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GERI R e R ) 2 AR R R B T I 2 FR RS
B 7E AR SR X 52 AR TR IS B 5T
P B SR AL 3524 By Tol 1 FESZ4E 4 Bl
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Lo NTH 7, AL S RilG 2 3 d) BUseE i B g G Z0e e A i A i R 45
e B R e T B ) S2 AR R R B 2 HR BT R B .
- NTESR 7, o 2 kBN a3+ 2 N =2 A J3 3+
o NLESRE 7, Horh 52 R BE R JA 312 N B 325214 B J3 3+
- NTEFBF, A 2R EER A B 22 Toll FE524K 4 JA 3+
- NLE SR 7, Hop 52 AR BE R A Bl 42 FCERIA JA 3+
CBUORIZEIK 1.2.3.4 B 5 N TR+, HA & /N REH e .
CBORJEESR 2,34 805 N Tk BB+, A& BAE A UL N RE A PR
SEQ ID NO:31 % SEQ ID NO:37.SEQ 1D NO: 39 % SEQ 1D NO:43.SEQ 1D N0O:45 % SEQ 1D N0:50.
SEQ ID NO:52.SEQ ID NO:54 % SEQ ID NO:57.SEQ ID NO:59 % SEQ ID NO:64.SEQ ID NO:66 5
SEQ ID NO:80.SEQ ID NO:82 % SEQ ID NO:95.SEQ ID N0:97 % SEQ ID NO: 118, SEQ ID NO: 120
% SEQ IDNO:136.SEQ ID NO:138 % SEQ ID NO:143.SEQ ID NO: 145 % SEQ ID NO: 153.SEQ ID
NO: 155 %% SEQ ID NO: 164.SEQ ID NO: 166 % SEQ ID NO:173.SEQ ID NO: 175 %% SEQ 1D NO: 181,
A1 SEQ ID NO: 183 % SEQ 1D NO: 191,

8. BUHE K 2.3.4 80 b AN TH R, K& AR AU TEAFVRERED
SEQ ID NO 56.83.85.101.114,118,127.133,140.142.146.,147.156.159. 17511 181,

9. BUMEK 2.3.4 8 5 N T3 B+, HoA {5 SEQ ID NO 118,133,156 B 175 I8¢
fREH.

10. BUFJE SR 1-9 HE— I N TS B, Hrp rid BHiR i AR & 2SR A4 &
5

L1, BURIE SR 10 N TR 1, o ik i) 2 11 45 74 82 SEQ ID NO: 1 [ N= K2
KRAB. SEQ ID NO: 2 f#] C— A% 1] KRAB. SEQ ID NO: 3 f#] SID. B SEQ ID NO: 4 [£J ERD,

12, BORJE SR 1-9 AR — I N TSR B, Hh irid R R A & 2 B0 E 0 46
5

13, BURELR 12 BN TR SRR 7, 20 i s 8 1 45 /A 38802 SEQ 1D NO: 5 [ VP16 B,
SEQ ID NO: 6 K] VP64,

14, BOMEER 1-13 PAE— TN TR 1, Hor rid % e 47 7 41) 72 5 K-K/R-X-K/
R A7 51 (i M S 2L R 7 5 SEQ 1D NO: 196 [#] SV40 NLS.

15, BUHEK 1-14 PAE— I N T s B, Horp firid &5 B B 3 45 7 802 SEQ 1D
NO: 7 [ HIV 745 [ TAT ik HSV-1 VP22 ik SEQ ID NO: 192 f¥)4 ik mT02. SEQ ID NO: 193
A AR mTO3 . SEQ 1D NO: 194 ) RO ik (ANTP &5 #4447 P pi JR / EUHE K 1~ N K i PTD.

16. N T35 R, HoA 7 Bl 22 0 B0 B 11 25 A BORIAZ 2 A 17 41 IR S 1 4 1)
W R A BTN ZiREHEERA.

17, N A5 R, HoAL 7 Bl 22 0 B0 B 11 25 A BORIAZ 2 A 7 41 AR S 1 4 1
W R B Ba) I ZiREHEERA.

