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Tab. 1  Population, sampling location and number of S. scherzeri in this study

LN R4 5 FEA

Population Sampling location Number
PS5 4% YT Yalujiang River( YL) i T4 5 ) Bk K E 12
1§30 Haihe River( HH) 1] 199 45 BE TIT 4 A Sk K A 5
KT Yangtze River(YZ) 220 W N R 14
IV Qiantangjiang River( QT) WL A B 78T 5 14
47T Minjiang River( MJ) TRAEE IS B R 6
P4 T Xijiang River(XJ) PR A A X R K B R 14

L3 Zeitsrah AR IGHEN A Uk 45 2R R 50 M 9 2%
W AT 3 Mo B> DNA ZRAF L — A0y 75
e TE — 7 f, 2 AFLP 3547 fF 7E R IR S “ 17 R
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“O7 1THIBCF MM . Arlequin3. O B F ARy
oy T 5 o i CAMOVA ) J7 3k 1+ 5 8% 73 Ak 45
(F,) JFRes F 0 8 251 (X W8k 1000) ,
MEGA3. 0 # 4" # F Kimura 2-parameter f5 Y i
FEREAR Y BER IR A AL B B ORIEAT NJ R 24047,
A5 B H bootstrap 1000 Y H A2 il 5 4G 46 45 A5 A9 52
S
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E-ACA/M-CTA, E-ACA/M-CTC, E-ACT/M-CAA .
E-ACT/M-CTCX} 4= A S AT 914 o

8 X5 ) TE 65 J& B 6K A4 b 3L 8 i 211 %%
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E-ACA/M-CTA @ & ¥ 14 i 19 2 B Ve & & (23
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Tab. 2 Amplification results of 8 AFLP primer combinations of S. scherzeri

3l A A 2 AP % &5 H

Primer Total bands Polymorphic bands Percentage of polymorphism (% )
E-AAC/M-CAA 34 19 55.9
E-AAG/M-CAA 29 21 72.4
E-AAG/M-CTA 19 13 68.4
E-ACA/M-CAA 36 11 30.6
E-ACA/M-CTA 28 23 82.1
E-ACA/M-CTC 27 15 55.6
E-ACA/M-CAA 21 16 76.2
E-ACT/M-CTC 17 8 47.1

2.2 BERFNBHAEAEZERS
NI K ZHE A A AR R [ s AL BE B (R 3) 6

FEVR N TR PN 9 38 4% 728 57 e K (0..067 ), 11 7T
w2 (0.066) , £k IEIL A/ (0. 038) .
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M 2% YL 5 g 0 R R )R L BE R A /)
(0. 134) VT ERIE VL R VLT V8 V0 AR (1) A 33t 4% B
#5200, 157—0. 246, 6 2 71 R i ] JE AR 55 1V L 8K

SEUL LR YT PE VLR AR ) A 38 A% B RS O 0.290—
0. 422, ¢ A% 18] (1 38 12 0 7 B Sl R R A P 1 i A2
B T AR B B B AL R 0. 238
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Tab.3  Genetic distances within and among 6 populations of S. scherzeri

8 £ 7T, T 0] KT BRIEL i 7T, [Lgan
YL HH YZ QT MJ XJ
4% 9T YL 0. 044
1 HH 0. 134 0.052
K Yz 0. 385 0.384 0. 067
YT QT 0.424 0.394 0.215 0.038
Mo 7T MJ 0.299 0. 281 0.214 0.219 0. 066
i XJ 0.290 0.278 0.210 0.246 0.157 0. 042

2.3 BEESNHER
DESR 6 FEMRH) AMOVA 23 Hr K W] (% 4) , 1E 3%
XM E T 20 ,21.50% 12 57k A & BEEN,

78.50% M 22 5ok H O RER ], B A0 AL B IR L F,
S 0.7850,6 B BE (AR ] e 8 K iE a1k (p <
0.01),

R4 BIER6 BHEEIBEERNSIFHAESHER(AMOVA)
Tab. 4  Analysis of molecular variance (AMOVA) of 6 populations of S. scherzeri

A5 5 AR ERiC)Es -5 i T 2Edl gy T3 25 e fal
Source of variation d. f. Sum of squares Variance components Percentage of variance (% )
BE & 8] Among pop 5 996. 43 18.39 78.50
BE & P Within pop 59 297.26 5.04 21.50
B 7E 5% Total variation 64 1293. 69 23.43 100
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Fig. 2 NJ tree of 6 populations of S. scherzeri by AFLP
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GENETIC VARIATION OF SINIPERCA SCHERZERI STEINDACHNER FROM
DIFFERENT GEOGRAPHICAL POPULATIONS BY AFLP ANALYSIS

WANG Wei-Wei'?,ZHAO Jin-Liang' ,LI Si-Fa'and WANG Chuan-Jie’
(1. Key Laboratory of Aquatic Genetic Resources and Utilization Certificated by the Ministry of Agriculture ,Shanghai Ocean
University , Shanghai 201306 ;2. College of Animal Science and Veterinary Medicine ,Shanxi Agricultural University , Taigu 030801 ;
3. Bureau of Animal Husbandry of the Qinshui County ,Qinshui 048200)

Abstract : Siniperca scherzeri Steindachner,a high-valued freshwater fish,is endemic in East Asia. However, its natural re-
source has declined by the destruction on its ecological environment and excessive capture in fisheries. To investigate and
understand its overall genetic background, genetic characteristics and divergences of Siniperca scherzeri Steindachner from
Yalujiang River, Haihe River, Yangtze River, Qiantangjiang River, Minjiang River and Xijiang River were analyzed by
AFLP methods. Eight primer pairs were selected from 64 EcoR | /Mse I primer combinations and used for further practical
AFLP analysis. Total 211 bands were scored in 65 individuals with 126 polymorphic bands (59.7% ), some population
specific bands were also observed. The genetic variation of Yangize population was the highest (6.7% ) among 6 popula-
tions ,and genetic distances of inter-population were higher than that of intra-population. The analysis of molecular variance
(AMOVA) showed that there was significantly genetic differentiation among 6 populations (p <0.01). NJ analysis showed
that each population formed one group independently,the 6 geographic populations could be obviously grouped into two dis-
tinct clades. Yalujiang and Haihe populations are clustered in one clade, Yangtze , Qiantangjiang , Minjiang and Xijiang pop-
ulations are clustered in another clade. The abundance of genetic variance of S. scherzeri in China maybe resulted from ac-
cumulation of a large numbers of mutations under wide distribution ranges in different ecosystems. Genetic divergence
among 6 geographical populations are significant, moreover,the genetic relationships are consistent with their geographical
distribution. The formation of Qinling Mountains, which lies across the central China from west to east,was invoked to ex-

plain the distinct divergence between the northern group and the southern group.

Key words: Siniperca scherzeri; Population ; Genetic variation ; AFLP





