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S TH BT E: A R
hESEKS. Q346%.5; S 917

[ ( Corbicula fluminea ) {3 FRUA . B MR, 3 @
Fil i 44 ( Lamellibranchia ) , W 7} ( Corbiculidae ) ,
W) ( Corbicula) | J5 7 T3 B K R WV AR e 0.5 ]
FALITIAZSR K S CAR S e 204 T
JIER 2V € AN (1L [V STER WS s L 2 E 37
RIS TR — EAESZ B A i E
NS E R R 2, Tk, NS
R TR S R AT A YT SR A M M RIS A
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AEPARER (1, B8 1), Tk 2B 7
S5, ) — SO SR L 4L U
2 DNA,TE (pH 8. 0) ¥ fiff J5 I 7 ok B A4 i
~20 THAFHI.

F1 AMEARENERHE

Tab.1 Sample sites and number of C. fluminea
in Hongze Lake

BElE P AR
population sample site sample number
i LH PR R 36
4 IB sk == pLal 50
#T1l LZS PR Rl 46

775 KLl GLJ T I 44

0 2040 km g\z% N
A
335°N .

1185 E 119°E

B 1 HEEmE 4 A B R SRS
Fig.1 Four sample sites of C. fluminea

population in Hongze Lake

1.2 MIEWCHiFIE

T AL A SRR 8 I 51 ) i 46 2 B FENG
2 K YUE 260 (5%, B JE N 41 DNA 22 4]
fitp Sau3 A TER 53 54 J5 , 43 B3 2li4k 200 ~ 1 000 bp
DNA J B¢, ] T, DNA % 4% 5 Brown %3k (5'-
CGTCG ACGGTACCGAATTCT-3'; 5'-GTCAAG-
AATTCGGTACCGTCGAC-3") #1735 3, Pl &
2 DNA Jr B2 pGEM-T {4 3% H T AL 3 K
FFI# DH5oc H, DT ST 3 WA 00 3 51k CA 1Y
FE D2 SCIE  BEALPIE I 5 5 53 se B i P 91,
e F T A DNA JF 31 ) s b, 78 HAZ O 7 51
H P T AR PCR 514,
1.3 MIERKN

HEF 10 XA & 2 M A S H Tt
TRE5 0 4 53 B F9E, PCR W AR FR 2 10 L, 43
#%5:1 x PCR Buffer,1.5 mmol/L Mg”>*,200 pwmol/

L dNTP,200 pmol/L | FW553147,0.1 U Taq /%,
100 ng #5A , K 25 B 5 KA ST .

PCR 3 )i >R B R J& 19 2 B #% PCR J7 ik
( Semi-touchdown PCR) , DAY/ DA etk 45 redk,
FeRiZeE S 95 C 4 min;94 C 30 s5(T, +4) C
30 s,B8fE 1 CHE 7,°C;72 C 30 s;(T, +4) C ~
(T, +1) C& 4 PMEH, T, CTHY 30 MEFF; 72 C
8 min;4 CIRAE,

PCR =¥ 25 1. 5% B g b fL vk K 36 5 4%
JH 8% 754 5 P M Tk i 958 1 P UK 4 85, s 1 2
T & pUC18 DNA/Msp T , HLyk L JE 8 V/cm,
PREEAR YL (0 R AT
1.4 HIEHH

MR 2% i o B 1 26 A Y, #1) 1] GENPOP
4.0 kAT B M AE A B, TE O 4 O 3 TN 8K
(number of allele, A) . ¥ M 2% 4 & ( observed
heterozygosity, H, ) 1 ¥ 22 2% & & ( expected
heterozygosity , H, ) , Fi| A & /K 7] % 4% ( Markov
chain) J5 7% #£ 17 Hardy-Weinberg i £ % , >& il
Bonferroni Jy 4 1 (i % PEARE, iR 45 P (K]
Wiz ek st . A BOTSTEIN 461 iy 4
T TR AR 2 515 B & & (polymorphism
information content, PIC)

