover et al. 2007; Kolar et al. 2007) and many
dedicated efforts have been made to prevent the
invasion and establishment of silver carp in the
Laurentian Great Lakes (Asian Carp Workgroup 2010).

As an important economic species, the genetic
diversity and variation of the silver carp have been
extensively studied using various genetic markers,
including isoenzyme (Zhao and Li 1996; Jiang et al.
1998), mitochondrial DNA RFLP (Lu et al. 1997;
Zhang et al. 2002), RAPD (Zhang et al. 1999, 2002)
and SSR (Lu and Sun 2005; Liao and Yang 2006; Zhu
et al. 2007). However, most studies have focused on
silver carp populations from the Yangtze River or
have been limited within the native region of its
distribution (Zhao and Li 1996; Lu et al. 1997; Zhang
et al. 1999; Liao et al. 2002; Zhu et al. 2007).
Furthermore, the extent of genetic diversity in intro-
duced populations and genetic divergence between
native and introduced populations remains unknown. It
is thus important to perform systematic genetic analysis
among populations from the major native and intro-
duced river systems.

Mitochondrial DNA (mtDNA), because of its char-
acteristics of maternal inheritance, relatively fast evolu-
tion rate of mutation, and lack of recombination, has
been used as a useful molecular marker for population
genetics. The mitochondrial cytochrome oxidase sub-
unit I (COI) gene has been widely used in fish
phylogenetic analysis because of its moderate mutation
rate and ability to differentiate at the population and
species levels (Yang and Zhang 2007; Niu and Li 2008;
Guo and Yu 2009; Peng and Wang 2009). As the fastest
evolving mtDNA marker, the control region (D-loop)
has been commonly used in population genetic and
biogeographical studies (Wang et al. 2006; Li and Chen

2008; Zhu et al. 2008; Peng and Dai 2009). In this
study, we sequenced the mitochondrial D-loop region
and the mitochondrial COI gene of silver carp samples
collected from five major rivers or river basins over the
world to study population genetic structure of silver
carp and estimate genetic change between native and
introduced populations. This result will provide base-
line information for sustainable use of silver carp
resources in their native environments or control of
silver carp where they are considered invasive.

Materials and methods

Sample collection

A total of 241 silver carp specimens were collected from
rivers in their native country (Yangtze, Pearl and Amur
Rivers in China) and from rivers in countries where
silver carp have been introduced (the Mississippi River
basin in the United States and the Danube River in
Hungary) from 2005 to 2007 (Table 1). In China,
specimens were collected from the lower and middle
Yangtze River (Hanjiang and Shishou sections), the
middle Pearl River (Shaoqing section), and the middle
Amur River (Fuyun section). In the United States,
specimens were collected from the middle Illinois
River and the lower Missouri River within the
Mississippi River Basin (MRB). In Hungary, speci-
mens were collected from Szeged and Faks section of
the Danube River (DAN). In this study, we pooled
samples into five river populations for analysis. A
caudal fin clip from each individual was taken and
stored in 95% ethanol for genetic analyses.

DNA extraction, PCR amplification, and sequencing

Total genomic DNA from fin tissue was extracted using a
proteinase K and phenol-chloroform procedure (Palumbi
1996). Quantity and quality of extracted DNA were
estimated on 1% agarose gels stained with ethidium
bromide (EB).

The polymerase chain reaction (PCR) was used to
amplify a fragment of the mitochondrial COI gene
using the primers COI-F (5′-TTAAACCTCTGTCTT
CGGGG-3′) and COI-R (5′-CTGGGTGACCAAA
GAATCAG-3′). A fragment of the D-loop was amplified
using the primers DL-F (5′-ACCCCTGGCTACCCA
AAGC-3′) and DL-R (5′-ATCTTAGCATCTTCAGTG-

504 Environ Biol Fish (2011) 92:503–511



3′). These two pairs of primers were designed from the
complete mtDNA sequences of silver carp (Li et al. 2009;
GenBank accession NO. NC_01056). PCR was per-
formed using an Eppendorf Thermal Cycler in a reaction
mixture of 50 μl containing 25 μl 2xTaq PCR Master-
Mix, 2 μl primers (0.2 μM each), and 23 μl distilled
water. The amplification conditions were detailed as
follows: 94°C for 5 min; followed by 30 cycles of 94°C
for 30 s, 53°C for 30 s, and 72°C for 1 min; and a final
extension at 72°C for 10 min. One percent agarose gel
electrophoresis was used to verify successful PCR
amplification.

