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WE: AN TFERBREN ARG IHFE T RN ARE AR ARCREORE RN E
it K ETHERRT4 BREENMEA R XD AE, RFETHF24 PEHH LT RRK
WI2AMEERBHATEE N, EF  AFLERREE 17 M, EH BT HEE 19
i, ZELAERHE A S 36 Mrit. FRET . EEWBHTRAR R L FLERK(A) N T
6.400 ~7.389 % % % fi 4 B 4K (N,) /- T 4.469 ~5.129 ,Shannon % # 4% 4 (1) /- T1.565 ~
L683; Ml 4 & L (H,) Lwta e EMEME(H)MEAREEE(PIC) it B 47 &
0.568 ~0.593.0.738 ~0.753 fu 0.707 ~0. 746 ; Hardy-Weinberg 3% % & & 4% % (d) #£ - 0.200
DT BEANMRZ B R AEBAE0620 UL, EMAXSRRNRERHGCAARAF
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BRTF LRI R,HX 2 L S MARIE T U N AT T S ARk e I R B AR IE

KR TH; ARBER, MIE; #4H8
FES%ES: S917.4

KPS R E R B e I A F
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TP AL o RAFSE o PRI, 0 A B AR 11 38 1% 2544
3BT RIS 15 0 A 2 8 R 35 A% E S, J TR OE
HASF R SO ) SCBETTE . BT, 23 A K 7 Bl
I RERE A5 ZHE I 1 J5 125 1 e i 1L DNA 3 145
e, R R D 3 A R A FE . R ZE B
( Scophthalmus maximus) """ | K ¥ 4 ( Larimichthy
crocea) ! Ff A BEfa ( Epinephelus akaara) " %
it ( Pseudobagrus fulvidraco )" 3 & % 4k fa
( Oreochromis niloticus) "' | {4 ¥ 11 ( Onychostoma
sima)"*" ¥ & 14 ¥F ( Exopalaemon carinicauda)'’’ |

=Yt FHE (Portunus trituberculatus) ™' | Ty [C 2k )
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X R AR BB V1T R X 2 A bR B R R
ShSKe [ A ) B 38R P e 1 X e R A
(AL Z REVE P AT 45 R W BEA A 41, 4RI
T TR ARICHEAT A T35 4% 4548 43 I HE AR = 240
3K HARBEIR ST AR M H )
IR fE X SeiF T, BT R A A % D2 AR
R SR A RENLYE IR, IF R B AW E R, AET
i, AW LA 67 30 B SR BRI M DT 4, 45
O 452 R IMAPRIC - B 2 BfERIZ 5 swn
B R EBUE TR A 220k 3 A DX o T
PRICA BT BEA 8 15 Z RENE | 5 704G 032 B 1A 2 75
FLA SR8 2 B AL T B 75 10 O 0k 5 7 I
RETREVAR o [T 7 26 H A A0 0 5 T 1A i A 5 11T 10
ZBVERRIC, N4 G I F 6L B R R E R T
A 4 Rl P B

LRk

SE 58 4 #4
S5 T A 3 1 R R 2 S e AL R
T] R S 0 v O R AR A, I AR ARy 2009 4F 2
2012 AF 75 ) 6 U S84 3R 4 B A= A A R, A A
REiLE N 1.72 ~4.86 kg, {& K5 A 38.55 ~
71.38 cm P A=A B A DO Sy i (A L TR 4
A, AT IR OB PSPk 74 Bk H

1.1

IR LA A AR S bR, SR B JFC L T J B A
JHT DNA £,
1.2 EF 4 DNA B E

B R W (50 mmol/L NaCl, 30 mmol/L
Tris-HCI1(pH 8.0) ,200 mmol/L EDTA(pH 8.0) ,
1% SDS,200 wg/mL Proteinase K) il A BY 8 ) fig
.50 CIH AL = A SR FR Y 1 Ay
Py S BE (25240 1) Fli4 1 3 ,2. 5 5 A%
W R BEEYLTE 0. 1 mL 70% Z, B VeIt 1E , 60 ~
80 pL 1 x TE % fift, #i B 2 5@ Wk B, - 20 TR
PRI o SR ICSE T L R P Bt i A 5 H Dk A T
DNA 5 B9 B, 58020 JEOLBE T SE OD g, fHL,
ffi & DNA R E .
1.3 I E#iE