18. N T35 R, HoA 7 Bl 22 0 B0 2 11 25 A ORI A% 2 A 7 91 AR S 1 4 1
Toll FE524K 4 A F I 24 EEtetE A

19. N TS R, HoAL & BilG 22 0 SO0 B 11 25 A BORIAZ 2 AL 7 91 IR S 1 4 1
FCERIA B3I ZiREERE .

[\l

~N O Ol =~ W

E



CON 103998609 A R F OE k B 2/2 T

20. YA G, HA SRR E K 1-19 A THRR

21, BOFIEESR 1-19 (9N T8 37, 20 U8 715 40 ek 41 F R oot HoAh nl s vk A5 5
Iy TR

22. BURE SR 1-19 BN TEEREF, A 9097 B R N 5 52 AR 45 4 B i 1y
[R50, A TR 22 FR et R S T BB 1) T IR 2 AR R B 3 7o

23. BUFIELR 2 8L 6-16 [ N THE SRR T, SLR 5205 PR32 1040 i B2, DARRAI lde
B B AR A KO, FF HH 9677 BN B2 2T R -

24. BUREER 3.6-15 8% 17 [N T8 R 7, 2L T R2ma it P iz 25 I 40 a0 25, DARRAIR
RN 24K B K, IF B FE 7 B R 2 B0 o

25. BUREE SR 4.6-15 8% 18 [\ N T8 R 1, 2L T 52wt IR 2 5 10 40 Mo B 25, DLRRAIR
SRR Toll BEAZAK 4 KT, IF B A FiR97 IR 2 BR 5 5w

26. BUFIELSR 5-15 8 19 N TSR 7, LA F5mxs TgE (940 b2, DARRK st
=1 1gE SZ AR, I B FI6I7 B 1gE Y8715 R o

27, VRIT R 5 , LA TR o HL AR N AR R VAT A SR BRI SR 1-26 (A
A R, HrP R VR TT 0 B RE S N 5 S AR R S A IR, D IR IR 2 fe B e
1R S A8 ) TR 52 AR JE R B T

28. YAYT HH P R E R YT B 1 5 v, FLA R 1) L TR B R R AT R AR AL
FJEESR 2.3 B 6-17 PN T Z A 7.
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BEIEEA TR RETRETZERIE

% BR sk

[0001]  AZ I Je N 43R A1, FAL 5 Rl o5 22 0 1 s 45 A L 4% 5 6 P B A i
Jor e S G RS ) e S MR AL 1) 52 AR SRR R 3 I 2 R E A, BURCEATETR T HRr 3 PR
)55 IS 52 AR R 45 B U0 R0 AR 3

EERA

[0002]  #2H N T8 (ATF) 2 TR R R ERAH TR (Sera T., 2009, Adv
Drug Deliv Rev 61, 513-526) o VI 2 RIRATAL 1) 53 PRl -8 1ot 31 il Bty 255 DR e sk s i
KIE, HA U H— DNA [P 2 AR 25 A8 R N R SRS e AT e = 1
F—As 2 A SEIE R, WK ATAF AT TERAE T 5 2 W | 0 B br. SR, F— 8 %
TEA ISR (ZEOEE R SRR, FFBIAES EAT] DU AT 8% THE . &F
FRAZ JLP AR AR ] = DNA SIS (140 (30 N2 JERODNA 455257 . & A LSRR R I
B A IR YU SEC IR DNA JE 41 o 7S SREEFR B 1 (ZFP DR 18 AMMZEXT (hp ¥y DNA 4, I
TEREAN NFERA T LF 2 ME— 1o WA 2 58 SO, (H B RN 1530 8 Bt T
EEFE I B LS Sk B (Klug A, 2010, Annu Rev Biochem 79, 213-231) o €25 fEAEFE IR
N L S IR IR O ZF B A5 R e Me AEA T R4 ) 57 —GNN-37 (5" —CNN-3
5" —ANN-3” FHHLLL 57 —~TNN-3" 504 1~ 1 2 11 ZF S5 o0 (B a0t i8¢ Barbas B, DL
Dreier B., Barbas C.F. 3™ %% | 2005, J Biol Chem 280, 35588-35597) , JL& 5T N T 4%
SR I TAESE T TR T A MBI E R S CAE 3 bp $EFA A R, HE
WRVEEFR I3 — 8 SeRE e e 55 ™ AR RIS S, HLAT FH 2 2% 7 Vs L 4 T s Bk . %
S W B AR I X B AL A BE AR s (compartmental ized ribosome display) 884# H FACS
IR Y BB ] .

