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(1. PR PZE HUST-RRes R TEMBERAZRSLRE, HRXEFAHCAEREM,
BEBS TEYYRELSERE, BRI, £APE SEORER, #dL R 430074;
2. WG TREBE e P 2 B Y RIR R T TRELKE  HiIT fHl 316004)

WE: ERRARREAAEAZFNENAFFENE, A HRERNFRHH FANT
R 7 Ut AL o kT AR 7 VU o 50 B Ak Mytilin W o F 4k Fude b, R R £ 4
FRRHEENER RN FRTLEEC, AP RE3 A EL KR EAR AR ESA
WHAERWRE KRS T, R AR 3 AU ERAA RGO F IO, BTl Ny K
Mytilin K #% , 4 7|4 4 % Mytilin-1 ,Mytilin-2 Fz Mytilin-3, X ¥ ,Mytilin-1 % 34 M A X B &
EMEH LK, LT EH3885.17u, 28 M HEAR, HK 4 5 . RHEFT W Mytilin-
1 WRERFFI Wt aF R M5 4, B # % PCR 77 3% 2% B % Jb L cDNA X & , 3k & Mytilin-
1 ¥ cDNA EFEF#ATT FH Ao W EFRERRA, 16K I Ty = B4 H K ik , Mytilin
ERRBIOFEFAARGEE AELBARFANRERFANAEIRENT HE TN

Mytilin 3 B Ky 2 F £ R R 2 T £,
KW : ERE I HEK; Mytiling cDNA
FE45#ES: Q785; S917

PRI R Y BEALR =, K FREER T
2000 ~7 000 u, iy 20 ~ 60 > FL B 7R FL 20 A,
B Eam TR, Y REREH
PP HET HABREMAGD . AMI25IN
Y™, TstEsh' g s B R RIH R
AR D BB ABARZHIE K, AL
B RTBGE BP0 B AR SE R A THHE, X R 2
FEWRP TR IRE R ER A ER RN F
(effectors in innate immunity ) 7E4E Wj K B R4
A BEEXREENER,

TP IR BEFE TG 02 B B A YL
RIRIR P R E KRR ZH M —, B
WEIAMKRE, BITR—FH LKEEE
v, B TRESYT), RN, BELH, KEILE,
HAGGRZ R T RFF SIS R R
G, BHANE S &M EAREEENZ KRR

5% B #5 :2009-07-02

f&1E] B #:2009-08-18

MXHEEFRIRES: A

43, X BB TE BRI B T R LB R AR B B BRI . B
AT A NCBI %4f 2 i) LA R 3009 s I P Bk R
HFFIMERFFITTHS R 4 KK, 558
Mytilin( £3%E Mytilin A,B,C,D f1 G1) *!, MGD
(f34% MGD-1 1 MGD-2) "~ Myticin ( 3%
Myticin A #1 B) ™! PJ & Mytimycin *,
Mytilin ZEHHIAIE R h R ERE EERS
B BL B ORR R, E M IR N ( Mysilus
galloprovincialis ) F1 & f W ( Mytilus edulis ) %5 F B
Vi W R 3 R R, i B 5e i DU (Mytilus coruscus) F)
Mytilin BF5F ¥R IR IE, 76 Mytilin B9 5% KR
Hr Mytilin B, Mytilin C,Mytilin D X # 22 % fH#4:
BANEE 22 R A MR S 5 T Mytilin
Gl W AxhE 22 KM E AR EEE ™5 b,
Mytilin B 1 Mytilin D & R AR5 HEE
'HE[BJ .

HREE : B 2B 5 32T R (2007BAD43B08 ) 5 #7 7145 B £ T E KX B (2007C02001) 5 #i L4 B 3T 0 LB FHRL T A
(2008C22026 ) ; HiTTAAPHEITH A A 71215 B (2008 R40G2110003 ) 5 $i{TA F+ L TiAt£¢ R B ( Y20082080)

EIRER /) Y6IR , E-mail ; hegy @ hust. edu. cn
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BRI ERERGEESFMERNFFEN
% HMEPHRERARMEAL N, &
1 YA TR 45 A DU TS MR AN SRR T
WA RS DL 3% 4 B 2h A0 3] 3 Fbi v Ak B
5 AEBRFFISTRY, X 3 HEKYET
Mytilin X ¥, 43 Bl fir 45 4 Mytilin-1,2 71 3, [F]
A, HR4E Mytilin-1 f) & 28751051151 4, W E
Fol DL I 20 ffs cDNA SCEEH5ifE T Mytilin-1 f
cDNA EHIEHIT T FFI 047