FIJ ARLEQUIN 3. 1% S-SR {32k % 431k
) F-4i 3t ( F-statistics, Fyr ) 7307 2250 #r
(AMOVA) ., FIf] DISPAN"" S-S5 HE {4 1] Nei [X
AL TR (genetic distance,D,,) , J 3 Tz {4 i1
% ] MEGA 4. 0 3 UPGMA R5 5B,

R 25 0L i SV, R PR 32, T TG R 45 3 AR
KA (infinite allele model, IAM) | & 4 28 75 f5
% ( step-wise mutation model, SMM ) £ XU AH 5& A%
& % ( two-phased model of mutation, TPM) , F| FJ
BOTTLENECK 3. 4" {- % 3 ¥ ] 28 7% & JiF
(expected average heterozygosity, Hy, ), & N
1 000~ , I3 153 47 = /o 56 (sign test ) A1 Wilcoxon
TS IR ¥ 56 ( wilcoxon sign-rank test) 73 H1 4¢ &
PR B, DUE S I R 528 - TS Pl
AT RA R B B2

2 %k

2.1 DB
FETRELPEIE I 5E 1Y 25 > BH M v e 3 [
AT 14 3RS, Hodh g 10 X 5 A
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% ik 35 4

ZNE, 51 9 = ) RN ISR 2 TR ik
HH AT, R Cof 06 (i, TA/AT HE S, H
AL CA/GT i TR b, 3 LA
S, HA AR e R
10 X AR TIWITE 4 ADFER T B9 3 45

N 3 FroR SRR T 2 ~ 26 D2 (A A 3L
SEALIEBA T 1. 97 ~ 17, 94 Z Ja) s Wi 2% 45 &
T 0444 ~0.827 Z ], MR G EAN T

BRI 2= 5 B 2 R F TR 42 B, Cof 03
Cof 11 [Cof 13 Fl Cof 14 ZEA™ HIFE M Hh il WL 2%
B RFHENGE, B e Al i, Hadt
33 AL SN A= G BE /N TR 20 5 8, s
THREARE, ZHFEE & PIC A T 0.372 ~
0.941 2 [ii] , # s FENG 45" 1 th {7 15 Z 25 AR
#fE, Cof 01 Fl Cof 02 fii s fii N & 2 75 i &
(0.25 <PIC<0.5) , HT 8 M s W £ 4

