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Variation in mitochondrial DNA of Pelteobagrus fulvidraco from three lakes in
the Middle Yangtze River

FANG Yao lin' 7, WANG Deng-giang' . LIU Sheo-ping' . WL Gang® . LIAD Fu-che® ,CHEN Da-ging®-*

(1. Key Labormory of Freshwater Fish Germplasm Besources. & Faotechnokogy, Minestry of Agriculiure, Yangiee River Fisherss e
search Institute, Chinese Academy of Fishery Soenos, Jingdou 434000, China; 2. Freshwater Fisherics Research Center, Chines -
eaerny of Fishery Sewnos, Wioa 214081 . China: 3. Hunan Provinoal Fisheries Research Instine, Yuanjiang 413100, Chins)

Abstract: Peltevbagras fulvidraco Richardson is called Huangsang fish in China, belonging 10 Pelteobagrus
( Blecker) , Bagridae, Siluriformes. [t is one of the famous and excellent economical freshwater fishes in Chi-
na. The Middle Reaches of the Yangtze River and the attached lakes are the mejor habitats of this specis.
During the recent three decades, the natural resources have been over developed year by year owing 1o reser-
voir construction, overfishing, environmental contamination, ete. Now the problem of protecting the gem-
plasm resources has been a priority. In this research, miDNA-PCR technique was applied 10 make a compar-
ative anslysis on genetic structures of the natural populstions of Huangsang fish from Dongting Lake { & nv-
er-connecting lakedoemted in Yueyang City of Hunan Provinee ), Zhengdu Lake and Changho Lake ( The b
ter two are located in Wuhan City and Jingzhou City of Hubei Provinee, respectively. They once connected
with the River and are blocked lakes now) in the Middle Reaches of the Yangtae River . NID 1 and ND2
genes on mitochondrial DNA were amplified from Huangsang fish by means of PCR technique | Eight re.
striction endonucless= that could reoognize 8 sequence of 4 or 5 bases were chosen 1o conduct enzymanic
cleavage of PCR products. Six enzymes were detected 10 be polymorphism. Fifteen haplotypes were detected

from 42 individuals sampled from the three populations of Huangsang fish. Their degrees of polymorphisn
are higher than these of goldfish ( Caressins awrarus ) and common carp ( Cyprinus carpio ) which e
widely distributed in China, and of silver carp | Hypophthalmichthys molitriz ), bighead earp
{ Arithtichthys nobilis ) ,grass carp ( Ctemopharmgodon idellus ) and black carp ( Mylopharmgudon picews )
which are distributed in the Middle and Lower Yangize. The genetic distances berween any two difTeren
haplotypes are from 0.20% 1w 2.08%(0.813 5% +0.415 1% ). The haplotypes of the three different pop-
ulations have partial chiasma in their phylogenetic tree. Although the of each haphotype in differ-
ent populations might be different, esch population has some common haplotypes with other populations.

The « values that express the degrees of polymorphism within the populations are 0.216 2% for Zhangdu
population (ZH) 0,231 4% Jor Dongting population (DH) and 0,19 1 for Changhu population (CH) -
spectively.

According 10 the degrees of polymorphism and the distnbution of haplatypes in each population, the net
genetic distances berween any two of the three populations could be found. The net genetic distance between

DH and ZH is 0,305 7% . between DH and CH is 0,252 9, and between DT and CH i 0.214 3% In spite
of differert disiributions end siructures ol haplotypes, the gepetic distances between any two of the thre
populations are not large. In comparison with the genetic distance between DH and ZH or berween DH and

UH. the genetic distance between CH and ZH is doser.
Key words : Chargghu Lake; Dongring Lake; Zhangru Lake; Peltenfgrus fulvsdraco ;genetic diversity
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