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ERXE—EERURAZTEZRENLBERNGMIELRIC
WEA, WRW, INR, ¥ &k F #, F4LY,

(FEEBFERFEHEM AR YRS SHETRIRE, LK FE 266003

B Z R i3

BESAMTETEXE—HHERMLLARE, FAEBRAT OM LR RH T EFRE. H
B 2 T (AG) 15 Ft (AC) 15 3 41t J2 % £ (Hybond N* ) 324 A 4 T E DNA W A B, 2 % B
PCRYy ¥ TAR &, MANILE LA HK L EE £XE. flH ECL & # & (Amersham /2
IREHAG s A A HTEER AKX FAMIETEXE MERESARFRK
AW T EDNA, BEXEFT 1200 N EA X EEE ER ALK E,532 N (44.3%) X F &
., EERE 0N TENF EREFTHANAERED A MR EMLE., FAHK
it T 65 x4 PCR 5] 47,40 3t 8643 9 Bl W03 3 5 AR 48 AN U TUAMRIE 4
TERE  4MERAITAMEEES AR, FTANLERBNERZELE N 2~14 AF
LN EIUEAERB BN EMEE, FPHEMARE T ONEMEE, ARNLE
B (Ho) #E 4 F (He) k%545 RSEEPIO W& E 45 % 0.1000~1. 0000,0. 1197~
0.9831 A1 0.1172~0.9782, 4R %W, EEXE—HHE R LA X ZELAAKFLE R

AW T BARIE,

XERHILRIGEREXE BRERARGMEERIL: 8K

hE45%S:S 917 SCEKERIRE A

i 7L /8 W (Chlamys farreri Jones et
Preston,1904) 5375 F R E L I7 L%, 7£ H A< .
EFRE e — i X B INE 2. fifl
B R RES RIS TR N 2K, R A H
KE LSBT AR SR, BEAEEN
BAARKPGE S B 2 57 MR 3T R 2 AL
MNFEERES T REERBRIBRERZ
—, HTHABNAKEABEK, ERATTE
BB T E I 3 4 A Ok B R 43
B RERRKEMATIMY . MEERCHERE
HI4FFRICHE B B (molecular marker-assisted
selection, MAS) iy R Rf PR B B B IR HE T 32 %
[F B, MAS 7E Mk F1 8 #40lk b 7 B 3h 2 6l
K P=FRFE BN P S BN B MR A4 2 1) 575 346 A
Fm A B R T SRA R .

¥$s B HA: 2007-04-25

% BB (microsatellites) , X SRR BAFF EE
(simple sequence repeats, SSRs) , &Pl 1 ~ 6 4~
BHEBRIEARBAMARWEREZ TN, 5
HisrFHricH M T EREEE 28NS,
FE T SRR B s S R, E T
SO M OB T i A g M &P Y. QTL
(quantitative trait locus) B2 ™7 J Z i i
f st A 2 R AT &, ZRar %09 A1 Zhan
LM 53 F1F) A EST TR 20 A0 ¥ JR A 24 32 0
BHRT 17 AL N3 25 M T ERC.
RATE T AFTFLE DR R A R R AIRA TR
BIECHBIEM T, § L ER LB
FHRMEERIC. AR T MR Bk
EAANB T EGICHFETE—RIEER
B - RO A A R TR T

HEHBE AR+ —1 7 #I R E (2006BAD09A09) ; B 22 B 2EAll 4 - & 1 3 (2005DKA30470) s Rk BHT R AL B &

I B (2006GB23600451)

TEEB A MER 980 -, B, ILARFEM A LB , FRNEA FREE SR BRI

EREE  GIER, Tel: 0532 — 82031960
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40 AMASFLA DL A TR T, HMA 5 T X T
EA R EERESHL

1 MRSk

1.1 RIEHHEIR DNA BIIREX
SCHG AT FAAGFLRE DURE F 1999 4E 3 AR A WL
REKSEE RN, 3t 48 H, BULH AR EE
A — 20 CURFEPRTE. R - |05
PO BB Rk i B DNA, % F 0.1 X TE(pH
8. O, ZIMLEEHER, - 20 CHREF
#H.
1.2 #HIABNHIEEEXENNE
HEXEMNHE £ E S | Karagyozov
08141 Edwards 141 7 1%, #£ DNA 1 B§
P13 R DNA FHE2 5% Bvnic Ak i f ™