All amplified products were purified using a 3S Spin
PCR Product Purification Kit (Biocolor Inc., Shanghai,
China) following the supplier’s instructions. The puri-
fied products were then directly sequenced on an
Applied Biosystems ABI 3730 capillary sequencer
using the same PCR primers.

Sequence alignment and data analyses

DNA sequences were edited using BioEdit software
(Hall 1998), aligned using ClustalW software
(Thompson et al. 1994). The revised alignment was
1,262 bp for the COI gene and 732 bp for the D-loop
region. The incongruence length difference (ILD) test
(Farris et al. 1994) was carried out to test the
compatibility of the two mitochondrial segments
using the program PAUP version 4.10b (Swofford
2003). The results indicated a congruent phylogenetic
signal (p=0.48) for the sequences of these two
segments. Therefore, the two datasets were combined
for the following analyses.

Population structure and genetic variance were
analyzed using Arlequin 3.01 (Schneider et al. 2000).
Genetic diversity was analyzed by estimating haplo-
type diversity (h) and nucleotide diversity (π) using the
methods of Tajima (1983) and Nei (1987). The overall
genetic differentiation was tested using the pairwise

fixation index (FST) between populations. The analysis
of molecular variance (AMOVA) was also calculated
using Arlequin 3.01 (Schneider et al. 2000).

The Bayesian approach was employed for inferring
the relationship among haplotypes, three million
Markov Chain Monte Carlo (MCMC) generations
were run with MrBayes 3.1.2 (Ronquist and Huelsen-
beck 2003), with a sampling frequency of one in 100
generations. Two independent runs were carried out to
allow additional confirmation of the convergence of
MCMC runs, with a sampling frequency of one in 100
generations and a burn-in of 10,000 generations. A
consensus tree was constructed from the saved trees,
with all trees before stabilization was reached being
discarded. A median-joining haplotype network
(Bandelt et al. 1999) was constructed using Network
4.510 (Fluxus Technology 2008).

Results

Genetic diversity of silver carp populations

A total of 281 variable nucleotide sites and 228
informative sites were observed from 241 specimens in
five major rivers (or river systems), resulting in 73
haplotypes (Tables 1 and 2). Sixty-five of these occurred
in only one population. The haplotypes YZ-001, YZ-
002, YZ-003, YZ-007, YZ-008, YZ-021, YZ-031 and
YZ-033 were shared by fish from different rivers
(Fig. 1), in which the haplotype YZ-002 was shared
by all except the Pearl River populations. Interestingly,
no haplotype was shared by all populations of the five
river systems.

The haplotype diversity varies from population to
population, ranging from 0.7351 (MRB) to 0.9515
(Yangtze River) (Table 2). All three native populations
possess higher haplotype diversity as compared with
two introduced populations. Similarly, the nucleotide

River (River basin) No. of samples No. of
haplotypes

No. of unique
haplotypes

China Yangtze (YZ) 58 24 16

Pearl (PL) 7 4 3

Amur (AMU) 56 26 23

Hungary Danube (DAN) 26 9 5

USA Mississippi (MRB) 94 20 18

Table 1 Sampling informa-
tion and haplotypes found
in each river
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Population Variable
sites