[0003] A FHULR N TEEFRER 1, W LA LA A RE e M A 1) 75\ (R ZH P 1) DNA ZE PR o [ERTUEE,
IXEEER R A H A IS T R A S5 B i 2 8 B B 1 R BL AR E B
PRI IE R AR T H . F TSR DU IO &8 45 M2 Krueppel FHOCHI45 M43 (KRAB)
U1 N- K% (SEQ ID NO: 1) 8% C— AKui (SEQ ID NO: 2) KRAB Z5#4Jsk. Sin3 AH B /5 FH 45 #45%
(SID, SEQ ID NO: 3) F ERF BHANER (A &5 #4048 (ERD, SEQ ID NO: 4) , ififF [Kl#% 3¢ (¥ Jid @ ik
Al 2 B VP16 (SEQ ID NO: 5) BR VP64 (VP16 [WPUEE{A T & , SEQ ID NO: 6) 254k
Seser (Beerli R.R. 2, 1998, Proc Natl Acad Sci USA 95, 14628-14633) , 4k, &
1 of 3 A A 488 G0:0001071 (http://amigo. geneontology. org/cgi—bin/amigo/term
details?term=G0:0001071) e i E [ 1 5 S Mk 25 A Bl ST A 2 1 1) S o

[0004]  FT A3 A1 25 W) 4B RO IR K E 4 LU A& A2 1k 4 7, L4 B B AR 2O 1 i 41
(off-target) & HI/Nr T 290 B AE FH in SIS BB o MRS 52 AR I SIE 48] S 4 i HIL A2 AR B,
a F BB _EMEEZAR, (HIE 2 AR GO: 0004888 1 GO: 0004930 & & H
[0005] )R H TR E REAE IR i OR 51 1, 773 - 2590 9F A SRR B MR AE ) 245 1 R B KK I
He— R oY (BN PR EE 29 B Bn R, AR IR T BRI R R . AR, KRR

4



CN 103998609 A w BB B 2/34

A AR B AT A g A EAER

[0006]  JUHE bSCHR KN TSR R IS AT LAR T B 7 A m s R 5% . 4R
M5 B2 R )V T AL 5 — Al B % — BB AN 5 SEER, BN WihG 1 3697 M N T % ]
F 7 A, 1 G A sk AR T T e SR BB I8 B Z VA I T A B, 1 e s SR PR
FOAH J AL (9% 68 (Lund C. V. 2% | 2005, Mol Cell Biol 25, 9082-9091) ,

[0007]  FTiB MR A UL T 4550 (PTD) BonE ik 8 B 48 0 2 A R 4 f s s / R s o
S RIE T HIV RIS TAT Bk (SEQ 1D NO: 7) Al HAl 7R i S AR T 41 i 8 R i 5340 2
FR R A GREL (Wadia J. S. et al., 2004, Nat Med 10, 310-315) . 43Ik 40 Mg b
N, IR Rl G & B B Y. AR, AR ARG, T R I N
AR IR, BT ES R 9T B 1 B 2 B RE S A2 193 h B .

[0008] I EVEMEN R RGALZ MR R WP REEEMN . WEE— TS5
WAkLE, 3 B oy —J7 i HARAES SRR 82 5% . NERGNS 5K
IR R i o it (R IR R 2 5 8 T e IRk, N 38 22 5 b AR DRI 1 o B &2
BRI BE . WERIES 5ITTIRN K.