WESHEM T LB S0,
A W4 DNA # 8 7,400 ~1200 bp DNA
AREMAA LK ESE 5~ 10 pg b

FLA W f . DNA, 7E 500 uL R BiARRFAH 30 U
BRI PY VI Rsal 47 3 h, ] 1% K05 5
HEME B IK B BeoR/ MBS 400 ~ 1200 bp
KBS =Yy. BESr 20 pL BR R B R, Hf
%78 500 ng By EWC B, 50 ng A A T4k (21-mer
PSR IRYE : 5- CTCTTGCTTGAATTOGGACTA -
3F 25-mer SN BEERIL T MR H R EE: 5+
pTAGTCCGAATTCAAGCAAGAGCACA-33B
KIEHD,2 U i T, DNA %% 1 X T, DNA
HERBENWR,7E 16 C THEEI®(12~14h),
gk i) DNA ZE 95 C T8 5 min, R f5 W
TERR UK R IR AR

REBYRHERLRER Bk B o4 100
P-mOl’L_l FIZEZF RIRE (GA) s M(CA) 5 1
pL SFEEEZEYN 5 mm 8 B (Hybond N7,
Amersham A5 b, ZS BT /5 80 CHtEE 2
h B2 w4t .

VEEER T RES R R EZ AW
[50% (V/V) i B B . 7% (W/V) ) SDS.5 X
$SC.50 mmol-L™! {4l (pH 7. 0) ] 37 C
PZ3z 3 d, B e B ERAE 1%y SDS Hr4h 3 10
min, ERRAR GRS S R

SAMI 2 DNA R BeHR BN
DNA KB B R BEFN 3 ug A THL I — 44k
(21-meD A B 600 L FJZRAZMWH, 37 T ARAZ

24h, PERERAMT™ERE . BEM 2X88C,1%
SDS(W/ V)P RMAE 60 C T ¥R 2 1K, BiK 15
min; 2R J5  2X SSC,1%SDS(W/ V) ¥E Bt Wi 75 62
‘CF/K¥ 30 min; 5 5 500 pL f# 0.5 X SSC,
1%SDS(W/WV) Ui #7E 65 'C TF/K¥ 30 min %
A48 2 i DNA B 7E 500 pL B3l
BIA 50 pL f 7.5 mol L™ Z.FR%% 600 pL f5
PAEEAT 40 mg 4 NG DUBE JF (mussel glycogen) , F
K EHCE 10 min,4 'C 14 000 remin ' &> 10
min JUEBR . KUTIEMNBIRIET 20 pL FIBEE
KH, —20 CUkFERFES .

TA-%% #3720 pL /) PCR RMHKR,
HPEF 2 L W™, 0. 2 mmol -L™* Y 21-
mer 5[4, 200 ymol-L "' dNTPs, 1 U K Tag
(TaKaRa) #1 1 X PCR Z #p¥. R Mi7E PTC-100
PCR(MIJ Research) §"#{X_F3#47. PCR R hiN
25 MBS , B MEFTE .95 CAEH: 305,55 CiR
K 305,72 CEA 45 s; B RPGFA BT FASHE 5 min;
BE—KBEAGEHG 72 CHEM 1h, ¥ PCR™
Yyaifh)s ERED) pMDI8-T #ifk (Takara) , ¥ 4L K
AT E DHbSa BRI TR B UE,

1.3 BEEREHFR

HEHE  SEasi, ER T HTE
RS |, 37 CHRFRE R/ MBI RN 2
iR 4F 4 & & (Immobilon-NC Transfer Membranes,
Millipore) |-, AHEREFAER AR S AT/ 10 min, 7F
A 0. 5 mol+L ™! NaOH, 1.5 mol-L™* NaCl)#75
7 min, 255, T4 10 min; 78 A1 (0. 5 mol «L7?
Tris-HCl,pH 7.2; 1.5 mol « L™ NaCl; 1 mmol <!
EDTA,pH 8 OH4b 3 2 YK, 8K 5 min; B 5 K iEER
SRR 80 CTHME 21,