Parsimonious
informative sites

Haplotype
diversity

Nucleotide
diversity

Yangtze River 93 81 0.9515±0.0141 0.0094±0.0047

Pearl River 28 10 0.8571±0.1023 0.0076±0.0044

Amur River 45 32 0.9253±0.0230 0.0064±0.0033

Danube River 26 21 0.8431±0.0447 0.0056±0.0029

Mississippi River Basin 89 84 0.7351±0.0361 0.0030±0.0016

Table 2 Sequence diversity
of silver carp from five
rivers or river systems
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Fig. 1 Bayesian phylogram
of silver carp haplotypes.
The numbers above the
branches denote Bayesian
posterior probabilities
whereas observed frequencies
of haplotypes in
corresponding populations
are presented in parenthesis
after each haplotype. DAN
Danube River; MRB Missis-
sippi River Basin; YZ
Yangtze River; PL Pearl
River; AMU Amur River
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diversity ranged from 0.0030 (MRB) to 0.0094
(Yangtze River), with higher values in native popula-
tions than in introduced populations. When comparing
samples pooled by countries, the highest haplotype
diversity was found in silver carp from China (0.9515)
whereas the lowest haplotype diversity was found in fish
from the United States (0.7351). Similarly, the highest
nucleotide diversity was found in the Yangtze River
(0.0094) and the lowest in the MRB (0.0030) (Table 3).

Genetic divergence of silver carp populations

Pairwise FST analysis showed that between native
populations there was significant genetic difference
only between the Yangtze and Amur River populations
(FST=0.0716; p<0.01). The number of shared haplo-
types is three between YZ and AMU, one between YZ
and PL and zero between PL and AMU. The genetic
difference between the two introduced populations
is relatively high (FST=0.4782; p<0.01), which is the
second highest value among all the pairwise com-
parisons. The highest FST was found to be 0.4951
between the MRB and the Amur River. The extent of
genetic variation between native and introduced popula-
tions was different between the MRB and Danube River
populations. There was significant genetic differentiation
between the MRB and each of the native populations,
with FST ranging from 0.3258 to 0.4951. In contrast, the
Danube River population had no genetic differentiation
as compared with the Yangtze population.

The analyses of molecular variance revealed signifi-
cant genetic difference between five populations (P<
0.001), in which 23.95% variance was contributed by
the difference among populations. Genetic difference
was also found between native versus introduced
groups (FST=0.2177, P<0.05). Surprisingly, there was
no genetic difference among populations pooled by

countries. This may be caused by the unbalanced
number of populations from different countries (three
in China and one in the US) and the varied number of
samples (Table 4).

Evolutionary relationship among silver carp
populations

The relationship of haplotypes and the observed
haplotype frequencies are shown in Fig. 1. Three
major haplotype clusters were observed, consisting of
44 haplotypes (cluster I), 11 haplotypes (cluster II)
and 18 haplotypes (cluster III). Cluster I includes
silver carp from all the five river systems. Interestingly,
all shared haplotypes appeared in this cluster. Cluster II
consists of samples from China, but more are from the
Amur River. In cluster III, all fish except one AMU
sample are from the MRB.

The haplotype network shows strong connection
among the three native populations, but there was no
obvious connection between the Pearl and Amur river
populations (Fig. 2). Most MRB haplotypes are
interconnected and linked with the YZ haplotypes
through the haplotype AMU-223. On the contrary, the
DAN haplotypes are less interconnected, with three
ending haplotypes apart from each other.

Discussion

Origins of silver carp and its introduced populations

Our study provides strong evidence to support the
hypothesis that silver carp originate from the Yangtze
River. First, all eight haplotypes found in the Yangtze
River population were shared with other populations.
The haplotype YZ-002 was found in all populations
except the Pearl River population (which had a low
sample size and thus the haplotype may have been
missed) and is likely to be an ancestral haplotype.
Secondly, the “native” Amur and Pearl River popula-
tions shared haplotypes with the Yangtze River and not
with each other. Thirdly, because of the Yangtze River’s
size, central location, geological and fossil history
(Li and Fang 1990), and the historical abundance of
the four domesticated Chinese major carps (silver
carp, bighead carp, grass carp and black carp), it has
long been believed that the Yangtze River is the
evolutionary source of these fishes.

Table 3 Pairwise FST and the significance between silver carp
populations

Yangtze Pearl Amur Danube

Yangtze

Pearl 0.0059NS

Amur 0.0716 ** 0.0637 NS

Danube 0.0142 NS 0.1178* 0.1001 *

MRB 0.3258** 0.3950 ** 0.4951 ** 0.4782**

*P<0.05; **P<0.01; NS not significant
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TheMRB populationmay have ancestry at least from
the Amur or the Yangtze River. First, the haplotype YZ-
021 was shared between YZ and MRB populations
(Figs. 1 and 2). Second, the haplotype AMU-223 was
clustered with other haplotypes unique to MRB
haplotypes. There are two known importations of
silver carp to the United States, one from Taiwan,
probably in 1971; and a later importation from
Yugoslavia (Kolar et al. 2007). The original importa-
tion was widely distributed soon after importation, and
there is no further information on the disposition of the
Yugoslavian importation. In any case, silver carp are
not indigenous to Taiwan or Yugoslavia, and there is no
clear record of the original sources. Chen (1990) stated

that silver carp imported to Taiwan came from
Mainland China or Japan; Japan is also not within
the native range of silver carp.

