RT3
201045 A

K R

Journal of Fishery Sciences of China May

Vol.17 No.3
2010

4R 2R FR DUSME R AN & BIE 22 41

Frug N TAR, BN
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( LAl TR REEDE

1cDNA X EME K EST H#5
UESE L B, R

LTI 3 A T S

5T
SE

LT ORI 1160235 2. I TIERY: A aFlEabe,

LT K 116029)

FEZE . I SMART cDNA S 4 ) G0 8 Uk 22 T e B R 53 B DL (Mizuhopecten yessoensis ) /M RS JIE 2 b 2H 41
B9 cDNA SCJE . 2SSO 25843 514 2.30 x 10° CFU/mL A1 1.20 x 10° CFU/mL, T 4 R 18 5 98% , -4 A BEK FEHy
KT 1 kb, SCEFTRAF A AREZR . 1 FEPLIEIY 4 009> SE AT 5 3l )7, 45 31 3 884 A7 %0741 (HMERE 9234,
B2 961 4> ), P ) 3896.9% ., 2k Jou i 42 thl A P42 , 64531 2 007 2 B EE PRI % (Unigenes ), £ 1% 36317 91 fiF
(Contigs) Fl 1 644 £58—JF %) (Singletons ). @it BLASTx I BLASTn {82 L%}, 7 659 4> Unigenes ( /NENR 157 4> B E
5024 ) #RAS T IEFFER (E<e™), 15 Unigene S50 32.84% . % Unigene (N BE RN 2K HEAT T W1 007, Z £ Fh 54
PEROCHFE, AR 3R RSB ARG V5 T KB DR, I SSRITZEZE T HXT 2 007 4% Unigene Ak i AL,
RIA 694 EST & A T B RIFS, b 404N aT I T3 195 i MR35 DL eDNA SCPR BRI £, Atk — 201 EST 43
BT THREIEE (1) 235 FN 5 e 2225 ME EST-SSR ¥ i 326 LA KM 5 b DL 43 F 3t AL AR5 R B0 U PPAN R o TR B A5 B85 T

Fertt, [ EKFERE,2010,17 (3): 578-585]

KRR WRFEHA D15 cDNA SCJE 5 e fHOCEEH ; EST-SSR
FESES: Q959.215 XERFRIZED: A

IR 5 5 D (Mizuhopecten yessoensis) it P HAR
U B 2 7 AR M X T KA, B A e AL
835 TR R R, DO P Ry E S
FFAIIN Rz — o I ILAE, SRR R o 4 4,
BUCHUSFET- B, T T 29 76 %7 L i e i
T A0 Ay ) 249 v L R R0 DL 7 T R R
WAz —. S T TR AR 3 DLRER SO, — 7
T AT LA TP R E A R e s S — Al
LI 1o 6 A3 1 SR e R Ak 2 125 DL LA Bl
DAL ER, X UF 3R DT SR e s e 2
BT RO 0 LA A A

AL JUAF, [ P 402 35 3 3o F e ST SC 8 J7

IHs BHA: 2009-08-15; 1&1T HEA: 2009-11-12.

BEEWA : EREEA SR LW H (200805037 ); 1L T4 AR AR 5k 5 5390 H (2008203001 ); 1

BHA R H (200801) .
fEEEN

T Al (1979

BIES : Btk (1961

XEHRS: 1005-8737-(2010) 03-0578-08

Ji UL G 3 A S R R 7 0 e R0 S ke, ST BFSE DL i0
%Eﬁ@%ﬁﬂh%ﬂ%“%ﬁmﬁém@jT

IR T B DL 2 Fh 2 21 4 KK DNA (S0P, X He A7 EST
GIRT, AT LUARAS IR T Bt DUAR OG5t (15 B,
20 AR TR DR oAb i S AR R
B Sttt [ 3 WY L 30 o A S S 7 A
1A% 7 B PR 1% 1 35t A5 B i, 40 SSRs T SNPs, 177 33X 46
PRICTLEAR PR AR XS RN, 78 LB SE TR 2 i 52
BAEZME, 80X e 5L MR L 5T, e
FEVR ARSI 5 R D1 AR FRA= AR A B A AR
T THERAT s AL AL, T RAER A %

