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L. — PPk 254 R HSVL i 55 gB Bl A I Mg b X R IR 7 B, 5 R B gmbsd 5 s b i
FAT ) HSVL S 55 1) gB BRAR EI AR DX 7 B, RIS 1 ANEER 25 696 DML, 4L 696 N2
SR, ARG BE) 57 i e N T BamHI BEDIAL s R AR IPBRES GC, 76 37 i 3g i T #6115
055 TGA 1 EcoRT VI i B I AMRY A GC, A2 & MR R 41 4K 2107bp, J75)
wre -

GCGGATCC CCT ACC TCT CCT GGT ACT CCT GGT GTG GCT GCC GCT ACC CAG GCC GCT

AAC GGT GGT CCT GCC ACT CCT GCT CCT CCT CCT CTG GGT GCC GCT CCT ACT GGT

GAC CCT AAG CCT AAG AAG AAC AAG AAG CCT AAG AAC CCT ACT CCT CCT AGG CCT

GCT GGT GAC AAC GCC ACC GTG GCC GCT GGC CAC GCC ACT CTG AGA GAG CAC CTG

AGA GAC ATC AAG GCT GAG AAC ACC GAC GCT AAC TTC TAC GTG TGT CCT CCT CCT

ACT GGT GCC ACC GTG GTG CAG TTC GAG CAG CCT CGC AGG TGC CCT ACC AGG CCT

GAA GGT CAG AAC TAC ACC GAA GGC ATC GCC GTG GTG TTC AAG GAG AAC ATC GCT

CCT TAC AAG TTC AAG GCC ACC ATG TAC TAC AAG GAC GTG ACC GTG AGC CAG GTG

TGG TTC GGC CAC CGC TAC TCC CAG TTC ATG GGC ATC TTC GAG GAC CGC GCT CCT

GTG CCT TTC GAG GAG GTG ATC GAC AAG ATC AAC GCC AAG GGT GTG TGT AGG TCC

ACC GCT AAG TAC GTG CGC AAC AAC CTG GAG ACC ACT GCT TTC CAC AGA GAC GAT

CAC GAG ACC GAC ATG GAG CTG AAG CCT GCC AAC GCC GCT ACT CGC ACC AGC AGA

GGC TGG CAC ACC ACT GAC CTG AAG TAC AAC CCT AGC AGA GTG GAG GCC TTC CAC

AGG TAC GGC ACC ACC GTG AAC TGC ATC GTG GAG GAG GTG GAC GCT CGC AGC GTG

TAC CCT TAC GAC GAG TTC GTG CTG GCC ACT GGT GAC TTC GTG TAC ATG TCT CCT

TTC TAC GGC TAC AGA GAA GGT AGC CAC ACC GAG CAC ACT ACC TAC GCT GCT GAC

AGG TTC AAG CAG GTG GAC GGC TTC TAC GCT CGC GAC CTG ACC ACC AAG GCT AGA

GCC ACT GCT CCT ACC ACT AGG AAC CTG CTG ACC ACT CCT AAG TTC ACC GTG GCT

TGG GAC TGG GTG CCT AAG CGC CCT AGC GTG TGC ACC ATG ACC AAG TGG CAG GAG

GTG GAC GAG ATG CTG CGC TCC GAG TAC GGC GGT TCC TTC AGG TTC TCC TCT GAC

GCT ATC TCC ACT ACC TTC ACT ACC AAC CTG ACC GAG TAC CCT CTG TCC AGA GTG

GAC CTG GGT GAC TGC ATC GGT AAG GAC GCT CGC GAC GCC ATG GAC CGC ATC TTC

GCT CGC AGG TAC AAC GCT ACT CAC ATC AAG GTG GGC CAG CCT CAG TAC TAC CAG

GCC AAC GGT GGT TTC CTG ATC GCC TAC CAG CCT CTG CTG AGC AAC ACT CTG GCT

GAG CTG TAC GTG AGA GAG CAC CTG AGA GAG CAG AGC CGC AAG CCT CCT AAC CCT

ACG CCT CCT CCT CCC GGT GCT AGC GCC AAC GCT TCC GTG GAG CGC ATC AAG ACT

ACC TCT AGC ATC GAG TTC GCC AGG CTG CAG TTC ACC TAC AAC CAC ATC CAG CGC

CAC GTG AAC GAC ATG CTG GGT CGC GTG GCT ATC GCT TGG TGC GAG CTG CAG AAC

CAC GAG CTG ACT CTG TGG AAC GAG GCT CGC AAG CTG AAC CCT AAC GCT ATC GCC

AGC GTG ACC GTG GGC AGG AGA GTG AGC GCT AGA ATG CTG GGC GAC GTG ATG GCC

GTG TCC ACC TGC GTG CCT GTG GCT GCT GAC AAC GTG ATC GTG CAG AAC AGC ATG

CGC ATC AGC TCC AGA CCT GGT GCC TGC TAC AGC AGA CCT CTG GTG AGC TTC AGG

TAC GAG GAC CAA GGT CCT CTG GTG GAA GGT CAG CTG GGT GAG AAC AAC GAG CTG

AGG CTG ACT CGC GAC GCT ATC GAG CCT TGC ACC GTC GGT CAC AGA CGC TAC TTC
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ACC TTC GGT GGC GGT TAC GTG TAC TTC GAG GAG TAC GCT TAC TCT CAC CAG CTG
AGC CGC GCT GAC ATC ACT ACC GTG AGC ACC TTC ATC GAC CTG AAC ATC ACC ATG
CTG GAG GAC CAC GAG TTC GTG CCT CTG GAG GTG TAC ACC CGC CAC GAG ATC AAG
GAC AGC GGC CTG CTG GAC TAC ACC GAG GTG CAG CGC CGC AAC CAG CTG CAC GAC
CTG CGC TTC GCT GAC ATC GAC ACC GTG ATC CAC GCC GAC GCC TGA GAATTCGC
2. BURESR 1 TR (25 PR F B gmbi i HSV L 5 55110 B B 2R 1 B X B i 4lifh 26 18 7
0 JURFIELE TR A R R TR H AR IS Z R T 70405 1 HSVL i 55 1 gB B & A B A X
B A RIS E A f B BAAETE
FIE HSVL FRERIN oB Ml 2R MR AM X JE IR BE S 21 ki (R R 22
F Bam HI F1 EcoR 1 XUEEY) TR pGEX4T-2 FA4k 254 BiIr) HSVL Sl EE 1% gB B & (A1 fudb
DX B B, HIK MW S5, P TADNA SE L, {f HSVL i 53 14 oB Bl £ 1 M o0 X BRI v B
N B AR pGEXAT-2 N 1) BamH T A EcoR T4 i 8], &R b AC 4h 205 1 F1 R HE 48—
B, RIE—AMEAEA, 2K 934 MEER, Zi G & A NG T 30k L 238 N FER,
C It 7 HSVL i F5 1 ¢B B2 I N ISR 1 D2 2R IR 248 696 M2 B IR, A K& BE R /741

INE
Met Pro
Leu Leu
Gly Ala
Leu Asp
Ser Asn
Glu Glu
Asn Gln
Tyr Leu
Arg Pro
Val Leu
Leu Lys
Lys Ser
Asn Lys
Asn Gly
Asp Pro
Ala Gly
Arg Asp
Thr Gly
Glu Gly
Pro Tyr
Trp Phe
Val Pro
Thr Ala
His Glu

Met
Leu
Pro
Phe
Ala
Glu
Leu
Glu
Trp
Asp
Asp
Ser
Pro
Gly
Lys
Asp
Ile
Ala
Gln
Lys
Gly
Phe
Lys
Thr

Ile
Glu
Asp
Pro
Ile
Lys
Ala
Glu
Phe
Leu
Phe
Arg
Ser
Pro
Pro
Asn
Lys
Thr
Asn
Phe
His
Glu
Tyr
Asp

Leu
Tyr
Tyr
Asn
Leu
Ile
Arg
Leu
Val
His
Ile
Phe
Ser
Ala
Lys
Ala
Ala
Val
Tyr
Lys
Arg
Glu
Val
Met

Gly
Thr
Asp
Leu
Cys
Arg
Val
Pro
Gly
Arg
Ser
Leu
Pro
Thr
Lys
Thr
Glu
Val
Thr
Ala
Tyr
Val
Arg
Glu

Tyr
Asp
Arg
Pro
Tyr
Val
Cys
Thr
Asp
Ile
Arg
Pro
Gly
Pro
Asn
Val
Asn
Gln
Glu
Thr
Ser
Ile
Asn

Leu

Trp
Ser
Ser
Tyr
Ile
Asp
Tyr
Met
Lys
Phe
Phe
Lys
Thr
Ala
Lys
Ala
Thr
Phe
Gly
Met
Gln
Asp
Asn

Lys

Asp
Ser
Gln
Leu
Ala
Ile
Ser
Met
Ile
Glu
Glu
Pro
Pro
Pro
Lys
Ala
Asp
Glu
Ile
Tyr
Phe
Lys
Leu

Pro

Ile
Tyr
Trp
Ile
Arg
Leu
Pro
Gln
Thr
Pro
Gly
Leu
Gly
Pro
Pro
Gly
Ala
Gln
Ala
Tyr
Met
Ile
Glu
Ala

Arg
Glu
Leu
Asp
Lys
Glu
Asp
His
Phe
Asn
Leu
Tyr
Val
Ala
Lys
His
Asn
Pro
Val

Gly
Glu
Asn
Gly
His
Asn
Phe
Phe
Val
Cys
Glu
Thr
Ala
Leu
Asn
Ala
Phe
Arg
Val
Asp
Ile
Ala
Thr
Ala

Leu
Lys
Glu
Ala
Asn
Gln
Glu
Ser
Asp
Leu
Lys
Arg
Ala
Gly
Pro
Thr
Tyr
Arg
Phe
Val
Phe
Lys
Ala
Ala

Ala
Lys
Lys
His
Leu
Ala
Lys
Gln
Phe
Asp
Ile
Met
Ala
Ala
Thr
Leu
Val
Cys
Lys
Thr
Glu
Gly
Phe
Thr

His
Tyr
Phe
Lys
Cys
Met
Leu
Phe
Leu
Ala
Ser
Ala
Thr
Ala
Pro
Arg
Cys
Pro
Glu
Val
Asp
Val
His
Arg

Ala
Thr
Lys
Ile
Gly
Asp
Lys
Leu
Ala
Phe
Ala
Val
Gln
Pro
Pro
Glu
Pro
Thr
Asn
Ser
Arg
Cys
Arg
Thr

Ile Arg
Met Gly
Leu Gly
Thr Gln
Glu Thr
Val Ser
Pro Glu
Gly Lys
Tyr Asp
Pro Asn
Tyr Met
Trp Gly
Ala Ala
Thr Gly
Arg Pro
His Leu
Pro Pro
Arg Pro
Ile Ala
Gln Val
Ala Pro
Arg Ser
Asp Asp
Ser Arg
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Gly Trp His Thr Thr Asp Leu Lys Tyr Asn Pro Ser Arg Val Glu Ala Phe His
Arg Tyr Gly Thr Thr Val Asn Cys Ile Val Glu Glu Val Asp Ala Arg Ser Val
Tyr Pro Tyr Asp Glu Phe Val Leu Ala Thr Gly Asp Phe Val Tyr Met Ser Pro
Phe Tyr Gly Tyr Arg Glu Gly Ser His Thr Glu His Thr Ser Tyr Ala Ala Asp
Arg Phe Lys Gln Val Asp Gly Phe Tyr Ala Arg Asp Leu Thr Thr Lys Ala Arg
Ala Thr Ala Pro Thr Thr Arg Asn Leu Leu Thr Thr Pro Lys Phe Thr Val Ala
Trp Asp Trp Val Pro Lys Arg Pro Ser Val Cys Thr Met Thr Lys Trp Gln Glu
Val Asp Glu Met Leu Arg Ser Glu Tyr Gly Gly Ser Phe Arg Phe Ser Ser Asp
Ala Ile Ser Thr Thr Phe Thr Thr Asn Leu Thr Glu Tyr Pro Leu Ser Arg Val
Asp Leu Gly Asp Cys Ile Gly Lys Asp Ala Arg Asp Ala Met Asp Arg Ile Phe
Ala Arg Arg Tyr Asn Ala Thr His Ile Lys Val Gly Gln Pro Gln Tyr Tyr Leu
Ala Asn Gly Gly Phe Leu Ile Ala Tyr Gln Pro Leu Leu Ser Asn Thr Leu Ala
Glu Leu Tyr Val Arg Glu His Leu Arg Glu Gln Ser Pro Lys Pro Pro Asn Pro
Thr Pro Pro Pro Pro Gly Ala Ser Ala Asn Ala Ser Val Glu Arg Ile Lys Thr
Thr Ser Ser Ile Glu Phe Ala Arg Leu Gln Phe Thr Tyr Asn His Ile Gln Asn
His Val Asn Asp Met Leu Gly Arg Val Ala Ile Ala Trp Cys Glu Leu Gln Asn
His Glu Leu Thr Leu Trp Asn Glu Ala Arg Lys Leu Asn Pro Asn Ala Ile Ala
Ser Ala Thr Val Gly Arg Arg Val Ser Ala Arg Met Leu Gly Asp Val Met Ala
Val Ser Thr Cys Val Pro Val Ala Ala Asp Asn Val Ile Val Gln Asn Ser Met
Arg Ile Ser Ser Arg Pro Gly Ala Cys Tyr Ser Arg Pro Leu Val Ser Phe Arg
Tyr Glu Asp Gln Gly Pro Leu Val Glu Gly Gln Leu Gly Glu Asn Asn Glu Leu
Arg Leu Thr Arg Asp Ala Ile Glu Pro Cys Thr Val Gly His Arg Arg Tyr Phe
Thr Phe Gly Gly Gly Tyr Val Tyr Phe Glu Glu Ser Ala Tyr Ser His Gln Leu
Ser Arg Ala Asp lle Thr Thr Val Ser Thr Phe Ile Asp Leu Asn Ile Thr Met
Leu Glu Asp His Glu Phe Val Pro Leu Glu Val Tyr Thr Arg His Glu Ile Lys
Asp Ser Gly Leu Leu Asp Tyr Thr Glu Val Gln Arg Arg Asn Gln Leu His Asp
Leu Arg Phe Ala Asp Ile Asp Thr Val Ile His Ala Asp Ala
RISFG A TR KGR E -
W L TR A A R T B TG L, YA 2 100 1 g/ml 20N 5 55 2 1K LB PR, B 37°Cid &,
O BE AL AL TR V& A5 JORE pGEXAT—2 BRI HE B, S EUBURE, AR JBURL A B4R, PCR
P14 HSV L BRI @B BE A I MU A X LRy B, 2 HSVL 3 55 (1) gB W £ 1 e 4/ X R AL F B F B
M A TORE, NI G 210Tbp FZE R B & A AL TOR Y BV AL 7, BBl 2
FORTEREE 100 1w g/mL (I LB BFIRIEEWN, 3T CHR 1S 9% 3h, N TPTG &K E 0. 5~ 1. Ommol/
L, R85 B IR15-F 4 ~ 6h, B OB REEAT SDS-PAGE A3il, A 1R IAARXS 7> 184y
oA 96KD ] HSV 7555 ¢B M85, RISEL N 30%, M BT TG1 b ER 147 5
1L HSVL i eB B EE A4k -
W15 3 AR IR G H AR TR T S0 O, R R T AR A, R A 50mmol /L
Tris-HCI pHS.0.10mmol/L. EDTA.10mmol/L DTT,#/= B 10min, B LiE, FiHHH
MELFE# ) Glutathione Sepharose 4B &¢I 3ml, iR 454 60min, FFE, WE T IEWR ;
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SRR RR ) 1 X PBS YA+, BE M 16ml Sk B2 1) GSH PR, YE A 50mmol /
LTris—HCL pHS8. 0+10mmol/LGST, 43 =R ¥EME B W& H, RISA 440 ¢) HSVL i 5 B MR H e
AR B

