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1o P~ 1 ~1 2 & AL
gu& T, HFFE, ArT, BRI, HRLS
(L. WL R A S Rk e W0 BTN 3100295
2. BTG R 2 A iy S RSB A2 e, WL AL 310036)

FEE: AR 1T AT ES DN REBET N URFTEGEHFERMMNE Z1TE BB K
LA RO R ERB) HATTRE ST EREN T AN EETA FEEEK
HHAGELZA(PIC>0.5), 00 5] 253 MNELKEE;7 AN FHECEEIH(A)AF
9.41 ~10.94, FH A EMEEHE(N,) H 5.42 ~6.87, FH L4 (H) % 0.511 ~0.563, #
R S MK TRE. 2 FF EZ2H(AMOVA) £ R B 75 ,94.13% W3 1% X R £ T #1%
W ,5.87% 3%tk % 7 77 4 T AR I, W W AR B] For B 0.0355~0.081 7(P <0.01) , %k ¥
RER B 1 L AKCF o % R 1K, Hardy-Weinberg F il % 1,7 B KL BEFER & THKL
NE . FEABKEEEIES A 0.2530~0.571 9,UPGMA R E Tk WA, AU ME 5 =114 #
RERRE—R, BEHTOBEK ALUEBRERY -SRI BEREFRERERY F —

A RESBEREREE L,

REW: WAFE; FEWK, HILE; BELHHE

hESES: Q958.1; S917

HESRE T W 58 4 (Crustacea) | + 2 H
(Decapoda ) |, #2 7 # Bl ( Portunidae ) . 75 # J§
(Scylla) ,AEFK E F 250 A WL ARE AR
VU R RE LA 5 7 S VI K, e TR T
PR — . BI04 T b B 0 i S Y
T LN (Scylla paramamosain) ' 7
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I35 1% 40 A6 7K PG 5 kB #1] ) RAPD 5 AFLP
S FAMCE AR SE T 3 B L 8 1Y 5t L 24
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-2 F 2R DNA AR/ 1 36 FE A g U
T O BRI 454, I R E A
25 Y BRI 2 R KT RV BR B HF R 2 R K
o A Mk, 1R R TR Y TARIC R G
i FIF 5 T R Y VA 7 Ay o A AR
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HZE12 A, 70 5% BrIAUN S (HZ,33 1), #i
=119 (SM,36 1) A By H (MT,38 H),
AR I (DS, 29 ), 7K ZRILH (GD, 36
F) AR (GX, 35 ) LA K 9 1 1 s
(HN,36 H) 3t 243 JEEE AR, % 5 s 5
g, WO R LA, SZRNE T - 70 TR
TR VKFE VR IR ORAT 25 H o