1 MRSk

1.1 5l

¥ty BAEESEIR I (Mytilus coruscus )
R B WL AL, DI i K EEEE &0 T /A
FFERKEFE (18 ~20 T),

AH  =ZHOR(TFA) ,,o-FFEA4A-BE-H
R (CCA) g B Sigma 24 8] ; BT T il 4 48
H Applied Biosystems 2\ 5] ; %4l ZIFW B %
E TEDIA A H]; Taq B & Ferments /A &) 7= fh;
dNTP,5-1R4-F-3-15 Uk-B-D- FLBE 1 ( X-gal) |
FAE-B-D-TAEAEE (IPTIG)  AFFER
( Ampicillin) 5 § _F¥5E5GA R s HREH 3
A E™amadEH, TEHAEEFKH
Millipore synergy #}i7K & %t ( 35 [H Millipore /A H] )
Tl B
1.2 WA

BrlNefEFS5 aFikg BRENR
R 24 h J5 , B2 BOCER[9 ] Bk, ARG K
FHE TS RERE N ETES, %R 2405, UH
BPLBE ( Alsever 1) HY T 5 a5 W 52 B 52 I TN 1
WRE, 7 BPES.L (4 T,800 x g,15 min) , T4 |k
#,80.1% =/ LR (TFA) R B FKiE 1:

1 WGIFERE, Z )57 pH 2 3. 75, 1RE (4 T) ik
20 min JSZE.L (4 T,10 000 x g,20 min) , 4
EBEF -20 CrkBEGTEH

BN hkREKRGSBHL RHAS
ROBORE X ST A T IR #EAT 4r BS 4lifk, Bl
B RN TE Waters 600E 8 5530 0 A a4 1
SERR, K 22 % Waters 2487 Hl %5 4 I 58, & )
KN 280 nm,

E—2 R RAERBOE A AR, A A5
>4 Sunfire™ Prep C18 (10 x 250 mm, Waters /%
") ,4r A L& 0.1% TFA i) 5% LJF,45% L Ji§

M 0% ZAEVEML, W 3 mL/min, 735 51k
JERWR , & VR T4 S5 HEAT IR TS AR o

S2b Xt B PR R R RGP T
MASHETFTHIE, ABEER
Ultrahydrogel™ 500 % /& 43 7§k (7. 8 x 300
mm, Waters A7) , SeAL B A EBE T K (5 0.1%
TFA) , 34 0. 5 mL/min, it & VeI, 2 1&
BTG AT TS R

S=2b X bR PR e B B T R AR
WELH 53 BEAT HE— 2B SR R SOWRORE A 3 4088 , RO AH
{344 % 218TP54 C18 (4. 6 X250 mm, Vydac
B]) , Ve 53 A8 0. 1% TFA Hy7K (A %) Al
ZHE (B W) , RSB VAL ,50 min Y, B ¥
M 20% EFF40% , N 1 mL/min, KB
Jit W 22 YO VR TR 5 HEATHU B T A o

wEFFRER  BROOR[3]IM T, R
FIfEGE 9 U8 4K 7 ¥ (Kirby-bauer method ) i &€
WP BR P& o BT TS A, I 20
B B B W (Sarcing lutea) T K B #F &
( Escherichia coli) .

gL FIRERAEBEOLEREE K
170 8] i 3 ( MALDI-TOF) ( Voyager-DE™ STR
Biospectromitry™ workstation , Applied Biosystems
ARDWES T8, RAKEREFEAGN, b
5337 nm; BN B K 20 000 V; E N o-
BEEA-BEE-PER(CCA) , BT 7=l &
FES B wL FEBBIMAZ9 pL CCA(F 0.1%
TFA) i) 50% ZHERAMBE B, BREFW 1 pL &
L, ZERTRENE , HRAWRERIE,

REBF 5 5 J& 52 G I B Ak
Mytilin (¥ S FE8R 55| %€ R A N-3ii Edman [
IE7E PPSQ-31A / 33A SAM X E(HASHE
D) B R R EC A& B AR AR P I, T
36 MBS, TEL A RBOR A AR & |
FEPRAR RS A BT R EEBR TP 28, B 40V 15 i T
W RE 5 B BT T