LKL FEBRTREA (GAs
F(CA)Y;s FIFRIEEK B Amersham 2> 5 B Gene
Images 3-Oligolabelling Module 5] & . ¥ 5
PREFHE R AR 22325 X SSC, 0. 1% (W/V)
SDS, #F& 20 1% A 4R £ BH (Amersham 2 &) f)
Gene Images ECL Detection & #| £&), 0.5%
(W/V) 2 B 5 R 74 R M (dextran sulphate, MW
500000 ] #izR3Z 1 h, R /5 A B BRI
(0.125~0. 250 mL »cm™2) FI4R 18 B R4 (5~
10 ngemL™1),37 CHRG AT, 2RAZIKM
TSR R ETE 5 X SSC, 0.5% SDS(W/V) i
Ve h E R IR G VRN 2 1K, BIK 5 min; ERH
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1X88C,0.5% SDS(W/V) Byt i 37 Cig
YRS 15 min; ZES 1 XSSC, 0.5% SDS(W/
V) RIS 42 'CHr%UENR 15 min, FEERZF4E
TR B B ARSI 4 S R 157 2 BR AR & 9 U .
X-f5 F 5 e Bk B se R

1.4 FEIR4IE
PR TERE FFFIISE 5 , FIIF VecScreen #2fF 2

M# R F 31, SR J5 I Bl Vector NTI Suite 8.0
(Invitrogen) #4423 # i Contig Express 27 #E1T
P53 PR ST SR ARG BT RS 54
FBAEES BF TS X, ZBRITRIFS.
1.5 PCR3|4iyigitinii

F A ¥ 4 Primer Premier 5.0 ( Premier
Biosoft International) % {& 4 &5 747 PCR 514
H¥cit. PCRGIYHLALIEIRERS B PCR R4
(Biometra T-Gradient PCR) F525%. PCR BFH
7£ 95 C AR 5 min, 95 CARE: 30 s, IREEAREE
(50~70 'CHiBk 305,72 CHEf 45 s, R BiEAT 30
MEFF. RBERRRF 20 uL, F ERGIY& 0.2
pmolsL™! 200 ymol-L ™' ) ANTP,1 X PCR buffer,
1.2mmol L' Mg** .1U H Tag EE(TaKaRa),
M A AME IR R 5 M ME R DNA 4 2R
£, B 80 ng 1A DNA fE28 PCR [ B .

1.6 fimEFERREFSBHHEE
PCR 74y i) v 3k 73 8 Bk 2 PR 260 340 i3

SR BREN M 2 18 Botstein £061
FTEHEHTIEMANZSHEGESRE

(polymorphism information content, PIC)

PIC=1-3P-5 52P: P

HRE ST E AR KR 224 B (observed
heterozygosity, Ho) #1 8 22 % & B (expected
heterozygosity, He) , Ho R & FMEH S5HA
HFEZW;He=1-2P?,

K PiP; B RARAES  F05E 5 MEALERE
FIRRER , n A EEMEE . SAEFETER
J# M GenPop(version 1. 44) &4, T
BT R it — RIS P85 (Hardy-Weinberg
equilibrium, HWE) 3k A & /R 7] 3k £ & (Markov
chain tests) Ryl , % U ¥ 4% Fl POPGENE 7E4k
R4 Chttp: //wbiomed. curtin. edu. au/genepop/) .

2 R
LRI P4 8500 N E T, HP ARA

Hi 85.5% . BEHLAASCEEF I 20 4~ B BEHEATHE
AR BREMERE, SRETEARBHNKER
FEloh 435~1100 bp, 3K Bl 735 bp, {E#%
1200 NMEAREEF S MWHER T 4 KiGHE
EHATRHE RS, BERAREERE
N B FE B) AY BE e B E N 126 43
149 MG, FRHE SERE RT3 44. 3% (B 1D

Bl ABRERNSAMIENRERE. A
THRFERS 100 ng P H DNA fi %

Fg.1 The positive clones identified by southern
hybridization. The big black blot at the bottom
showed the positive control of 100 ng of genomic DNA

A BBPETERE PR BB 100 TR T,
CERGRITA R 0.0% HEERTE
DNA, Vector NTI Suite 8. 0 BERAHiE5 550 11
ANFFIERN 5 M5, HE 80 MM 7o, bR
B, 1 4. 1%) 47 &5 (CFADO55) #1 Zhan 2174536
FAL A (BL R 28 B8 CEMSMO14, GenBank & 5[5
DQIO4705)EE . 7E 93 MEEM TEN FH,28 4
(29. 8% 7 5 B FMIEFF KA GC A&k
A, HoAth 65 4~ (69. 1%) fir s ¥ A i1 PCR 514,
it PCR 4k, &3 40 Xt (61. 5%) 5| ¥ e P
H S HIERE /MBS SR R B .