1.2 KR4 DNA #&

R R 3/ 5 0 A e 77 B JILIA) 1) 2 [N

41 DNA, H] i 3 4> Ot Ot & i+ (NANODROP
1000) i 5& DNA B2ERE B, HK KK DNA
ke % 50 ng/pL, —20 CHRAFE L
1.3 WIESI

ABFFEIRAT 17 X 282518y, Horp
TGS X BRI AR LIS A EIF &, S350 10

XA R AN K5I XU &N B R R
NEEMTAS(ER D) . 51w B A

x1 BNREE1THHIESIMER

Tab.1 Characteristics of 17 microsatellite loci in S. paramamosain

PIEARA B RIS

R GenBank ZOE B 7=H1/b Bk g/ C
i o = S4FE(5'3) . e
e 75 . size annealing
locus . . primer sequence
accession no. repeat motif range temperature
X17 FJ439609 (CCT), F:GCCAAGCTTTTAATCCTGC 265 ~ 337 56.7
R:AGTGAGTGAGTAGCCGTG
X20 FJ439611 (AC) 4 F.GAATTAACTTGCACATCT 142 ~172 55.3
R:CTGTGGTATCATCGCCTT
X36-2 FJ439615 (TGC), F.CATAGGGTAGCTTTGTTGT 109 ~ 157 58.2
R:TCAGGAGTGTCAGGAGTG
X47 FJ439619 (GT) 7 F.:ATGTTTAGGCGCACTTCGG 152 ~220 59.6
R:GGTGATCAAGGGGTGCTG
X67 FJ439629 (CA) 4 F.CCTGGCGAGTCGAGACCT 154 ~ 192 59.6
R:GCCGCTGATCACTGTTTCC
X80 FJ439633 (TG) 6 F. TCCTGGCGGTTA AACATC 142 ~ 246 58.2
R:CTACTACCGGACCCCAAC
X85 FJ439636 (AAG),G(AGG); F:AGGAGAGCAGCCATAGAAG 111 ~ 149 56.7
R:TCGCTTTACTCCACTCTTGTT
A5 FJ600508 (AGT) |, F.CCAGTGGTCAGTGGTAGGAGTAGTG 86 ~ 140 60
R:TGTTACGGTGCCTTACTTTTTTCAG
A6 FJ600509 (GT) F.GCATTACAGGAAGCCAGACTCAAGC 224 ~ 284 60
R:CGCACAGGTACCCACAAACAAACAC
Al4 FJ600510 (CAA),, F.: TGAAAGGACCATCACCAAGAAGAAC 286 ~ 360 62
R:TATCGCTTGCCGTGTTCCTCAT
A23 FJ600511 (GT) 9 F:CGACTCACGACCAACCACTCCG 200 ~270 62
R:AGACTTCACCGCCACCAACACG
A29 FJ600512 (GT); F.: TAGTGTGAACCTCCCAACCGTG 356 ~ 520 60
R:CTTATGTGCCGCTCAGAGACCC
A42 FJ600513 (CTA),, F. TATGTTTCTATTATGACTACTGCCG 165 ~ 206 55
R:ATTTTCTCGTATCTGTATTCTTCCT
Ad3 FJ600514 (AC),, F:GCGGCTCGGCAAACCTCATTACT 204 ~ 262 62
R:GACACCACGCTGAACCTTCGCTATT
A62 FJ600515 (AG) ;AA(AG), F.:GTGTGACAAGGGGAAGACCACAAT 183 ~ 260 6l
R:CGTAATACTGGCGAGGGTGAAGC
A78 FJ600516 (AC),, F:AGCGAATTTCTCGTATCGTTTGGCG 243 ~ 314 62
R:GTGTGTTGGGGGAGATGAGTGGATG
A81 FJ600517 (CA),, F.:ATGGCTATACAACGCCTCAAAATGC 232 ~312 60
R

: TTAGGTCCTGGGGTGAAGTACGGTG
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1.4 PCR ¥ &R =¥

PCR JZ WifK %% 20 L, N5 2 pL 10 x PCR
buffer (& Mg**) ,0.2 mmol/L dNTP,0. 15 mmol/
L primer,1 U Tagq [if},50 ng £ty DNA, PCR J¢
PRGN A E AV A, T XX RN
T E5|%1) PCR( Thermocycler, Germany ) 3 14 2
J¥k 94 CHiASPE 5 min J5 3 AJEFR,94 T ,30 s;
BUGRRE (1) ,30 5;72 °C,30 s, 3t 35 MEE,
HeJ5 72 CHEMP 10 min, 55 10 X1 A” RFI51 Y1
JRIFEIF 2 L XU M i SCkdiGE . PCR =4
28 3% HNEEBEI R UKD RIS , F5 R H] 8% JE28
RN BEC TR AR YR e A
1.5 HESH

RSB A2 1 St 0 A L PR
JH PopGene 3. 2 B3 8F A EE L (A) AT RS
SERBL(N, ) SEH2 A (H) Nei Gt fe i
Hardy-Weinberg Pk P {E A st i 2454 (D)
6 ZAME RS RN (PIC) 21 BOSTEIN 46 15458

n-1 n

WL PIC=1- 3 P = 3 3 0P P P, P4

i=1j=i+l

— T -
HZ
SM
g gy -y
MJ
OlLBE =
DS
‘:;i’i_’_—-:—_— -
GD
»
-
~-——-=--;-~_
GX
- W~
HN