SE g http ; //www. expasy. org/tools/#primary
LT RFe G WL ik Mytilin f3 6T 8
T2 H, &, 1 http;//blast. ncbi. nlm. nih. gov/
Blast. cgi HEATFF IR 5 X,

JE5E0G BT K Mytilin 59 cDNA [N 7 [
WA R 5 I N Mytlin-l 8 N % JF 5
(1 RARRCKG,, ) %t L3351 4 primer-1[5'-
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G(A/G/C/T)GC(A/G/C/T) (A/C)G(A/G/
C/T)(A/C)G(A/G/C/T)TG(C/T)A A(A/G)
G G-3']; iR 4B B 5 s I Mytilin-1 ) C 35 J§ 5
(»CKCFRC,,) % it T #i# 3 351 4 primer-2 [5'-
(A/G)CA (A/G/C/T)C(G/T) (A/G) AA(A/
G)CA (C/T)TT(A/G)CA-3'], ZHECE[8] 1
J5k, FIA® ¥ PCR J7 ¥k Xt B 52 G I 1 40 Hig
c¢DNA 3L JE (X A Invitrogen /A 5] B cDNA 3L
M ERIEGN St ) HEAT 0 3, O SRR R SR
TR R W 450, 3R 3 1 4R B S e
T 537, 45 ) cDNA J7 313k Fii Lasergene
B H Editseq B HEAT 44T,

2 R

2.1 EXMRHER Mytilin £543 B 4L

AT UM R BB T 0 T 40 B B
B, KB 45% CHE IR A 7 R A PLREE M &
GRAEL S ESFRHENHE S8, &
280 nm S AMEM, T IRAS 5 TR ALIE, 255l 6 &
4 GFL ] GF5([& 1) s %t B3k 5 el Hr i
MR, GR2 F1 GF5 R B P TE & M Ik
£ GF2 1 GF5 UEfi4 2 , Gt — 2 RN Rk v A
GBS, XU B A U I A TH LR MR
LIRS 3 N EA DI TE R TR IE, 4 At 4 R
MI1,M2 1 M3( & 2A) , %} ik EH &5 51347
FRISR , i HAE o T B URAE TR
HBRFF 7o

0.45] GR1
GF2

Ao

GF3
GF5
F:

R {EL/AU
absorbance
SOk

cIcoIC Ol

oo

0.00 10.00 20.00 30.00 40.00 50.00 60.00
IHE)/min time

E1 ExRRmiEssFitsmEiE
PAE BT oK g BRI , K 0. 5 mL/min, 32k 4E 5 P,
arales &% GF1-GF5
Fig.1 Mytilus coruscus serum separated
by Gel filtration
Five fractions ( named GFl to GF5 accordingly ) collected

respectively with pure water as elution at flow rate 0.5 mL/min

2.2 BERBAHEMK Mytilin o FEREER
B R 51

XFE 2A Hh) E EIEREST RIS R, 25 5R (8
2B) =W ,3 N EKIER R R —0 T8, 5]
>4 3885.17 u(M1),3993.26 u(M2) F13991.39 u
(M3) ;S HE— BB QI BRI P 2047, AT
T M1 §j2FF3 L K M2 1 M3 i N 3m&8 5 Fp
3, FIIGREW 3 FHIRE KA N st RATR
RRF S AR M, B U B S BT AR
BLAST ( http;//blast. ncbi. nlm. nih. gov/Blast.
cgi ) WREI, Bl X 3 FHPiE ik 5k 8
Hurp ¥ M DU ( Mytilus galloprovincialis ) LA K 58 i I
(Mytilu edulis ) BITUR Ik Mytilin 2258 5 BA 8
BRI >64% & 3) , HIL R EFR
G I b B 3% 3 R UL Bk 43 Bl 4 4% O Miytilin-1
(3 885.17 u) ,Mytilin-2(3 993. 26 u) F1 Mytilin-3
(3991.39 u), H,JBE5R040 Mytilin-1 f 34 4~
BEBRHAM, T 8 T HEMAR, FHE A (p) N
10.26, @it HLERSEMG I Mytilin-1 #5200 205
£(3885.17 u) ML FE(3893.70 u) , H=E
54 8 u, HEM B M I Mytilin-1 W] BEFE R 4 Xt
-y 3
2,3 EEBNHE L Mytilin-1 ) cDNA F 75