3. BURZE SR 1 P (K35 R B i 18 HSVL 5 T3 11 oB BE 8% 1 A X B [ 4lidb 6 3 7
2 HRFEAE TR 4w AT A R .

4. BURESK 2 88 3 Prik 77 245 1 HSVL il 55 oB Bl 2 [ S X B AE il & HSVL i 55
VB P22 P T R H
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L34 AL A HSV1 5535 eB R TR E1 S R 2 A K R R B
52 P

A Sl

[0001] A& BHES K2 —FiAb 22 A i s 4l 2055 | A (Herpes simplex virus 1,
HSV1) $H8 [1 B (glycoproteinB, gB #i 2 1) Muak X ¥4 B 2k K B, R A ZE R TREH A,
B HSVL 5% B BEEE . T vH SN M, 55 08 S PR R AL HSVL 51 ¢B
WA X B, B EAL AN S A )3 52 B B -, A 28 A A B R R 41, R A 2
R TRER R ik, RIEME A ] TR0 & ISV 6 TP st R (KRS I 45, A B985 K ik
PRl TR R AR 928 P RS Wik ) Ak

BEEA

[0002] 4G22 EE (Herpes simplex virus, HSV) &5 A A R H WA R 1K, 25 5
SEUT R MR AR RIEGY, R ANASEF T, 734 HSV-1 J HSV-2 WY, | R Epaliig 2 a5
T2 | 1 [ R IR s TR e R T M 6 5 5 2 R R S AR B A i, JF A e
T HI R A YIM S . FT4E HSVL [RGB 2, 20 5% 1 10% ~ 40% . HRT29G7T
HSV IR YL H B NI 24, BT A A2 12 DD ST AT (98 2801, ' BEAE A LA AE DT HSV J&K
GG T, R HE AR G P2 RN L G 328 T BE SR B HSV Y. 24 VBN T 2B HSV 21,
WA HSV Bl SR BT EE 11T #AIR RIS, B Chiron 2 FWFHIK S 41 gD2/gB2 ¥R A 5
MF59 e FC AT T RS2 1 LA M Glaxo SmithKline (GSK) A=) AR INEL eD2 itk 5 71—k
] (3~de~0— BEAL B WERR IS A FNIHAN ) FC AT JSe i R8T, IX P b T 380 —— 2 AR E
EIEARRCRA R B B arxS HSV 2 W RAITT, 3= BAE 48 DNA RZIR % P IR R IFFL 7 T o
[0003]  HSV A JE 8 85 [ 7698 55 IR B AR FHIONL AR 7= A2 f 05 I 257 % % T RF o) o LA
HEEHAT . HATE R 1 HSV AR S A 12 Bl Hob oB MR A E R i 5 2
BZ, RIEEHHERET S ERTIEA, SRR ZE SR/, BS0ra 12 250
BB FIVEME, IR gB & A A Bom i g% b, vl AL A AT R 41 i 5 1%
S, ER] i HSV 1gB 2 1A A4 2 HSV 28 1 BRAR ) H 925

[0004]  HSV1gB ¥E HAEERI A 2712bp, Fwht 29 AN ZEBRSTH1E 51K 696 251771
(A1 DX 69 ZU LR T A1) 5 DX L 109 2 EEFRT A PN DX o B M5 5 KT 51 AN 52
LA DR AZ 40l b 1) o ih ik o BRI, A S Bt b 2 1 00 Sz S v, T L R o Th
REPEGR AL 7 41, op A AE S B P T IR A R 35 oA B PR sl e s U B s 00, X R R
AT B R A I, Mo A S ) oB R R A T, 5 5K oB LR R I e
%o HSV—1 95 25 Xty A AR R O ARPE A o B RS A HSVL 995 25 5T AR EBC G 13 6 I 3 )
&, AT PR 2R ERDUR, BoA B Ba i s & S5 e w s a a8 SR N 55
HATHEZ HSVL R ERRE o KGO LS T B Kk e, (HR AR 7= AR |y fE R K

XAARE
[0005] A AT H IR AT XS EIRANE Z ALFR A —BAL2E G B HSVL a5 B Bl e A LS X
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Fy 4 TS DR A B, PR R TR B AR, o4 20 HSV L #23 B BRI MRANK J B, Jict i)
SERLIT M, 07 28 HH 5 9 BT R SR A7 ) HSVL i35 @B R A IS X B, 28 1 D2 BRI - 5 696
N FERR, HL 696 D2l FEIR , 1B PEE AL IR AZ AL o 52 3051, A5 A B R 2R R
A, M HFEER TR AR R ZEE R . RS RIS AR T8« HSVL i 35 51 A st S AR )
Fo T e 45T ISV 55 B i £ 2%,

[0006] A2 ) HSVIL Ji 75 gB Bl t A MUAM X ZE IRy B e HLER 08 L W & R BB R 7 %8
SEHLH] -

[0007] 1. HSVL Jpi5 gB #E 1 A MUAT X B IR e Ar i i 1k B FEFE PR B4 27 B

[0008] | A] ANTHEWIN £ {1, i v AL/ B HSVL i35 oB Bt H R EEIR 741, i ik
e gB FEERE ) N (28 1 2RI - 58 696 25K ) S A BURMPUR YUE . EFEEZM
JEARZ A B 52 R3S 1, G AR SR R 41, F BAE 57 S84 N T BamHT B D) 47 i
CFEZR7 ) FPA R IEE (GC) , 16 37 Imd N T £ E%565 17 (TGA) M EcoRT BRI i
CFEZ7 ) PRI IEE (GC) , A 1ZZE A v B g T 5a i 22 JFURE pGEXAT-2 A ) BamHI
M EcoRT BP0 o

[0009]  Wifi ik fY HSV1 a5 gB #E R A BT R RAL A EEIR P41 (5 1 4> aa— 58 696 > aa) -
[0010] Pro Ser Ser Pro Gly Thr Pro Gly Val Ala Ala Ala Thr Gln Ala Ala Asn Gly
[0011]  Gly Pro Ala Thr Pro Ala Pro Pro Ala Leu Gly Ala Ala Pro Thr Gly Asp Pro
[0012] Lys Pro Lys Lys Asn Lys Lys Pro Lys Asn Pro Thr Pro Pro Arg Pro Ala Gly
[0013] Asp Asn Ala Thr Val Ala Ala Gly His Ala Thr Leu Arg Glu His Leu Arg Asp
[0014] Tle Lys Ala Glu Asn Thr Asp Ala Asn Phe Tyr Val Cys Pro Pro Pro Thr Gly
[0015] Ala Thr Val Val Gln Phe Glu Gln Pro Arg Arg Cys Pro Thr Arg Pro Glu Gly
[0016] Gln Asn Tyr Thr Glu Gly Ile Ala Val Val Phe Lys Glu Asn Ile Ala Pro Tyr
[0017] Lys Phe Lys Ala Thr Met Tyr Tyr Lys Asp Val Thr Val Ser Gln Val Trp Phe
[0018] Gly His Arg Tyr Ser Gln Phe Met Gly Ile Phe Glu Asp Arg Ala Pro Val Pro
[0019] Phe Glu Glu Val Ile Asp Lys Ile Asn Ala Lys Gly Val Cys Arg Ser Thr Ala
[0020] Lys Tyr Val Arg Asn Asn Leu Glu Thr Thr Ala Phe His Arg Asp Asp His Glu
[0021] Thr Asp Met Glu Leu Lys Pro Ala Asn Ala Ala Thr Arg Thr Ser Arg Gly Trp
[0022] His Thr Thr Asp Leu Lys Tyr Asn Pro Ser Arg Val Glu Ala Phe His Arg Tyr
[0023] Gly Thr Thr Val Asn Cys Ile Val Glu Glu Val Asp Ala Arg Ser Val Tyr Pro
[0024]  Tyr Asp Glu Phe Val Leu Ala Thr Gly Asp Phe Val Tyr Met Ser Pro Phe Tyr
[0025] Gly Tyr Arg Glu Gly Ser His Thr Glu His Thr Ser Tyr Ala Ala Asp Arg Phe
[0026] Lys Gln Val Asp Gly Phe Tyr Ala Arg Asp Leu Thr Thr Lys Ala Arg Ala Thr
[0027] Ala Pro Thr Thr Arg Asn Leu Leu Thr Thr Pro Lys Phe Thr Val Ala Trp Asp
[0028] Trp Val Pro Lys Arg Pro Ser Val Cys Thr Met Thr Lys Trp Gln Glu Val Asp
[0029] Glu Met Leu Arg Ser Glu Tyr Gly Gly Ser Phe Arg Phe Ser Ser Asp Ala Ile
[0030] Ser Thr Thr Phe Thr Thr Asn Leu Thr Glu Tyr Pro Leu Ser Arg Val Asp Leu
[0031] Gly Asp Cys Ile Gly Lys Asp Ala Arg Asp Ala Met Asp Arg Ile Phe Ala Arg
[0032] Arg Tyr Asn Ala Thr His Ile Lys Val Gly Gln Pro Gln Tyr Tyr Leu Ala Asn
[0033] Gly Gly Phe Leu Ile Ala Tyr Gln Pro Leu Leu Ser Asn Thr Leu Ala Glu Leu
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[0034]
[0035]
[0036]
[0037]
[0038]
[0039]
[0040]
[0041]
[0042]
[0043]
[0044]
[0045]
[0046]
[0047]
[0048]
[0049]
[0050]
[0051]
[0052]
[0053]
[0054]
[0055]
[0056]
[0057]
[0058]
[0059]
[0060]
[0061]
[0062]
[0063]
[0064]
[0065]
[0066]
[0067]
[0068]
[0069]
[0070]
[0071]
[0072]

Tyr Val Arg Glu His Leu Arg Glu Gln Ser Pro Lys Pro Pro Asn Pro Thr Pro
Pro Pro Pro Gly Ala Ser Ala Asn Ala Ser Val Glu Arg Ile Lys Thr Thr Ser
Ser Ile Glu Phe Ala Arg Leu Gln Phe Thr Tyr Asn His Ile Gln Asn His Val
Asn Asp Met Leu Gly Arg Val Ala Ile Ala Trp Cys Glu Leu Gln Asn His Glu
Leu Thr Leu Trp Asn Glu Ala Arg Lys Leu Asn Pro Asn Ala Ile Ala Ser Ala
Thr Val Gly Arg Arg Val Ser Ala Arg Met Leu Gly Asp Val Met Ala Val Ser
Thr Cys Val Pro Val Ala Ala Asp Asn Val Ile Val Gln Asn Ser Met Arg lle
Ser Ser Arg Pro Gly Ala Cys Tyr Ser Arg Pro Leu Val Ser Phe Arg Tyr Glu
Asp Gln Gly Pro Leu Val Glu Gly Gln Leu Gly Glu Asn Asn Glu Leu Arg Leu
Thr Arg Asp Ala Ile Glu Pro Cys Thr Val Gly His Arg Arg Tyr Phe Thr Phe
Gly Gly GLY Tyr Val Tyr Phe Glu Glu Ser Ala Tyr Ser His Gln Leu Ser Arg
Ala Asp Ile Thr Thr Val Ser Thr Phe Ile Asp Leu Asn lle Thr Met Leu Glu
Asp His Glu Phe Val Pro Leu Glu Val Tyr Thr Arg His Glu Ile Lys Asp Ser
Gly Leu Leu Asp Tyr Thr Glu Val Gln Arg Arg Asn Gln Leu His Asp Leu Arg
Phe Ala Asp Ile Asp Thr Val Ile His Ala Asp Ala