BN TRE @ FES j ASAE AL PR o i — 2
PRIAE 1S HE I, ] Ardequin 3. 1 ™ THEEA
PRI 2 1% o0 b R B (Fo {8 Ber 107 22 50 i
(AMOVA) . HRfffgtf&iieg, il PHYLIP 3.5 #{F1H)
UPGMA Fkit A7 514, i 1 MEGA 4.0 %
T R ZRAA.,

2 4k

2.1 MIES|YY I

17 X RS Y e B U 7 A E B
FEREA R LRI Y 253 A SEAE R 7 A X85
TEAHERER AR BRI A5 R WL 1. 3k
PR R A AL BON 10 51 22 A5 H
L AT8 BRAG 22 AR Y, S5 DR R
Z 5 P BB AL a5 3R AT 1 25 A2 R R 14. 88,
ABEFE R 17 AR AL AR 7 A
L2 55 B &5 PIC /T 0.527 ~0.916, ¥ 5L B
A, WA OS] T B s AL 2R A
BRI ZEEE T EILE 2,

M
w 150 bp
T e ——

w100 bp
M

150 bp

« 100 bp
M
150 bp

e -
... 100 bp

M
150 bp

w. 100bp

M
w150 bp

w100 bp

M« 150 bp

w100 bp
M
w150 bp

100 bp

Bl RIEAS X85 T NEEREE S MR K E K
Fig.1 Electrophoresis patterns of microsatellite locus X85 amplified in