The Danube River population is likely to originate
from the Yangtze River, the Amur River, or both
(Fig. 1). The Danube River drains much of Europe,
and there are many known importations to the many
countries within the Danube basin (Kolar et al. 2007),
many from other countries within the basin, but
known importations from outside the basin came
directly from China or from Russia. The Amur River
borders Russia, therefore silver carp from Russia may
have originated there, but may also have been
imported from other Chinese sources.

Table 4 Percentage of variation, fixation indices from AMOVA and SAMOVA with the largest FsT value of silver carp

Category Source of variation Df Percentage of variation Fixation indices (Fst) P-value

Among five populations Among populations 4 23.95. 0.2395 <0.001

Within populations 236 76.05

Among three countries Among countries 2 25.83 0.2583 0.2063

Within countries 2 6.98 0.0941 <0.001

Within populations 236 67.19 0.3281 <0.001

Between native and introduced Between groups 1 21.77 0.2177 0.0098

Within groups 3 9.57 0.1223 <0.001

Within populations 236 68.67 0.3133 <0.001

Fig. 2 Haplotype network
showing haplotype connec-
tions and distribution.
Colors correspond to
different populations. Circle
size denotes grades by 10
of pooled number of each
haplotype
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Genetic diversity of native and introduced populations

Compared with native populations, introduced pop-
ulations had lower haplotype diversity and nucleotide
diversity, which would logically result from founder
effects caused by small introduced populations. The
total number of fish imported to the Danube and
MRB basins is unknown but was probably low. Also,
silver carp are somewhat difficult to spawn in
aquaculture, but when artificial spawning is success-
ful, very large numbers of young fish can be obtained
from a single female. For example, the absolute
fecundity of 6-year-old and 7321±894 g body weight
silver carp females was 8.63±1.55×105 eggs (Li
1998). This would further increase the genetic
bottleneck, because aquaculturists have little incentive
to spawn many broodstock. The MRB population had
substantially lower haplotype and nucleotide diversity
than any other population, including the also-
introduced Danube population, which makes sense
in light of the importation and culture history. Silver
carp were imported to the Danube basin in the early
sixties from China and from Russia, but the total
number of importations is unknown. They were (and
continue to be) cultured extensively in many countries
of the basin (Kolar et al. 2007), thus opportunities for
escape have been plentiful. Also, in some cases, silver
carp were intentionally stocked to the wild in the
Danube basin (Antalfi and Tölg 1972). In contrast, in
North America, silver carp were imported approxi-
mately 10 years later, from two separate sources,
neither from the native range of the fish (Kolar et al.
2007). Silver carp have not been widely used in
aquaculture in the United States, so opportunities for
their escape were few. Only fish from the Taiwan
importation are known to have been widely distribut-
ed for aquaculture and research in North America
(Kolar et al. 2007). Furthermore, there is no evidence
that silver carp have ever been intentionally stocked
into the wild in North America. These factors should
further increase the genetic bottleneck in North
America, and are likely responsible for the reduced
haplotype and nucleotide diversity. Nevertheless, the
MRB population had several unique haplotypes and
was significantly differentiated from other popula-
tions. This occurred in less than 35 years, only a few
generations of silver carp, suggesting that unique
ecological or environmental characteristics are pro-
moting divergence of the MRB population.