ME 258 M FRIE - & 22k g bk
T2 EmEZBENM RS, FRic AR 51 Y
JF 5l GenBank %5 5 81 T 1 tho & Frid
JIt £ 1) 7% B (linkage group,LG) ,ARic - % 22 i
( marker-centromere , M-C ) 22 [a] (1Y 15 1% JE & M H
FRE XS T34 2 vy Hovb, 3 4 2208 XY AR
WA 174 ,M-C iYL IR 0 ~ 15 oM ; % i i
HAREARIC A 19 4, M-C 1t fL BE B o 15 ~
33.5 cM i 22k IX W iy dnic A 36 4>, M-C 11y
WAL R 33.5 ~50 cM,

x1 2AMHIERCHER5IMFFF GenBank BERS

Tab.1 Loci,primer sequences and accession numbers in GenBank of 72 microsatellite markers
HRT By
v %1 (5'3" v (5037
fiL . S1¥51(5-3") GenBank fir - G195 (5'-3") GenBank
locus primer sequence(5'-3") . locus primer sequence(5'-3") .
accession no. accession no.

F: TGAGGTTGTCTCCCTTCCTG F: TATGGCCTACACAGCAGCAG

PoliT84TUF EF112749 || Polil446TUF DQ889011
R:CAGAGCAGTGTCCACCAGA R:CGTGAACTTGTGCGAAACTG
F:GGGTGGAACAGATGTCGTTT F:CGAGGCCAGTTTGGTTGTAT

Polil181TUF EF112955 || Polil797TUF AB459084
R:TCAAAATGGCTTTTGTGCTG R:GAAGGCCTTGGTTTTCACAT
F:GGTTTAACGGTAGAGTTTGCACAGC F:GCCTGGAGGAGAAAACAACA

Polil076TUF AB458945 || Poli966TUF EF112892
R:GGAAGCCACTACCATACCAATACCA R:AACCTCCAAGGCACAACAAC
F:TGTGATGGAGAGAGGCTGTG F:TCAGCTTCACGTCTCCACAC

Poli®24TUF EF112781 Poli818TUF EF112777
R: TCTCCAACAGCAGACAGTGG R:GCAGAGAGGGAATCCACAAC
F:TGTGTGCTCTTGCATGCTCT F:GCATTGTGCTGTTTTCATGTG

Poli866TUF EF112814 || Poli1260TUF EF113016
R:GAGCGATAGGGACTGTCAGG R:AAGAGCCAGGCTGCATTTTA
F:CCTGCTCACTCACTGTTCGTACTCT F:GGAGAATGCGAGTTCTGTCTTT

Polil077TUF ABA458946 || Polil819TUF AB459105
R:ACAGGAGTGAATGATGGAGACGAC R:AACTGCAATAATGCACCTCCTT
F:CACTCGAGAGCTTTGACAACA F:CAGGGCGTCAACTTTTCTTT

Polil431TUF DQ88899%6 || Poli631TUF EF112597
R:CATGTTGGTCGCATTGTAGC R:TACACCACCGGTTCTCCTTC
F.GTAGAAACACGCCCAAGGTG F.GAGAGACAGAAGGTCGTCAACGGTA

Polil106TUF AB458951 || Poli9-8TUF AB037989
R:TGTGCACACACACATGTTCA R:ACAAAGACCACGATGCAAAGTGAC
F.TCACCTCACAGTGTTTCAATAACC F:ATCCCGTAACAGCCAATCAG