[oo09] PN BmAEHRIE BRI Rk, ZER W RZAE A, il w7 TSR MNE
[P DLAE AR b o 520 N B 25 R4 — 4 B R 3 — 2 VAT VT 2 95000 1 gk D9 i 1 s B
Fi I DR E IR . N R BRI 2 R MERBAL IR R e P R B2 OBl O e if Hs 1 5L PR, T
H ALK Lo 75 R B 0 235 iE 22 S5 20O 00 PR FL A O P SRR T S IR o N S 38 5
5 R o T B RORE PR AT X RS AR o FEAR TP, IO T G IR P A 20 A 1 A R R A P
FE . BN MM DG A AW S € 2 A P AR R DG M BB AR M | o o R T % AR TR
JiZ2 \Morbus Leber. Susac A E R P H L AR 0 S A7 4o 422 g B s A4 R 5 b HL A 5 3 22975
IR .

[oo10] MRS Z 4 B, HoamFUHOm T~ 1 Ho78 2 M LA BRI E K M i . oiife
782 HAR e AR A & 5 [ R sk i, — PRy E B4, 3 B00h 48 I v AL FH ph 22 T 1 5, 2
0 A W M ) OGHR 3 TP o 2 21 (1), V8 H B 1B BUbr AL IR W . ndE
B R i A A0 Do 6 A B A A R D T B TR b (T 2 LT AN 78 R B I R 25 18 T 3
K5 51 B U — DA R 98 RE 1 2R 1810 (run—away) FT M TE Rl IR ZUETER
S a1l Il NS S S 1l 192 SN s D O I 1 R = S E R = i S R A 2 vy o B S By B B

P 12 B B AT AT T I 7B A P B A0 P 3 A R AT AR ok = A e A BT IR A R I 52
A2 TN, ETRA T ETRB. JVE ETRA A7 7% RIS BE (1) 13 LAN M R 2k i 5 e 4, (2
ETRB 3= BR8P B2 4t i rh, J FL A i f dF — AP L BB IR A i A 67 7, R if 5 kS P 3
JILFAGH . ETRA F1 ETRB J& T G o5 (R BE R -LRS R TE 52 A ¥ K28 ET 55 ETRA B ETRB {45
G FE G AN, BRI 51 A M S T &, I B S [ — KRR 40 e s

[0011]  Z4PE~% L3gmd BT REn] REIEBIAE L BT AT i 9F H BT U FE A G A 1)
o9 P TR I I e P BEL 2 T R M Ao 20 A M L X 2R AR M L I ST L
o P R AR T 85 AR D9 i 22 22 R P A A AR 2 2 L R RGBT 98 | Susac ZRAME V4
SEFTH A0 IO S 7255 AR W T Ao 20 M SR 8 A T 4 JULTRg ARORE JR 3 AL I S AR il R b o
(K)o AU E ), U ETRA KA B T e 45 R o (AR T, B ETRA JfBRIHAT ET