0.495 ~0.947 Z [f] U4 55,

VA

Cof 01 .Cof 02 fE4 4~ fifi(PIC>0.5),

+R2 AEL10 LD ES|

Tab.2 Sequences of microsatellite primers of C. fluminea

GenBank & 55

(A=Y (N SIYIFFA1(5'-3") SYERIE/C RV bp GenBank
locus motif primer sequence T, size range K
accession no.
Cof 01 (AC); F.CGACCACAGTAAGCATCCGTA 53.5 131 ~ 141 JF772217
R:GCCTGAGAAGTTCATAGCCGT
Cof 02 (TG)4 F. TCACCGATCATTCTACA 59 107 ~115 JF772218
R:TTACGCATTTACACACC
Cof 03 (CA);...(CA), F.TGAACCAGACGAATGATA 53.5 118 ~132 JF772219
R:TGGGTACTCTTTGTAGCA
Cof 04 (TG)...(TG), F.:GTGGCATTTGATTAGTGGTC 59 183 ~257 JF772220
R:TAACCGATAGACAGTGGACA
Cof 06 (TA),(AC) 4 F:GATCTCTGTCAATTACCAA 59 97 ~131 JF772222
R:CAACAAAACTCAACCAACT
Cof 07 (AC),, F.:GCCATGCAATTCCAATTACGCTAC 53.5 118 ~ 150 JF772223
R:ATGCTAAATGCTCGGTTACCTGTG
Cof 08 (AC);...(AC), F: TAACCGATAGACAGTGGACAGA 65 203 ~259 JF772224
R:AGATGTGGCATTTGATTAGTGG
Cof 11 (AC);5...(AC), F.CAGAGCGGACACGATTTTC 48.5 180 ~ 214 JF772226
...(CA), R:GTGTTCGTCACCAAGCCTA
Cof 12 (TG)g...(GT), F:ACTATTGCTTGTCTGCTGC 59 105 ~129 F772227
R.CTATCTACGCACTCACCCA
Cof 14 (TG),...(GT), F.GCTGTCAAGACATTTTTATGC 45.5 123 ~151 JF772228
... (GT), R:AACAAAGTTACAGAGCGGACA
x3 AR ANMRIEMAREREMERAN 2EAERSEREEAE
Tab.3 Statistics of number of effective alleles, expected and observed heterozygosity and
polymorphism information content for 10 microsatellite loci of C. fluminea
. SROEEE AR W A1 W A BB
(L2 number of number of effective observed expected polymorphism
locus . . s .
alleles , A alleles, N, heterozygosity , H, heterozygosity , H, information content, PIC
Cof 01 6 2.03 0.683 0.508 0.411
Cof 02 2 1.97 0.827 0.495 0.372
Cof 03 5 3.36 0.739 0.704 0.648
Cof 04 26 11.82 0.803 0.919 0.909
Cof 06 17 11.19 0.556 0.914 0. 904
Cof 07 11 5.55 0.608 0.822 0.796
Cof 08 26 17.94 0.753 0.947 0.941
Cof 11 15 5.48 0.790 0.820 0.796
Cof 12 11 4.60 0. 444 0.786 0.765
Cof 14 9 2.55 0.714 0.610 0.537
total 12.80 6.65 0.692 0.752 0.708
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2.2 BB EH

I 28 25 0 PR B R (A =9.90)
M 7 e R 9 B A LR, 28 7 LA B/ (A =
8.40) 5 Il e TE A7 S I J% 5 FE fe K (H, =
0.744) , Hk A (H, =0.704) FZ 1 1L HE
&(H, =0.674) , & RIHHA TN (H, =0.649) ;
P U - X I B 2 5 fe K (H, =0.760)
HK, m RAFHA (H, =0. 750 ) FGHERAA (H, =
0.741) , & FILHHAR/N(H, =0.710) ; BRIGIERE
RSN, e 3 ASHEAR 7 S 00 A 5 B2 278
PP G EE (R 4) o 25 BTN, 3300 G Ve A A
% Z R R T2 LR e R
2.3 Hardy-Weinberg &4 1

4 DRSS Y Hardy-Weinberg ~F-f 65

Z5RNER 4 PR, W3 PEARfE 4 Bonferroni 15 4%
EJG SRR 2= 4 A7 0 35 Ik 25 Hardy-
Weinberg ~F-fif , Horpog U A 4 DAL, & R
TREAEA 6 i, I HEFZ T ILEHAR 7 AL
S TEZR G 1k BEAL S A 4 DRI Cof 02 fif
FUL R F INFFAR Y Cof 01 £ s W 35 I 2
Hardy-Weinberg P ; 7E2% 5 AN R A 5, 4 S
RILA 19 A A i 35 e % Hardy-Weinberg -F-
5, ARG A RALE 73.08% , Cof 03 i i fE 4
AREA TR i 2§ Hardy-Weinberg -, Hog i
MEDTE D AFEAR T B Z 2§ T Hardy-Weinberg
-, Hoh Cof 02, Cof 06 i i 7E 4 DA 2 2
1 25 Hardy-Weinberg -7

x4 AMBEERIERESENE
Tab.4 Summary statistics analysis of genetic diversity in C. fluminea populations

(A= ' e X . . X -2y

Jocus Cof 01 Cof 02 Cof 03 Cof04  Cof06  Cof07  Cof08  Cofl1l Cof 12 Cof 14 mean

A 3 2 4 15 14 9 23 13 9 7 9.90
W JB H, 0.583 0.860" 0.718 0. 800 0.625" 0.583" 0.844 0.813 0.351"% 0.857 0.704
H, 0.501 0.500 0.711 0.872 0.926  0.818 0.943 0.851 0.836 0.641 0.760