RIEEFEM I Mytilin-1 ) N 3570 C % &2
BRFF 3BT S| 9, B 3 B 52 i DL I 2 B cDNA
SCREBERT M 18, ATERAF T Mytilin-1 B9 cDNA 3¢
BEHET TR, SR LE 4, BN
Mytilin-1 ¥ cDNA ZFH2K K 487 bp(Z T E
1232 Genebank ¥(4E FE, 455 & FI973154) , H0 1%
5'vmAE B, T B EEAE A 3" S B X o H
TR EEAE 221K O 306 bp, 45— 4% B K 102
NEEREREN LI, BREFESKFF (22 M8
HR) , BEAKFS (34 NRARER) LR BRI G
X (46 MERER) . HESRKIRE T KM
AER(EFERREAR, REAR, NARUKLFE
MR ), MES MK Cm &AW REFER(K
KXEARABER) ;G R TIM G T 22 5
KN R 23 SHH AR ; BRAKE XBE
HREFRER (9 N RLEARURSEAR) s B
55 (-AATAAA-) U TE R A BB EiF 14 bp
Ako
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0.101 100.00 - ;
é‘f 0.14 | . T g 8-%2 1100.00
= . I H )
£ 012y /18000 5§ gt 80.00 E
g 0.10 / S T ol ; =
S 008} /16000 g Z i {60.00 3
A2 oot / NG 8‘8% 0 A
S ool 140.00 £ 2 V-Yor ' 440.00
0.04 W @ 004 L
§ 0.021 120.00 ¢z x 0.021 120.00
0.00 f = 0.00| &1
~0.02 f—— . . T 10.00 N -0.02 10.00 &
0.00 10.00 20.00 30.00 40.00 50.00 60.00 0.00 T0:00 20.00 30.00 40.00 50.00 80.00 N
IHA)/min  time FffE)/min time
3885.17 E 3993.26 ] 3991.39
i o 1 =
o |y | SCASVCTAIC.. P SCASYCIAKC... w3 Jd SCASVCIAHC. ..
B ms M =1
s o -
5
Mz Mz Mz
B2 EXRRMESFHSERE GF2 #1 GFS $tiiiER C18 K4 HPLC 4 5, Rt R S EBFTIE

AT B A PR PR BRI 5 568 0 ML, M2 A1 M3;B. X M1, M2 fil M3 B Sl DL & N 3R s & 2R F7] (ML 38

=21

Fig.2 The C18 reversed-phase HPLC separation of GF2 and GF5 from gel-filtration of Myfilus coruscus serum
A. The elusions with antibacterial function were named M1, M2 and M3, respectively; B. the mass and the sequences of M1, M2 and M3

were determined by Mass spectrum and Edman sequential analysis, respectively

Mytilws coruscas Nytilio-1

Mytilus gallopravincialis Mytilin D
Myiilus edulis Mytilin A

Mytilws falloprovipcialis Mytilin B
Mytilus pdulis Mytilin R

E3

10 20 30 identity

SCASECRSFCRARBCEGYARVSFGRECICHCT RC
GCASECEAKCAGRRCE GHASASFRRECY CHETF RC
GCASBCERKCAGRRCHGHASASFRGREYCRCE RC
SCASECEGECRARBCGY YVSVLYRGREYERCLRC
SEASECRGECRARBCGY YV SVLYRGECYCHELEC

2E3H

ER=0s RETE A Mytilin-1 &7 £k BLAST 8 RFHIFF 5 b X E

REBIRRATHENTERRE
Fig.3 The sequential comparison of Mytilin-1 from Mytilus coruscus with Mytilins from other Mytilus

Identical residues are represented by gray

Mytilin ZEIE UM B RAE R R EEZXRE
B, RPiEE SR, B E 2 RHTE, &
2EKHEEE, EEURKRES AR WHIE
FUAST, Bk, Mitta 220 iy BEST %, 69% Y
T DL 12 B o & A Mytilin 43+, 2 37% TR
M 4HHE R & Mytilin 7 5k & I 2 H A 28 50 i
P RS>, LA BRI Miytilin 20 DL i 335
BEEMPLEKF K. Mytlin Z K02 B 7
TP , R R B2 M —EHLE K,