Poli1831TUF AB459116 Pol3 AB046746
R:ACACAAGACGAGGACCTCTACC R:CGTCCAGGACAATCAGGACT
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g1
HBRT R
R 1(5'3" R 1(5'3"
fiL A%W/JF??J( ) GenBank fir ﬁl%ﬁ’*ﬂ( ) GenBank
locus primer sequence(5'-3") . locus primer sequence(5'-3") .
accession no. accession no.
F:AGTCAGAGGCAGGTGCTGAT F:CTGCTTGCTCATTCTTGCTG
Poli1393TUF DQ888958 || Polil755TUF AB459046
R:ACACCACAGTGCGTGACATT R:GGGGATTCAACACACACAGA
F:GCCCCAGTAAGTAGGTACGAGA F:CAGCAGCGAGGAAGTTTATCAAGA
Polil359TUF DQ888932 || Polil659TUF AB458989
R:CCTCCGGGGATGAATAAAGT R:AGACATTTGTGTGAATGAGCCCCT
F:GGCTGCTGACGTAGATGACA F:AGTCAGGTTTCAGGCCACTG
Polil4A8TUF AB459422 Po25A AB046749
R:CGGAGTACCGGTCAGAGAAC R:CAGAAGTGTTGTCGCAGGAA
F:GATCAGTGCCTGTAAAGGTAGCTGG F:TGTTGTTGGTGGAGCTTCTG
Polil51TUF AB459425 || Polil407TUF DQ888972
R:GGAGACGTTAGTTGTCGAGGAAAC R:GCAGAGAGGGAGCTGAGAGA
F:CTGAAACTCTGCGTGCAGTC F:TCCTCAACCCAACACACTGATGTTA
Polil120TUF EF112916 || Polil27TUF AB459404
R:CGGGCTATCATCAGGCTAAC R:CACTCCCTGG TTTCCTGTTCATG
F:GATCTGCAGAAACACACACTCA F:CACTCGAAGCTCCTAACAGTGA
PoliOTUF ABO037980 || Polil915TUF AB459185
R:GCGAGTTCTTCCTCAAATGC R:CCTTTGTCCTGAGCTGAACTG
F:TGCAGCCATCTTTCCTTCTT F:CGTCAGAATCCATCATCATC
Polil513TUF DQ889072 || Polil966TUF AB459226
R:ACCCGCCAGTAGACAACAA R:AAGCTGAGGGTGGGAACAC
F:AGAGGGATGTGTCCAAGAGG F:GGCTAAATCCTGTAACCTCAGC
Polil34TUF AB459410 || Polil864TUF AB459140
R:GTTTTCGGCCTTAATGAGCA R:ATCAAGAGCAACATGACTGTGG
F: TGGAAGAGATGTGCACTTGACTGTC F:TAACTCCGGGTCTGTGAAGC
Polil07TUF ABO037990 || Polil010TUF AB458907
R:AACTGTCACCTCTGAGTGGACCG R:CAGTCCGATCCAACACAATG
F: TTTGGCATGCAAGTGTGTCT F:CTGCAGATGTTTGCACATGA
Polil009TUF AB458906 || Poli975TUF EF112900
R:GCGCCTGTGATTAGAGTGATT R:GGACAAGATCCTGCACGTTT
F:CCTGCAGAGAAACAGTACGATG F:GGATGACAAGGACGCTGACT
Polil801TUF AB459088 || PoliSSMHF'S AB459293
R:AAGGTGACAGAAGGGAGCACT R:GTGTTTCAGCCCGCTTACAT
F:CACAAGGAAGTCCCCATGTT F:CAACACTGCGTCACCATCTT
Polil5S9OTUF AB459431 || Polil490TUF DQ889052
R:GGTGTGTGTGGGAGTGACAG R:AGTGTCCCACACCTCTCAGC
F:CCACAAATCAGAGTTTCAGCAG F:TGGAGACCAAGACCCCAATA
Polil450TUF DQ889015 || Polil773TUF AB459063
R:CTGCGGATGAAGACAAGAAAC R:GTTCAGAGGGAGGGAGTGGT
F:GTCCTCACGCAAGCTCATCT F:GGGGTTCAGCAAATACAGGT
