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ABSTRACT We examined the population genetic structure of three families including par-
ents, backcross, and inbreeding families of Japanese flounder using 10 microsatellite markers.
The results showed that among the 10 loci, the allele number (N,) was 1. 7~3. 0, the average
allele number was 2. 3, the effective allele number (Ne) was 1. 553 2~2. 887 8, the average ef-
fective allele number was 2. 0541, the observed heterozygosity ( Ho) was 0. 307 0~0. 664 8, the
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average observed heterozygosity ( Ho) was 0. 487 0, the expected heterozygosity ( He) was
0.200 0~0. 606 8, the average expected heterozygosity ( He) was 0. 606 8, the average poly-
morphism information content (PIC) was 0. 233 4~0. 579 4, and the average polymorphism in-
formation content (PIC) was 0. 399 5. The polymorphism information content of the three fam-
ilies were at the medium level. The value of PIC from the largest to the smallest was: parents
family, backcross family, and inbreeding family. The Polil94TUF was single in the inbreeding
family. The genetic deviation index was 0.067 1, which indicated that 6.71% deviation was
from families and the genetic deviation was not high inter-families. The genetic distance ob-
tained from the clustering analysis of the three families by UPGMA indicated that the parents
family and the inbreeding family was closer. The allele purification was faster in inbreeding fam-
ily, and thus it was suitable for strains establishment.
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Table 1 The sequence,linkage group, and specific annealing temperature of ten pairs of microsatellite
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Locus Accession No. temperature Linkage group Repetitive motif Primer sequence(5-3")
e s s s oo, Luescmemanoemee
pre e
o wmen s v aouen,  LISSOTOcemcmow
C Gowew,  pemEeTmoxcera
Ekop-E1-Br CX284385 53 16 (AGC) (AGO) 15 ;(;(;?;tégéi\gf;gZZXiéAT

Pl ABOIGTIS X 1 AC R COGGACAACGGAGETTTGACTGAC |
poa s w oo, RIGGTOGImOwc
Bopmrecemmsw o w ewe  heccomcons
Ekop3-Ki CX283730 50 6 (AT F:GATGAATCACCTGCCAAAAG

R:GCTTCATCAGTTTGAATGGT
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Kop41 1 Ekop-E1-Br & T & E L B S (PIC>0.5), 4 7 M S W& T B £ 847 5 (0. 25<<PIC<<
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Table 2 Average number of alleles (N4) ,number of effective alleles (Ne) ,observed heterozygosity( Hp) ,expected heterozygosity( He) ,

and polymorphism information content (PIC) in 10 loci among 3 families of Japanese flounder
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BT 4 ) : AR B : . gl RIS 2O
Locus FE R E Bk MIE  JAEHE BY&E Locus B R R R B WM eAEME BEE
B Na Ne Ho He PIC o Na Ne Ho He PIC

Polil94TUF 1.7 1.553 2 0.307 0 0.200 0 0.233 4 Po25A 2.7 2.376 6 0.561 0 0.704 6 0.478 6

Polil9TUF 2 1.747 0 0.428 4 0.677 8 0.330 8 || Ekop-E2-Gi 2 1.700 7 0.417 3 0.583 2 0.325 6
Kop19 2 1.749 6 0.431 3 0.533 3 0.332 9 Kop41 3 2.687 8 0.638 7 0.866 7 0.572 6
Pol-5 2 1.824 6 0.457 9 0.436 0 0.348 1 Ekop3-Ki 2.7 2.400 2 0.579 3 0.688 9 0.487 8

Ekop-E1-Br 3 2.887 8 0.664 8 0. 866 6 0.579 4 ||’F-#%k Mean 2.3 2.054 1 0.487 0 0.606 9 0.399 5
Pol3 2 1.613 3 0.384 0 0.5119 0.305 3
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Table 3 Average number of alleles (N4) ,number of effective alleles (Ne) ,observed heterozygosity( Hp) »expected heterozygosity( He) ,

and polymorphism information content (PIC) in 10 loci among every family of Japanese flounder
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Locus Jk R 5 S B WIE  ZAEHE BERE Locus S H Er 9k WIME  ZRAEHE B
Na Ne Ho He PIC Na Ne Ho He PIC
Parents 2.4 2.163 5 0.527 5 0.663 6 0.430 0 Inbreeding 2.2 1.901 2 0.425 9 0.510 8 0.358 9
family family
Backcross 2.3 2.097 5 0.507 5 0.646 3 0.409 5
family
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Table 4 The Gsr and Nm in ten microsatellite loci

i A2 A7 45 Locus AL R Gsr FEH I Nm i LA S Locus WAL R G FHF Nm

Ekop-E2-Gi 0.007 35.491 9 Polil9TUF 0.059 8 3.9315
Pol3 0.009 1 27.151 1 Po25A 0.084 6 2.706 1

Ekop-E1-Br 0.017 2 14.310 8 Kopl9 0.151 4 1. 400 9
Pol-5 0.019 8 12.370 5 Polil94TUF 0.295 8 0.595 2
Kopi1 0.024 5 9.939 8 S8 Mean 0.067 1 3.478 3

Ekop3-Ki 0.036 6. 687
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Table 5 Nei’s genetic identity and genetic distance in 3 families
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