some samples of seven populations of S. paramamosain
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Tab.2 The polymorphic information at 17 microsatellite loci of seven S. paramamosain populations
pop A5 A6 A4 A A A2 A3 AR A8 A8l XI7 X2 X36-2 X47  X67 X80 X85  mean
A 12 5 8 9 12 8 11 11 21 14 5 11 8 13 13 15 10 10.9
N, 828 357 3.6 607 607 373 7.8 7.0 1274 908 35 810 406 951 841 864 637  6.87
Z H 0.64 036 0504 062 050 0448 0716 0.619 0.802 0.6% 0.363 0460 045 0.576 0.539 0.666 0.565 0.563
PIC 0.867 0.674 0.697 0.815 0.816 0.6% 0.860 0.84 00916 0.80 0.610 0.864 0.727 0.86 0.800 0.87%4 0.8
D —0.550" =1.000 =0.620™ —0.535 " =0.821 * —0.795~ —0.386" —0.444° —0.287 —0.463 —1.000" —0.966~ —0.802 " —0. 734" =0.797 " —0.561 —0.681
14 5 9 10 1 7 10 12 17 13 6 9 7 16 10 10 8 10.24
N, 1013 312 59 728 10.2 4.7 57 7.5 1.7 638 3.9 49 406 932 58 433 58 6.5
I\S/[ H 0610 0345 0506 0.674 0460 045 0.522 0.662 0.770 0.608 0.377 0.447 0.3% 0.617 0.5 0.460 0.555 0.5
PIC 0.893 0.62 0.813 0.888 0.8% 0758 0.804 0.85 0909 0.826 0.703 0.775 0.719 0.8 0.810 0.744  0.806
D —0.665" —1.000 —0.802" —0.461 " =1.000 " —0.861 * —0.635 " —0.495" —0.342 —0.578" —1.000" —0.898 ™ —0.963 " —0.570" —0.670 —0.822" —0.702"
A1 7 9 8 9 6 8 17 12 8 6 11 10 17 10 14 9 1012
N, 68 428 518 3.8 59 231 441 837 726 441 3.7 835 3.5 1058 718 713 643 587
I}/I H 0512 0415 0580 0466 0488 030 049 0.64 0.61 048 0.372 0.52 0.535 0.749 0.528 0.59 0.612 0.53]
PIC 0.89 0733 0.7 0705 0.8 0527 0742 0872 087 0747 0692 088 0687 0.8%8 086 085 0.8
D —0.817" -0.932" —0.582" ~0.754" ~0.843 " =0.817" =0.731" ~0.557 —0.489" =0.765" =1.000 " =0.763" =0.530" —0.369 —~0.789" —0.637" =0.570"
A1 5 8 7 7 10 11 13 10 10 5 9 7 15 9 1 12 941
N, 67 340 423 451 346 510 640 7.93 698 58k 346 467 343 1038 568 421 568 542
g H 000 030 0327 042 081 0564 062 060 068 057 032 0435 03B 0.6 050 036 055 0.3
PIC 0.8 0.6 0.728 0.746 0.677 0.777 0.828 0.82 0.8 0.807 0.6 0.760 0.668 0.8% 0.806 0.731  0.808
D —0.602" =1.000" —0.645™ 0.783" ~0.809 " —0.621 " ~0.598" ~0.496 —0.525" ~0.632" =1.000 " =0.914 " ~0.953 " ~0.513 —0.712" —0.6M4" —0.795"
A1 6 9 1 9 7 7 14 14 10 9 11 8 15 14 1 12 10.47
N, 517 305 613 818 638 349 510 847 807 530 55 651 507 743 7.9 47 653  6.07
E H 0.5% 035 0466 0.612 0469 0.3% 0.561 0.628 0.528 0.50 0.445 048 0.477 0.661 0.5 0.484 0.54  0.516
PIC 0.787 0.630 0.817 0.86 0.824 0.676 0.77%6 0.871 0.865 0.786 0.79% 0.80 0.776 0.8 0.863 0.768 0.833
D —0.5597 —0.959" 0,902 ~0.626" ~0.903 " =0.923 ™ —0.625" —0.506" —0.812" ~0.764" —0.933 " =0.871 " ~0.820" —0.494 —0.718" ~0.791 " —0. 742"
13 7 8 10 8 4 11 12 9 10 8 12 8 14 8 15 9 9.76
N, 551 4@ 3.0 68 510 3.6 706 645 49 57 565 89 547 957 46 10.00 505 5%
i H 0587 0381 0382 0.605 0437 0411 0.59 0.583 0463 0.477 0.418 0479 0458 0.70 0.512 0.600 0.62 0.511
PIC 0.80 0.713 0.637 0.8%8 0.777 0.675 0.812 0.827 0.779 0.85 0.801 0.8%8 0.793 0.887 0.761 0.8%2 0.7
D —0.587 —1.000" —0.873" —0.604 " ~0.930 " 0,883 ~0.672" ~0.733 " ~0.859"" ~0.864 " =1.000 " —0.937 " ~0.8%6 " —0.371 —0.712" —0.687" —0.473 "
A 12 9 6 11 10 8 8 13 9 15 5 11 9 16 12 1 103
N, 610 500 473 571 549 418 55 672 402 949 325 732 691 1005 913 58 720 628
E H 0521 0420 0442 0502 0484 055 0.582 0.682 0451 055 0.365 0.55 047 0.651 0.5 0517 0562 0.523
PIC 0.818 0.776 0759 0.805 0.79% 0.727 0.79 0.8 0.72 0.85 0.639 0.89 0.838 0.8%2 0.80 0.811 0.8
D —0.771" -0.966™ —0.896" ~0.800 " ~0.832" ~0.569™ ~0.599" ~0.421 —0.818" ~0.755" —0.960 " =0.779 ~0.904 " —0.574 —0.692" ~0.769 " =0.714

VE: % 1 P <0.05, sk F5 P<0.01,
Notes; * means P <0.05, %+ means P <0.01.
BRI

7T AH R AR 8L Z RS RNk 2
P o BB B P 2 SR AL R 9. 41 ~
10. 94, AL FE B 5. 42 ~6. 87, H
AT N R AP B S AL I R 2 (A =
10.94) )7 PYALERIE (A =9.76) KAs @ A< 1L 7 #F

2.2

R(A=9.41) X HD . B HEAF 228 5 5
0.511 ~0. 563, A HIE HEAR-F- 2 2 3 2 (H
0.563) fig iy, ) PHAL TR AR FR AR (H = 0. 511) ¢
FH I T A0, TN P R A A 2 R o s, TR AR
LIPS 3 A 5 T PG b T B AR 33 A 22 A AR X
fik.