It should be noted, however, that the low nucleo-
tide diversity of MRB silver carp stands in contrast to
that of bighead carp, which was first imported to
North America together with the first importation of
silver carp. In a similar study with bighead carp (Li et
al. 2010) haplotype diversity was lowest in the MRB,
but nucleotide diversity was substantially higher than
in populations from the other four river systems.
Bighead carp and silver carp were imported together
in the same shipments from Taiwan and Yugoslavia,
and we know of one additional importation of
bighead carp, from Israel (Kolar et al. 2007). Unlike
silver carp, bighead carp have been and continue to be
somewhat widely cultured in the MRB, therefore
some of the high nucleotide diversity in bighead carp
might be related to aquaculture activities and continued
escape of bighead carp. However, bighead carp and
silver carp both are muchmore widely cultured in China
and Eastern Europe than in North America, so it is
difficult to ascribe the increased nucleotide diversity
entirely to aquaculture activities. Perhaps evolutionary
pressures in the MRB that acted differently on bighead
carp and silver carp are responsible for this difference.

Genetic variation of introduced populations

Silver carp were introduced into the United States
approximately 30 years ago and to Hungary approxi-
mately 40 years ago (Kolar et al. 2007). Due to the
strong founder effect, it is not surprising that all but
two of the haplotypes we identified in silver carp from
their native ranges were not present in the MRB, and
that overall haplotype diversity was very low in the
MRB. However, we found significant genetic differen-
tiation between the MRB and all three native popula-
tions, and we found 18 haplotypes that were unique to
the MRB. Silver carp are thought to become repro-
ductive in 2 to 4 years, thus these haplotypes
apparently occurred within only 8–15 generations,
unless those haplotypes are present at low frequency
in the native range and also present in the small
number of imported and spawned broodstock. It is
unlikely that these haplotypes were introduced through
culture activities, because silver carp have been little
cultured in the United States, and conversely are much
cultured in the Danube basin and in China. Additionally,
the environmental settings are quite different in native
and introduced river systems. For example, although
both are among the world’s largest rivers, the Mis-
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sissippi River flows southwards from Minnesota to the
Gulf of Mexico, whereas the Yangtze River flows
eastwards to the East China Sea. Furthermore, the
extensive network of connected floodplain lakes that
characterize the lower Yangtze basin, and which is
considered the primary natural living and growing
habitat of silver carp (Kolar et al. 2007), is not emulated
in North America. Thus it is plausible that natural
selection in a novel environment like MRB might have
occurred in favor of genetic differentiation of the
introduced silver carp. Rapid evolution has often been
identified in introduced populations (Cox 2004), and it
may be occurring here.

In contrast, in the Danube River, where the fish
have a longer history and a much greater history of
aquaculture, there was no significant differentiation
from the Yangtze population. In addition, we found
only five unique haplotypes, and four haplotypes
shared with the Yangtze River. The reasons for this
discrepancy are unclear, but may be because of a
greater number of importations to the region (Kolar et
al. 2007) and a correspondingly lesser founder effect,
or it may be because environmental evolutionary
pressures are not as strong. Also, the number of
samples from the Danube River was not as high as
from the MRB, and haplotypes of moderate or low
frequency may have been missed.

Silver carp have been expanding their range
northward in North America and are poised to invade
the Laurentian Great Lakes. There is much concern
that they will become established there to the
detriment of highly valued fisheries. We found that
silver carp were most closely related to both the
Yangtze River population in central China and to the
Amur River population on the northern border of
China, and not closely related to the Pearl River
population in southern China. The relationship with
these more northern populations may be important in
estimating the risk of silver carp invasion of the Great
Lakes.

Acknowledgements The authors would like to thank Minghu
Tang and Lixia Fu (Hangjiang Chinese Farmed Fish Farm,
China), Kevin Irons (Illinois Natural History Survey, USA),
Mark Pegg (University of Nebraska—Lincoln, USA), Kirk
Steffensen (Nebraska Game and Parks Commission), James T
Lamer (Western Illinois University, USA) and Jeney Zsigmond
(Research Institute for Fisheries Aquaculture and Irrigation,
Hungary) for the assistance with sample collection. We also
acknowledge Mary Christman (University of Nebraska at
Omaha, USA) for proof-reading the final draft of this paper.

This research was supported by the National Natural Science
Foundation of China (Grant No.30630051) and the Shanghai
Leading Academic Discipline Project (Grant No. Y1101). G.
Lu acknowledges support from US NSF Grant DEB-0732969.
Any use of trade, product, or firm names is for descriptive
purposes only and does not imply endorsement by the U.S.
Government.