B T HSVL 55 ¢B A 8 A M AM X T s AL A ) DNA 241 (2107bp)
GOGGATCC CCT ACC TCT CCT GGT ACT CCT GGT GTG GCT GCC GCT ACC CAG GCC GCT AAC
GGT GGT CCT GCC ACT CCT GCT CCT CCT CCT CTG GGT GCC GCT CCT ACT GGT GAC CCT
AAG CCT AAG AAG AAC AAG AAG CCT AAG AAC CCT ACT CCT CCT AGG CCT GCT GGT GAC
AAC GCC ACC GTG GCC GCT GGC CAC GCC ACT CTG AGA GAG CAC CTG AGA GAC ATC AAG
GCT GAG AAC ACC GAC GCT AAC TTC TAC GTG TGT CCT CCT CCT ACT GGT GCC ACC GTG
GTG CAG TTC GAG CAG CCT CGC AGG TGC CCT ACC AGG CCT GAA GGT CAG AAC TAC ACC
GAA GGC ATC GCC GTG GTG TTC AAG GAG AAC ATC GCT CCT TAC AAG TTC AAG GCC ACC
ATG TAC TAC AAG GAC GTG ACC GTG AGC CAG GTG TGG TTC GGC CAC CGC TAC TCC CAG
TTC ATG GGC ATC TTC GAG GAC OGC GCT CCT GTG CCT TTC GAG GAG GTG ATC GAC AAG
ATC AAC GCC AAG GGT GTG TGT AGG TCC ACC GCT AAG TAC GTG CGC AAC AAC CTG GAG
ACC ACT GCT TTC CAC AGA GAC GAT CAC GAG ACC GAC ATG GAG CTG AAG CCT GCC AAC
GCC GCT ACT CGC ACC AGC AGA GGC TGG CAC ACC ACT GAC CTG AAG TAC AAC CCT AGC
AGA GTG GAG GCC TTC CAC AGG TAC GGC ACC ACC GTG AAC TGC ATC GTG GAG GAG GTG
GAC GCT CGC AGC GTG TAC CCT TAC GAC GAG TTC GTG CTG GCC ACT GGT GAC TTC GTG
TAC ATG TCT CCT TTC TAC GGC TAC AGA GAA GGT AGC CAC ACC GAG CAC ACT ACC TAC
GCT GCT GAC AGG TTC AAG CAG GTG GAC GGC TTC TAC GCT CGC GAC CTG ACC ACC AAG
GCT AGA GCC ACT GCT CCT ACC ACT AGG AAC CTG CTG ACC ACT CCT AAG TTC ACC GTG
GCT TGG GAC TGG GTG CCT AAG CGC CCT AGC GTG TGC ACC ATG ACC AAG TGG CAG GAG
GTG GAC GAG ATG CTG CGC TCC GAG TAC GGC GGT TCC TTC AGG TTC TCC TCT GAC GCT
ATC TCC ACT ACC TTC ACT ACC AAC CTG ACC GAG TAC CCT CIG TCC AGA GTG GAC CTG
GGT GAC TGC ATC GGT AAG GAC GCT CGC GAC GCC ATG GAC CGC ATC TTC GCT CGC AGG
TAC AAC GCT ACT CAC ATC AAG GTG GGC CAG CCT CAG TAC TAC CAG GCC AAC GGT GGT
TTC CTG ATC GCC TAC CAG CCT CTG CTG AGC AAC ACT CIG GCT GAG CTG TAC GTG AGA
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[0073]  GAG CAC CIG AGA GAG CAG AGC OGC AAG CCT CCT AAC CCT ACG CCT CCT CCT CCC GGT
[0074]  GCT AGC GCC AAC GCT TCC GTG GAG OGC ATC AAG ACT ACC TCT AGC ATC GAG TTC GCC
[0075]  AGG CTG CAG TTC ACC TAC AAC CAC ATC CAG CGC CAC GTG AAC GAC ATG CTG GGT CGC
[0076]  GTG GCT ATC GCT TGG TGC GAG CIG CAG AAC CAC GAG CTG ACT CTG TGG AAC GAG GCT
[0077]  (GC AAG CIG AAC CCT AAC GCT ATC GCC AGC GTG ACC GTG GGC AGG AGA GTG AGC GCT
[0078]  AGA ATG CIG GGC GAC GTG ATG GCC GTG TCC ACC TGC GTG CCT GTG GCT GCT GAC AAC
[0079]  GTG ATC GTG CAG AAC AGC ATG OGC ATC AGC TCC AGA CCT GGT GCC TGC TAC AGC AGA
[0080]  CCT CTG GTG AGC TTC AGG TAC GAG GAC CAA GGT CCT CTG GTG GAA GGT CAG CTG GGT
[0081]  GAG AAC AAC GAG CTG AGG CTG ACT OGC GAC GCT ATC GAG CCT TGC ACC GTC GGT CAC
[0082]  AGA CGC TAC TTC ACC TTC GGT GGC GGT TAC GTG TAC TTC GAG GAG TAC GCT TAC TCT
[0083]  CAC CAG CIG AGC OGC GCT GAC ATC ACT ACC GTG AGC ACC TTC ATC GAC CTG AAC ATC
[0084]  ACC ATG CIG GAG GAC CAC GAG TTC GTG CCT CTG GAG GTG TAC ACC OGC CAC GAG ATC
[0085]  AAG GAC AGC GGC CTG CTG GAC TAC ACC GAG GTG CAG OGC CGC AAC CAG CTG CAC GAC
[0086] CTG CGC TTC GCT GAC ATC GAC ACC GTG ATC CAC GCC GAC GCC TAA GAATTCGC
[0087] 2. FKIX HSVL 555 oB M ax MU dh X B E 4 JBORL ) A 2

[0088]  $RHUFUHL pGEXAT—-2, A Bam H T AT EcoRT XUEEY), HLIK Ji [B 5B DD Fé JBORE K F B
BT LB T /KN [FIFEA BamHI F1 EcoR T XUBGEDIML 254 R HSVL s 53 oB #E 8 F2E R v
B kPG i TR E KN

[0089] My &% AR /KUK FE 1) bk Wy Ri U i DNA v B, 7R [F]— B W T4 DNA R I%
¥, 48 HSV1 5 5 B B 2 (3L R B A\ B2 4K pGEXAT-2 N [ BamH T Fl1 EcoR T 437 /5.2 ],
SE A ERRGES T RIEHE R, RS E A

[o090] 3. EEAHJFRIHL S %€

[0091] A4 EE A ORI AL AL KA B TGL, WA &2l Wi a2 (100 1 g/ml) LBFAf, & 37°Cit
o IR HBHLREC AL V& AT L ASKTIR B OOk pGEXAT-2 #AL B ) , 23 SR EUSURL, DA4RER
(TR A AR , PCR 4738 HSV #9585 B BE &R (I HRAMX IR B, & HSVL 85 B B & (A fudb
DX JE R B I S B2 ks, A 8 HE K2 2107bp SRR F B o 44 20 405 5 BRI B0k 30F
AT DNA J7 5 53 81, 340 53 BT UE 5 40 B0RL &0 A i) HSVL 4 55 oB BR 8 55 8 B, T3 971 5¢
LB -

[0092]  CCT ACC TCT CCT GGT ACT CCT GGT GTG GCT GCC GCT ACC CAG GCC GCT AAC GGT GGT
[0093]  CCT GCC ACT CCT GCT CCT CCT CCT CTG GGT GCC GCT CCT ACT GGT GAC CCT AAG CCT
[0094]  AAG AAG AAC AAG AAG CCT AAG AAC CCT ACT CCT CCT AGG CCT GCT GGT GAC AAC GCC
[0095]  ACC GTG GOC GCT GGC CAC GCOC ACT CTG AGA GAG CAC CTG AGA GAC ATC AAG GCT GAG
[0096]  AAC ACC GAC GCT AAC TTC TAC GTG TGT CCT CCT CCT ACT GGT GCC ACC GTG GTG CAG
[0097]  TTC GAG CAG CCT CGC AGG TGC CCT ACC AGG CCT GAA GGT CAG AAC TAC ACC GAA GGC
[0098]  ATC GCC GTG GIG TTC AAG GAG AAC ATC GCT CCT TAC AAG TTC AAG GCC ACC ATG TAC
[0099]  TAC AAG GAC GTG ACC GTG AGC CAG GTG TGG TTC GGC CAC CGC TAC TCC CAG TTC ATG
[0100]  GGC ATC TTC GAG GAC CGC GCT CCT GTG CCT TTC GAG GAG GTG ATC GAC AAG ATC AAC
[0101]  GCC AAG GGT GIG TGT AGG TCC ACC GCT AAG TAC GIG CGC AAC AAC CIG GAG ACC ACT
[0102]  GCT TTC CAC AGA GAC GAT CAC GAG ACC GAC ATG GAG CTG AAG CCT GCC AAC GCC GCT
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[0103]
[0104]
[0105]
[0106]
[0107]
[0108]
[0109]
[0110]
[0111]
[0112]
[0113]
[0114]
[0115]
[0116]
[0117]
[0118]
[0119]
[0120]
[0121]
[0122]
[0123]
[0124]
[0125]
[0126]
[0127]
[0128]
[0129]

ACT GGC ACC AGC AGA GGC TGG CAC ACC ACT GAC CTG AAG TAC AAC CCT AGC AGA GTG
GAG GCC TTC CAC AGG TAC GGC ACC ACC GTG AAC TGC ATC GTG GAG GAG GTG GAC GCT
CGC AGC GTG TAC CCT TAC GAC GAG TTC GTG CTG GCC ACT GGT GAC TTC GTG TAC ATG
TCT CCT TTC TAC GGC TAC AGA GAA GGT AGC CAC ACC GAG CAC ACT ACC TAC GCT GCT
GAC AGG TTC AAG CAG GTG GAC GGC TTC TAC GCT CGGC GAC CTG ACC ACC AAG GCT AGA
GCC ACT GCT CCT ACC ACT AGG AAC CTG CTG ACC ACT CCT AAG TTC ACC GTG GCT TGG
GAC TGG GTG CCT AAG CGC CCT AGC GTG TGC ACC ATG ACC AAG TGG CAG GAG GTG GAC
GAG ATG CTG CGC TCC GAG TAC GGC GGT TCC TTC AGG TTC TCC TCT GAC GCT ATC TCC
ACT ACC TTC ACT ACC AAC CTG ACC GAG TAC CCT CTG TCC AGA GTG GAC CTG GGT GAC
TGC ATC GGT AAG GAC GCT CGC GAC GCC ATG GAC CGC ATC TTC GCT CGC AGG TAC AAC
GCT ACT CAC ATC AAG GTG GGC CAG CCT CAG TAC TAC CAG GCC AAC GGT GGT TTC CTG
ATC GCC TAC CAG CCT CTG CTG AGC AAC ACT CTG GCT GAG CTG TAC GTG AGA GAG CAC
CTG AGA GAG CAG AGC CGC AAG CCT CCT AAC CCT ACG CCT CCT CCT CCC GGT GCT AGC
GCC AAC GCT TCC GTG GAG CGC ATC AAG ACT ACC TCT AGC ATC GAG TTC GCC AGG CTG
CAG TTC ACC TAC AAC CAC ATC CAG CGC CAC GTG AAC GAC ATG CTG GGT CGC GTG GCT
ATC GCT TGG TGC GAG CTG CAG AAC CAC GAG CTG ACT CTG TGG AAC GAG GCT CGC AAG
CTG AAC CCT AAC GCT ATC GCC AGC GTG ACC GTG GGC AGG AGA GTG AGC GCT AGA ATG
CTG GGC GAC GTG ATG GCC GTG TCC ACC TGC GTG CCT GTG GCT GCT GAC AAC GTG ATC
GTG CAG AAC AGC ATG CGC ATC AGC TCC AGA CCT GGT GCC TGC TAC AGC AGA CCT CTG
GTG AGC TTC AGG TAC GAG GAC CAA GGT CCT CTG GTG GAA GGT CAG CTG GGT GAG AAC
AAC GAG CTG AGG CTG ACT CGC GAC GCT ATC GAG CCT TGC ACC GTC GGT CAC AGA CGC
TAC TTC ACC TTC GGT GGC GGT TAC GTG TAC TTC GAG GAG TAC GCT TAC TCT CAC CAG
CTG AGC CGC GCT GAC ATC ACT ACC GTG AGC ACC TTC ATC GAC CTG AAC ATC ACC ATG
CTG GAG GAC CAC GAG TTC GTG CCT CTG GAG GTG TAC ACC CGC CAC GAG ATC AAG GAC
AGC GGC CTG CTG GAC TAC ACC GAG GTG CAG CGC OGC AAC CAG CTG CAC GAC CTG CGC
TTC GCT GAC ATC GAC ACC GTG ATC CAC GCC GAC GCC TGA

I B FUR RIS HSVL [Kes B B 8 A AR X R B (696 DNREEIR ) » fEIL N

IR E T BUE B 238 ANEIEIR, 2K 934 AN EIER, KA FERPH T -

[0130]
[0131]
[0132]
[0133]
[0134]
[0135]
[0136]
[0137]
[0138]
[0139]
[0140]