5
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P R R RBUBME ] B2 A BRI, 4 DU 1R A A IS4 MO BRAA 530t 2 Pk S R v 1 A T
AE
[0012] b4k, ETRB AR5 5 A 1B 150 an 75 Je i 40 M 2 R0 g A A R vh S5 g 491 A= 2
A FRAE . BEA, B ETRB 5 GHR M AR A ¢, w4 ETRB ) &7~ HAE F IR o
PR R ER . EAh, ETRB 7E S EEFE P 4 b . Ak, Tk e e ik N T8 S A+
AR FARTY ETRB K n] F TR YT EE , T AR 2728 PRI 1 RAE IR
[0013] 4 B 41 HuBE A1 43 1% Wi s 2 B (LPS) £E 2 R i R PR EEAEH . RN AFAE
LPS Fe 1 75 B i A R G A AT A B ek H . T LPS A2 2 22 [P 40 1 1 — R 240, BRIk
LPS f i T Be TS Sz R A TIE e (S 5o LPS H Toll #5244k 4 (TLRD B,
A Toll #E5214K 4 &2 5 R0 2 FiE IS5 5 805 40 0 500 BB AH O 190 B AR AH ¢ 7
X (PAMP) (1] Toll BEZARII B KK IR D o R R LPS K fGkefE 5 /2 e R s [ B
#4735 TLRA 52 AR 1) It B il B e 1 RIS 48 MR 28 A DR I B 243 DUAH DG o S
151 2 22 B 5905 » T oA A JHF 5 « A VRS e 0 A s B TRDRS 14 IR 7 T P 28 g L 7Y
JHF 28 B BRI 98 95 85 (HCV)D Jgey VA HIV-HOV JLik g, HoAh 5 TLR4 15 5 A I8 AH K i /2
PRI R B AL AL R S s e B I ER i T 2 IR 8 B R A O T A I R R A
JERAE. BEAL, TLRA /T HIE 4518 2 H el & (cancer progression) FU A7 V%K
Ptk
[0014] 234 F3gum LPS (R TLRA 15 538 n] BEIE I XS T 5 B T TLRA AN 4354
T FEE PE 2R R 28 A . IR0, i #E 1a) TLRA 5 301~ Bke = MR 6 a5 i A
THE R FIVE R N TLRA B2 1, &7F ) Tl R | LPS U 1 2 0E (R % R 30
SRR RS R
[0015] R EKER T [FI AP Y ECTE ) AR Il N It f0 3% R HIEE 4, I HLIRIFES S5 G LA
U AL RS . TeF @A T AR RN Mo AIRE i am il b 1) =i 2ie ) TgE 5244 (FCERD) 2k
“hitr. 1gE 5 FCERL W4l & M b5 205 28 I J5 IR e P P JR AT DX 48 55 A R R B 2 A
- MHE K40 H R PE G 41 B PR, 5 AR NP N 2 o FEIX S R 7 AL 40— Ja 2R
Z Pl R 7 DA R S B R AR AR R B — OO GBS . X SBR[ AR N 0 1
AR Y MR B 4 BRI RS I AR A
[o016] & HHMEAR

AR W S N T S 8, HoAL 5 Bl 22 30 B0 R B g A Bk e A P 4 R i
U 3 A5 R R e AR ) 2 AR R R B P I 2 Fe B fR R O, JF b S S RN TSR
Bl 29 EW. Mok, A BB S 6 N T8 R - A 715 40 Beon 21 57 sl SR o 38
M AT A 5 1 BSOS I gk, LR YR YT B RE S MO ) 5 R A2 AR I 45 6 BT TR 1 1
PRI %
[0017]  fE—ABAKMSEE T B, ZBEREB FRENKRZZEA R 55— R
PRI S HE T e, AN e B e IR N T3 S IR 5, JL B T 52 i 9 52 3% R 40 B R 25, DLBRAIR
BRER RN 2R 2 ORIV T BN R 3 AT IR JC R TR T IR RIR R o [
FE, AR BB A v6 97 HH N R 25 T (95 0 1) s LA 456 1) A G 75 B 0 A 3 e FH VAT A AL
= AR N TR 1
[o018]  7E5— N EARKISEIET7 i, Ak B0 S N T3 S BBl A el ik, oA 3 il & 22 910

6
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T S B B 1 45 A SRIAZ 2 T A1) (e S PR ) Y B2 B2k A S B PN 2 IR R (1
[0019]  7E 5 — A HARMKSEHE 7 b, 2R B s F =N R2KB B3 F. 05—
HARMI ST Zrp, AR 9 M RN T3 R 1, SLR 50 ma st o 2 = 04 B v 2, DAR%
(I B Ry N B 22 3244 B AKCF, I B T Y697 B R 21 I, JUSL T 67 SR 2R 9%
o [FIRE, AN BHYD SR T B P B 21T B 1 75 v, AR m A B B A ar
BRI AR TN T ZE T