LTI S L
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34 25 A MR TR B DA IR I 2H 21 e DNA SRR EE L) B BEST A4 4573 B 579

1 MRS

1.1 ##

S50 T A Ay 2 4% i R R B B DL, T 2008 41
8 A R [ R T A O 11 g E 3 SR A b, BE ML 1S
AR, S BB NE R E IEZL 2, 45 412055 BIR
BIEAR AT RAE
1.2 Ak
1.2.1 ZERNARRER K2R [ 2H 2 00 i
FHnAG#E & RNAiso Reagent (TaKaRa) 1 #F T, 78
W TR ST B, e B UL 5 9 25 SR EE AL RNA
A T B B S RNA SE AT HLK, 600 B RNA 1) 58 3%
. FH OligotexTM-dT30 (Super) mRNA i {k i, 77 &
(Takara), #E4T mRNA f943 28404k
122 HREFBN2FALADNAXENHERK
M HHE Creator™ SMART™ ¢DNA M EAH &
(Clontech) BEH A5, L4k J5 19 2 #0241 21 1) RNApoly
(A) "mRNA AR, I A Sfi LEEYIAL 50 SMART
IVTM Oligonucleotide F1 CDSIII/3’ PCR Primer 5|4,
TE S5 MR T 7% 555 L eDNA 26 1B o W o B
FEE B 1E Advan-tage 2 PCR Kit (Clontech ) 1 i
T A L cDNA S 255, W4 cDNA Z8Sfi 1 B U] Je A
Bealifb )5, B pDNR-LIB #/& ., $%& 4 cDNA
(18 Jo b 2 A 5 Ak 3 SR 2 2S5 4 i DHIOB Hp G SC
PR A6 I, AL M oA 50 % 1 H L TR
ST -80 CUKAEARAT

JE 7% U - 1 mL 56 AL AN 19 LB 1% IR
37 CHAA T h, B L % A A s 43 3R B 10435
10015 .1 000175 i , 45 B 10 L 5 A1k 114 781 T 4% A7 21
A7 30 pg/mL A F R (9 LB VAR 1,37 CREA G+,
SRIGTHE AR i s R, PR =TV Hx
s AT B0 A A A B SRR U A P AR

A BRI . K B AR BRI ) 25 7E 30 o/mL
(158 2 LB AR I, B PRS0 e %5 1 mL LB
W AR K: 72 b, 37 CHE SR a , HIM13 51 i1y
PCR, 4" 14 J5 e P Uk AU PCR 4521

HA R X Bl AP B 504~ R v B 1 AT

PCRY™ M5 , 153 i 20 v B I B 40 S Bt UL,
YR,

123 ESTsFIIMZEMMS 4 Ml Phred 411
ZBRART LIPS (<100 bp ), Phd2fasta A U511 3C
14, 15 HH Cross-mateh FRA 25 BR AR A AL Y5 G 7371,
1S5 FH Phrap FA RS P S A TP HHH] Consed £ 14
HOCTHR A IR IE, I BLASTX R4 EST 31 5
NCBIAETCAE 5 S BE 2E (ne) HEATEERS I
Blast2GO 3456t fir A ESTs #4735 K D fig 430 741
KB EEMSET X RS R I RE A 702K
124 WIDEEEFINER FIHIEL T HSSRIT
(Simple Sequence Repeat Identification Tool, http: //
www.gramene.org/db/searches/ssrtool ) 25 % 2 4> 3¢ [
M TR EE P, i/ NEESHAO) Ak E R
TR, ZHRHE 5 UK, DO HE 4 U, FUmdFE 4 UK, 75 B 2 3
U)o WLEF I ZAE AR F S )5 , R A Primer
Premier5.0 #4751 91i% 11