FA 48 B A Fi L DU R 40 A7 g1
TSN, GRERENTLR MRS MY
TR S LER=A T 8 0 185 0 1 . REAS A1 20 b
BP0, o 37 N(92.5%) i S BB £
P, BRIREIAREE MEP W EEA, 37 A
LR IR T 258 NMEMEE, FHEAN LM
fLRP HER 7.0 MEMERE. BMIEEAM
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SPSEAE R iy 1 S A B B BN
BB IR 1. BRI R AL R BB
R 2~14 NS BB S3AE A B 3R TR 9 T P o5 FsC v,
& 2, HA i g CFKD079, CFOD069 #1
CFWP007 3 M m KB M EMERNBE RS,
3 14 4~ ; CFLP083 1 CFODO056 fif 1K, K 12
AN 2 AME S (CFII029 #1 CFSSRI089) Y 3778

T2AMBAEFGE D, RTILAMMTE DNA
BAENARINE D, REMSHNZEEER.
HAE 26 MRy PICHR T 0.5, B &
BEEM:E 9 MR i PICHA T 0.25 3
0.5 2, B EEZEME. MTEFCERK
ZEMWRERMEREEEGED.,

14 15 16 17 18 19 20 21 22 23 24

B2 s CFWP007(A)FI CFEEMO03(B) ZEMIFLES I 24 MMy 1875 8 iyt Ik Bl
Fig.2 Loci CFWP007 (A) and CFEEM003 (B) amplified in 24 Zhikong scallop (C. farreri) individuals

3 g

W EARC AT RFER £ 007 ) B E
KRERMEGE KT /NMEA R BERASCER
T4 B i T B DNAL® . #57LE IB /A
FBRERHAXES, 5F (AC/CDEERFIIMN
TR 1. 18%M Y ; DR H A A e ST th R
BH , | A& Gu i 6 57 e 45 3] 4 H 4 7 B EL
0. 1% ~6. 4%, F35 1. 96%)t207 | K T FEf%
B EAME T R AR, SRR, B NAMGEEIR
BT ZME I, R B EL i FHER
RS ERAE R BT B 2 R AT, AR A
TR EESUEMBEE IR SR,
e T 40 METLE N M B EARIE. SR KRH
BHFEERTAAEREERYMAEKT
E DNA,

FANMEERNESH NI BEEE -BHER
PEZAEIR SR . TA-ERERT PCR B EUA 24
RETGEREE., B TERRETBEEX

PRI R E , BRI ER wE
FIBLE , TR IR B & B TA-To R R,
[F s}, 3 BE 3 3 A RE OO B 4R SC R A LSS
TR, SRR ERE R E T B E T R
ML pte-=, R E M EECEMBEMNR
W - 21 Cordeiro %1245 H . #y B [F) W b A4
P TR SRR, Vel " E B M. A3
RIEEA BB 2, 5t R IR T T
Ak, BT i 2575 2] T MiFL A N 4% T2 AR
it [FB, ASCRI AL A e i P A
TREBEEMNMERBE T ERIKENS X,
HREH, BRAAFYHHTENSE. 2
HAMERRMNEERSAHE, EHBEER
EREZHAYNERAFERFEHNRAZ
—[27 =200 e R BFSR A T B AR (AG) A
(AOMBEMTLE N TEBECE. NIF
HIERKEBEGED,(AG/CDEEK L HIHEH
FAC/GDER. CEMMIREN, KEHF
Y —REE S (AC/GD MEERETF(AG/CT)
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F1 HILEN 40 M HDERIZHEFRFERFEBEFRBROEE
Tah, 1 Characterization of 40 novel microsatellite markers for C, farreri