[0020]  7E 57— EARRISE 77 &b, AR W BN TR 7 e ik, KA s 2560
i SR S B 1 5 R SR e A B (e S PR ) P B B2 AR B R B T I Z FREHR R
[0021] 785 —AN BARRISEH 77 b, AR R E B 72 Toll #2464 BaF. f£5—
HAR ST rp, AR B K SRR T3 IR 1, HF T 5wt R 22 8 10 40 i S 25, DAR%
B 1 Tol 1 FESZ 1R 4 K, IF B 3077 B g 2 951 15, JUE A T30 IR o [
FE, AR B KB d7 8RR 2 B 1 IR 1) 75 v, B HE i L7 B R i VAT B AL
EA RN THZRE T

[0022]  7E 57— A HARKISEHE T b, AR B BN TSR 7 A ) ik, oA m i 22 40
B B 1 45 M IR AZ e AL B R e R ) Tol | BE52 0k 4 B sl T 2 e f .
[0023]  7E 57— B ARKISEiE 77 b, 2 AR R A ) T2 S f ) e sk e e 21k
B JHBIF . 1S N HEARISE T i, AR RO TR S5, H R T 52 6
G ERET A E (TgB) B4 MR, DL B4 iy s oie Fl ) TgE B2 44KF, I B TR 97 i
LgE T I , U TR 7 IR o [RIRE, AR BRI B iR B 1B 1T B 1 75 v, I
A 1) A 7 B A YR T A AR AR R N T Sk R

[0024]  7E 55— BEARRISE 7 b, AR W RN TR 7 e ik, A8 s 2560
) SR B 1 45 A IR A 2 7 B Ry S P v o R G BR R ) e ZAREIE a 33l
THZ IR REA,
[0025] [} &l fafids

AH T > 2 i A

W U A (PTD) 15 40 TAT BRILA R AR N T3 SR R 7% 12 2 4
Pk N Tk Rl B Rl G 2 01/ B0 857 380 (RD= 1 80 LA R e )7 41) (NLS) [y
SRR AR (RG) A3+ (P) MINZEEH R (ZF) . MRS 2R R R
& E () Bl (), 2l A R ) s b KN 32 AR (RLGR2 B R3) B (A) 40 i
BN
[0026] 2 AW ZEZIR A (BTRA) B#TIX

BoR T EHBER ETRA B3I 1 ETRA ZER Y 57 AERHIEIX . S8 H BoR 2 i il
46 CH +1 i) RN TR SRR 1 # 72 [ 15bp 1 18 bp SBA7 0 (TS) CRRIZ R R IFbrid A
TS-855, TS—-555. TS—487 TS—447. TS—-306. TS-230. TS-103. TS-37. TS+74),
[0027] 3: A Toll 24K 4 (TLRD BHITIX

BIRTE&A TLRA JA8) 711 TLRA ZEH [ 57 X S Bon i 28 1 4 (B +1 Arid).
540 T B AR LR AR TR R R HE CRELAAR S B AR S N T8 S RS 7E I 18 bp #E4 41
CRRIZ R IHFFRICH TS-276. TS-55. TS+113).
[0028] [& 4 .oy 1gh &4k A (FCERIA) HH X

7
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SR T S ARUT AR B B T FCERIA R 57 X R BRI RS EE (H
+1 AR A BT R AR B R B AE CRELAR - BE) FHRE Sk N T3 SRl 71 18
bp #EA7 i CRRIZ R R FFFRIL A TS-147 I TSHLT,
[0029] 5 AW ZZIEB (BTRB) jBal [IX

W T HA ETRB G311 ETRB ZEEIK 5 X . R B s 2 fieie s (H +1 Frid) A
R PN T SR W 721 18 bp BEAL i CR RIZ R IR Frbrid oA TS-1149 F1 TS-487).
THGE T LT AR R A (Aral H %5, 1993, J Biol Chem 268, 3463-70; Tsutsumi
M. %5, 1999, Gene 4, 43-9) , ERERIVRRLLG AL sV N iy 2 MR S 275 55,
[0030] 6 : N TH RN T

A Z PSR B A e BN = AR TR o s ME— [ PR R AT A LR 22 Fh R0k R
R B vl 7 A2 fr) DNA A AR gahd LU filG 8 ) :KRAB-NLS—6ZFP-3xmyc (SEQ ID NO:
8) . SID-NLS—6ZFP-3xmyc.