References

Antalfi A, Tölg I (1972) Herbivorous fish. Publisher Mező-
gazdasági Kiadó, Budapest, p 202

Asian Carp Workgroup (2010) Asian carp control strategy
framework. http://www.asiancarp.org/RegionalCoordination/
documents/AsianCarpControlStrategyFramework.pdf.
Accessed April 22, 2010

Bandelt HJ, Forster P, Röhl A (1999) Median-joining networks
for inferring intraspecific phylogenies. Mol Biol and Evol
16:37–48

Chen LC (1990) Aquaculture in Taiwan. Fishing news books.
Osney Mead, Oxford

Conover G, Simmonds R, Whalen M (2007) Management and
control plan for bighead, black, grass, and silver carps in
the United States. Asian Carp Working Group, Aquatic
Nuisance Species Task Force, Washington

Cox GW (2004) Alien Species and Evolution. The Evolution-
ary Ecology of Exotic Plants, Animals, Microbes, and
Interacting Native Species. Washington, D.C., Island Press

Farris JS, Kallersjo M, Kluge AG, Bult C (1994) Testing
significance of incongruence. Cladistics 10:315–319

Guo YH, Yu DH (2009) Phylogenetic relationship of oreochro-
mis tilapias cultured in mainland China base on COI
sequence. J Huazhong Agric Univ 28(1):75–79

Fluxus Technology (2008) Network 4.5.1.0. User Guide.
Fluxus Technology, Suffolk, England. http://www.fluxus-
engineering.com/sharenet.htm. Accessed July 2009

Hall TA (1998) BioEdit: a user-friendly biological sequence
alignment editor and analysis program for Windows 95/98/
NT. Nucl Acid Symp 41:95–98

Jiang J, Xiong Q, Yao R (1998) Comparative studies on
isozyme of black carp, grass carp, silver carp and bighead
carp. Hereditas (Beijing) 20(2):19–22

Kolar CS, Chapman DC, Courtenay, WR, Housel CM,
Williams JD, Jennings DP (2007) Bigheaded carps: A
biological synopsis and environmental risk assessment.
American Fisheries Society special publication 33, Bethesda,
Maryland

Li SF (1998) Genetic characterization of major freshwater
culture fishes in China. Shangahi Scientific, Technical
Publishers

Li N, Chen SB (2008) Polymorphisms of mitochondrial cytb
gene and D-loop region in sweetfish (Plecoglossus
altivelis Tenmminck et Schlegel) from Zhejiang and Fujian
Provinces. Hereditas 30(7):919–925

Li SZ, Fang F (1990) On the geographical distribution of the
four kinds of pond-cultured carps in China. Acta Zoolog
Sin 36:244–248

Li SF, Mathias J (1994) Freshwater fish culture in China:
principles and practice. Elsevier, Amsterdam

510 Environ Biol Fish (2011) 92:503–511

http://www.asiancarp.org/RegionalCoordination/documents/AsianCarpControlStrategyFramework.pdf
http://www.asiancarp.org/RegionalCoordination/documents/AsianCarpControlStrategyFramework.pdf
http://www.fluxus-engineering.com/sharenet.htm
http://www.fluxus-engineering.com/sharenet.htm


Li SF, Xu JW, Yang QL, Wang CH, Chen Q, Chapman DC, Lu G
(2009) A comparison of complete mitochondrial genomes of
silver carp Hypophalmichthys molitrix and bighead carp
Hypophthalmichthys nobilis: implications for their taxonom-
ic relationship and phylogeny. J Fish Biol 74(8):1787–1803

Li SF, Yang QL, Xu JW, Wang CH, Chen Q, Chapman DC, Lu
G (2010) Genetic Diversity and Variation of Mitochondrial
DNA in Native and Introduced Bighead Carp. Trans. Am
Fish Soc 139(4): 937–946

Liao MJ, Yang GP (2006) Development of microsatellite DNA
markers of silver carp (Hypophthalmichthys molitrix) and
their application in the determination of genetic diversities
of silver carp and bighead carp (Aristichthys nobilis). J
Fish Sci China 13(5):756–761