A 3 2 4 18 14 7 21 13 9 4 9.50
I LH H, 0.833 0.778* 0.818 0.857" 0.688" 0.656" 0.625" 0.800" 0.536" 0.853 0.744
H, 0.535 0.482 0.728 0.932 0.907  0.702 0.922 0.868  0.760 0.573 0.741

A 4 2 5 18 13 8 17 8 7 6 8.80
= B GLY H, 0.732 0.854" 0.658 0.794" 0.385" 0.585 0.758" 0.714 0.364" 0.651" 0.649
H, 0.542 0.495 0. 686 0.914 0.875  0.827 0.920  0.789 0.774 0.678 0.750

A 4 2 4 21 11 7 16 8 6 5 8.40
%T 1l LZS H, 0.619" 0.804" 0.767 0.758" 0.537" 0.622" 0.750" 0.826 0.543 0.511% 0.674
H, 0.456 0. 505 0. 690 0.939 0.880 0.809 0.907 0.719 0.679 0.513 0.710

¥ * 2 Bonferroni 1 1F J5 475 ik 3 5l 5 35 f 2§ Hardy-Weinberg,

Notes; * Deviations from Hardy-Weinberg equilibrium( P <0. 013) after Bonferroni correction.

2.4 MM

4 D FHARTE TAM [ TPM Fil SMM 3 Fifi 58 A5 15
BT - B 2 G B Hyo I35 5 7R, 10
M TAM BB ER Cof 14 7 AN B AL
Hy BT Hyg, HAE Cof 02, Cof 04 i i 22 57 0.
# (P <0.05) ,7E Cof 06 ,Cof 08 fii i 22 5% b 3
(P<0.01);TPM % T, A 5 MLER He 8T
Hyo , RIS Hy W T Hyq, HAE Cof 02, Cof 06
fLmi 225 3% (P <0.05) 78 Cof 08 i i 22 5
BF(P<0.01) ;76 SMMRIX T, 4 M7 s He
BT Heq, HARGLA ) Hy A&T Hyo, HAE Cof 01,
Cof 02, Cof 04 Fl Cof 11 fi =R % (P <

0.05) ,7E Cof 14 i 5 =W 2% (P <0.01)
£ 5 K 56 A1 Wilcoxon 445 Bk YR K6 38 1) 45

L2 6, 1AM AR FF5 K5 5 ) Wilcoxon £F 5
FRUCKS B0 v 4 AR 0 2 bl St 25 2 T 7% —
RS-, B 2 A 0 25 0 R s TPML SRR 4
A e BRI AR LE Wilcoxon 45 Bk UK K 35 H A ik
T T RA - RO, AR A Bt
Pl G RS A 1 TR i 3 5 SMM BRI Y
A e BB LE Wilcoxon £7F 5 Bk UKL 5 v g 3
T TR - AT, HRIMIB A B E AR,
HEBERBRAAN LA EE,
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Tab.5 Bottleneck test by locus in C. fluminea populations
37 & 4, 1AM TPM SMM
locus Hgq DH/sd Prob. Hgq DH/sd Prob. Hgg DH/sd Prob.
Cof 01 0. 508 0.499 0.053 0.431 0. 602 —0.768 0.187 0.707 -2.695 0.024 "
Cof 02 0.495 0.149 2.140 0.025 " 0.169 1.952 0.037 " 0. 180 1.858 0.040 "
Cof 03 0.704 0.444 1.384 0.041* 0.547 1.140 0. 084 0. 646 0.625 0.290
Cof 04 0.919 0.875 1.026 0.081 0.919 —0. 004 0.424 0.939 -1.107 0.048 "
Cof 06 0.913 0.792 1.532 0.002 ** 0.862 1.438 0.016 " 0.903 0. 560 0.345
Cof 07 0.822 0.687 1.096 0.064 0.780 0.668 0.280 0.844 -0.687 0.209
Cof 08 0.947 0.870 1.782 0.000 ** 0.917 1.621 0.003 ** 0.938 0.448 0.243
Cof 11 0.820 0.763 0.616 0.295 0.839 —-0.454 0.248 0.888 —-3.406 0.010"
Cof 12 0.786 0. 694 0.79%4 0.226 0.790 -0.077 0.375 0.847 -1.944 0.052
Cof 14 0.610 0. 624 —-0.096 0.375 0.729 -1.455 0.084 0.805 —4.545 0.002 **

