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Tab.1 Thedistribution types and quantity of marine fishesin China

Filt 5 37 b

Al ; d i /%
distribution type species an ratio
subspecies
CTRE L Y i K
FABEHEFIRFRAR _ 916 50.75
India Ocean-Western Pacific species
) . JEARFHRIZE North Pacific species 734 40.66
47 D S . . ) .
distribution area based KPGHE L BB RUROP LA Pl 75 4.16
the Atlantic, India Ocean and Pacific Ocean common species
TR [R5 P AT % i
native species and endemic species of China’s offshore waters '
5% /K A28 (20-25°C) warm water species (20-25C) 1374 76.12
HoE B R4 I YL 125 (12-20°C) warm temperate species (12-207C) 368 20.39
thermophilic properties based ¥ i #5124 (4-12°C) cold temperate species (4-12°C) 60 3.32

¥ K PEFN2E(0-4°C) cold water species (0-4C) 3 0.17
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Tab.2 Thedistribution characteristics of fishesin the four major river systemsin China

. 3
KRBT X R P
. . species and
river system representative flora .
subspecies

S

fish composition

BRIT K £

Pearl Rivers

o AR P X R AR T I X TR 296
WP X

the Southeast Asian subregion

and the South Asian subregion

of the Oriental Region

JEAL I X 332
North Central Asia

KTk &

Yangtze Rivers

FK &R

Yellow Rivers

VIR & R 020 3 191

plain complex fishes

BIRTLK R

Heilongjiang Rivers

AL A0 R VA Y X 120
Palaearctic transitional zone
of Heilongjiang

gk K A0 239 F, b 7 B, R LI O a2 50 FL
239 freshwater fish species, 7 species of migratory fish, and 50
species of estuarine fish

4Rk 201 Fh, BEALZY R0
291 freshwater fish species, of which the Cyprinus carp accounts
for 50 percent

IR 7K €A = RARTIR oW g b o S b1 27
Fpg /D, BRSBTS

There are more downstream species, most of which belong to
river plain fishes and migratory fishes

There are less upstream species, which are mainly Schizotho-
racinae and Noemacheilinae fishes

T 1A SR 0 22 B, SR K 135 89 A, Hirh -3
%’3 92 ﬁ-.[ﬂ

22 estuarine fish and anadromous fish species, 89 freshwater fish
species, 92 of which are indigenous fishes
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JEaA A ) 22 REPE AR B — 00 BAAT 55

Wl A= ZFEPE T B A N R A S A
ANWGAL R BB, 1 K A A Y 0 U™
B gL ZREVE AR, ELRE R B4 22k A
TEREUR, Ve, (8 pAesg | AR
e ta s 4 S ta s, FECLMIG K410, ()%
KRN G B G | Fh el 55 58 i PP Bk i )5 5 B A IR &%
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FEFP LG o0k, 1R Z PR & 2= AR AHE
LA A 25503 5 7K AR A 0 18 ) AR R A 22 (1]
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Ji¥k . Saitoh 2P FAE I JE S G )
Fhan ik ) DNA RIEMHT RG KB KRR,
R 3K G A 6 £ () FP R JTAE A b . Knebelsberger
ST 26 7 1 8 A RS Sh 21 K B 3T 80% £
) DNA SRIEH AT 0, W imE A m oh ok
YrRp g A 14 38 23 21, Gavrilovic 25T T 3L
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AP AP DNA S5TE R0 2 Rl SR 7K ™ T G A
o S5 RH DG HEU BB ] A AH G %) b FLAG B ik A 1) i
%5, JFRRNAE S TR EE B B nY A A = AR

4 B AEY DNA £REHE S0 3R SE
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5#=
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A AR R — . —4E R 8, miF
W, ZHERENEIE . SEEENEY DNA
KIE GRS 5B LED Ry — 1, H
b A= i S A5 B B (Consortium for the Barcode of
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WF . 2o, el iRt . ERl . PR . HERAY
5 RS .

ol 2B %) DNA ZRIEAE BF 6 S e (R
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DNA barcoding: A potential tool for fishery biodiversity conservation
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Abstract: The Earth’s biodiversity are closely altered by a variety of human activities at all scale from local to
global. These changes have a strong potential effect to biological communities, ecosystem properties, social affairs
and economic development they provide. China fishery is characterized by high biodiversity which cover 10 per-
cent of the total earth species because its role geographical position that occupies the eastern part of the Eurasian
continent adjacent to the western Pacific Ocean. In recent years, it is a very realistic and important scientific
problem to protect and rationally utilize the biodiversity of fisheries globally. However, insufficient protection and
hard utilization of fishery isn’t a single case in China. To promote the development of fishery biological diversity
in China, this paper puts forward the idea of DNA bar code methods for performing in fishery biology activities. It
reviewed how DNA barcode expounds the sustainable development in the fishery biological resources, species
identification and classification, fishery biodiversity monitoring, foreign species evaluation, market and supervi-
sion, fishery information and so on. Besides that, it further discussed the recent prospects for the DNA barcode in
the biologic study of fishery organisms, water ecological research, electronic classification technology and the
new technology of meta DNA barcoding. This research had appealed the continuous researches on construction of
a fishery DNA barcode database and information platform of China which need to be constructed and shared na-
tionally and globally.
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