Lu CY, Sun XW (2005) Microsatellite enrichment by magnetic
beads in silver carp hypophthalmichthys molitrix. J Agr
Biotechnol 13(6):772–776

Lu G, Li SF, Bernatchez L (1997) Mitochondrial DNA
diversity, population structure, and conservation genetics
of four native carps within the Yangtze River, China. Can J
Fish Aquat Sci 54:47–58

Nei M (1987) Molecular Evolution Genetics. Columbia Univ,
New York

Niu DH, Li JL (2008) Sequence variability of mitochondrial
DNA-COI gene fragment and population genetic structure
of six Sinonovacula constricta populations. Acta Oceanol
Sin 30(3):109–116

Palumbi SR (1996) Nucleic Acids II: the polymerase reaction.
In: Hills DM, Mortiz C, Marble BK (eds) Molecular
systematics, 2nd edn. Sinauer, Massachusetts, pp 205–247

Peng S, Dai YG (2009) Sequence polymorphism ofmtDNAD-loop
in the population of the endangered species Onychostoma rara
from the Qingshui River. J Fish China 33(2):197–200

Peng JL, Wang XZ (2009) Application of DNA barcoding
based on the mitochondrial COI gene sequences in
classification of culter (pisces:cyprinidae). Acta Hydrobiol
Sin 33(2):271–276

Ronquist F, Huelsenbeck JP (2003) MrBayes 3: Bayesian
phylogenetic inference under mixed models. Bioinfor-
matics 19:1572–1574

Schneider S, Roessli D, Excoffier L (2000) Arlequin: a
software for population genetics data analysis. Version
3.01. Genetics and Biometry Lab, Dept of Anthropology,
Univ of Geneva

Swofford DL (2003) PAUP: Phylogenetic analysis using
parsimony. Version 4. Sinauer Associates, Sunderland,
Massachusetts

Tajima F (1983) Evolutionary relationship of DNA sequences
in finite populations. Genetics 105:437–460

Thompson JD, Higgins DG, Gibson TJ (1994) CLUSTAL W:
improving the sensitivity of progressive multiple sequence
alignment through sequence weighting, position-specific
gap penalties and weight matrix choice. Nucleic Acids Res
22:4673–4680

Wang WW, Zhao JL, Li SF (2006) Genetic variation of the
mitochondrial DNA Control region among 5 populations
of Siniperca scherzeri Steindachner in China. J Shanghai
Fish Univ 15(4):338–402

Yang P, Zhang H (2007) Genetic structure of the Oriental River
Prawn (Macrobrachium nipponense) from the Yangtze and
Lancang Rivers, Inferred from COI gene sequence. Zool
Res 28(2):113–118

Zhang XY, Zhang DC, Yang DS (1999) Analysis on genetic
diversity of Hypophthalmichthys molitrix in Changjiang
River. J Fish China 23:7–14

Zhang SM, Wang DQ, Deng H (2002) Mitochondrial DNA
variations of silver carp and grass carp in populations of
the middle reaches of the Yangtze River revealed by using
RFLP-PCR. Acta Hydrobiol Sin 26:142–147

Zhao JL, Li SF (1996) Isoenzyme analysis of population
divergence of silver carp, bighead carp, grass carp and
black carp in the middle and lower streams of Changjiang
River. J Fish China 20:104–110

Zhu XD, Geng B, Li J (2007) Analysis of genetic diversity
among silver carp populations in the middle and lower
Yangtze River using thirty microsatellite markers. Hereditas
29(6):705–713

Zhu TJ, Yang JQ, Tang WQ (2008) MtDNA control region
sequence structure of the genus Coilia in Yangtze River
estuary. J Shanghai Fish Univ 17(2):152–157

Environ Biol Fish (2011) 92:503–511 511


	Significant...
	Abstract
	Introduction
	Materials and methods
	Sample collection
	DNA extraction, PCR amplification, and sequencing
	Sequence alignment and data analyses

	Results
	Genetic diversity of silver carp populations
	Genetic divergence of silver carp populations
	Evolutionary relationship among silver carp populations

	Discussion
	Origins of silver carp and its introduced populations
	Genetic diversity of native and introduced populations
	Genetic variation of introduced populations

	References


