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Table 1 Variation sites of Cyt b gene of 21 haplotypes from Anabarilius grahami and their distribution in the populations
A A 437 1
AR S5V f5 Variation site Distribution of
haplotypes
R R
0 oo o0 o0 o0 O0O0O0OO0OO0OO0OO0OO0OO0OO0OO0OO0OTO0OO0OTO0OO0O0O0O0O01 1 1
Haplotype
013 3 3 3 4 4 4 4 55 55 55 6 6 6 7 7789 9 9 9 00 00
WP CP
§ 0 55 6 70 3 4 90 4 5 5 6 8 01 3 2 3 7 7001511 2 8
7 2 2 7 3 8 5 2 75 7 0 283 095035406 957176 3
Hapl G A G AGGAGAAAGTATAAAGATGGGAGGAATCA 3 1
Hap_2 A 1
Hap_3 . G 1
Hap_4 . G . . . 1
Hap_5 G G C . G 1 2
Hap_6 . G . . A G 1
Hap_7 A G G . C A A . G 1
Hap_8 P & A A . A G . 3
Hap_9 . . G A G G T 1
Hap_10 . G A . G . A G 1
Hap_11 C A G A A . G . . 1
Hap_12 G A A G G 1
Hap_13 G . A A G 1
Hap_14 G . A A G 1
Hap_15 G G . A G . 1
Hap_16 . G G A G 2
Hap_17 A G . A G 1
Hap_18 G G A G 1
Hap_19 G A G 1
Hap_20 . G . . A . 1
Hap_21 G G G T A G G 1

WP A4 BE R Wild populatlon CP. ???Eﬁiﬁi Cultured p()pulatl()n

x2 BMROBBEFEEZHESY
Table 2 Populational genetic diversity in different

populations of Anabarilius grahami

SPAERER SRATHEA

¥ A
g Wild Cultured ait
Parameter K . Total
population  population

A 14 15 29
Number of samples(n)

)
b 10 13 21
Number of haplotype(h)
EEHMARH 16 23 31
Number of variable sites(S)

T 40 B
AR r.ft?uﬁ 0.934 07 0.980 95 0.967 98
Haplotype diversity (Hd)
o 5 g 42 RF P HE K
BHBER N 0.003 21  0.00338 0.003 51

Nucleotide diversity ()

(0.934 07) , &5 R F B L TR 11 0 35 FH AR 1 82 % %
P T A A Y s A 2R
23 B4

Kimura S $ (2-paramter) &5 F 15 H , B 4= Fi 3%
B A R 1 35 12 B 25 43 391 A 0..003 39 F10. 003 43, ﬁi
AR IR 438 A HE 85 R 0. 003 64, BE A [7] 33t 4% 5
TR A N 5t 1 B ﬁ?”’ruﬁﬁ(AM()VA)
(F DWAR,Fst =0.064 1(P<0.01), Bi6.41%

AR 5ok FREMR ] 93. 59 20 28 55k 11 R Y, 2 ]
AL e K2 R A TE RN S B A B ROR R BHRE A
] oR & A= 25 B st A% ok
x3 WBRAGHEEAEEERNSFHRESH
Table 3  Analysis of molecular variance (AMOVA) among

the populations of Anabarilius grahami

A5 5K IR R - J7 #l T 2M5y T2/ %
Source of Degree of Sum of Variance Variance
variation freedom squares component proportion
i1
i . 3. 867 0.132 91 Va 6.41
Inter-population
N . 27 52.427 1.941 72 Vb 93.59
Intra-population
AR
T 28 56.293  2.074 63

Total variance

1) Va: B4 8] J7 25 414> Variance component of inter-population;
Vb BEK PN J7 2241 4> Variance component of intra-population.
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Table 4 Results of neutral test for natural selection on mtDNA

Cyt b gene of Anabarilius grahami population

BEIAR Population Fuand Li’s D Fuand Li’s F

Tajima’s D

—0.93052  —1.56391  —1.595 90
A Wild
e (P>0.10) (P>0.10) (P>0.10)
—1.88760  —1.964 14  —2.23520
Sl
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Mitochondrial cytochrome b gene sequence diversity in
wild and cultured populations of Anabarilius grahami

LIU Hong-yan'! XIONG Fei'* YANG Dong' ZHANG Fan-rong’ YU Lai-ning'

1. Life Science College , Jianghan University ,Wuhan 430056 ,China;
2. State Key Laboratory of Lake Science and Environment ,
Nanjing Institute of Geography and Limnology ,

Chinese Academy of Sciences,Nanjing 210008 ,China

Abstract Genetic diversity of a wild population and a cultured population from Anabarilius graha-
mi was measured based on cytochrome b gene of the mitochondrial. Fourteen and fifteen unrelated indi-
viduals were chosen in wild and cultured populations, respectively. Twenty-one haplotypes were identi-
fied. The cultured population exhibited higher average nucleotide diversity (x) and haplotype diversity
(Hd) than the wild population. The genetic distances of the wild and the cultured populations were
0.003 39 and 0. 003 43,respectively. The distance of inter-population (0. 003 64) was larger than that of
intra-population. AMOVA analysis demonstrated that Fst was 0. 064 1 (P<C0. 01). Small variance oc-
curred between the two populations (6.41%) and large part of the variance occurred within populations
(93.59%). It implied that genetic variance mainly existed among intra-populations. No significant genet-
ic differentiation was observed between the wild and cultured populations. The values from Tajima’s D,
Fu and Li’s D and F of neutrality tests were all negative. It suggested that the test results of two A. gra-
hami populations departured from neutrality model, which indicated that populations of A. grahami
were possibly experienced population expansion and natural selection.
Key words Anabarilius grahami ; wild population; cultured population; czytochrome b gene; ge-
netic diversity
(WAL A7)