TEARE PG 0 A 3k 23 B 3 5 Fp Mytilin (4331 K
Mytilin A,B,C,D 1 G1) ™ | H e Mytilin-B 3£
F#7E mRNA 2 F 25834, k38 Mytilin
FEREN S FE2HE, X8 Mytilin 0 FHF
—BeIL R W SR A, B0, B SRR AR, &
8 AR PRI B 4 W e, ok E R o
Ttk h C-x(3)-C-x(3)-C-x(4)-C-x(11)-C-x-
C-x-Cx(2)-C, H_mis&ERE =& CI-CV, CI-
CVI, COI-CVI, CIV-cvII ™|

T DUH0 B8 BAE I DL i 3 H E AR A, Hor R
BB R B Mytilin 78 1§ 01 i 3 o 8 v B W 4R
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1
cceac gegtc cgeaa agtic ctitggatee aat - ATG AAG GTA GCA ATT ATT CTGGCT

10 MK 2\/0 Al 1L A
ATT GCT CTT GCA GTA CTT CTT ATA GTT CAT GAA TCA GAT GCAJAGT TGT GCT
Il A LAV L LI VHETSTDA'S C A

30 —a0
TCC AGA TGT AAAAGT CGT TGT AGA GCC AGA CGC TGT AAA GGT TAT GCG
S RC KS R CRA RRCIKGYA

50
GCAGTC AGT TTT GGA AGA CGA TGT ATC TGC AAA TGT TTC CGT TG¢300
AV §F GRRCI CKC CFRC A

AGT GAG gRT ACC ATG AAATTC CCT GAA AAT GAA GGA ‘[7(?A ACTCAG ATG
SEHTMKB%PENEGSTQM

TTTCCA CAG ATA AAT GAC AAT GAG GAC ACT GAA CTC CCG CAG GAT ATT

gI=0PQINDNEDTI1E(mLP(JDI

CCG AAA GGA CAC ACC GAT CAA GGT GAA ACT GGC ATG TAA aagga aggte
PK G HTODQ@GET G M=*

caatg aagty atgat gacce gttt gattt aacat tatat agtat tact titt tgtt taaat gitit teaat

ttgat tielg tatt gtagt tetga tacaa taaat actaa that aaataaanaaasanaaaaaaa

4 ExRHTEK Mytilin-1 §)

cDNA EFE £ F 75 ( Genebank : FJ973154)
REFRRRITHMAERE, MY NEERFIETHRRTFF
TI7 5 TRIZAR B FT, 8 AR RBIE G 2
SRERLULEBT

Fig.4 The complete cDNA sequence of

Mytilin-1 from Mytilus coruscus
( Genebank : FJ973154)

The deduced amino acid sequence of the open reading frame is
shown below the nucleotide sequence; The Arrows indicate the

limits of the mature peptide; the asterisk indicates the stop codon

2 pmol/LZEA™ . KR GEBITRFE M I i 7
i Mytilin, TR B 3 @3> B vk, Bl 2> BIZ A
WA HPLC Ml—R 5 F I B AT oL

Jik Mytilin 59 &R, H& MEFENE I M +
By B E 3 ff Mytilin FLR K. X 3 FhHLHE
Jik N s P3O R, B T I/ — 5k, Kb B
5elif I Mytilin-1 43 F &4 3 885.17 u, i 34 N4,
EMRTAH N, 1 8 M EIRMR, AL 4 X5
2, FEBE BRI 7 A AR AL 5 HA G I 59 Mytilin
—3, 5l I Mytilin-1 i) cDNA ZH 2K N
487 bp, HITHBIEEHESK Y 306 bp, 45— &
Koy 102 ~EERKAERI LK, H cDNA 7315
oAt I Mytilin 43 BA TR R 751 A8 L, 51
0, 5k B b g ig DL g Mytilin-B 73159 cDNA JF
Flaik 524 bp, HIT MR EMB — K ER N
103 M EREMIRAERI RS K, 11 22 M EER
FREEE S IR IR A K 47 A~ R HEBR B FE LI

EGKE X, 78 Mytilin i cDNA 315 &
LAY R BVIK G X I8 B S R R R (g
51 Mytilin-B #1811 A, 1 JE 7 i I Mytilin-1
FE 94 , HIBE BRI AEZE,