Met Pro Met Ile Leu Gly Tyr Trp Asp Ile Arg Gly Leu Ala His Ala Ile Arg
Leu Leu Leu Glu Tyr Thr Asp Ser Ser Tyr Glu Glu Lys Lys Tyr Thr Met Gly
Gly Ala Pro Asp Tyr Asp Arg Ser Gln Trp Leu Asn Glu Lys Phe Lys Leu Gly
Leu Asp Phe Pro Asn Leu Pro Tyr Leu Ile Asp Gly Ala His Lys Ile Thr Gln
Ser Asn Ala Ile Leu Cys Tyr Ile Ala Arg Lys His Asn Leu Cys Gly Glu Thr
Glu Glu Glu Lys Ile Arg Val Asp Ile Leu Glu Asn Gln Ala Met Asp Val Ser
Asn Gln Leu Ala Arg Val Cys Tyr Ser Pro Asp Phe Glu Lys Leu Lys Pro Glu
Tyr Leu Glu Glu Leu Pro Thr Met Met Gln His Phe Ser Gln Phe Leu Gly Lys
Arg Pro Trp Phe Val Gly Asp Lys Ile Thr Phe Val Asp Phe Leu Ala Tyr Asp
Val Leu Asp Leu His Arg Ile Phe Glu Pro Asn Cys Leu Asp Ala Phe Pro Asn
Leu Lys Asp Phe Ile Ser Arg Phe Glu Gly Leu Glu Lys Ile Ser Ala Tyr Met
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[0141] Lys Ser Ser Arg Phe Leu Pro Lys Pro Leu Tyr Thr Arg Met Ala Val Trp Gly
[0142] Asn Lys Pro Ser Ser Pro Gly Thr Pro Gly Val Ala Ala Ala Thr Gln Ala Ala
[0143] Asn Gly Gly Pro Ala Thr Pro Ala Pro Pro Ala Leu Gly Ala Ala Pro Thr Gly
[0144] Asp Pro Lys Pro Lys Lys Asn Lys Lys Pro Lys Asn Pro Thr Pro Pro Arg Pro
[0145] Ala Gly Asp Asn Ala Thr Val Ala Ala Gly His Ala Thr Leu Arg Glu His Leu
[0146] Arg Asp Ile Lys Ala Glu Asn Thr Asp Ala Asn Phe Tyr Val Cys Pro Pro Pro
[0147] Thr Gly Ala Thr Val Val Gln Phe Glu Gln Pro Arg Arg Cys Pro Thr Arg Pro
[0148] Glu Gly Gln Asn Tyr Thr Glu Gly Ile Ala Val Val Phe Lys Glu Asn Ile Ala
[0149] Pro Tyr Lys Phe Lys Ala Thr Met Tyr Tyr Lys Asp Val Thr Val Ser Gln Val
[0150] Trp Phe Gly His Arg Tyr Ser Gln Phe Met Gly Ile Phe Glu Asp Arg Ala Pro
[0151] Val Pro Phe Glu Glu Val Tle Asp Lys Ile Asn Ala Lys Gly Val Cys Arg Ser
[0152] Thr Ala Lys Tyr Val Arg Asn Asn Leu Glu Thr Thr Ala Phe His Arg Asp Asp
[0153] His Glu Thr Asp Met Glu Leu Lys Pro Ala Asn Ala Ala Thr Arg Thr Ser Arg
[0154] Gly Trp His Thr Thr Asp Leu Lys Tyr Asn Pro Ser Arg Val Glu Ala Phe His
[0155] Arg Tyr Gly Thr Thr Val Asn Cys Ile Val Glu Glu Val Asp Ala Arg Ser Val
[0156] Tyr Pro Tyr Asp Glu Phe Val Leu Ala Thr GlY Asp Phe Val Tyr Met Ser Pro
[0157]  Phe Tyr Gly Tyr Arg Glu Gly Ser His Thr Glu His Thr Ser Tyr Ala Ala Asp
[0158] Arg Phe Lys Gln Val Asp Gly Phe Tyr Ala Arg Asp Leu Thr Thr Lys Ala Arg
[0159] Ala Thr Ala Pro Thr Thr Arg Asn Leu Leu Thr Thr Pro Lys Phe Thr Val Ala
[0160] Trp Asp Trp Val Pro Lys Arg Pro Ser Val Cys Thr Met Thr Lys Trp Gln Glu
[0161] Val Asp Glu Met Leu Arg Ser Glu Tyr Gly Gly Ser Phe Arg Phe Ser Ser Asp
[0162] Ala Tle Ser Thr Thr Phe Thr Thr Asn Leu Thr Glu Tyr Pro Leu Ser Arg Val
[0163] Asp Leu Gly Asp Cys Ile Gly Lys Asp Ala Arg Asp Ala Met Asp Arg Ile Phe
[0164] Ala Arg Arg Tyr Asn Ala Thr His Ile Lys Val Gly Gln Pro Gln Tyr Tyr Leu
[0165] Ala Asn Gly Gly Phe Leu Ile Ala Tyr Gln Pro Leu Leu Ser Asn Thr Leu Ala
[0166] Glu Leu Tyr Val Arg Glu His Leu Arg Glu Gln Ser Pro Lys Pro Pro Asn Pro
[0167] Thr Pro Pro Pro Pro Gly Ala Ser Ala Asn Ala Ser Val Glu Arg Ile Lys Thr
[0168] Thr Ser Ser Ile Glu Phe Ala Arg Leu Gln Phe Thr Tyr Asn His Ile Gln Asn
[0169] His Val Asn Asp Met Leu Gly Arg Val Ala Ile Ala Trp Cys Glu Leu Gln Asn
[0170] His Glu Leu Thr Leu Trp Asn Glu Ala Arg Lys Leu Asn Pro Asn Ala Ile Ala
[0171]  Ser Ala Thr Val Gly Arg Arg Val Ser Ala Arg Met Leu Gly Asp Val Met Ala
[0172] Val Ser Thr Cys Val Pro Val Ala Ala Asp Asn Val Ile Val Gln Asn Ser Met
[0173] Arg Ile Ser Ser Arg Pro Gly Ala Cys Tyr Ser Arg Pro Leu Val Ser Phe Arg
[0174] Tyr Glu Asp Gln Gly Pro Leu Val Glu Gly Gln Leu Gly Glu Asn Asn Glu Leu
[0175] Arg Leu Thr Arg Asp Ala Tle Glu Pro Cys Thr Val GlY His Arg Arg Tyr Phe
[0176] Thr Phe Gly Gly Gly Tyr Val Tyr Phe Glu Glu Ser Ala Tyr Ser His Gln Leu
[0177]  Ser Arg Ala Asp Ile Thr Thr Val Ser Thr Phe Ile Asp Leu Asn Ile Thr Met
[0178] Leu Glu Asp His Glu Phe Val Pro Leu Glu Val Tyr Thr Arg His Glu Tle Lys
[0179] Asp Ser Gly Leu Leu Asp Tyr Thr Glu Val Gln Arg Arg Asn Gln Leu His Asp
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[0180] Leu Arg Phe Ala Asp Ile Asp Thr Val Ile His Ala Asp Ala

[o181] 4. FKIAFIG I THEEMRILYEE -

[o182] i EE ATk AL KT B TGL, ¥ A& 100 1 g/ml N HF&H RN LB P4k, B 37C
A, YR H Bl AL Ek B Ak B 7 RN 2 BOR pGEXAT—2 [R5 R B, R BB , LA E 1 JFher g 45
i, PCR 438 HSVL Wi 5511 ¢B Al 21 WAk X JE R B, 3 HSVL i EE 1 oB B 25 [ a4 X FE Al
J B BH P T2 FORE, S K 24 210Thp (3 BB R B, 2 S AUTOR K BH PR AL
B2 52 WERE 100 1 g/mL 1] LB ¥53RIE W, 3T CHR G 1577 3h, N IPTC RLHKZ 0.5 ~
1. Ommol/L, kE k7357515 F 4 ~ 6h, EO W R AT SDS-PAGE Rrilll, B4 R ISAH XS
Iy T EZ10h 96KD ¥ HSV ik 55 gB M8, RIAELN 30%, M%) B 161 LIt ER A ;
[0183] 5. FRIK HSVI JiE: gB M & A 4lifL -

[0184] 1) ik HSVI %5 GB 4l 8% (3 T2 B 1) b 75 2 it

[o185] HiF FREMEGEAN TRERE L (8000rpm.20min 4°C ) WCH, BAE S T 21
TR 1/10 AR RN , R A 50mmol /L Tris-HCI pHS. 0+ 10mmol/LEDTA. 10mmol /L
DTT, VK FE A B 10min, S50 (8000rpm.20min 4°C ) W Fi&, FEviie. IR FiEH T
BRI AiAL .

[0186]  2) Fik HSV1 JjiEF gB K2R M 4lifk,

[0187]  FIEWEWINC L4 ¥ Glutathione Sepharose 4B #E% 3ml, ¥R 454 60min, |
FE, AR GBI . F TR R AR 1 X PBS Phis k1, 35 1 15ml =ik B 1 GSH WEE L,
Ve 4 50mmol/LTris—HCL pHS. 0+10mmol/LGST, 4% =¥k ¥EMi B 185 1, B A 4lifh ¥ HSV1
WiTE gB M AR X B

[o188] 6. Zlifk (1) HSV1 %5 gB BE T 1% ELTSA Al

[o189] M4 IRIFIIEE G E 4% 1 1 1000 ~ 1 & 32000 1% EEARRE, FFHF B P 0T LA
AR B 55 LU RGBS, ] Human HSV—1 BLISA i{5& AR & A MBUEYE ( B AR 72
WAAFIE VA )« g5 R ER (R D) R RE & A BA R PUR R 5.

[0190] 7. ¥§FKIAM HSVL s gB BEEE O v BL, FH T  HSVL BBk sl IR sl A
FH T S P2 4 B0 HSV SR B BRI 2 5% .

[0191] 8. MG Al HSVL Hi s gB BEGR 22y Bt 5 e R R v BOE R, UL & S A e
RIAT RIS HI

[0192] iR 77 vl #& (1) HSVL i Es oB Bl ar A a4 h X 55 Ry B AE il &6 HSVL 93 53 IV 55407 2
H RN A .

[0193]  fb2%4 ) HSVL 55 gB M £ 1 MO A DX JE DR B3, ml 70) FH 40 R 15 5440 M B2 e 4
L W LB A0 B e RS R B R AT A AR A o

[0194] AU B S HAAE L BA BRI

[0195] AR BHZRIAM HSVL FiEs 1 gB M 2L 1 B, AR Z LA -

[0196] 1. AJKBHRIAN HSVL 75 EE B i e A MuSM X v BOHAEDU R ¢ HSVL e EE A4 1)
B IE G RO R R, B AP 20 4 VAR L 5 e 7538 SR D254 45

[0197] 2. HSVI i #E:1 gB i AIAE R A fu b & B & 2, 22 IR E F IR & IR T
[F8E E, #FEARIR 22 S AN, B P RS S0 55 WA B B [RYR 1, [ gB &2 A
AR IR G 3% S, T AL AL R A R 40 i S S R, PRI HSV L B Bl 8 12 F)
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HSV B BHAR K H BE DA A B FE T FLam Bt I R, A F L DA T RESR R il 4%, 9 i
T A TR v B e FE At . BEDR TR 1 22 4 AR

[0198] 3. AWM 1L i () ISV L 53 (1) oB Bl 8 1 SR X BR R LIRS 7 91, IE
A AZ AP35 4 2 1S 1 A5 A B R 5 DR 91 5 2 DAL B AE H AL A% 4R S
[0190] 4. A WIRIEE [ IE HSVL i B 1) ¢B i 87 (1 I RS B, R IE B ] I8 1 AR 8 1Y
30% , &y Talidk, n] KELL &% 8 H .

R’ 1 152 AR

[0200] DL RA4G 454G B D A R BHAESE— 20 Ui BH o

[0201] & 1 AEAR BHER L HSVL W85 (1) gB W 2 11 1 S A TR A i L RE ] o

[0202] || 2 J2A W] PCR 471G HSVI i 55 B B 25 1 M &1 X 2k B8]y B ) Fl ik P61

[0203] 3IEARKRIH 1. 0% F) Agarose #ERAGIN 5 N EEZH T PCR ¥ 18 7=, BHIK 3
H M A5 752 DNA #5#fE (TaKaRa, 500bp) 51 ~ 5 @ 5 AL PP HEH 2107bp (1) H (125
AL B o

[0204] 4 JE A B FRIK HSVL 5 1) gB ¥ 25 (1 B 4L 1R 19 SDS-PAGE 73 B 45 3. Bl 4
M AR FEEAME (Pharmacia) ;7 JXTHE E. coli TG ;1 ~ 6 Fon | ~ 6 ‘SEAK,
2555 2 NEA TERIEAXN S TELHN 96000 IS8, 1.3.4.6 5 4 ML T E
Sk

[0205] || 5 2 AR B IA HSVL il 51 B Kl 85 I AL T J5 1K) SDS-PAGE #4553 B K]
59 M AR ¥ 2 AbriE (Pharmacia) ;1 XU TGL ;2 3K 1K HSVL W EE 1) ¢B M &2 I
TR 53 HSV1 TR gB Bl a2 AR ALR A 54 HSVL WEE I ¢B B & A At Fe b i 28 it
% ;5 :Glutathione Sepharose 4B sEF1ZEMTHE4lif 5 HIH) HSVL R EE ) gB #ESE ;6 :HSV1
JREE gB M AR AL i R A I BV

BALHEA

[0206] A% BH Szl 7 SRR 48 U B -

[0207]  HSV1 Ji 1 B Bl A PR R ALK 70 A BRI A i M R 1A

[0208]  JEILTHELALS BT HSVL 5 55 1) B Bl a5 A A i 2 R R T 41, ik HE HSVL 7 8517 B
B 1 P SRS RA, 128 FH 40 R i 22 1505 1, A 256 O HSV L T8 11 ¢B Bl (s ik
B AR R B BRI B S B &2 0RE pGEX4T—2 P I¥) BamHI/EcoRT 7 5, 534k 1
ALLH BT B IEAE A — 3 R E — M EE A B EA ORI KA R 161, Fiik ik
137 AR IE HSVL i ER 1K B BE AT I TRE B, SR 1) HSVL i 51 B BEEE 140 i 1A 2R
HARER 30% A4 .