II=EA N
Bk B E B2 -SSR Vi
focus nams SIHFSIES) BEC) A Jon  mpE LCH VRAD Ho
31 primer sequence(5-3) . PIC value #8244 He
. Ta core repeats allele size range allele No.
accession No.
CFBD159 F: TTACGTGGATGCCATTCATCG 0. 6250
56 (GAa 300~322 10 0.6373
EF392880 R: TTTTCTGCCAGTGCACCATAC 0. 6472
CFBD185 F: CTCTCCTAGACATAAAGCA 0. 3958
54 (AG)17 147~167 5 0.4512
EF552127 R: GACCACAATCCACATCATC 0. 4612
CFEEMO003 F: ATGAGTGGGTAATACTCTACTCG 0. 8750
60 (AO 11 100~124 10 0.8921
EF552128 R: CATGTCTGTCGTAAGCAAGC 0.9072
CFFD018 F: AAATCAAGGCGAGTAGTG 0. 2500*
56 (AG)3s 168~210 5 0.4721
EF552129 R: ACAGTGGAACTTCGATAACT 0. 4822
CFFD028 F: AAGAAGAACGAAATGTGGAT 0. 5000+
56 (AG)s 88~148 8 0.7794
EF552130 R: GCAACAAATAACAAGGGAGA 0. 7829
CFFD074 F: GATTTAGAGCCCTTTCCCCT 0.1250*
54 (GA)15 144~158 6 0.5102
EF556219 R: GAAATTGGTTCGTTCACTCAC 0.5342
CFHD004 F: GACACCGTCTCGCAATCTG 0.5000*
60 (CDs3s 251~281 9 0. 8278
EF552131 R: GCAACGTAATAAGGCACAAC 0.8393
CFHP049 F: GACATGAAAGTAGGTATGGTGA 0. 3750
54 (TO) 15 227~235 4 0. 3682
EF552132 R: TCATTTGCACACAGGGAAG 0. 3785
CFHP060 F: CACACTAGGAAACTTACTCAC 0. 6250
52 (GA)35 189~201 5 0. 6681
EF552133 R: TTGTAACGCTCTGTTGGGTC 0.6871
CFID005 F: CACACAAATGGATTGGGCAC 0. 5000+
58 (GAa 233~282 8 0. 6201
EF552134 R: GACCGAAATCCACATCATCTA 0. 6382
CRID002 F: GAGCTGCCTTCATCAGGTG 0.7342
60 (CD12 97~138 9 0.7838
EF552135 R:CTTTACATCGTGGACATCATC 0. 8032
CRID023 F: GCGTTCACCAAGTTATGTAG 0.5833
54 (CDy 126~140 6 0. 5892
EF392897 R: CAGTTGTTGTAAGGGTATGTC 0. 6073
CFJJ001 F: TCAAACACTACATCGCTGGC 0. 5882
58 (A®1u 212~252 7 0.6471
DQ207775 R: CAAATCCCCGTTTCTGGTA 0. 6667
CFIJ013 F: GCATCAGTCCTTTCGTTGT 0. 5000
50 (TOx 140~180 4 0. 5996
EF552136 R:CGATTGCTGAAGAAATAGTGA 0.6190
CRIJ024 F:CCACAACTCATAGGTAAACGG 0.7778
52 (CDss 190~248 7 0.7932
EF552137 R: GGTAATAAATAGCGGAGGGA 0. 8159
CFIJ029 F:TGTCACGAAATAGGCAAGAG 0.1250
52 (GA) 2 130~132 2 0.1172
EF552138 R: ACTTCATGGTTGAGGAGCA 0.1197
CFKD049 F: GAAGGACGACGGTGGAAGA 0.5833
50 (CAAA)3-(AG)3 111~135 8 0.7814
EF552139 R: GGAAGAAATGGATAAACTGG 0. 7942
CFKD077 F: CATATAGGGCAGGAATTGCG 0.1250
53 (AG) 2 207~231 4 0. 3982
EF552140 R: GTCAAGTGATGATGGACATAGC 0. 4037
CFKD079 F: ACACTTTATGCACATACCAG 0. 6250
56 (AQ@ g2 267~321 14 0. 8863
EF552141 R: AAGCAGGTAACTTGTTTTCC 0. 9024
CFLD147 F: GGCTGAATCTGTAAAGAACCG 0. 3750
60 (GA) 2 160~172 4 0. 3867
EF552142 R: GAGGCAAAAGATGAACTGTC 0. 3983
CFLP061 F: AGCAAGATGTCTCCATACCTC (CD 20+ (G5~ 0. 6250
50 300~324 7 0. 6901
EF552143 R: TCAGCACCTCATAACCTCAAC (GD 4 (G 0.7021
CFLP083 F: GATTACCAGTCATAAGTTITCC 0. 8542
58 (CDao 171~231 12 0. 8891
EF552144 R: CCAGGACAAGACGAATCAGAAC 0. 9023
CFLP086 F:GGGCGAAAGCTAGAAATTCCAC 0.3333
55 (AG)2 199~211 4 0.3731