3

N
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2 Hardy-Weinberg V- ki 36 & B, 119 4
AL A (7 BEA x 17 £ 53) , #F 5 Hardy-
Weinberg “Ffiif (P >0.05) FHFARNL A 14 4, 5
11.77% , H 4y 105 A FEAR N s 416 0 o 2 I 25
(P<0.05), 5 M8 88.24% , 119 REARNL A
HEHFRM ARG TR (D <0) (£2),

2.3 BREEESHSN

T A BRI AL AMOVA 31 i
F3 R, 94 13% 1 1L A8 A7 AE T RER A,
5. 87% (M AL AL S A7 A T REAACIR], JhE 1Ak 18] 152 4% 7
B EIR 2 /K- (P <0.01) ¢

R3 THNBERGBHITHENT

Tab.3 AMOVA analysis among seven populations of S. paramamosain

8 SRR SEE)ES S5 Ji 24y J5 2Ll
source of variation d; sum of squares variance components percentage of variation
A E] among populations 6 225.141 0.439 39 Va 5.87%
TR Py within populations 479 3376.101 7.048 23 Vb 94,13 **
MRS total variation 485 3 601.243 7.487 62

T e NZRIE 1 023 YRR RR /5 1R 235 (P <0.01) .

Notes: #** means extreme significance( P <0.01 ) after 1 023 permutation tests.

T ANBEUR ] R X Fop {8 0. 035 5 ~ 0. 081 7
(F4) V¥ F {0 0.058 7, B 5 =111
FEAR B A% 73 AR /N (Fop =0.035 5)  fR @t AR 1l
V5 55 Vi Y R S AR R 35 A o b B K (Fp =
0.081 7) ,J 7<) VY R 3 DHEAREIN Fo {E3Y
KTF0.05(0.052 7 ~0.072 6) ,7 NEEIATE] Y Fyy
{H 43R M 52 /K- (P <0.01)

k4 TANEEBEEH Nei RiEEREEMBESLISE
Tab.4 Genetic distance and Fg, in seven
populations of S. paramamosain

HZ SM MJ DS GD GX HN
HZ 0.0355 0.437 0.0468 0.0538 0.0530 0.051 5
SM 0.253 0 0.0421 0.0524 0.0671 0.0609 0.053 9
0.0594 0.0721 0.0645 0.062 3

0.0738 0.0758 0.081 7

Ml 0.2797 0.263 1
DS 0.3014 0.3333 0.3518
GD 0.37193 0.4337 0.4183 0.509 9 0.0580 0.0726
GX 0.3756 0.4756 0.4695 0.481 0 0.3922
HN 0.3741 0.3828 0.4075 0.5719 0.366 6 0.5258
T XMELLT J Nei FQJ8 4B 8, XT M 48 LB O 3 7% 2y Al 4
B Fsro

Notes: Nei’ s genetic distance ( below diagonal ) and population

0.052 7

differentiation Fg; (above diagonal).

2.4 EEEBSERESR

IR 7 A7 B B A AR ] %) 5t 4% I 5 A
FA PR, BHAMSRAIEE A 0.253 0 ~0.571 9,
Horp, BN VS 5 =0T R AR s AL BE B iR
(0.253 0) 5 45 G AR LT 55 16 me I TR S AR 5L 12 1R
B (0.571 9) o TP AL EE BEA 5 H AR 6 4>
FER ] B AE BE 25 0.375 6 ~ 0. 525 8, fHIE

P 2 Sy B T35 % B B Al A ) UPGMA B2k
K. WAL, UM RS = T T R
LR B A, B TR AR, P A A R
TR AR RIS RO — 30 ) ARBRIL A S
T BT TR AR RO 0 — 3 L E Iy SOl e 5
J AL R AR A — R

HZ

SM
MJ
DS
]
5
—_—

GD
HN

GX

{

2 T AFERER UPGMA FE£E
Fig.2 UPGMA dengrodogram of seven

populations of S. paramamosain

3 bhe

3.1 BFEGEENE

1B 1% Z RS VAN PR R S ST IRCR D0 A T 52
A, = AL AR E YA B A B R A
TN AEAFRE ) S A I A M AR AL R T, A
W 7 AR Z B B RO 0,527 ~
0.916, F- K411 KL P KL R 9. 41 ~ 10. 94, SF-3 2
FHED 0,511 ~0.563 , fy g 1d BT, 3 1 i T 481X
TR AR AR AL SRR B R . o,
TLHUIN IS RS AL Z R i s WL = 1 g
T T RERVL H AR YL H 4 DR R Z
R AR L 5 ) P AL TS AR 2 B AP AR X
BAR . BRI HER AL, FLATHE MR Y 352 15 2 b
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S ¢