[0209] M RL5 54

[0210] 1. RAMSRL 45 W T61 K RIBHEAR pGEXAT-2 1y LU S ARAT o

[0211] 2. Z» FAEMARF) BRI ) ) BamHT \EcoRT .\ &2 T4 DNA Y458 4 & TaKaRa
AT e TR AR TR S B IE B E I P (R DNA Fr B35 65 4 1 85 TaKaRa 24 W)
F= e DTT J& TPTG M85 Promega 24w 7= fh o H e 15 Ay adk 1 B8R B 7= 43 #r 457
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[0212] 3. FEDA v BORIG A - A R % BT R

[0213] 4. FE[A5a [ 592 DNA RIBRED] SR  HUDK 5 JFORL AR X B4k s 81 19 SDS-PAGE 73
W5 — R0 ¥ e B TR T AT o JL BN S AL Ul I AT R A

[0214] 5. DNA J¥41) 53 87 : FH QTAGEN 24 W) Juks 2840 12050 & 20 A0 SR, FH DNA 42 B 31l X
o

[0215] St /7 =X

[0216] 1. HSVI Jj w5l oB Bl & 11T S R AL Ik A D8 v B R

[0217] A ANTHEWIN S8 {1, 3 i vF 80170 B HSVL i 55 1 gB #H i B 4 B A B IR 7))
(GeneBank, #2185 :AY278488) , fifi it th HSV1 i 75 i) eB #H i W B BT R &AL (1 1), B
M 1 AREERPNEE 696 DAL, HAERFIIaT .

[0218] Pro Ser Ser Pro Gly Thr Pro GIY Val Ala Ala Ala Thr Gln Ala Ala Asn Gly
[0219] Gly Pro Ala Thr Pro Ala Pro Pro Ala Leu G1Y Ala Ala Pro Thr GlY Asp Pro
[0220] Lys Pro Lys Lys Asn Lys Lys Pro Lys Asn Pro Thr Pro Pro Arg Pro Ala Gly
[0221]  Asp Asn Ala Thr Val Ala Ala Gly His Ala Thr Leu Arg Glu His Leu Arg Asp
[0222] Tle Lys Ala Glu Asn Thr Asp Ala Asn Phe Tyr Val Cys Pro Pro Pro Thr Gly
[0223] Ala Thr Val Val Gln Phe Glu Gln Pro Arg Arg Cys Pro Thr Arg Pro Glu Gly
[0224]  Gln Asn Tyr Thr Glu Gly Ile Ala Val Val Phe Lys Glu Asn Ile Ala Pro Tyr
[0225] Lys Phe Lys Ala Thr Met Tyr Tyr Lys Asp Val Thr Val Ser Gln Val Trp Phe
[0226] Gly His Arg Tyr Ser Gln Phe Met Gly Ile Phe Glu Asp Arg Ala Pro Val Pro
[0227] Phe Glu Glu Val Ile Asp LYs Ile Asn Ala Lys Gly Val Cys Arg Ser Thr Ala
[0228] Lys Tyr Val Arg Asn Asn Leu Glu Thr Thr Ala Phe His Arg Asp Asp His Glu
[0229] Thr Asp Met Glu Leu Lys Pro Ala Asn Ala Ala Thr Arg Thr Ser Arg Gly Trp
[0230] His Thr Thr Asp Leu Lys Tyr Asn Pro Ser Arg Val Glu Ala Phe His Arg Tyr
[0231]  Gly Thr Thr Val Asn Cys Ile Val Glu Glu Val Asp Ala Arg Ser Val Tyr Pro
[0232] Tyr Asp Glu Phe Val Leu Ala Thr Gly Asp Phe Val Tyr Met Ser Pro Phe Tyr
[0233] Gly Tyr Arg Glu Gly Ser His Thr Glu His Thr Ser Tyr Ala Ala Asp Arg Phe
[0234] Lys Gln Val Asp Gly Phe Tyr Ala Arg Asp Leu Thr Thr Lys Ala Arg Ala Thr
[0235] Ala Pro Thr Thr Arg Asn Leu Leu Thr Thr Pro Lys Phe Thr Val Ala Trp Asp
[0236] Trp Val Pro Lys Arg Pro Ser Val Cys Thr Met Thr Lys Trp Gln Glu Val Asp
[0237]  Glu Met Leu Arg Ser Glu Tyr Gly Gly Ser Phe Arg Phe Ser Ser Asp Ala Ile
[0238] Ser Thr Thr Phe Thr Thr Asn Leu Thr Glu Tyr Pro Leu Ser Arg Val Asp Leu
[0239] Gly Asp Cys Ile Gly Lys Asp Ala Arg Asp Ala Met Asp Arg Ile Phe Ala Arg
[0240] Arg Tyr Asn Ala Thr His Ile Lys Val Gly Gln Pro Gln Tyr Tyr Leu Ala Asn
[0241] Gly Gly Phe Leu Ile Ala Tyr Gln Pro Leu Leu Ser Asn Thr Leu Ala Glu Leu
[0242] Tyr Val Arg Glu His Leu Arg Glu Gln Ser Pro Lys Pro Pro Asn Pro Thr Pro
[0243] Pro Pro Pro Gly Ala Ser Ala Asn Ala Ser Val Glu Arg ITle Lys Thr Thr Ser
[0244] Ser Ile Glu Phe Ala Arg Leu Gln Phe Thr Tyr Asn His Ile Gln Asn His Val
[0245] Asn Asp Met Leu Gly Arg Val Ala Ile Ala Trp Cys Glu Leu Gln Asn His Glu
[0246] Leu Thr Leu Trp Asn Glu Ala Arg Lys Leu Asn Pro Asn Ala Ile Ala Ser Ala
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[0247]
[0248]
[0249]
[0250]
[0251]
[0252]
[0253]
[0254]
[0255]
[0256]
[0257]

Thr Val Gly Arg Arg Val Ser Ala Arg Met Leu Gly Asp Val Met Ala Val Ser
Thr Cys Val Pro Val Ala Ala Asp Asn Val Ile Val Gln Asn Ser Met Arg lle
Ser Ser Arg Pro Gly Ala Cys Tyr Ser Arg Pro Leu Val Ser Phe Arg Tyr Glu
Asp Gln Gly Pro Leu Val Glu Gly Gln Leu Gly Glu Asn Asn Glu Leu Arg Leu
Thr Arg Asp Ala Ile Glu Pro Cys Thr Val Gly His Arg Arg Tyr Phe Thr Phe
Gly Gly Gly Tyr Val Tyr Phe Glu Glu Ser Ala Tyr Ser His Gln Leu Ser Arg
Ala Asp Ile Thr Thr Val Ser Thr Phe Ile Asp Leu Asn lle Thr Met Leu Glu
Asp His Glu Phe Val Pro Leu Glu Val Tyr Thr Arg His Glu Ile Lys Asp Ser
Gly Leu Leu Asp Tyr Thr Glu Val Gln Arg Arg Asn Gln Leu His Asp Leu Arg
Phe Ala Asp Ile Asp Thr Val Ile His Ala Asp Ala

R 0 126 ) HSVL 93523 B BE B W TR R A AR 41, B B L AR 2 B

5y 2 RS 5, AL S B ADBT I SE AP 41, O HAE 57 3wt hn 1 BamHT BEUIAL L (F ik
i) KA RIS (GC) , £E 37 Imdg N T £ 1B 1~ (TGA) AT EcoRT BEDIAL 0 (F £k
B9y ) RARY IS (6O) , A% EE A Ay B oy T 5e e 22 JFORE pGEXAT-2 1) BamH T A1 EcoRT
BEVIAL i o AL BN ISV 85 B Bl R 1 BLISUR A7 ZE A (1 DNA J3281) (2107bp) H1°F

[0258]
[0259]
[0260]
[0261]
[0262]
[0263]
[0264]
[0265]
[0266]
[0267]
[0268]
[0269]
[0270]
[0271]
[0272]
[0273]
[0274]
[0275]
[0276]
[0277]
[0278]
[0279]
[0280]
[0281]

GOGGATCC CCT ACC TCT CCT GGT ACT CCT GGT GTG GCT GCC GCT ACC CAG GCC GCT AAC
GGT GGT CCT GCC ACT CCT GCT CCT CCT CCT CTG GGT GCC GCT CCT ACT GGT GAC CCT
AAG CCT AAG AAG AAC AAG AAG CCT AAG AAC CCT ACT CCT CCT AGG CCT GCT GGT GAC
AAC GCC ACC GTG GCC GCT GGC CAC GCC ACT CTG AGA GAG CAC CTG AGA GAC ATC AAG
GCT GAG AAC ACC GAC GCT AAC TTC TAC GTG TGT CCT CCT CCT ACT GGT GCC ACC GTG
GTG CAG TTC GAG CAG CCT CGC AGG TGC CCT ACC AGG CCT GAA GGT CAG AAC TAC ACC
GAA GGC ATC GCC GTG GTG TTC AAG GAG AAC ATC GCT CCT TAC AAG TTC AAG GCC ACC
ATG TAC TAC AAG GAC GTG ACC GTG AGC CAG GTG TGG TTC GGC CAC CGC TAC TCC CAG
TTC ATG GGC ATC TTC GAG GAC CGC GCT CCT GTG CCT TTC GAG GAG GTG ATC GAC AAG
ATC AAC GCC AAG GGT GTG TGT AGG TCC ACC GCT AAG TAC GTG CGC AAC AAC CTG GAG
ACC ACT GCT TTC CAC AGA GAC GAT CAC GAG ACC GAC ATG GAG CTG AAG CCT GCC AAC
GCC GCT ACT CGC ACC AGC AGA GGC TGG CAC ACC ACT GAC CTG AAG TAC AAC CCT AGC
AGA GTG GAG GCC TTC CAC AGG TAC GGC ACC ACC GTG AAC TGC ATC GTG GAG GAG GTG
GAC GCT CGC AGC GTG TAC CCT TAC GAC GAG TTC GTG CTG GCC ACT GGT GAC TTC GTG
TAC ATG TCT CCT TTC TAC GGC TAC AGA GAA GGT AGC CAC ACC GAG CAC ACT ACC TAC
GCT GCT GAC AGG TTC AAG CAG GTG GAC GGC TTC TAC GCT CGC GAC CTG ACC ACC AAG
GCT AGA GCC ACT GCT CCT ACC ACT AGG AAC CTG CTG ACC ACT CCT AAG TTC ACC GTG
GCT TGG GAC TGG GTG CCT AAG CGC CCT AGC GTG TGC ACC ATG ACC AAG TGG CAG GAG
GTG GAC GAG ATG CTG CGC TCC GAG TAC GGC GGT TCC TTC AGG TTC TCC TCT GAC GCT
ATC TCC ACT ACC TTC ACT ACC AAC CTG ACC GAG TAC CCT CTG TCC AGA GTG GAC CTG
GGT GAC TGC ATC GGT AAG GAC GCT CGC GAC GCC ATG GAC CGC ATC TTC GCT CGC AGG
TAC AAC GCT ACT CAC ATC AAG GTG GGC CAG CCT CAG TAC TAC CAG GCC AAC GGT GGT
TTC CTG ATC GCC TAC CAG CCT CTG CTG AGC AAC ACT CTG GCT GAG CTG TAC GTG AGA
GAG CAC CTG AGA GAG CAG AGC CGC AAG CCT CCT AAC CCT ACG CCT CCT CCT CCC GGT
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[0282]  GCT AGC GCC AAC GCT TCC GTG GAG OGC ATC AAG ACT ACC TCT AGC ATC GAG TTC GCC
[0283]  AGG CTG CAG TTC ACC TAC AAC CAC ATC CAG OGC CAC GTG AAC GAC ATG CTG GGT COGC
[0284]  GTG GCT ATC GCT TGG TGC GAG CTG CAG AAC CAC GAG CTG ACT CTG TGG AAC GAG GCT
[0285]  (OGC AAG CTG AAC CCT AAC GCT ATC GCC AGC GTG ACC GTG GGC AGG AGA GTG AGC GCT
[0286]  AGA ATG CTG GGC GAC GTG ATG GCC GTG TCC ACC TGC GTG CCT GTG GCT GCT GAC AAC
[0287]  GTG ATC GTG CAG AAC AGC ATG CGC ATC AGC TCC AGA CCT GGT GCC TGC TAC AGC AGA
[0288]  CCT CTG GTG AGC TTC AGG TAC GAG GAC CAA GGT CCT CTG GTG GAA GGT CAG CTG GGT
[0289]  GAG AAC AAC GAG CTG AGG CTG ACT OGC GAC GCT ATC GAG CCT TGC ACC GTC GGT CAC
[0290]  AGA CGC TAC TTC ACC TTC GGT GGC GGT TAC GTG TAC TTC GAG GAG TAC GCT TAC TCT
[0291]  CAC CAG CTG AGC OGC GCT GAC ATC ACT ACC GTG AGC ACC TTC ATC GAC CTG AAC ATC
[0292]  ACC ATG CTG GAG GAC CAC GAG TTC GTG CCT CTG GAG GTG TAC ACC CGC CAC GAG ATC
[0293]  AAG GAC AGC GGC CTG CTG GAC TAC ACC GAG GTG CAG CGC CGC AAC CAG CTG CAC GAC
[0294]  CIG CGC TTC GCT GAC ATC GAC ACC GTG ATC CAC GOC GAC GCC TGA GAATTCGC