2 HBRE5SH

2.1 HURSER NUAMERRFN S AE2H 41 5 RNA B3R BN R
cDNA W& X

e BT EE Y RNA 2 2 B et c DNA SCPE I 1 22
FlFo BERCRUKZE AL R Tt RNA S8R4T I
RA R

A B RUEE cDNA 28 1% B AR HEE I FEL RS, T
7R, BUEE cDNA AR BN 5 534, K/NEE 0.5 ~ 4.0
kb 2 ] H. 32 B4 71T 500 bp LA L, ZHA R A 2 FOR
(7] 7 12 ) 1 ST PR JT G T e DN 25717 147365 i, 3
T IE cDNA TR 5 5%
22 cDNAXERE

YBUT L 4 R A YR R — i A U, % 10 L
i B I BRIRIA AT , 37 CCRE TR R A , THA e B,
DA AR FIE 2 FhZH 2 < DNA SR SRR RS
43 1 4 2.30 x 10° CFU/mLA11.20 x 10° CFU/mL. B
MLAEICR B V& LA M3 5 [ E 79 14 AR 4 PCR P
SRR R LR 98%, HARA R BeRER 4
HBART500 bp , FHHLEEIT 1000 bp,
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2.3 ESTNF RT3

23.1 ESTF . BHEMERE XTREHLEEIURY 4 009
A VERESEAT S Sl 15 3 3 884 AR A BT (A E
JE923, ' JIE 2 961), 2 BRAK BT 5t )3 51 Al /N T 100 bp
P35, 285 Bk DR 4z, 4675 312 007 AR
e AL E 363 PN EHSRE AN 644 55— 751,
it BLASTx F1 BLASTn 48 & [ X, 245 659 4> Ak
% (AMERE 157 BES02) 34 TR RE, b gk
32.8% , A AT LT HIA 1 348 55 (67.2%),

232 EHESTERES XK EBH E EF 1)
#r 38 1 Gene Ontology[m] B 25,6594 BB R 7%

AT TR TR, Horp 26 A5 BABL IR O AR R T R
o WA H633 R BRI N IR DI RE /T 2K, R —
BN REFIIMFEA (General function prediction only ) %%
HIRZ, H 955 (SMERELS, B IE-0); M A
RZERG R A= W) & B J7 1 3 A (Translation, ribosomal
structure and biogenesis) Fl {55 5 ¥ 5 #L il (Signal
transduction mechanisms) FERRZ, 431147 84 45 (4h
BS54, H IE30) F73 55 (SME T, B IE66); B
f#l (Defense mechanisms) FIRNA I L. & 1fi (RNA
processing and modification ) JER /D, 430l A A
2% (5R1),

®1 GOES LM BERFKINGEMLE

Tab.1 Summary statistics of functions and numbers of unigenes by GO ( Gene Ontology ) analysis

HEETIBE Putative function ﬁfg% K'fi iﬁéy
AR Z 5 Amino acid transport and metabolism | 55
W22 54X Carbohydrate transport and metabolism 3 27
5 G RS2 Cell division and chromosome partitioning 7 4
AL R, MK Cell envelope biogenesis, outer membrane 1 8
Yett T ZE R M3 1% Chromatin structure and dynamics 1 6
IR Coenzyme metabolism 2 5
AL Cytoskeleton 12 17
DNA & | B4 514 DNA replication, recombination, and repair 2 5
e = 554L Energy production and conversion 15 39
TIHEARH Function unknown 5 21
A FNIIHE General function prediction only 15 80
TEHLE 7532 51 Inorganic ion transport and metabolism 5 21
LN FZ RN Intracellular trafficking and secretion 4 4
AgfCi Lipid metabolism 1 16
AT IR 2 58 Nucleotide transport and metabolism 1 5
st R s B FAURS fB1R Posttranslational modification, protein turnover, chaperones 18 43
WA =W W6 B 18 ) 53 Secondary metabolites biosynthesis , transport, and catabolism 1 35
{5555 Signal transduction mechanisms 66
5% Transcription 11
BHPE WA ZE R A9 % B Translation, ribosomal structure and biogenesis 54 30