PRI A 5L 3Bl 25 B o v i B AR Y #a 4, LI
245 R R 2 o O 9 TR R 7 1 2R R,
IR LT A R H P52 sh Wi 2 280 e O
SPAE R IR R DNA $Ri0 5 B gk [ 75 e T 1
10 AL CH BE R (T EWTTLIEMN) At (L 2548,
R SRR A R 2R KT v A i e, 3R
[ 2R R U AU O B 5 A8 AR MK BEA S B
BB WAL R, A S iR R
FEAR 2, IRE R TS B AE AR e 2
FEMKP- B, X 5 H T BN 5 R AR
1k, £ b XN T 0D S5 56
3.2 Hardy-Weinberg &

ABFTE 88, 24.% W) BEREIAAL AR IR B
% i 2 Hardy-Weinberg V-7, [W]if, A3 BEAA(L
SE LR B AEEC D B/ T 058 2) , Ui RE(AR
thali G MR T G B R , AEAE R
BRI 4, X A RE & 1 RBE 4K 2§ Hardy-
Weinberg ~P-fif (1Y) 3222 J5 R, 78 FoAh 4 Fl i A O
5 B 2 G B, CHANG 257 1
TREFMCHTIE b AR 55 AR PRI R I ER
LSRR B T Bk, HAS BRI 26057 o5 |
Yy By i B Hardy-Weinberg - fiif . % 3t 4h
SR KT RV B A VR R % B, H AR T8
W 82. 5% MM R4 A R I B2 i B9 -1,
FLHEDR 5 | S e 125 100 2 R T 2 TR T
AT PSRRI A TR i AT RE R 2 —
SETCREFA LA (null alleles ) Y AFTE, TERF-TF:
$15 ( Crassostrea gigas) W4 T E W5 P8 &3
TEAE 51% H TR AR e H B X
T A B fa ( Epinephelus awoara )" | K ¥
( Larimichthys crocea) "™ % gl i i 1L AR IE I
FHHr A AE B T IO O B R R B & T B R 1Y
MG, WA, AT REAE B T A 748 A Tk

ARG 10 32 252, R /N A AE

UTACIRGE o B iz 2 M) R 46 o7 Il R AT 7
A YERFTEI , $i TR AR e 0 i 7 A AR B R
DR8] L8V o R A R (SR NN
BT ARG P A i = A BEARTE R
AL b 34 fi 2§ Hardy-Weinberg -, 4 ) Jif
B 1k ok J32 4l 57 0 2R 58 15 Gl o) 7 R b s 9T U
AU
3.3 BfFEEfESL

WL IR For a2 HEAAR 8] 3515 70 AL 72 BE 1Y)

—NEESE Fo ATE 0 ~0. 05 B, BEA L 731k
#595;0.05 ~0. 15 fif, BEAGH /0L 262 fEA
WEFEH BN = 10 AR A T 1T = S A ]
Fo {H¥/NT 0.05,3 ASHEAR )5 AL 5K fR i AR
I T ARERYL T ) DU ERE VA e VR s 4 R
TR Fo fHFRTF 0. 05, BE4A 8] 335 1% 43 fL K SF-rh
A RBHRZ LA R B, B R
LRk CO UpA WA ) Padbi ) 7R g R A
ZamfE SR E . 7 EEIHAMN AT Fy
{49 0.058 7,3% 5 HREL )i Ff] RAPD ,AFLP i f
FrRicHik o8 007 T B B AR 15 21 19 35t 1% oAb e K ME
(0.051 2.,0.066 9) #3T, 5 H00 T2 3145314 10
AEBERHARN) T For fH 0. 055 85 KA —3,
AMOVA /7 268] 94. 13% (1725 555k A TREAR N,
5 Fo M AR &, S5 AREE™ 1531 1 95% 1) i3t
(R JE R LN S