[0205] 2. FKIK HSVL 5 oB M o MU g b X B E 41 JBORE A 2

[0296]  FRHUFURL pGEX4T—-2, A Bam H T F1 EcoRT XU, FoLVK i [0 e B 1) A1 BORE K A B
WY 2B /KN FFEF Bamd T F1 EcoR T XU 024G A HSV 95585 gB 2R A A X
SR B, Uk RIS, W T R KN

[0207] M55 EE /KUK FE 1) Hak By BRI 5 DNA v B, 7E A — B W T4 DNA S #ERgIE
Fz, 48 HSV1 i 85 gB B8 25 B A X ZE R B AN B 284K pGEXAT-2 PN F) BamH T A EcoRT 47
MR, HEAAR E RGN FRIEAE L — B, RIE— A E A (R LK 2) .
[0208] 3. EEAHJFRiHLE 5 %€

[0200] % b0 I B 20 UKL R AL BRI AF i TGL, B - iR B R E B R
(100w g/ml) ([ 1A LB By 72k b, B 37T CH R . X HBEHLFkIE 5 % b+ W ik
(A AbRid A 1-5 5 ) R LA XT BB (BURE pGEX4T-2 #5406 18 ) » 43 7l B A 21 5 3ml )
WIB IR (FRFTEE R 1000 g/ml) MIE N, B 37 CHe% 55 9% 5h, B 1ml,
EOWE . A3 A 50 1 B K&V B K, WK #& bmin, &0 (4°C,12000rpm) 5min,
B EVE (A BUORL ) 20 1 AR PCRBEAR, PCR U™ 1G 4% A 4844 N 1K) HSVL 45 5 B #l 22 &
A0 X2 R B, PCR ORI B < ORI AR 2 0 1, HSV 4% 35 oB B 85 F B A X B AL
EX 1) 1F % P1 (GCGGATCCCCTACCTCTCCTGGTACTC) A1 47 4% 51 4 P2 (GCGAATTCTTAGGCGTCGGC)
%% 1ul1.10Xpyrobest buffer5. 0p1.2.5mmol/L dNTP4.0u 1, Pyrobest DNA Taq
0.5 1(2.5U0) =B F/K36.5u 1, MAKFR50 u 1. 47 450K :94°C 30 #6.55°C 30 F5.72°C 4
380, 35 NMEIR & Ja T2°CIE 7 3%, BUPCRY™ =4 51 1, F 1. 0% [ Agarose #efick:
W, 2558, 5 N385 B HH 2107bp (1) B EER v B (LKL 3) 5 17 FURL pGEXAT—-2 1%
MR B OISR Br e WPAIESE, 31X 5 ML T35 HSVL WiEs oB PR A &N Ay
Bto

[0300]  $2HY 1 ‘5 H L ¥ [1FURL, Y e JBORL Y 1) HSVL W 85 gB 8 (1 25 1K1 /7 1), DNA J741) 43
BrESE, B4 Bk & A A i HSVL i3 gB B (128 R 1 B, [ 4 56 4 IEAf

[0301]  CCT ACC TCT CCT GGT ACT CCT GGT GTG GCT GCC GCT ACC CAG GCC GCT AAC GGT GGT
[0302]  CCT GCC ACT CCT GCT CCT CCT CCT CTG GGT GCC GCT CCT ACT GGT GAC CCT AAG CCT
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[0303]
[0304]
[0305]
[0306]
[0307]
[0308]
[0309]
[0310]
[0311]
[0312]
[0313]
[0314]
[0315]
[0316]
[0317]
[0318]
[0319]
[0320]
[0321]
[0322]
[0323]
[0324]
[0325]
[0326]
[0327]
[0328]
[0329]
[0330]
[0331]
[0332]
[0333]
[0334]
[0335]
[0336]
[0337]
[0338]

AAG AAG AAC AAG AAG CCT AAG AAC CCT ACT CCT CCT AGG CCT GCT GGT GAC AAC GCC
ACC GTG GCC GCT GGC CAC GCC ACT CTG AGA GAG CAC CTG AGA GAC ATC AAG GCT GAG
AAC ACC GAC GCT AAC TTC TAC GTG TGT CCT CCT CCT ACT GGT GCC ACC GTG GTG CAG
TTC GAG CAG CCT CGC AGG TGC CCT ACC AGG CCT GAA GGT CAG AAC TAC ACC GAA GGC
ATC GCC GTG GTG TTC AAG GAG AAC ATC GCT CCT TAC AAG TTC AAG GCC ACC ATG TAC
TAC AAG GAC GTG ACC GTG AGC CAG GTG TGG TTC GGC CAC CGC TAC TCC CAG TTC ATG
GGC ATC TTC GAG GAC CGC GCT CCT GTG CCT TTC GAG GAG GTG ATC GAC AAG ATC AAC
GCC AAG GGT GTG TGT AGG TCC ACC GCT AAG TAC GTG CGC AAC AAC CTG GAG ACC ACT
GCT TTC CAC AGA GAC GAT CAC GAG ACC GAC ATG GAG CTG AAG CCT GCC AAC GCC GCT
ACT GGC ACC AGC AGA GGC TGG CAC ACC ACT GAC CTG AAG TAC AAC CCT AGC AGA GTG
GAG GCC TTC CAC AGG TAC GGC ACC ACC GTG AAC TGC ATC GTG GAG GAG GTG GAC GCT
CGC AGC GTG TAC CCT TAC GAC GAG TTC GTG CTG GCC ACT GGT GAC TTC GTG TAC ATG
TCT CCT TTC TAC GGC TAC AGA GAA GGT AGC CAC ACC GAG CAC ACT ACC TAC GCT GCT
GAC AGG TTC AAG CAG GTG GAC GGC TTC TAC GCT CGC GAC CTG ACC ACC AAG GCT AGA
GCC ACT GCT CCT ACC ACT AGG AAC CTG CTG ACC ACT CCT AAG TTC ACC GTG GCT TGG
GAC TGG GTG CCT AAG CGC CCT AGC GTG TGC ACC ATG ACC AAG TGG CAG GAG GTG GAC
GAG ATG CTG CGC TCC GAG TAC GGC GGT TCC TTC AGG TTC TCC TCT GAC GCT ATC TCC
ACT ACC TTC ACT ACC AAC CTG ACC GAG TAC CCT CTG TCC AGA GTG GAC CTG GGT GAC
TGC ATC GGT AAG GAC GCT CGC GAC GCC ATG GAC CGC ATC TTC GCT CGC AGG TAC AAC
GCT ACT CAC ATC AAG GTG GGC CAG CCT CAG TAC TAC CAG GCC AAC GGT GGT TTC CTG
ATC GCC TAC CAG CCT CTG CTG AGC AAC ACT CTG GCT GAG CTG TAC GTG AGA GAG CAC
CTG AGA GAG CAG AGC CGC AAG CCT CCT AAC CCT ACG CCT CCT CCT CCC GGT GCT AGC
GCC AAC GCT TCC GTG GAG CGC ATC AAG ACT ACC TCT AGC ATC GAG TTC GCC AGG CTG
CAG TTC ACC TAC AAC CAC ATC CAG CGC CAC GTG AAC GAC ATG CTG GGT CGC GTG GCT
ATC GCT TGG TGC GAG CTG CAG AAC CAC GAG CTG ACT CTG TGG AAC GAG GCT CGC AAG
CTG AAC CCT AAC GCT ATC GCC AGC GTG ACC GTG GGC AGG AGA GTG AGC GCT AGA ATG
CTG GGC GAC GTG ATG GCC GTG TCC ACC TGC GTG CCT GTG GCT GCT GAC AAC GTG ATC
GTG CAG AAC AGC ATG CGC ATC AGC TCC AGA CCT GGT GCC TGC TAC AGC AGA CCT CTG
GTG AGC TTC AGG TAC GAG GAC CAA GGT CCT CTG GTG GAA GGT CAG CTG GGT GAG AAC
AAC GAG CTG AGG CTG ACT GGC GAC GCT ATC GAG CCT TGC ACC GTC GGT CAC AGA CGC
TAC TTC ACC TTC GGT GGC GGT TAC GTG TAC TTC GAG GAG TAC GCT TAC TCT CAC CAG
CTG AGC CGC GCT GAC ATC ACT ACC GTG AGC ACC TTC ATC GAC CTG AAC ATC ACC ATG
CTG GAG GAC CAC GAG TTC GTG CCT CTG GAG GTG TAC ACC CGC CAC GAG ATC AAG GAC
AGC GGC CTG CTG GAC TAC ACC GAG GTG CAG CGC OGC AAC CAG CTG CAC GAC CTG CGC
TTC GCT GAC ATC GAC ACC GTG ATC CAC GCC GAC GCC TGA

PN A ORI R AL HSVL (A9 EE B 1 7 BL (696 NRAEIR ) » 3L N m il

T K B 238 NEIER, 2K 934 DMEIER, HE AR

[0339]
[0340]

Met Pro Met Ile Leu Gly Tyr Trp Asp Ile Arg Gly Leu Ala His Ala Ile Arg
Leu Leu Leu Glu Tyr Thr Asp Ser Ser Tyr Glu Glu Lys Lys Tyr Thr Met Gly
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[0341] Gly Ala Pro Asp Tyr Asp Arg Ser Gln Trp Leu Asn Glu Lys Phe Lys Leu Gly
[0342] Leu Asp Phe Pro Asn Leu Pro Tyr Leu Ile Asp Gly Ala His Lys Ile Thr Gln
[0343] Ser Asn Ala Ile Leu Cys Tyr Ile Ala Arg Lys His Asn Leu Cys Gly Glu Thr
[0344] Glu Glu Glu Lys Ile Arg Val Asp Ile Leu Glu Asn Gln Ala Met Asp Val Ser
[0345] Asn Gln Leu Ala Arg Val Cys Tyr Ser Pro Asp Phe Glu Lys Leu Lys Pro Glu
[0346] Tyr Leu Glu Glu Leu Pro Thr Met Met Gln His Phe Ser Gln Phe Leu Gly Lys
[0347] Arg Pro Trp Phe Val Gly Asp Lys Ile Thr Phe Val Asp Phe Leu Ala Tyr Asp
[0348] Val Leu Asp Leu His Arg Ile Phe Glu Pro Asn Cys Leu Asp Ala Phe Pro Asn
[0349] Leu Lys Asp Phe Ile Ser Arg Phe Glu Gly Leu Glu Lys Ile Ser Ala Tyr Met
[0350] Lys Ser Ser Arg Phe Leu Pro Lys Pro Leu Tyr Thr Arg Met Ala Val Trp Gly
[0351] Asn Lys Pro Ser Ser Pro Gly Thr Pro Gly Val Ala Ala Ala Thr Gln Ala Ala
[0352] Asn Gly Gly Pro Ala Thr Pro Ala Pro Pro Ala Leu Gly Ala Ala Pro Thr Gly
[0353] Asp Pro Lys Pro Lys Lys Asn Lys Lys Pro Lys Asn Pro Thr Pro Pro Arg Pro
[0354] Ala Gly Asp Asn Ala Thr Val Ala Ala Gly His Ala Thr Leu Arg Glu His Leu
[0355] Arg Asp Ile Lys Ala Glu Asn Thr Asp Ala Asn Phe Tyr Val Cys Pro Pro Pro
[0356] Thr Gly Ala Thr Val Val Gln Phe Glu Gln Pro Arg Arg Cys Pro Thr Arg Pro
[0357] Glu Gly Gln Asn Tyr Thr Glu Gly Ile Ala Val Val Phe Lys Glu Asn Ile Ala
[0358] Pro Tyr Lys Phe Lys Ala Thr Met Tyr Tyr Lys Asp Val Thr Val Ser Gln Val
[0359] Trp Phe Gly His Arg Tyr Ser Gln Phe Met Gly Ile Phe Glu Asp Arg Ala Pro
[0360] Val Pro Phe Glu Glu Val Ile Asp Lys Ile Asn Ala Lys Gly Val Cys Arg Ser
[0361] Thr Ala Lys Tyr Val Arg Asn Asn Leu Glu Thr Thr Ala Phe His Arg Asp Asp
[0362] His Glu Thr Asp Met Glu Leu Lys Pro Ala Asn Ala Ala Thr Arg Thr Ser Arg
[0363] Gly Trp His Thr Thr Asp Leu Lys Tyr Asn Pro Ser Arg Val Glu Ala Phe His
[0364] Arg Tyr Gly Thr Thr Val Asn Cys Ile Val Glu Glu Val Asp Ala Arg Ser Val
[0365] Tyr Pro Tyr Asp Glu Phe Val Leu Ala Thr Gly Asp Phe Val Tyr Met Ser Pro
[0366] Phe Tyr Gly Tyr Arg Glu Gly Ser His Thr Glu His Thr Ser Tyr Ala Ala Asp
[0367] Arg Phe Lys Gln Val Asp Gly Phe Tyr Ala Arg Asp Leu Thr Thr Lys Ala Arg
[0368] Ala Thr Ala Pro Thr Thr Arg Asn Leu Leu Thr Thr Pro Lys Phe Thr Val Ala
[0369] Trp Asp Trp Val Pro Lys Arg Pro Ser Val Cys Thr Met Thr Lys Trp Gln Glu
[0370] Val Asp Glu Met Leu Arg Ser Glu Tyr Gly Gly Ser Phe Arg Phe Ser Ser Asp
[0371] Ala Ile Ser Thr Thr Phe Thr Thr Asn Leu Thr Glu Tyr Pro Leu Ser Arg Val
[0372] Asp Leu Gly Asp Cys Ile Gly Lys Asp Ala Arg Asp Ala Met Asp Arg Ile Phe
[0373] Ala Arg Arg Tyr Asn Ala Thr His Ile Lys Val Gly Gln Pro Gln Tyr Tyr Leu
[0374] Ala Asn Gly Gly Phe Leu Ile Ala Tyr Gln Pro Leu Leu Ser Asn Thr Leu Ala
[0375] Glu Leu Tyr Val Arg Glu His Leu Arg Glu Gln Ser Pro Lys Pro Pro Asn Pro
[0376] Thr Pro Pro Pro Pro Gly Ala Ser Ala Asn Ala Ser Val Glu Arg Tle Lys Thr
[0377] Thr Ser Ser Ile Glu Phe Ala Arg Leu Gln Phe Thr Tyr Asn His Ile Gln Asn
[0378] His Val Asn Asp Met Leu Gly Arg Val Ala Ile Ala Trp Cys Glu Leu Gln Asn
[0379] His Glu Leu Thr Leu Trp Asn Glu Ala Arg Lys Leu Asn Pro Asn Ala Ile Ala
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[0380] Ser Ala Thr Val Gly Arg Arg Val Ser Ala Arg Met Leu Gly Asp Val Met Ala
[0381] Val Ser Thr Cys Val Pro Val Ala Ala Asp Asn Val Ile Val Gln Asn Ser Met
[0382] Arg Ile Ser Ser Arg Pro Gly Ala Cys Tyr Ser Arg Pro Leu Val Ser Phe Arg
[0383] Tyr Glu Asp Gln Gly Pro Leu Val Glu Gly Gln Leu Gly Glu Asn Asn Glu Leu
[0384] Arg Leu Thr Arg Asp Ala Tle Glu Pro Cys Thr Val Gly His Arg Arg Tyr Phe
[0385] Thr Phe Gly Gly Gly Tyr Val Tyr Phe Glu Glu Ser Ala Tyr Ser His Gln Leu
[0386] Ser Arg Ala Asp Ile Thr Thr Val Ser Thr Phe Ile Asp Leu Asn Ile Thr Met
[0387] Leu Glu Asp His Glu Phe Val Pro Leu Glu Val Tyr Thr Arg His Glu Ile Lys
[0388] Asp Ser Gly Leu Leu Asp Tyr Thr Glu Val Gln Arg Arg Asn Gln Leu His Asp
[0389] Leu Arg Phe Ala Asp Ile Asp Thr Val Ile His Ala Asp Ala