Polil118TUF EF112915 || Polil719TUF AB459069
R:GAAGCCAGGAGACACTGAGG R:TGCAGCTCTTTCATTCCACA
F:ACAAGCGGTGCACATTTAAC F:CTCCTTCAGTTAACCCCAAGTG
Poli1825TUF AB459110 || Polil838TUF AB459120
R: TTCAAACAGGAGCTGCATTG R:TGACACAGCATTACCTGAGACC
F:CGGCGGTTTCCATTATAAGTC F:CACCCTCACATCTTGGTTTTCT
Polil813TUF AB459099 || Polil852TUF AB459132
R:AAGGTCGACACCGCAGTAAC R:TGAACTTGTGTTGATGTTGCAG
F: TCAGTGGATCGAGAACAGGA F:CAAGGCTGCTGTCATGATGT
Poli1392TUF DQ888957 || Polil827TUF AB459112
R:TATTACGCACAGAGGCCACA R:CCTCCACCTCTTCTGAGTGC
F:CAGAAATCGTTATGCACCCATT F:GTAAAACAATGTTGCAGCCAGA
Polil936TUF AB459201 || Polil925TUF AB459193
R:GCTGCTAAATCCCACTTGACAG R:TCCTCCATCAGTGTCAGTAAGG
F: TTGCTCCTGTTTCCTCGTTT F:GATGCTGTTGCTGATGCTGT
Poli753TUF EF112734 || Polil451TF DQ889016
R:GATGTGATGCAGTCCCACAC R:TACCTGGGCAAGCCTTAGTG
F:ACATGTAAATCCCGCTCTGC F: TTTTCACTGGTGGAGGAACC
Polil412TUF DQ888977 || Polil519TUF AB458967
R:CGGTTCGTGATGGGATTAGT R:TTGCAACACTGCTTCTCACTG
F:GTTTGTTTGGCTGCACAATG F:TTCCTCCTGATGCTTCTTGTT
Pol5 ABO057727 || Polil498TUF DQ889058
R:GCACCCTCTCAGCTTGTTCT R:TTCGGCAAAAACCTGACACT
F:CTGTCTGCTGAGGTTGTCCA F:GGTGCGGTCCTCTTAACAAA
Polil642TUF AB458985 || Polil643TUF AB458986
R: TGAGATGAGCAGAACAACAGG R:GCGTAATCCCACATTTGGAC
F:CCCAGCAGACCTTTCATGTT F:CTCCCAACTGAAGTGGATTGTGTTT
Polil195TUF AB459082 || Polil93TUF AB459463
R:CATCCATTTGATGCTGTGTG R:GTACACCAAACCAAGCTCAGCTCAT
F:CCACACTGTCGGGCCTATTA F:CCAATGCATCAATACGTACACA
Poli907TTUF EF112845 |Poli-RC27-TUF AB030937
R:GTGTTCCAGATGGACGGACT R:GAAGGGGTGCTATGAGATGG
F:GACAGGCTGAGTGGGAGAAC F:TCGCTCCTTTCCTTTGTCTC
Polil327TUF EF113072 || Polil2MHFS AB459338
R:CCTGGCATATTCTTCCCCATA R:CTGCGGGAACACACACAC
F: TACATGCACTGCTGTTTCACAA F:CAGCTGACTTGAGCGAAATG
Poli2031TUF AB459267 || Polil906TUF AB459179
R:GTGGAGGATGAAGTGATTGGAT R:TTTCCAACATTGGTGGGATT
F:ATTTTAATTG CCAGTACACC CCTCC F:CCAGAGGACAGTTGGCTTTC
Poli212TUF AB459478 || Polil872TUF AB459147
R:CCTTCGTCTAATTAATTGACAAGTGCA R:GGAGCGACCACGTAGAAGAC
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Tab.2 Linkage group,M-C map distance and located region of 72 microsatellite markers
o7 25, B M-C Ji g/ cM J AE IX 5k (A= B M-C %/ cM JIT A DX 45