VE:DH/sd: Hy, 5 Hyo B925 SHRIERIZEZE. % iHy 5 Hyg 225 B2 (P <0.05) 5w Hy 5 Hyo 2 SHUR 5 (P <0.01)
Notes: DH/sd : Ratio of deviation to the standard deviation of Hy and Hgqg. = : Significant difference (P <0.05); = ;Extremely significant
difference (P <0.01).

Tab.6 Departures from mutation-drift equilibrium in C. fluminea populations

*x6

B R R - R T E S

5 K5 sign test

Wilcoxon #5;:4; Wilcoxon sign-rank

Eﬁ(ﬁ: SMM 1AM TPM SMM 1AM TPM
population
H./H, Prob. H./H, Prob. H.,/H, Prob. Prob. Prob. Prob.
B B 10/0 0.003 ** /3 0.317 6/4 0.578 0.001 ** 0.032 1.000
IifyE LH 10/0 0.004 ** 7/3 0.337 5/5 0.418 0.001 ** 0. 160 0.625
T L3 GLI 10/0 0.004 ** 9/1 0.033 " 3/7 0.075 0.001 ** 0.002 ** 0.375
11l LZS 9/1 0.030 " /3 0.326 4/6 0.202 0.002 ** 0.131 0.557
41t total 9/1 0.033 " 5/5 0.439 4/6 0.210 0.003 ** 0.432 0.131

T Ho/Hy 283 TR S RAAL G ECZ L5+ SR W3 B (P <0..05) 5 s SR 035 i 9 - (P <0.01) ¢

Notes: H./H :Ratio of loci number with heterozygosity excess to deficiency. # Significant deviation from Hardy-Weinberg equilibrium ( P <

0.05) ; * Extremely significant deviation from Hardy-Weinberg equilibrium( P <0.01).

2.5 EEfEESL
A DRER IR AL 7 A 0 Hr a2 7 P, 401
il AR R 2 8] AR 6 E 18 BB D (Fg

4 ARy 2 AR, P IR I 9 D —
JGRE & LR RN O o — R

=0.005) , I #E 15 & - 1L #E A 8] B R (Fgr =
0.038) , &1 115 HE 3 AR a] )38 1% 70 ik
B (P <0.01), I R KR A ] 5 A% 3 1k
(P<0.05), HEMAKZE LA RFE (P >
0.05) o 4 AMHEMR E] 32 1% 22 53 (1) AMOVA 7345

RANZE 8 Fro, e (] 3 1% A2 57 oy B2 S 1Y

1.77% , HiRFIR R KF (P <0.01) . HEfARE
() D, R B AN 7 Fros, #3005 28 1 I A
ZI8) D, Mg K (D, =0.161) , # I1 5 I
HEREA ] /N (Dy =0.115) (5T D, it L
) UPGMA RGUAH MU 2 iz, ol A&

RT AWBEEE F-RIHE(Fe, X A& T)
BEEE(D,, A% L)
Tab.7 Pairwise Fg, estimates( Fq; ,below diagonal ) and
genetic distance (D, ,above diagonal )

among C. fluminea populations

I H 1 FRIE BT
population JB LH GLJ LZS
¥ IB 0.115 0.141 0.161
I LH -0.005 0.125 0.140
5 B GLJ 0.003  0.009* 0.118
& F1l LZS 0.026* 0.038*  0.018*
Notes: =. P>0.05, #x.P <0.01.