BifE#Li# Defense mechanisms
RNA NN T &4 RNA processing and modification

FCH IR 5 Bt DL AN S I cDNA SCJ%E %2 B 2
P2 LT 5 D REFE A — o 22 5, T RE T FFAE
JEARAHBT R TNE B H,0, .2 15 S e B 1 i T 2
By DRI PELE LA A B R T 4 T

HIRE. Horh, 5P HLH (Defense mechanisms) ¢
Jin T A& 1 RNA (Processing and modification RNA)
A KA HEPR U BT B, T b b 2 S 45
B IR ZE R A=) % A= (Translation,, ribosomal
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AR UL . W SR DL AMES BRI A ZH 21 ¢ DNA SRR EELL K EST )25 4347 581

structure and biogenesis) AR AER Z . IS 21
PASEIR T 403258 3 GenBank ESTs JEH, B 55N
GR867007-GR868079 Fl GH734852-GH735787.,
FEF FH BLASTx 70 HT 45 2111 2 007 Z5 R R e v,
50 B 1 T B e A 2 B R AU (E<e™) 1
FEHIAT 1048 45, (5 BUAY 52.2% ., 659 245 2 3L R 1

BRI B P8, A 55 4507815 2 HE D2 (Argopecten
irradians . Chlamys farreri . Mizuhopecten yessoensis) EST #H
81,65 %% 15 31 5 163 A (Strongylocentrotus purpuratus) 1
ESTAHAL, FEB AR L b R B b S LR G2 B
MR OCHYFE DY, AngEdE 38 S S A e I TR
22 AR IR KB RS, LEXTER 2k 2.

x2 WHoREEXEFEXER

Tab.2 BLASTX analysis of some immune-relevant genes

s DU [ i ] [R5y A KEmbp  WIEE
Accession No. Putative homologous gene Homologous species Size E-value
GR867054 4B Metallothionein Argopecten irradians 801 le-24
GR867761 BEAIRTE T Gelsolin Suberites ficus 794 le-=102
GR867772 FEWFTEE M Calponin-like protein Mytilus galloprovincialis 876 3e-53
GR867754 B Ferritin Chlamys farrert 812 3e-78
GR867767 BEAJEEA Zine metalloproteinase, STE24 homolog Mus musculus 542 le-36
GR867723 PURTEFE T 70 Heat shock protein 70 Mizuhopecten yessoensis 844 le-141
GR867757 AR JFEE I Thioredoxin Chlamys farreri 847 Te-29
GR867296 A ALYy AL il Superoxide dismutase Chlamys farreri 792 2e—65
GR867143 SR A AL Ak it Manganese-superoxide dismutase Mizuhopecten yessoensis 851 9e-90
GR867286 A0 CE ALl Cytochrome ¢ oxidase subunit | Mizuhopecten yessoensis 974 2e—142
GR867752 5 R it Goose-type lysozyme Chlamys farrert 731 6e—-83
GR867155 PWEH K S- #4340 Glutathione S-transferase Crassostrea gigas 734 6e-55
GH734888 JENE TG Pancreatic lipase Tribolium castaneum 759 2e-50
GR867764 AW H MG ALY Glutathione peroxidasel Danio rerio 691 3e-44
GH735048 TR Alkaline phosphatase Pinctada fucata 825 le-73
GH735843 NADH it 58 NADH dehydrogenase subunit 1 Mizuhopecten yessoensis 852 4e-98
GR867691 CHUMANEEEE R B C-type lectin B Chlamys farreri 416 2e-37
GH736001 KEFLZE Big defensin Argopecten irradians 898 2e-30
GH735082 122 Ubiquitin C variant 2 Taeniopygia guttata 756 le-139
GH735145 L E P450 Cytochrome P450 family 4 Cyphoma gibbosum 797 4e-49
GR867679 22 5 TR K B HI57) Serine protease inhibitor SP13 Chlamys farreri 820 9e—-67
GR867044 TNF 240 7 TNF receptor-associated factor 3 Ciona intestinalis 324 2e-25
GR867258 KA L3 Ribosomal protein L3 Chlamys farreri 817 Se—66
GR867732 WA TE F L32 Ribosomal protein L32 Argopecten irradians 588 2e-71
GR867696 A 1 L7a Ribosomal protein L.7a Argopecten irradians 794 le-136
GR867680 BHAE 114 Ribosomal protein 1.4 Bos taurus 839 le-116
GR867024 BHAE T 119 Ribosomal protein .19 Argopecten irradians 740 9e—68
GR867800 PR L9 Ribosomal protein 1.9 Argopecten irradians 635 le-100
GR867738 L RARAZHIHATE 14 S6 Mitochondrial ribosomal protein S6 Aedes aegypti 774 2e—18