Wi #E NCBI #4fg P #4774k BLAST 4
B, AT KB TG I LB Bk Mytilin-1 F) & 288
3 5 3k B #eb ¥ g DL A G LAY B Ik
Mytilin 2% B 53 ELA 88 15 1 e 31 AR 4 , EAR A
P 64% B 72% 8], 45 B R B E R BE
P8 DA KBt AR 7305 (10 R5, R13, R14,
R26, R33 1 K30) fF A R E R FH (E 3),
Romestand 4¢ A 38 &3 % b ¥ i I1 ) Mytilin B
2 IR S5 BEFEIA o, Mytilin f) 4 3¢ —HisEA B
FHRIFH=F MR E R, T Mytilin F 5 &K
B SRR Mytilin MHLETEERA EEHEA,
K2 7 5 B 2R 26 S8 R BR (R26) f2 Miytilin
PORTE M LR 2 BRI Mytilin-l 5
oAt A9 Mytilin 7778 ) 7 51 F8 L4 4 AE B
EHE7IE I Mytilin-1 5] 52 A1 H#b o ¥ g 1 DL &
%05 T B9 Mytilin 3% B B —#L58 5 F, - BA H L
W5 RE, TR H Mytilin & 1%
fi5, Bk, RAEH BB K Mytilin B G HEFTHRAR
PB4 (B2, XHEFME I Mytilin B3 32351
B EZREA , B eE DL p 3 # Mytilin X 5522
R B 14 B A0 B 4 T 388 40 P AR, 3 5 SC kAR
TE Y HoA Y Mytilin ) 3550 BETE ML

LIRSS R, EHIE RS THE S0
HEER XERSNEKEFAT LSTER
T T 2 B ) 240 L ey T 5 S BR MR R
PR oA K B G f e T, SRR A ) 2 B A
X—4SAEA BT IE AT OB K 5 B 7 A e
G54, TS R A% A 0 240 B RES Y 1405 T B 7
FRRESIETIER™ . R BT R B BL B L
il B BT M B = A 2 B9 LB TE SR, 1B B A BIR BRHIE
R, I8 Mytilin 43T B R ME R R
EHILFENESERESHERERAEEX
BT, R FERG BT B AR Miytilin-1 F9 51 3R
B UMEKREE 11 MREEER, HEHE X
(pD) % 10.26, H i, JE5E 05 D1 Mytilin-1 45 7] fEH
B S5HAHE TR AL, B,
EF3HEFNG I Mytilin-1 308 3% 247 DL RS
LR B BF AT
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Purification and identification of Mytilins from Mytilus coruscus

WANG Ri-xin"’*, LIU Mei’, LIAO Zhi*, LU Tao®, WU Mei’, HE Guang-yuan'*

(1. China-UK HUST-RRes Genetic Engineering and Genomics Joint Laboratory , National Base of International Science and
Technology Cooperation., Key Laboratory of Molecular Biophysics, Ministry of Education, Institute of Genetic Engineering,
College of Life Science and Technology, Huazhong University of Science and Technology, Wuhan 430074, China;

2. Laboratory of Marine Biological Source and Molecular Engineering, Marine Science College ,

Zhejiang Ocean University, Zhoushan 316004, China)

Abstract; The researches on antibacterial peptides from Mytilus coruscus, an important Mytilus in
aquaculture, have significant value helping people to understand the mechanism of innate immune system of
this mussel. Here, three peptides with antibacterial activity were purified from Myilus coruscus serum by
multi-dimensional high performance liquid chromatography ( HPLC ). The three peptides exhibited
complementary antimicrobial properties against both gram-positive and gram-negative bacteria. The mass
and the N-terminal sequences of these peptides were analyzed by a combination of Edman degradation and
Mass Spectrometry. Based on the results of sequential BLAST, these antibacterial peptides from Mysilus
coruscus serum belong to Mytilin family and are named Mytilin-1, Mytilin-2 and Mytilin-3, respectively;
The molecular mass of these antibacterial peptides are 3885. 17 u,3993.26 u and 3991. 39 u, respectively.
Among them, Mytilin-1 was characterized as a 34-residues peptide including eight cyctines formed four
disulfides. The cDNA sequence coding for the Mytilin-1 precursor was obtained by screening PCR from the
cDNA library of Mytilus coruscus blood cell. The precursor of Mytilin-1 contains a putative signal peptide of
22 residues, a processing peptide sequence of 34 amino acids, and a C-terminal extension of 46 residues rich
in acidic residues. This study lays the foundation for further research about the molecular diversity and the
mechanism of these antibacterial peptides from Myiilus coruscus serum.

Key words; Myiilus coruscus; antibacterial peptide; Mytilin; cDNA

Corresponding author; HE Guang-yuan. E-mail ; hegy @ hust. edu. cn