[0390] 4. FKJA HSVI 7 oB Bl 2% (1 TR B (¥ i ik 4 2

[0301]  Kr & A B BRI 5 D FHPERAL A1 X IEE ( BokL pGEXAT-2 FeAL R ) , Befd
2% 3ml LB IR (FENHFRER 100w g/ml) KIEVE W, 37T CIRFEEIR 3h, I IPTG 2%
WA 1. Ommol /L, GRS K 7275 3 Bh, B CER B AEEAT SDS-PAGE A5l , 20 - R 1A
Iy T2 96kD Y HSVL 575 ¢B B R 1, RILEL N 30 %, i B 161 LI EEH (
4) o

[0392] SRk HSVI J 85 B B 041k

[0393] MR IL HSVL 555 B Bl I A2 B IR 91), 43 A L BEAL RS 1, 1 8 2 = i 2k 7
o WAPTRIE ] HSV1gB Bl 81 Il H Bk 11K GST 8 H, GST Rl 81 /R RIS I [R] I 3%
BT ABEH K s # 8, nT IR 758 A GST S ARBEEE FF 2 85, BRI BAT o e R S FE M,
Hl Glutathione Sepharose 4B BERUEATAIAL . RAKZERINT -

[0394]  HBPRLAITT %

[0395] 1. FEHH -

[0396] Glutathione Sepharose 4BEE A GE Heathcare AP~ i, IPTG.DTT & Promega
ST e SLR R o B ek o A Al

[0397] 2. 3Kik HSVL i EEH B B 1 3 FAEE P 2840

[0398] K5 FRIARIL ISV i EE ) ¢B B8 11 LRE R &L (8000rpm, 20mins, 4°C ), 5 L
5, A ER TR FER 1/10 R 24 (50mmol /L Tris—HC1 pHS. 0.10mmol/LEDTA.
10mmo1/L DTT) P, JKIAHE A BB 10mins, B> (8000rpm,20mins,4C ) WA Lif, FUTE.
WA Eig T — 2RISR A Z A aiif .

[0399] 3. ik HSVI 3 ¢B B 82 A ZEAL -

[0400]  FVEWEWINCZ F# 1) Glutathione Sepharose 4B &t/ 3ml &= 454 60min, b
P, 2B . AR PR AR BRI 1 X PBS W kE 1, 45 FH 15ml (=i 1Y) GSH i
(50mmo1/LTris—HCL pHS. 0+10mmol/LGST) 4r =RPEME H 18, BIA 4461 HSVL 75 55 gB
A LA DX B

[0401] £ .

[0402] ¥4I Glutathione Sepharose 4B &ALyl it 8 FIEAT SDS-PAGE 43 #7, 45 R
SR (UK 5), 415 S H EREH HSVIgB/GST & & A, REMEEFAT BiER .
SDS-PAGE R7R3KIE Y% 96kDa.
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[0403]  4lifk HSV1 a1 gB # & 1 48 5 S H]

[0404]  B4fiAb A EEZH HSVL R 55 gB BHH R APT)R, JH I BT AR S0 ELTSA R 56 77 v, LA
Y B IR HSVL W7 B #E 8 A PR MR, Sk o SEaG 5 B R, % E 4L A A IR 1K)
A R T

[0405]  APRIRITT1Z:
[0406] 1. FEEE NVIRFIE Human HSV-1 ELISA A& H2EE Usenlife 2AH] 75 b
[0407] 2. ELISA & B0l Daifb 3RS R &8 A 1 0 1000 ~ 1 32000 £5 LL W B,

R B X R DA R RE R 5 £ LU AR R, A Human HSV—1 ELTSA 3R £ A 26 1 82 A b Jm 1tk

(R E WA &R A )

[0408]
[0409]
[0410]

[0411]
[0412]
[0413]

[0414]
[0415]
[0416]
[0417]
[0418]
[0419]
[0420]
[0421]
[0422]
[0423]

AES

HSV1gB &5 1) ELTSA i)

RIS A A B
[FIREU P £ LR 1 Human HSV-1 ELISA WA ErR IRk 88 FRBUR I, 25 R IR (%
1) Bl 2 4 1 T 1 LA T 5

1 RILE AN ELISA 525645 1

1000 ~ 1

32000 175 ELARE , FFH B IR XH LA

Tablel. ELISA results of the expressed protein
EEM
Bk E 1 2 1000 |1 : 2000 1 I 4000]1 : 8000 1716000 1 > 32000
HSV1gB 0. 814 0.539 0. 428 0. 400 0. 396 0.129
Control 0.021 0.019 0. 025 0.011 0. 003 0. 007

A5G I HSV 5% @Bt F MBS X SRy B 91) 36

110> 2=

<120> 455 B HSV %% ¢B d F a4 h X R BT i B S AR L W H

<160>2

<210>1

<211>696

<212>PRT

C213DHSV i a5 B H1 A MIAR X Fr B

<220>

223> F PSR ALI HSV W55 oB REAMIAX T BG 5 1 DAL - 5 696 1

FER, 3k 696 PRI o

[0424]
[0425]
[0426]
[0427]
[0428]
[0429]

<400>1

Pro Ser Ser Pro Gly Thr Pro Gly Val Ala Ala Ala Thr Gln Ala Ala

1 5 10 15

Asn Gly Gly Pro Ala Thr Pro Ala Pro Pro Ala Leu Gly Ala Ala Pro
20 25 30

Thr Gly Asp Pro Lys Pro Lys Lys Asn Lys Lys Pro Lys Asn Pro Thr
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[0430] 35 40 45

[0431] Pro Pro Arg Pro Ala Gly Asp Asn Ala Thr Val Ala Ala Gly His Ala
[0432] 50 55 60

[0433] Thr Leu Arg Glu His Leu Arg Asp Ile Lys Ala Glu Asn Thr Asp Ala
[0434] 65 70 75 80
[0435] Asn Phe Tyr Val Cys Pro Pro Pro Thr Gly Ala Thr Val Val Gln Phe
[0436] 85 90 95
[0437] Glu Gln Pro Arg Arg Cys Pro Thr Arg Pro Glu Gly Gln Asn Tyr Thr
[0438] 100 105 110

[0439] Glu Gly TIle Ala Val Val Phe Lys Glu Asn Ile Ala Pro Tyr Lys Phe
[0440] 115 120 125

[0441] Lys Ala Thr Met Tyr Tyr Lys Asp Val Thr Val Ser Gln Val Trp Phe
[0442] 130 135 140

[0443] Gly His Arg Tyr Ser Gln Phe Met Gly Ile Phe Glu Asp Arg Ala Pro
[0444] 145 150 155 160
[0445] Val Pro Phe Glu Glu Val Tle Asp Lys Tle Asn Ala Lys Gly Val Cys
[0446] 165 170 175
[0447] Arg Ser Thr Ala Lys Tyr Val Arg Asn Asn Leu Glu Thr Thr Ala Phe
[0448] 180 185 190

[0449] His Arg Asp Asp His Glu Thr Asp Met Glu Leu Lys Pro Ala Asn Ala
[0450] 195 200 205

[0451] Ala Thr Arg Thr Ser Arg Gly Trp His Thr Thr Asp Leu Lys Tyr Asn
[0452] 210 215 220

[0453] Pro Ser Arg Val Glu Ala Phe His Arg Tyr Gly Thr Thr Val Asn Cys
[0454] 225 230 235 240
[0455] Tle Val Glu Glu Val Asp Ala Arg Ser Val Tyr Pro Tyr Asp Glu Phe
[0456] 245 250 255
[0457] Val Leu Ala Thr Gly Asp Phe Val Tyr Met Ser Pro Phe Tyr Gly Tyr
[0458] 260 265 270

[0459] Arg Glu Gly Ser His Thr Glu His Thr Ser Tyr Ala Ala Asp Arg Phe
[0460] 275 280 285

[0461] Lys Gln Val Asp Gly Phe Tyr Ala Arg Asp Leu Thr Thr Lys Ala Arg
[0462] 290 295 300

[0463] Ala Thr Ala Pro Thr Thr Arg Asn Leu Leu Thr Thr Pro Lys Phe Thr
[0464] 305 310 315 320
[0465] Val Ala Trp Asp Trp Val Pro Lys Arg Pro Ser Val Cys Thr Met Thr
[0466] 325 330 335

[0467] Lys Trp Gln Glu Val Asp Glu Met Leu Arg Ser Glu Tyr Gly Gly Ser
[0468] 340 345 350
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[0469] Phe Arg Phe Ser Ser Asp Ala Ile Ser Thr Thr Phe Thr Thr Asn Leu

[0470] 355 360 365

[0471] Thr Glu Tyr Pro Leu Ser Arg Val Asp Leu Gly Asp Cys Ile Gly Lys
[0472] 370 375 380

[0473] Asp Ala Arg Asp Ala Met Asp Arg Ile Phe Ala Arg Arg Tyr Asn Ala
[0474] 385 390 395 400
[0475] Thr His Ile Lys Val Gly Gln Pro Gln Tyr Tyr Leu Ala Asn Gly Gly
[0476] 405 410 415
[0477] Phe Leu Ile Ala Tyr Gln Pro Leu Leu Ser Asn Thr Leu Ala Glu Leu
[0478] 420 425 430

[0479] Tyr Val Arg Glu His Leu Arg Glu Gln Ser Pro Lys Pro Pro Asn Pro
[0480] 435 440 445

[0481] Thr Pro Pro Pro Pro Gly Ala Ser Ala Asn Ala Ser Val Glu Arg Ile
[0482] 450 455 460

[0483] Lys Thr Thr Ser Ser Ile Glu Phe Ala Arg Leu Gln Phe Thr Tyr Asn
[0484] 465 470 475 480
[0485] His Ile Gln Asn His Val Asn Asp Met Leu Gly Arg Val Ala Ile Ala
[0486] 485 490 495
[0487] Trp Cys Glu Leu Gln Asn His Glu Leu Thr Leu Trp Asn Glu Ala Arg
[0488] 500 505 510

[0489] Lys Leu Asn Pro Asn Ala Tle Ala Ser Ala Thr Val Gly Arg Arg Val
[0490] 515 520 525

[0491] Ser Ala Arg Met Leu Gly Asp Val Met Ala Val Ser Thr Cys Val Pro
[0492] 530 535 540

[0493] Val Ala Ala Asp Asn Val Ile Val Gln Asn Ser Met Arg Ile Ser Ser
[0494] 545 550 555 560
[0495] Arg Pro Gly Ala Cys Tyr Ser Arg Pro Leu Val Ser Phe Arg Tyr Glu
[0496] 565 570 575
[0497] Asp Gln Gly Pro Leu Val Glu Gly GIn Leu Gly Glu Asn Asn Glu Leu
[0498] 580 585 590

[0499] Arg Leu Thr Arg Asp Ala Ile Glu Pro Cys Thr Val Gly His Arg Arg
[0500] 595 600 605

[0501]  Tyr Phe Thr Phe Gly Gly Gly Tyr Val Tyr Phe Glu Glu Ser Ala Tyr
[0502] 610 615 620