locus linkage group M-C distance located region locus linkage group M-C distance located region
Poli184TUF LGl 20.30 4 B P R Polil446TUF LG13 42.95 B 2% A
Polil181 TUF LGl 27.10 4 AR Polil797TUF LG13 49.20 TG 25 22
Polil076 TUF LGl 43.75 A 2R Poli966TUF LGI13 50.00 e 4 A
Poli824TUF LG2 11.70 i 24 Poli818TUF LG14 17.20 T RE P
Poli866TUF LG2 45.30 I 2L Polil260TUF LG4 25.00 Y BIRE PR
Polil077TUF LG2 50. 00 VB2 2R Polil819TUF LG14 34. 40 JIE %5 44 R
Polil431TUF LG3 22.65 R Poli637TUF LG15 26.55 8 R R
Polil106 TUF LG3 33.85 i 24 Poli9-8TUF LG15 48.45 T YR
Poli1831TUF LG3 48.45 VB2 2R Pol3 LG15 49.20 WL 2R
Poli1393TUF LG4 0.00 i 24 Polil755TUF LG16 6.25 T3 2R
Polil359TUF LG4 17.20 B E Polil659TUF LG16 23.45 PR P
Polil48 TUF LG4 47.65 VB2 2R Po25A LG16 50. 00 JIE 2 22 R0
Polil51TUF LG5 26.55 MBS || Polil407TUF LG17 35.15 JIE % 22 80
Polil120TUF LG5 35.95 Y& 25 2R Polil27TUF LG17 35.95 JIE %5 22 R0
Poli9TUF LG5 46.90 T 4R Polil915TUF LG17 46.10 JIE 5 22 R
Polil513TUF LG6 5.45 I ek Polil966 TUF LG18 10.15 Sl 24 A
Poli134TUF LG6 13.30 i 24 Polil864TUF LGI18 22.65 BB A
Polil07TUF LG6 46.90 I8 24K Polil010TUF LG18 50. 00 JIE 5 22 R
Polil009TUF LG7 3.65 A kL Poli975TUF LG19 12.50 Sl 24
Poli1801 TUF LG7 28.15 JE PIURE AR PoliSSMHFS LG19 29.70 4 B PR
Polil1S9TUF LG7 40.65 Bl 2% A Polil1490TUF LG19 49.20 A 22 R
Polil450TUF LG8 19.80 MR || PolilT73TUF LG20 41.65 It 2% A
Polil118 TUF LG8 47.65 WL 4k Polil779TUF LG20 43.75 i 2% A
Poli1825TUF LG8 50. 00 T LR Poli1838TUF LG20 50. 00 I 22 R
Polil813TUF LG9 0.00 Vi 24 Polil1852TUF LG21 10.95 i 24
Poli1392TUF LG9 14.85 i 24 Poli1827TUF LG21 11.70 i 24
Polil936 TUF LG9 25.80 HEPRE RS || Polil925TUF LG21 48.45 6 % 4
Poli153TUF LG10 5.75 S 22k Polil451TF LG22 0.00 i 24
Polil412TUF LG10 36.70 VB2 2R Polil579TUF LG22 14.05 T 2R
Pol5 LG10 44.55 L2 2R Polil498 TUF LG22 47.40 WL 2R
Polil642TUF LGl11 0.80 I 2R Polil643TUF LG23 28.15 BT S
Polil795TUF LGl 19.55 4 RE S Polil93TUF LG23 46. 10 G 22k
Poli907TUF LGl11 33.85 JL k. || Poli-RC27-TUF LG23 50. 00 A 22 kL
Polil327TUF LGI2 21.90 JE B PoliT2MHFS LG24 0.00 A 2R
Poli2031 TUF LGI2 25.00 4 B P Polil906 TUF LG24 26.05 YRR S
Poli212TUF LGI12 47.40 TS 2R Polil872TUF LG24 49.20 JIE 5 22 KL