EF552145 R: CATTGCAAACAGTAAGGATG 0.3823




358 p - 4 2%
(£ 1)
o AT
Bk B E SEE  SuE
focus name SIS HECC S JoEE  EE L TRA H
N
31 primer sequence(5-3) . PIC value #8244 He
. Ta core repeats allele size range allele No.
accession No.
CFOD046 F: CGTCAGTGTCGGGAAAGGGGA 0. 6667
58 (TCo++(CD 12 288~302 8 0. 6693
EF552146 R: CTAATATACAAAAGGGATTGGGCA 0.6813
CFOD056 F: TGATGAAGCAAAGTCAAGAG (CDsGT(CDsGT 0.7500*
50 237~285 12 0. 9001
EF552147 R: GAGTCTGAAAGTTCGTAAGCC (CD4+(CD 16 0. 9045
CFOD062 F: GCTGGAAAGCAAACTCATGTAAGG (AG)7--- 0.4167*
58 217~241 7 0.6313
EF552148 R: GAGATGAACCAGAAGTAAGTAAAG (AG)o (AO 5 (AG) 10 0. 6432
CFOD069 F: GATGACGTTTGTAGTTGCCTTC 0.9167
60 (AG)g-(AG)o 271~319 14 0.9319
EF552149 R: CATTCAAATCTCACTGCCAAG 0.9422
CFOD083 F: GCTAGAGTGTTCTTGCATTGAG 0.4583*
54 (AGQ) s 167~258 8 0.7715
EF552150 R: CCTTGTAGATTCCTAGCTCACT 0. 7882
CFWP005 F: ACTGGCTGTTCACTGTTGGC 0. 6667
54 (CA)5(CG)2(CA), 154~186 8 0. 7081
EF552151 R: GCACTGGATGCAAACAATTCTC 0. 7252
CFWP007 F:. GTGGTCAGTGTCAACCTCTGCCGT 0. 5000
55 (CT)2 211~258 14 0.9782
EF552152 R: CTACTTCTATGCTCTGGCAGGACG 0.9831
CFSSRC004 F;: CTTTACCATTTGATGTGGTG
52 (GDe.-. (GD7..(GD4 119 1 — —
AY682113 R: TCTTACGACTCATCAGTTC
CFSSRC086 F: CCAGACTACACCCACACAG (AOAAO) 186105 3 0. 2609 0.1333*
AY682115 R: GATGTAAGGGTCAGGCTC TAT(AC), ) 0. 2867
CFSSRI089 F: AGAATAGGGGATTAAAGCG 0. 1800
50 (CA)¢ 122~124 2 0.1978
AY682117 R: TTGTACGTTAGATAGCACG 0. 2012
CFSSRKO070 F: ACGACCTCCTCTGTATGC 50 (GD)2A(GD 157 1
AY682119 R: GCTGGGTGTATTCGGTAG ACAA(GDs
CFSSRO068 F: ACCCCAATAGGCCCAATG 0.1000*
54 (TG4T(TG):T(TG 221~227 3 0.3716
AY682121 R: GAACTGTGCTGCACTTAC 0. 3821
CFSSRO096 F: ATTTAATCCTGTTCCAGCC 56 (TAOTCATR e (DATTT 973 1
AY682122 R: CACTAGAAACTATTTTCCCGG (TG (GTD3"(Dan
CFZM006 F. GAGTTGAGAATGACAATGGCTG 0.7222
55 (GA)sAA(GA) 4 124~168 6 0. 7886
EF552153 R: TTGACCGTTATCACTGAAGGA 0.8111
CFZM010 F: GAGCAGCGTGTTAGAGCGT 0 (GA) 19 (GA6 - (GA)7 120~296 4 0. 6244 0. 8000
EF552154 R: AAGTAAGGTCAGTCTGTCCGT +++(GA)5 - (AGAC)g ) 0. 6460
CFZM015 F. ATTCAAGAAAATACCACTG 1. 0000
50 (AG)24 222~336 7 0. 8203
EF552155 R: TCTCATCACCTTAGTTTAG 0. 8750
CFZM029 F. AACGACCATACTTTCAACA 0. 2727
50 (GA)30 138~162 4 0. 2841
EF552156 R: CCAATCAATCGGCAAAATAAC 0. 2907

I« R TRE R B - B TER AR

Notes: Significant deviation from Hardy-Weinberg equilibrium (HWE)