[0503] Ser His Gln Leu Ser Arg Ala Asp Ile Thr Thr Val Ser Thr Phe Ile
[0504] 625 630 635 640
[0505] Asp Leu Asn Ile Thr Met Leu Glu Asp His Glu Phe Val Pro Leu Glu
[0506] 645 650 655

[0507] Val Tyr Thr Arg His Glu Ile Lys Asp Ser Gly Leu Leu Asp Tyr Thr
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[0508]
[0509]
[0510]
[0511]
[0512]
[0513]
[0514]
[0515]
[0516]
[0517]
[0518]
[0519]
[0520]
[0521]
[0522]
[0523]
[0524]
[0525]
[0526]
GGT CCT
[0527]
[0528]
[0529]
[0530]
[0531]
[0532]
[0533]
[0534]
[0535]
[0536]
[0537]
[0538]
[0539]
[0540]
[0541]
[0542]
[0543]
[0544]
[0545]

660 665 670
Glu Val Gln Arg Arg Asn Gln Leu His Asp Leu Arg Phe Ala Asp lle
675 680 685
Asp Thr Val Ile His Ala Asp Ala
690 695
<210>2
<211>2107
<212>DNA
213> NTLF%)
220>
<221>CDS
<222>(1)... (2104)
223> N A R Ak 8 B gt HSV 55 ¢B 8 A MLAh X BL.
<220>
{221>mis—feature
<222>(2105)... (2107)
<223> A AL R I HE 0 iR 26 B 1
<400>2
CCT ACC TCT CCT GGT ACT CCT GGT GTG GCT GCC GCT ACC CAG GCC GCT AAC GGT
60
Pro Ser Ser Pro Gly Thr Pro Gly Val Ala Ala Ala Thr Gln Ala Ala Asn Gly Gly Pro
1 5 10 15 20
GOC ACT CCT GCT CCT CCT (CT CIG GGT GCC GCT CCT ACT GGT GAC CCT AAG CCT AAG AAG 120
Ala Thr Pro Ala Pro Pro Ala Leu Gly Ala Ala Pro Thr Gly Asp Pro Lys Pro Lys Lys
25 30 35 40
AAC AAG AAG CCT AAG AAC CCT ACT CCT CCT AGG (CT GCT GGT GAC AAC GOC ACC GIG GOC 180
Asn Lys Lys Pro Lys Asn Pro Thr Pro Pro Arg Pro Ala Gly Asp Asn Ala Thr Val Ala
45 50 55 60
GCT GGC CAC GCC ACT CIG AGA GAG CAC CTG AGA GAC ATC AAG GCT GAG AAC ACC GAC GCT 240
Ala Gly His Ala Thr Leu Arg Glu His Leu Arg Asp Ile Lys Ala Glu Asn Thr Asp Ala
65 70 75 80
AAC TTC TAC GTG TGT CCT CCT CCT ACT GGT GOC ACC GTG GIG CAG TTC GAG CAG CCT GGC 300
Asn Phe Tyr Val Cys Pro Pro Pro Thr Gly Ala Thr Val Val Gln Phe Glu Gln Pro Arg
85 90 9 100
AGG TGC OCT' ACC AGG CCT' GAA GGT CAG AAC TAC ACC GAA GGC ATC GOC GIG GTG TTC AAG 360
Arg Cys Pro Thr Arg Pro Glu Gly Gln Asn Tyr Thr Glu Gly Ile Ala Val Val Phe Lys
105 110 115 120
GAG AAC ATC GCT CCT TAC AAG TTC AAG GCC ACC ATG TAC TAC AAG GAC GIG ACC GIG AGC 420
Glu Asn Ile Ala Pro Tyr Lys Phe Lys Ala Thr Met Tyr Tyr Lys Asp Val Thr Val Ser
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[0546]
[0547]
[0548]
[0549]
[0550]
[0551]
[0552]
[0553]
[0554]
[0555]
[0556]
[0557]
[0558]
[0559]
[0560]
[0561]
[0562]
[0563]
[0564]
[0565]
[0566]
[0567]
[0568]
[0569]
[0570]
[0571]
[0572]
[0573]
[0574]
[0575]
[0576]
[0577]
[0578]
[0579]
[0580]
[0581]
[0582]
[0583]
[0584]

125 130 135 140
CAG GTG TGG TTC GGC CAC (GC TAC TCC CAG TTC ATG GGC ATC TTC GAG GAC GGC GCT CCT 480
Gln Val Trp Phe Gly His Arg Tyr Ser Gln Phe Met Gly Ile Phe Glu Asp Arg Ala Pro
145 150 155 160
GIG CCT TTC GAG GAG GIG ATC GAC AAG ATC AAC GCC AAG GGT GTG TGT AGG TCC ACC GCT' 540
Val Pro Phe Glu Glu Val Ile Asp Lys lle Asn Ala Lys Gly Val Cys Arg Ser Thr Ala
165 170 175 180
AAG TAC GTG GGC AAC AAC CIG GAG ACC ACT GCT TTC CAC AGA GAC GAT CAC GAG ACC GAC 600
Lys Tyr Val Arg Asn Asn Leu Glu Thr Thr Ala Phe His Arg Asp Asp His Glu Thr Asp
185 190 195 200
ATG GAG CIG AAG CCT GCC AAC GOC GCT ACT GGC ACC AGC AGA GGC TGG CAC ACC ACT GAC 660
Met Glu Leu Lys Pro Ala Asn Ala Ala Thr Arg Thr Ser Arg Gly Trp His Thr Thr Asp
205 210 215 220
CIG AAG TAC AAC CCT AGC AGA GTG GAG GOC TTC CAC AGG TAC GGC ACC ACC GIG AAC TGC 720
Leu Lys Tyr Asn Pro Ser Arg Val Glu Ala Phe His Arg Tyr Gly Thr Thr Val Asn Cys
225 230 235 240
ATC GIG GAG GAG GTG GAC GCT GGC AGC GTG TAC (CT TAC GAC GAG TTC GIG CIG GOC ACT 780
Ile Val Glu Glu Val Asp Ala Arg Ser Val Tyr Pro Tyr Asp Glu Phe Val Leu Ala Thr
245 250 255 260
GGT GAC TTC GIG TAC ATG TCT CCT TTC TAC GGC TAC AGA GAA GGT AGC CAC ACC GAG CAC 840
Gly Asp Phe Val Tyr Met Ser Pro Phe Tyr GLY Tyr Arg Glu Gly Ser His Thr Glu His
265 270 275 280
ACT ACC TAC GCT GCT GAC AGG TTC AAG CAG GIG GAC GGC TTC TAC GCT GGC GAC CIG ACC 900
Thr Ser Tyr Ala Ala Asp Arg Phe Lys Gln Val Asp Gly Phe Tyr Ala Arg Asp Leu Thr
285 290 295 300
ACC AAG GCT AGA GCC ACT GCT CCT ACC ACT AGG AAC CIG CIG ACC ACT CCT AAG TTC ACC 960
Thr Lys Ala Arg Ala Thr Ala Pro Thr Thr Arg Asn Leu Leu Thr Thr Pro Lys Phe Thr
305 310 315 320
GIG GCT TGG GAC TGG GIG CCT AAG (GC CCT AGC GIG TGC ACC ATG ACC AAG TGG CAG GAG 1020
Val Ala Trp Asp Trp Val Pro Lys Arg Pro Ser Val Cys Thr Met Thr Lys Trp Gln Glu
325 330 335 340
GIG GAC GAG ATG CIG (GC TAC GAG TAC GGC GGT TCC TTC AGG TTC TCC TCT GAC GCT ATC 1080
Val Asp Glu Met Leu Arg Ser Glu Tyr Gly Gly Ser Phe Arg Phe Ser Ser Asp Ala Ile
345 350 355 360
TCC ACT ACC TTC ACT ACC AAC CIG ACC GAG TAC COCT CIG TCC AGA GTG GAC CIG GGT GAC 1140
Ser Thr Thr Phe Thr Thr Asn Leu Thr Glu Tyr Pro Leu Ser Arg Val Asp Leu Gly Asp
365 370 375 380
TGC ATC GGT AAG GAC GCT (GC GAC GOC ATG GAC GGC ATC TTC GCT GGC AGG TAC AAC GCT 1200
Cys Ile Gly Lys Asp Ala Arg Asp Ala Met Asp Arg lle Phe Ala Arg Arg Tyr Ash Ala
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[0585]
[0586]
[0587]
[0588]
[0589]
[0590]
[0591]
[0592]
[0593]
[0594]
[0595]
[0596]
[0597]
[0598]
[0599]
[0600]
[0601]
[0602]
[0603]
[0604]
[0605]
[0606]
[0607]
[0608]
[0609]
[0610]
[0611]
[0612]
[0613]
[0614]
[0615]
[0616]
[0617]
[0618]
[0619]
[0620]
[0621]
[0622]
[0623]

385 390 395 400
ACT CAC ATC AAG GIG GGC CAG CCT CAG TAC TAC CAG GOC AAC GGT GGT TTC CIG ATC GOC 1260
Thr His Ile Lys Val Gly Gln Pro Gln Tyr Tyr Leu Ala Asn GlY Gly Phe Leu Ile Ala
405 410 415 420
TAC CAG (CT CIG CIG AGC AAC ACT CIG GCT GAG CIG TAC GTG AGA GAG CAC CIG AGA GAG 1320
Tyr Gln Pro Leu Leu Ser Asn Thr Leu Ala Glu Leu Tyr Val Arg Glu His Leu Arg Glu
425 430 435 440
CAG AGC (GC AAG CCT CCT AAC CCT AGG CCT' (CT (CT' 0CC GGT GCT AGC GOC AAC GCT TCC - 1380
Gln Ser Pro Lys Pro Pro Asn Pro Thr Pro Pro Pro Pro Gly Ala Ser Ala Asn Ala Ser
445 450 455 460
GIG GAG GGC ATC AAG ACT ACC TCT AGC ATC GAG TTC GOC AGG CIG CAG TTC ACC TAC AAC 1440
Val Glu Arg Ile Lys Thr Thr Ser Ser Ille Glu Phe Ala Arg Leu Gln Phe Thr Tyr Asn
465 470 475 480
CAC ATC CAG GGC CAC GTG AAC GAC ATG CIG GGT (GC GTG GCT ATC GCT TGG TGC GAG CIG 1500
His Ile Gln Asn His Val Asn Asp Met Leu Gly Arg Val Ala Ile Ala Trp Cys Glu Leu
485 490 495 500
CAG AAC CAC GAG CIG ACT CIG TGG AAC GAG GCT (GGC AAG CIG AAC CCT AAC GCT ATC GCC 1560
Gln Asn His Glu Leu Thr Leu Trp Asn Glu Ala Arg Lys Leu Asn Pro Asn Ala Ile Ala
505 510 515 520
AGC GTG ACC GIG GGC AGG AGA GTG AGC GCT AGA ATG CIG GGC GAC GIG ATG GCC GIG TCC 1620
Ser Ala Thr Val Gly Arg Arg Val Ser Ala Arg Met Leu Gly Asp Val Met Ala Val Ser
525 530 535 540
ACC TGC GIG CCT GIG GCT GCT' GAC AAC GIG ATC GIG CAG AAC AGC ATG GGC ATC AGC TCC 1680
Thr Cys Val Pro Val Ala Ala Asp Asn Val Ile Val Gln Asn Ser Met Arg lle Ser Ser
545 550 555 560
AGA CCT GGT GOC TGC TAC AGC AGA (CT CIG GIG AGC TTC AGG TAC GAG GAC CAA GGT CCT 1740
Arg Pro Gly Ala Cys Tyr Ser Arg Pro Leu Val Ser Phe Arg Tyr Glu Asp Gln Gly Pro
565 570 575 580
CIG GTG GAA GGT' CAG CIG GGT GAG AAC AAC GAG CIG AGG CIG ACT CGC GAC GCT ATC GAG 1800
Leu Val Glu Gly Gln Leu Gly Glu Asn Asn Glu Leu Arg Leu Thr Arg Asp Ala Ile Glu
585 590 595 600
CCT TGC ACC GTC GGT CAC AGA GGC TAC TTC ACC TTC GGT GGC GGT TAC GIG TAC TTC GAG 1860
Pro Cys Thr Val Gly His Arg Arg Tyr Phe Thr Phe Gly Gly Gly Tyr Val Tyr Phe Glu
605 610 615 620
GAG TAC GCT TAC TCT CAC CAG CIG AGC 0GC GCT GAC ATC ACT ACC GIG AGC ACC TTC ATC 1920
Glu Ser Ala Tyr Ser His Gln Leu Ser Arg Ala Asp Ile Thr Thr Val Ser Thr Phe Ile
625 630 635 640
GAC CIG AAC ATC ACC ATG CIG GAG GAC CAC GAG TTC GIG CCT CIG GAG GIG TAC ACC GGC 1980
Asp Leu Asn Ile Thr Met Leu Glu Asp His Glu Phe Val Pro Leu Glu Val Tyr Thr Arg
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[0624]
[0625]
[0626]
[0627]
[0628]
[0629]
[0630]

645 650 655 660
CAC GAG ATC AAG GAC AGC GGC CIG CIG GAC TAC ACC GAG GIG CAG OGC (GC AAC CAG CIG 2040
His Glu Ile Lys Asp Ser Gly Leu Leu Asp Tyr Thr Glu Val Gln Arg Arg Asn Gln Leu

665 670 675 680
CAC GAC CIG 0GC TTC GCT GAC ATC GAC ACC GIG ATC CAC GCC GAC GOC TAA 2100
His Asp Leu Arg Phe Ala Asp Ile Asp Thr Val Ile His Ala Asp Ala
685 690 695
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