233 RS IS E R T 2 §F & & EST-SSR 5|
Pt I A R 3 B DL cDNA SCE R EST ]
J¥, i Z AR P ARIC . 75 2 007 SRR L
BRI T4 EEZIF Y, KB T 691 ESTIF I, & il
TR EST & EST B8 1.78% . Wb 3 15 452 7 51

304, i H AR PRSI BT 40.54% , (AT) R R WL
SR LA 254, 15 33.78%, (AAC), (GAT) , 2K
Tl 22 5 PURSIEETY HUA 1 Rh, OB A S ms e 251
1470 F144 (F3),
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Tab.3 Microsatellite sequences exploited from two EST libraries of Japanese scallop
EIi| HEREBA VRIS 3 /%
Type Motif model Repeat time Ratio
%ﬁ%ﬁfiﬁ“ 8(GA),.12(AT),,6(TA),,2(CT),.1(TC),,1(GT), 30 40.54
NN e 4(AAC),,2(AAG) ,,1(GCC),,1(ACA),,1(ATG),,1(AGG),,
CROREREI00), 16AG), 1(GAC), 1(GCA),, 1(CET), 4(GAT), I(TCA . 25 3378
7 PPIEpEateote 1 (6re),, 1(GTG),, 1(CCA),,2(TGA),
4 bp repeat core " ’
o 1(AAATA),,1(AGATA),,1(ATGAC),,2 (ATTTT),,1(CACGG),,
BBAEREIEA . (GXAAN), 1 (GCGAC), 1 (TAGAG), .1 (TATAT),. 1 (TATTT).. 14 18.92
P IEpeat ecore 1 (TTTGT),, 1 (TTTTG) ,, 1 (TCAAT)
?ﬁ%%fiﬁu 1 (CATATT),,1(CTACCA),,1(TAACCC),,1 (AAACAA), 4 5.41
FOHAM TR EST J?ﬁlj 20 WA HRE] 2,30 x 10° CFU/MmL AT 1.20 x 10° CFU/mL, 3 B JF 2

BIEMT 1,40 £ ESTJF5) Al 38
WitsY) (R 4),

1 Primer Premier 5.0

3 itig

3.1 HRSREN 2FAL DNA XEMHESRENE

H M 1976@5Hofetetter%[mlﬁljﬂ‘@@T'%g/l\
cDNA SCELLSE , ## cDNA SCHE B i i 5E T RE L
PR AR T Bz —" ) S T8 BA D5
Y (B A SR 5 (], DG L2 — 26 5 fg DS G 8 B A 1L
il A 5 B4 5 IR, AR IF 9 3 FH SMART 5 v 44 2 1 IR
2 DUAME BRI I 2 P4 21 44K cDNA S, A