BRI, AT #—BIEL I ERBER, #R
BRI T B R A, L (AG) s F1(AC) s
AR HT RRZER, 5 REA (AG/CDE
RHFERARAC/CDERK 5. 415,
WIOEA RS SE—BH 3 RN PR
FUERNKHE. REEMSEHFEIEE
(PIC), Hrp&fu Y H MZa B REE T
RS T RN R EEAERE M FEREMYS

BE MESMFEEERERBT M TEA SRR
R B A fE B AR, Weber™ AR .
B3R 3 MERRAI T E DNA SO EE AW E
BB X, Hlin, CFSSRO068 #1 CFSSRI089
LFERRPE DM TR SR EER
FIEE A EMESEE RS EENR/N, W
HEBRRBE SR RN 2SR (R
1. Sibly &P @3 & KR E A HTHIESE, BR
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WHHE 4 KU F Bt T2 57 B Hilid & L
PAT R R AW SRR RB S BRI,
B, ZEFF R T EARCH, IR EDZ SR
TFHIAE A, , DO BB O P B B B IR BLE B 5
w5,

KRR 3T N SRR EAFE 14
ANBEALIIZ & A B R R ENER
GR D ; Mt — R A PR I R I, X e S Y
WESZH FRETH™EHRZ (P<0.005)
B, TEBFEXEMSIY T, BT ERIRGE T 2%
BFHZ (ST RD MR, M X2 Pris B
FEFEE RERH TR E (null allele)
FIRME-=, BEEYRMTEN S &HE TR
ENER, AR EEALSH 30%&E LE
fir 2 H2); M 7 (Hirundo rustica Y% F1 41 6%
(Oncorhynchus mykiss 2878 TR & 2 H 67
MBI RI R 25% 0 16% . FEMGPED 2K, &K
TR R A7 B LB AR, X IR
REBHNEH - TEEFSD, SO RM
(Haliotis discus hannai)7 MR B EN SHHEF 54
EREXBEMERES; WE KR TFHEHE
(Crassostrea gigas) Wt T2 81 B & B, &
B ISR AL Rk 51. 0%, BFRRE
B 5 5B TAL RAE R A SBRR 2T R T
RAEMEREKN FEEREP2, BEIGTRE TR
MFE PR EREREH TR, LEME R
&3] 1 bp/40 bp~1 bp/80 bp, MHEWFEREK
BRI R 3 PR I B BRI R R AR R,
X RTENE A AN EE RS2,

SE 3k
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Isolation and characterization of microsatellite markers
for Zhikong scallop by screening SSR-enriched library

ZHAN Ai-bin, HU Jing-jie, HU Xiao-li, WANG Ming-ling,
PENG Wei, LI Yan, LI Ji-qin, BAO Zhen-min
(Laboratory of Marine Genetics and Breeding ,
College of Marine Life Sciences, Ocean University of China, Qingdao 266003, China)

Abstract; In this study, 40 microsatellite markers were isolated and characterized for Zhikong
scallop (Chlamys farreri) using the method of screening SSR-enriched library. DNA fragments
containing microsatellites were captured by a piece of nylon membrane (Hybond N* ) bound with
the probe combinations of (AG) ;s and (AC);s. The nylon membrane was washed three times in 2 X
SSC, 1% SDS at 62 C, two times for 15 min with the final wash for 30 min. The captured DNA
was eluted in 0.1 X TE buffer and used to construct an SSR enrichment library. After
transformation, the clones were regularly re-arrayed in a new agar plate with the density of about
300 clones per plate and screened with (AG);s and (AC);s probes labelled by the ECL system
(Amersham). A total of 1200 clones derived from the enrichment library were screened and 532
clones gave the positive response. One hundred clones were randomly selected for sequencing and
the results showed that all of the clones contain at least one microsatellite. Sixty-five primer pairs
were designed using the software Primer Premier 5. 0, of which 40 pairs can be amplified scorable
PCR products. The polymorphisms of these scorable loci were assessed using 48 Chlamys farreri
individuals, and the results showed that 37 loci were polymorphic. The number of alleles per
polymorphic locus ranged from 2 to 14 with an average of 7.0 alleles per locus, and the values of
Ho, He and PIC varied from 0.1000 to 1.0000, 0.1197 to 0.9831 and 0.1172 to 0.9782,
respectively. The results indicated that the method of screening SSR-enriched library is efficient
and suitable to isolate a large amount of microsatellite markers for the target species of interest.
Key words: Chlamys farreri; enrichment library screening; colony hybridization; microsatellite
markers; polymorphism



