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Fig.1 Photographs of 3% agarose gels showing typical alleles of Suifen
River population for Oke2

Okel2

Fig. 2 Photographs of 3% agarse gek showing typical alleles of Wusuli River population for Okel2
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Fig. 3 Photographs of 10% nondenaturing polyacrylamide
gels showing typical alleles of 3 populations for Oke3 1 —7 was from
Heilongjiang River, 9—15 was from Wusuli River and 16—23

was from Suifen River

-

4 10% Okil 3
(1-5)
(6—11) (12—16)
Fig. 4  Photographs of 10% nondenaturing poly acrylamide
gels showing typical alleles of
3 populations for Okil
1—5 was from Heilongjiang River, 6 —11 was from Wusuli

River and 12—16 was from Suifen River
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Tab. 2 Genetic Variation at all loci in three populations

Population Observed Expected Genetic variation
0. 6732 0. 7750 9.4 0. 7082
0. 6917 0.7115 10 0.7616
Q 595 0.7172 6.3 0. 6511
3 s (Fs F« Fi)
Tab.3 Observed heterozygosity, exped ed heterozy gosity and fixation indices( Fis, Fs, Fit)
Fi Fst Fit
Locus Ho He
Okil 0.7033 0.9103 0.2127 0. 0041 0.2159
Ots2 0.5213 0. 8389 0.3382 0. 1041 0. 4071
Ots3 0. 4600 0. 4882 - 0.0171 0. 0196 0. 0028
Okel 0. 9066 0. 9080 0.0201 0. 0008 0. 209
Oke2 0.5244 0. 8484 0.3349 0. 0439 0. 3641
Oke3 0. 4600 0. 4882 0.1031 0. 0225 0. 1233
Oke7 0. 8194 0. 8561 0.0230 0. 0592 0. 0808
Oke9 0.3603 0. 3365 0.0032 0. 0874 0. 003
Okel 1 0. 7969 0. 5046 - 0.593 0. 0042 - 0.595
Okel2 0. 7305 0. 8186 0.1151 0. 0202 0. 1329
4 Fisher s G likelihood

Tab. 4 Fisher s exad test probahility values of population allelic differentiation and G- likelihood test probabiliiy values for genotypic differentiation

(Allelic differentiation)

(Genotypic different iation)

Loci (P) (S-E) (#) (P)
Okil 0. 0875 0. 0037 0. 0016 0. 0250
Ots2 0.0001" 0. 0001 < 0.0001 < 0.0001
Ots3 0. 1367 0. 0022 0.0018 0.0819
Okel 0. 6633 0. 0070 0. 0073 0 558
Oke2 < 0.0001" < 0. 0001 < 0.0001 < 0.0001
Oke3 0.3072 0. 0048 0. 0033 0. 1689
Oke7 0. 0290 0.0019 0. 0002 0. 0006
Oke9 0.0045" 0. 0003 0. 0004 0. 0055
Okel 1 0.2822 0. 0019 0. 0019 0. 6076
Okel2 0.0087" 0. 0008 0. 0007 0. 00742

* P<0.01
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GENETIC VARIATION ANALYSIS OF CHUM SALMON POPULATIONS IN
HEILONGJIANG RIVER BASED ON MICROSATELLITE MARKERS

CHEN JirrPing"?, DONG Chong Zhi’, SUN Der Jiang™’, WANG Zhe 'and ZHANG ShurYi'
(L Institute  Zoology , Chinese Academy ¢ Sdences, Bejing 100080; 2. Engeaing and Technology Center f Sturgeon Breeling and Cultivation,
Chinese Academy o Fishery Sciences, Bejing  100039; 3. Heilongjiang Rwer Fishery Researdh Institute, Chinese Academy of Fishery Sciences, Harbin  150080)

Abstract: The chum salmon populations in China have declined rapidly in recent years, but the genetic variation of chum salmon
populations has not been evaluated to manage and restore their populaions. In this study we examined 12 microsatellite loci to
charaderize the level of differentiation and to assess the genetic structure among chum salmon populations across 3 different rivers
(Wusuli River, Heilongjiang River and Suifen River) in China. Genetic heterozygosity and genetic variaion per population were
calculated and showed that mean genetic heterozygosity of three different populations were 0. 6732, 0. 5995, 0. 6917 resped ively,
and genetic variation were 0. 7082, 0. 6511and 0. 7616 resped ively. Average genetic variation proportion of inter population sub-
divisions among chum salmon was 3. 66% . The results of this study showed that the recent decline in chum salmon has not lead
to low levels of genetic variability, and supported that the genetic variation of dhum salmon in China was still abundant which is
helpful to restore the chum salmon resource. The results also explained it” s not genetic background that led the chum salmon re-
source to keeping in a poor stae now, but ova-harvest and water pollution and so on. Artificial propagation has played an impor-
tant part in keeping the chum salmon resource, but nowadays litle population number is apt to leading to genetic bottleneck wor-

thy of consideration for us.
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