A A B A Y UPGMA RSIKIFR, v [
WV 7 AR REIR R] 5 406 R Wi 5 Hoth B4y
ATKEAETT o [F)JE ASER S A WV AT NS = 1
Sy AR AR S AR Ry — 3 R s e
TR R R T PSRRI T ARERTL I i
FETE TS BEARSR y— 3, ) PHACERVE R Ak B 3R
R—3 o Horp JRAEEE R A S h E e A 6
AR ) T AT B i A s, i SR — S R L
Jir R AT g b R v da 5 e HL At Vg S8 AH L A T
— A A . FESN IR BT, AEH
TR T2 ACB AR BISE IR , KB 7L B
TR, N 30O BT R 0GB Y 2T, A s —
R 1) BRI 5 5 BN IR G A IR T 5 B A
IR o 7 AT B A A W M
V55 TV A S A A 1) a5 A I S A (0253 0)
AR B TN 5 =T o A B AH PR Y
G, TATHIE T TS B S5 ) 2R G R i
1A 2 o) 3 A 1 B A%k (0,379 3,0. 433 7;0.374 1,
0.382 8) , EIARBIEAL /- AL R BE A X8 i, [A] RAPD
5 AFLP WF5e 45 51 30, Xbiln TERiE &
FhTAEA 4625 BT AR/ LA 5 A R 2
T IO 2 i K SR ERE 25 R 2% (SR, ) P s A B
EERRHHAR AT 2458, A B F A KRR AT
P PSR A BL AR

S 3Lk -
(1] EhB, sk Trdic [, 25 Hh Il AR g i v 75 B 2
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Microsatellite analysis on genetic diversity of seven wild populations of
Scylla paramamosain in China

SHU Miao-an'* |, ZHOU Yu-fang', ZHU Xiao-yu', ZHAO Xiao-feng®, GUO Xiao-ling'
(1. College of Animal Science ,Zhejiang University ,Hangzhou 310029 , China;
2. Institute of Development and Regeneration Biology ,Hangzhou Normal University ,Hangzhou 310036, China)

Abstract: The genetic diversity of seven wild Scylla paramamosain populations, collected from Hangzhou
Bay(HZ) ,Sanmen Bay(SM) ,Minjiang Estuary (MJ) ,Dongshan Bay(DS) ,Zhujiang Estuary (GD) , Beibu
Bay(GX), Qinglan Estuary (HN) in China were investigated using seventeen microsatellite markers. The
number of alleles (A ), number of effective alleles ( N, ), polymorphism information content ( PIC ) and
heterozygosity ( H) were all determined. The Hardy-Weinberg Equilibrium was checked by y” Test. The
genetic distance was computed based on the allele frequency. A dendrogram was built on the unweighted
pair-group method with arithmetic means (UPGMA ) results using PHYLIP software package ( Ver 3.5). F-
statistics analysis and the degree of population differentiation between the seven wild populations using
analysis of molecular variance model ( AMOVA) were computed by ARLEQUIN( Ver 3.1). A total of 253
alleles were obtained at the seventeen microsatellite markers in seven populations. Polymorphic information
content ( PIC) value per locus was greater than 0. 5,indicating the seventeen loci were highly polymorphic.
The mean number of alleles and effective alleles ranged from 9. 41 to 10.94,5.42 to 6. 87 respectively. The
heterozygosity ( H) ranged from 0. 511 to 0. 563. The data suggested that all the seven wild populations of
Scylla paramamosain had little high genetic diversities. Analysis of molecular variance (AMOVA) revealed
that the variation within populations was 94. 13% , whereas the variation among populations explained
5.87% of the total variation. F-statistics analysis detected significant genetic differentiation among the seven
wild populations, with the Fg; value ranged from 0. 035 5 to 0. 081 7. Genetic differentiation among
populations was statistically significant. 88.24% of the population loci showed significant deviation from the
Hardy-Weinberg equilibrium. There was heterozygote deficiency at all loci. The genetic distances among
populations ranged from 0.253 0 to 0. 571 9. Cluster analysis indicated that HZ and SM populations, joining
together for the closest relationship, were clustered with MJ and DS as one cluster. GD and HN populations
were clustered together, while GX was an independent cluster.
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