>
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Tab.8 AMOVA analysis among C. fluminea populations

7 5 R R 1 V-5 Ji 2o J5 22 WLl %

source of d sum of variance percentage of

variation ! squares components variance
FE{A ] among populations 3 6.257 0.01621Va 1.77
A4 ] between individuals within populations 172 114. 487 —0.23537Vb —-25.66
AMAPN within individuals 176 200 1.13636Vc 123.89
AR total variation 351 320. 744 0.9172

B
] LH
GLJ
LZS
0.07 0.06 0.05 004 003 002 001 0
B2 ET D, #fEEEEA UPGMA B

Fig.2 UPGMA clustering tree based on

D, genetic distance

3 g
3.1 BHEBES SRS

AWFFEARAT T CA/GT HliFEH 2 1T
AL BT T 1A TA/AT glEE R AT,
e R TR AL 5 oy FE G TR 58 56 B, X
LERTEE DU w5 A2 A A S A
FLPR A —J5 1 5 B e I 9 v e i A, HLAXAE
T CA HE P IIREL, JT LAASRE 58 4 S W HL AR
PEBDATEOAT 5, F5— T 15 ] LR Ak A 7
PR ARAFARSC, Dyl i R ) 2 R 27 1) 1 AR 3R
B, LR DR PP 98 e A R R e B IC AN 2558
ST JNTE L) | WEE-ISE 273 d

ABFFERT Y 10 AT R A S AL 2 A
JEZ ARS8 D REZ AL, P B 5
90,752, A WL IX 46 A5 i AR BE A 8O T PR I i
WREFAE AR B AL S A T, L B BT TR
B a1 22 R L S AR R Y e B0 g, 1
DRI H R IR P BURAE A RTER T A) DA T 2622 1Y) R A
HH A,

A AT 0 T R A B AL 2 AR R R T
IR R AR, RS R T 4 A
AR B Ak ) L 2 K SR 58 22 5 5 AL ), 1 ST Il T
FEUROL THEPEW) 3 A K 1, 98 0B T L
T U R K T S 10T R RS BT A 7 S ) 7K T e
AT BT DRI 40

KA SR RN K S 42 7 LU A e S T A A4
AR, B F 5 0 A T 6 S /K i 22 LT 1) 7K 358
T A AN ERE T A, 4 AR R R I
WERFRINL AR 3 ANHER I T P H A AR,
VLA T G TR R 1) 35 1 2 AR P A B0, 3% 02 i
TG IR A 00 74 T V0 b SR AR X
TR AR GERAT B T A SR T A
BIFEIAE Y, 23 T R g B, 51
KT SR RNs A5 2 REE R ERE .

WSS IR 4 DR 26 NG A R ALAT
A 19 A7 IR 2 I B Hardy-Weinberg - 167,
H AR R Y 73.08% , L B R A
WEARE 14 DAL LS 5 AN
fi 2 Hardy-Weinberg V- ff , 7 2% 4 3o BE {7 23 11
35.7% , R A B R, BAEEAR 10 4
PLEHEDE 3 AN B ENRAEAE, EL2H
2 AL AL . R, Bk BT LUE
T T LA A s BT 5 35 i B8 Hardy-Weinberg -
iy, BRI BAL AR PE TR R L, 754G
P4 L T T8 YT O o BT UL R A e, B SR BB AR
FE i, K B R AR X, ST AR M L TR
G B AN TC 7 SR A, DTS TT RE b /D 24 45
BROCERGE , IR A BRI T 0 A KSRl A 5 A
HOF G A o] Y R a8t 22 A
X558 R A 3L I TR A, 2R T 90 S ol O 2o R 1R
FIE T TAE, IFRFE =\ e o el A 1
3.2 MFSM ST