T 8 W R JC PR VAL I 45 SRR T, BT HR IBUAY RNA 5%
FENVER AT, 20 41 1 cDNA SCPE [ P 25 o 3 il R

cDNA S it A5 G 225K 5 Hk, H PCR L BEALAS:
WA AR B, Ko B BER AR T 500 bp, SFH4K
JERT 1 000 bp, il 2 G BEFE R G EER
3.2 HREE N 2FHLHL cDNA X EH REHEER
hEEsth

i o [F) P P 51 Lk, AT 6591 B EE R AR
P37 HETERE, Hirp 26 25 M AR FIDIRESE A, XA T Y
633 Sk LSL PRI T RR A BT , & IR 2 i 15 200 it G %
TR G R ARSI SE TR, AN A 6842 25 R B A
FA . WS T ke 3k  AEP TR T
TR B 5 A U |- ELA o o FA (L

VA S04 1) 7K Fite Tl A 355 B S 1 o A P R 4
HERERVER", MR 2 B Y R Y5, B

x4 UFRENEST X EHRMENBSBIESIMF IR SH
Tab.4 Characters and sequences of some screened microsatellite primers in two EST libraries of Japanese scallop
RS BREIXF SIFHI(5-3") Jr BRI bp
Accession No.  Repeat motif Primer sequence (5’ -3" ) Size
GH734907 (GAC);  F:GGTTGGATTTGCGTCATTCGTT  R: GCGCAATGGCTTACCGGC 115
GH735162 (age) s F: GTATTCCAACGTGTCGGATG R: CTCGACCTGTCCCACGG 127
GR867325 (aag) s F: CACAGAAACTCCAGCCTACC R: TACCAGACACTCTGTCATCCCT 153
GH735343 (ta)g F: GTAGAGTTATCACGGAGAAG R: GTATCACAGAGCATTAACC 185
GH735944 (at), F: CTGCAGGCTGGAAAAATTG R: CAGGACATGAACATTTTTACTA 231
GH735737 (gea) s F: AAGGACAGATTCACCATGTCGAG R:TTTTAGTGGCCTGGTGGACTGGA 254
GH735688 (te), F: AGGAAGTGGATAAGGACTTCAAT R:TGCTGTAGTGAGCCGACCATAAC 254
GH735721 (aac), F: TGTCAAAAGTTCAAGGGTAGGTC R: GGTCTTACAAAATACGGGGATGC 152
GH735689 (ta), F: GATGACGCAATAAATATGCAAGT R: AGGTCAATAAATGAAAACATTGG 254
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240 ] R R R , B R LT P, AR
AN NG B LSS AT K SR BT R S e 7
R Tk A B R B P E DR B AN RE S 2 s
S VY RN IR A FH TR X 45 A PN B ) 5 1l
FCAG A3 000 £ 2 A S AR s Py DL 7e I Al A
LM,

VA TR Tl — P B R R T A S BE DI RE AR,
O3 1, AN MR AL S K 75 5 200
I A i PRl T A LIA ) R AR S i b 45 B A
o TEIETE DS VAR 1 HAT B T he
Gh R HAT AL DU SRR A B A e

I £ 11 i 2 T ) 22 R A 1 it S G o A
TETCH ME S R S B 25 AR B DA, B T
PR HIANE 545 5 5% 3 R G R A 5%, ids )
BRSPS 2 B AL AR BSOS AT I R &
JR O, 2 SR R A W A ) (SP) 2 X 42 4 I B
AT P A — 2R o, i i S e R A
LER I AR E R AR, R BT IEHUAR N 22 IR E A
ik ) A7 T K SRS, R A IR N B e R G R A

BAR SR N G SR A W B AR g (SOD) i 4R
et (POD) S5 AT BR F i FE A B B b i i) fr4
Tit 2% G X A= W AT B A IR, DRAP LA B 32 458 4
P G VT D B

BESE R 2 T S D AR IR - rp B A
PUNE A, Bl 4 A ik i LA R &
U, HETEZAEmFL s b4 1150
SR CHUBESE R T MOCEHESh Y, A A ™ i 5
(Cucumaria echinata) ™ FiFL 5 11 (Chlamys farrei) 26l
WEAMRIE.