1.4 PCR /K Hik

PCR [ W & & 5 15 pL, A 45 10 x Buffer
2.5 ;,LL\Mng' (25 mmol/L) 1 pL,dNTPs (4% 2
mmol/L)1 pL., FEF#F51 4 (10 mmol/L) £ 0.6
pL BRR 1 L (30 ~50 ng)  Tag DNA %4 i 1
U, Jinid it ddH,0, PCR Jz i )5 g 94 C i A% 14

3 min,94 T4 30 s,iB 'k 30 5,72 C Efd 30 s,
25 G 3, B J5 ZE {10 min, PCR § 3§ #1) J]
AB9700 %! PCR {52 i, PCR #1444 8% 4
AV B TN e T g s S PR DK RS D, LUK S 1% il
R AR Y4 €4 10 min, 1 A9 €4 10 min, B¢ TR HP
scanjet G4010 9 #i {X 1% 1% , Gel-Pro Analyzer 4. 5
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TR I 43 A 204 o H VK i Y AT B0 SR B 3 A
1.5 Sitsr#hr

R4l M-C BB, R il TR FRic %) o i 22
LB A A o 22k 3 A X, A AN ]
DI P e 1 0 A s il A A 1) 38 4% 03 A, B AR A
K% ( number of alleles, A) A & &5 v 3t K %k
(number of effective alleles, N,) ,Shannon £ £f
F8 %% ( Shannon’ s information index,7) . WLl Z% &
J# (observed heterozygosity ,H, ) . Jofw & 44 & FE 1
B {H ( unbiased expected heterozygosity, H, ) .
Hardy-Weinberg j5t & fi i 8 £ (d) M2 &5 &
= ( polymorphism information content, PIC ), i
Popgene( Version 3.2) #{F G iX L5 bR, [F] I,
TEAE 3 AR TR RIS b SRRl N A 1R
Z [8] B9 3% 1% A 18l & % ( genetic similarity index,
GSI) i3t 1% i1 B ( genetic distance) , A W 48 71 45
NN AW

Xﬂ?ﬂ”%é’gf] =1 = 2])12 ;
iz

.
J&

Tof 7% & WA H, = N(1 -
S P)/(N-1) ;
Hardy-Weinberg it {% i 2§ f5 %k : d = (H, -

H,)/H, ;

n-1 n

Y 2PiP;
i=1j=i+1

BAEARML RS 6SI = 2N, /(N, + N)) ;
WL E ™ .6D = - Ln(GSI) ;
Ao, n TR — AL AN IR, N FoR kR
KB, P, P TR R — EEL S i, A5 7 3 [ Y A
BN, N o SRR PSR x oy P73 0 S
BN RPN xy S S8

=y
e

2

2.1 BESHESH

F I A5 22K | 3% BYORE v 40 A A 22 kL X 5
Y T B B i 43 il AT 2 6 g B AR AR Y st A%
ZRMEOIT, Gt EZ BN S B S 8(£ 3),
FH T A 22 00 X I 2 A 22k X I, A o7 R R AT
RU S5 0 B PR, Shannon 22 A P 48 BRI 2 285 (5 2
T I I3 Y A e e (HL B B IR B TR R 4 A
WAL GEIT 48 A TE I A5 2200 X 80 0 B AR I
7.389.5.129 1.683 F10.746, fEiLFE 2250 X i,
WL % F5 B 0 TG A R A% 5 B B R W =, o3 ) ok
0.593 F1 0. 753 ; HR A AE T & 22 k0 X B, 3% 2 A
F8FRS B 0.579 F1 0. 751 ; 7 3% B vp 35 ) 2
PR AR , 23 3 & 0. 568 F1 0. 738, Hardy-Weinberg
1wt A% i 25 48 BUAE I 22 k7 X 3l ok - 0. 250, 7F 3% 81

S f2 A~ EL[24] — _ 2 _ N N
ZEFER R PIC =1 - Y P BEh R — 0. 200,
i=1
®3 BREGHNEESRITER
Tab.3 Genetic statistical data observed in natural population
% S8 AREFENL Shannon W MRS ZEfE  Hardy-Weinberg
./ HFF ERE ZEERE ROE EMEME  BgR #~AmEER
region
& A N, I H, H, PIC d
T #2ki close to centromere 6.400 4.469 1.565 0.579 0.751 0.707 -0.230
B HUEE S intermediate region of linkage group 6.579 4.787 1.595 0.568 0.738 0.743 -0.200
T F 22 K0 far from centromere 7.389 5.129 1.683 0.593 0.753 0.746 -0.250

2.2 BEEHHASH

A 3 A X 22 25 M A 5 20 3 e T ik Ak 7
PR AN A Z T Y 38 AR LR RO B AR L o AR
2[5 4 38 A ARV 28 280, A 3 BT v 3 DX I 7,

0.38; fEiL & 22 R X IR 2, h 0.366; 7E i % 22
B XIS AR, S 0,356, AN 2 [a) 1) 3t 4 R B L FE
TEAG 22 R XS 5, O 0. 644 5 78 i 22 R X IR
Z .0 0.634 ;7 % B o i XSG, 2 0. 620,

®4 BRAECANINEZERBEEEUNRENSEEESR

Tab.4 Genetic similarity index and genetic distance among offspring in natural population