RAF — RV I R, kT AV A s
At B MRS N KBS T A AR IMER . BHA
FEHEA 2 DT RSN I, SR 3L R B H A2
JE S RAR, Fo b S0 L PR R LA B AR R
JEPL, TS 244 A2 B, T FLk — 1 HPR PR R34
REL ZE RO P [ S5 A bR S IR o
OYMTAR G R A5 A B T LA W B RS B R
Bfo T30, T s b S50 3k P X B AR /N )
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S ¢

35 4

U Byt A B, 3R LAAE Ay O 800 2080 Iz A T 7y — e
bra&o FEREAR A B 8RR 2% A i 0r
A A SRR R Wilcoxon 742 Bk UK 30 5 1
SKEHEATR I o AR5 [7) I 3R P 53¢ 795 b A 06 77 1%
HIET IR FE AT (IAM) |78 45 5 78 B R
(SMM) FIBUAH 2 AR 7Y (TPM ) = FjAsi 7Y | 4G 56
TV TR IR A T e B S e TR R DL
BT A A0 29 8 AR — RSPl . (H i T2 it
FE N BEAECE T R BRSSO, HOR7E TAM £
TR ASFIRESE Y i 7E SMM AR R H: 8 — 5 46
RELEE B, o AT D TR e e A —2
FRIE A SRR ) HOR F TAML A TPM i
T AT . FFFESE R R, 16 TAM BT B
R 95 7 AR N 4 AR 2 o e e S T
A — A, R 4 ), 78 TPM 452
TR AR R AE Wilcoxon 445 B K 36
Wt S T RAE — Iy, HRI 25
E ), R AR A G R A R E, i F TPM
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Isolation of microsatellite loci and population genetic structure analysis of
wild Corbicula fluminea in Hongze Lake

DING Huai-yu'?, JIANG Hu-cheng®, FENG Jian-bin®* , SUN Ji’, LI Jia-le’
(1. Jiangsu Key Laboratory for Eco-Agricultural Biotechnology around Hongze Lake ,Huai’'an 223300, China;
2. Key Laboratory of Exploration and Utilization of Aquatic Genetic Resources ,
Shanghai Ocean University ,Ministry of Education ,Shanghai 201306, China ;
3. Xuyi Fisheries Technical Guidance Station ,Xuyi 211700, China)

Abstract: Asian clam( Corbicula fluminea)is a commercially important freshwater bivalve in South and East
Asia. However, food clam mainly comes from the wild resources, and the natural populations have declined
greatly and rapidly due to overfishing and natural habitats degradation. In China, the germplasm resource
protection zone of C. fluminea has been set up in Hongze Lake to protect the natural resources. In this paper,
genetic structure of four wild C. fluminea populations in Hongze Lake was analysized using ten polymorphic
microsatellite DNA loci isolated and characterized by magnetic beads enrichment methods. The results
showed that at least four of the loci were observed to have significant heterozygosity deficiency and obvious
deviations from Hardy-Weinberg equilibrium ( P <0. 013 ) after Bonferroni correction in the four populations.
Although values of expected heterozygosity were all above 0. 752 and displayed high genetic diversity in the
four populations,the level of genetic diversity fluctuated obviously. For example,the genetic diversity of the
Jiangba and Linhuai populations was higher than that of the Gaoliangjian and Laozishan populations. The
departure from mutation-drift equilibrium with partly heterozygote excesses was detected in all the C.
fluminea populations under the TAM models and in Gaoliangjian population under the TPM models using
Bottleneck software , which might indicate that the population structure has suffered bottleneck effects in the
past,or was about to experience bottleneck effects, as well as the recent population fluctuation. AMOVA
analysis across all populations and loci showed that there were the low levels of genetic divergences among
the four populations ( Fg; = 0. 017 7 < 0. 05). 1. 77% of genetic variation was attributed to among
populations. It suggested that all C. fluminea populations in Hongze Lake could be protected and managed as
a single unit in genetic resource. All the study results would offer theoretical direction for the protection and
utilization of the C. fluminea germplasm in Hongze Lake.
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