B 1 2 e — R BT AR WK, — e 15 ~ 204
SR BRI AN, 45 6 28 8 IR <1 1 °F: e S e 5k
Sk E NSRRI D SEA R AT (Ruditapes
philippinesis) TSt g B 954 2 401 AT A LA
FFARTCANTE | EL T AR 5 S50 S 0, BRI 2 A,
75 A 2R 0 ELAT AT | S T L S B Ak 22 45
Ui 2 55 2R A e

3.3 #R5E/55 1 cDNA 3 EEH EST-SSR 1%

H AR 5 F DU TR AR T A —
PRy A e R A% O P A TR 2 A s DA%
OEE T RS W T PCR ™™, Ak, ALk
573 I O Y ESTs £5al 7 3R 2 cDNA SCPESR 3R
A M RRT I BT 51 DU AR
IOHEATI L™ ESTREFIAL S e T 563 TR i
mRNA R B, B & T2 NS FFHAL 51, BT
ANBE S PR 2H DNA 1 L5245 B 1B -5 HA i 2 1%
TR EAR L, ESTs i BE i T2 A e
HRES R AT

ARG 74T 5], SR8 T 691 EST
A, S DR A EST |5 EST BMVEUK) 1.78%., 224178
25 DU Wang 25 % i LB I ESTs SC 8 v % 42
A BT, b ESTs BT 0.60% . [7] HIFe 1Y
75 13 U1 (Argopecten irradians) EST HH 5L TR P41
764, 5 EST BEH 1.43%, MHELZ T, ABF5E 15
E3l [N MERY AT e

H T AT A 8 () cDNA SC P2 B2 e 4 2 Ay X
JEINVRRE  AEAE T i DX ) 1 T L 9% T 6 R 25
F R REARA HEE RS2 5 B T ESTs /2T RERE A Y
Pk R B FEH P R IR T TR RN BRI AT
O A AT REFA— 6 A PR DI, 336 SR X LA
J st A2 P R A DL R Ll B & 9 AR e P 1
FHHE.

SE 0k
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Construction of cDNA libraries from mantle and kidney of Japanese
scallop ( Mizuhopecten yessoensis ) and ESTs analysis

LI Yunfeng', LIU Weidong', GAO Xianggang', LI Wenji', LIU Ying"?, FU Liyuan', LI Hongjun', WANG Jian'?,
BAO Xiangho', HE Chongbo'

(1. Liaoning Ocean and Fishery Science Research Institute, Liaoning Key Laboratory of Marine Fishery Molecular Biology, Dalian

116023, Chinaj; 2. College of Life Sciences, Liaoning Normal University, Dalian 116029, China)

Abstract: The ¢cDNA libraries of mantle and kidney of Japanese scallop ( Mizuhopecten yessoensis) were constructed
with SMART ¢DNA library construction kit. The mantle and kidney libraries have high library titers of 2.30 x 10° and
1.20x 10° CFU/mL, respectively. The recombined efficiency of each ¢cDNA library exceeds 98%, with an average
insert size of 1 kb. Total 4 009 clones from two libraries were randomly picked out and sequenced from the 5’ end
using a T7 universal primer, and 3 884 raw sequences of the ESTs were obtained and then assembled into 2 007
unigenes including 363 contigs and 1 644 singletons. These genes exhibited homology with those having known
functions. Many genes were related to immune functions, such as lipase, C-type lectin, superoxide dismutase, goose-
type lysozyme, serine protease inhibitor and big defensin. Sixty-nine microsatellite-containing ESTs were identified
from the 2 007 unigenes by using the online bioinformatics software SSRIT. Based on the flanking sequences of the
microsatellite loci, 40 pairs of microsatellite primers were designed. The successful construction of ¢cDNA libraries
from Japanese scallop made the bases of further analysis of ESTs functional gene discovery, and cloning and
screening polymorphic EST-SSR primers. [Journal of Fishery Sciences of China, 2010, 17 (3): 578-585]
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