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I 31 46 8 0.770+0.057 0.006 87+0.001 80 -1.17912 0.099 445973  0.938
ait 241 76 22 0.849+0.013 0.01438+0.001 04 0.39708 0.674 8.82548  0.985
025 —— WLME —e— HIEE(H
I Eisen Erd
0.20
. 0.15 L
=0.10 } L
0.05 | L A 2\
0 v N -
0.25 TiM
0.20
o 0.15F L
=0.10 } L
0.051 | /\
0 - w
025¢ KT T
020}
o 015} 1
@
=0.10f
0.05 } £ A e —
MA—O—Q—O—O—H—O—O
0
0.25 ¢
EAEIN /N
020}
o 0.15F
g
20.10
0.05 } A/\ R
NETAYAL" AR Vo Bl 740 o .
0 5 10 15 20 0 5 10 15 20
NS 7 5 RO 2
B2 8AMEEEHARISEEL R XT LE R 2



o552 1 TR KT L U B B R 15 2 R PE ARt A% o3k 277
23 BEE DML AMOVA & /n K U1 & i i B 14 16 B 3 1Y 13 4% 204k ( F$i=0.15366. 0.207 60, P<0.05),
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Genetic diversity and population differentiation of
silver carp ( Hypophthalmichthys molitrix)
in the upper reaches of the Yangtze River
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Impacts of hydropower projects ( Three Gorges Dam and Xiangjiaba Dam) on genetic diversity and

population differentiation of silver carp (Hypophthalmichthys molitrix) in the upper reaches of the Yangtze River were
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examined. Mitochondrial cytochrome b ( Cyt b) was analyzed in silver carps from Xiangjiaba Reservoir
( Shaonvping) , the main stream ( Banan, Fengdu, Wanzhou, Taipingxi) and tributaries ( Jiantanhe, Jialingjiang,
Xiaojiang) of the Three Gorges Reservoir. The haplotype diversity was found to range from 0.770 to 0.876, nucleotide
diversity range from 0.687% to 1.967%, suggesting high levels of genetic diversity. Mismatch distribution in §
populations showed unimodal distribution. Tajima’s D and Fu’s Fj test values were either positive or negative, but
statistically insignificant, indicating that these sliver carp populations were stable. AMOVA analysis found that
95.87% of genetic variations occurred within populations, 4.13% occurred among populations. Pairwise Fg; values
suggested that there was no significant genetic differentiation between each population pair, other than those between
Jiantanhe and Xiaojiang, Taipingxi populations. Mantel test suggested no correlation between extent of genetic
differentiation among populations and geographic distance. Haplotype network suggested no apparent genealogical
geographic pattern. We urge to strengthen the protection of genetic resources, and to protect differentiated
populations.

Keywords the upper reaches of the Yangtze River; silver carp; genetic diversity; population dynamics; genetic

differentiation
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