X 48 region B AL AR B R %L GST LI B GD
it % 22 ki close to centromere 0.366 0.634
HERIREH P intermediate region of linkage group 0.380 0.620
W45 2 ki far from centromere 0.356 0.644
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B AR BEIAR S TT R I B B M F 5 AR B 5t
ORGSR, LA N SERE TR R ZHRE A
B, R Z WK & TS W R O E R
HEB Fi BT R IR (9 8t L 254, BB 8 T R R
7% . AWFFETE M-C 1R & JE a1, 38 45 3% 81
B E TR XS st R AR A T A B 3 AR
FEMR . SO E P (A) A REMIEHE(N,) .
Shannon ZFEPEFEEC(T) I 2% & ¥ (H,) (To
e A WM (H,) MESELR&®(PIC) S
PR BEE N 224~ J5 T B e B4R 1Y) 3t % Z R, A
MU 6.400 ~7.389 K T H A& T4 4 o &F
PR (A =16.5)"7 51 EHREIA™ (A =
6.7) FIZE 5 15 M I BE IR (A =8.9) " SLAHI .
IR T S A B R FE AR i 40 A R 5 3 5], 1
FOBEEE N 1.5 ~3.57 AR B S 1E)R
Tk — DX (0], 2 B 55 {3 35 R 76 3 B 4R o 1) 0 A 35
K¥IET o ZRA R R IR DR bR C A B R gt R
AR SRR M A 2R . AR BESE HOB T A
0.738 ~0.753 , 5@ i ¥F A= BE R (H, =0.716) "
(285 S A FE ), ms K F LD AR I T AR B A
(H,=0.812) " F123 51 1 i 38 05 A BEAR (H, =
0.840) "' {4 L i 5 T FH AFLP $ AR 15 51 ¢
O AR A % A (H, =0.123) 7 1 phy B 24 5
AEEAN S A FRFHRER (PEAR (AL L B 2R B
R 8 ) 2 A 1 (H, =0.558 7 ~0.648 2)'"/,
PIC Hfffdric it fe 5 B & Em i EE S8,
MARICH PIC <0.5 B, 8 & O B2 2284
A MBRIE R PIC > 0.5 B, B 2ok = B2 2 A
A ARSzg  PIC [ 0. 707 ~0.746, 3
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Analysis of genetic diversity in Bohai natural population of
Paralichthys olivaceus

LIU Yongxin'*, ZHU Yimei’, LIU Yingjie’, GAO Lei’, FANG Hui’,
HAN Gang’, WANG Yufen®’, JIANG Xiufeng’, LIU Haijin’"
(1. Chinese Academy of Fishery Sciences,Beijing 100141, China;
2. Animal Science and Technology College ,Northeast Agricultural University ,Harbin 150030, China
3. Beidaihe Central Experiment Station ,Chinese Academy of Fishery Sciences,Qinhuangdao 066100, China)

Abstract; To analyze the genetic diversity of natural population and select the specific microsatellite markers
for identifying effectively genetic characteristics of population in Japanese flounder( Paralichthys olivaceus)
in this study,seventy-four wild individuals captured from the Bohai Sea were used to form the experimental
population. A set of 72 microsatellite markers located on different regions in linkage group were chosen to
carry out the genetic analysis. In these markers, 17 were located in the centromeric region,36 in the distant
region from the centromere and 19 in the intermediate region of linkage groups. Analysis showed that the
number of alleles (A ) ranged from 6.400 to 7. 389, number of effective alleles (N, ) ranged from 4. 469 to
5.129 and Shannon’ s information index ( /) ranged from 1. 565 to 1. 683 in different regions of linkage
group. The observed heterozygosity ( H, ), unbiased expected heterozygosity ( H, ) and polymorphism
information content ( PIC ) was from 0. 568 to 0. 593, from 0. 738 to 0. 753 and from 0. 707 to 0. 746,
respectively. The Hardy-Weinberg departure value(d) was lower than -0.200,while, genetic distance( GD)
among individuals in population was above than 0. 620. Each genetic parameter demonstrated that there was
richer genetic diversity in experimental population and relatively farther genetic distance among individuals.
This population was suitable for conducting selective breeding as founder population. Significant difference
did not exist in the genetic parameters obtained by microsatellite markers located on different regions in
linkage group,which verified that there was no necessary correlation between the positions of marker located
and the degree of genetic diversity of markers. However, these polymorphic markers could be used as marker
candidates to analyze the genetic structure in population of Japanese flounder.
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