NLS—6ZFP-GGSGGS (SEQ ID NO: 9) 423k —KRAB A-3xmyc #l

NLS-6ZFP-GGSGGS $23k ~VP64-3xmyc.
[0031] 7 B A TA SN T A0T4A (AQT4E (AOT4R Fi1 AOT4V 715 AN % 2252 4K ACETRA)
E_Ali

(A ETRA JE 3l T IR B I 8 AR I N T8 S RO K BH A . 7R TR IE TR 17 ETRA
JA BN RBEAT 25 AO74A (SEQ ID NO: 10) JAO74E (SEQ ID NO: 11) \AO74R (SEQ ID NO: 12)
FHA074V (SEQ ID NO: 13) JEEE e R BgHGEREFIME (RLuA = ARG R B A, AT
XTHEC, L%t ) MIZi R, C=1E NI asotEa (YFP) .

(B) AO74Vp (SEQ ID NO:14), '3[ A07T4AV T [, AHEL T6 B B (B2 Pyl Ab B (1) 40 D A
ik HeLa 40 Mu385E . RP = LIS R FR % v A AH X B 5

(C) AOT4Vp AHLL T AT B (B2 iy AL T I 40 D AN 5~ D40 (hUtSMC) 1
b: LY T8

(D) AO74Vp BHIT T hUtSMC i) ET-1 it 4 o 5 hUtSMC AE A = 4EIJE A% . C = 1
X R G2 A BRI A . B = FHGGMBCRT ET-1 AR PR 4 e, AOT4Vp = ] A0T4Vp Al
ET-1 AFH M. RLA = DAXTHR C (1) % v AR ROAS T AR« 4l ik T 8 3.
[0032] 8 it A THE SR 1~ AO7T4Ra 11 AOT4Va BXEN (K] ETRA JE 5 FIE T K g

(A) oE N TH K 7 A074Ra (SEQ ID NO: 15) FITA074Va (SEQ ID NO: 16) F ik )5, ETRA
JA B FER BN R B IE FE R I R TH . RLuA = A6 2 BEE 1, LA X C
(YFP) [ % it

(B) HI AO74Vap (SEQ ID NO:17) AbPEIFANHNE] hUtSMCs 40 e 355 A5 4 B2 b X i
AO74Vp %F hUtSMCs 4 B i A 251, H H IR AS T i 2 40 f 3858 . B = S A BRI 40 . RP
= DI HEIE %6 v (R A G 55
[0033] 9 .jf it AO1149N F A01149P [ AN 7 2524k B (ETRB) Ji &)1~ (I BH AN

PE ' FR MR 2 R e A, N T SR A7 AOT149N (SEQ 1D NO: 18) Fl A01149P (SEQ
ID NO: 19) HIZRIEARXS T YFP CAf B8 OO BHA T ETRB JA ) 157 RLuA = A HOG R B
M, LAY 5518 C 1 % 1o
[0034] & 10 :if ik AO55B F AOSSE (A Toll #5214k 4 (TLRA JE MR

8
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(A) 7EHEEERHOE FERI E o, A055B (SEQ ID NO: 20) F11 AO55E (SEQ ID NO: 21) (]
FIEHXT T YFP Oof B COBHWT T TLR4 5 8 FiEPE . RLuA = AHXTH G S WG 1, DAAH XS 5
W CI%its

(B) 1EEWE4H fukE U937 41 fig b K1k A055B Ji5, TLRA AKHTERT . LPS 5 S A4 %
(IL) -6 7372 55 (blunted).,

(C) H A055Bp (SEQ ID NO:22) Ab¥IFANHDHi] HeLa 4 MUsg4E . RP = LAXREE %6 v HIAH
SFHAGE . B = SR RALFEAI4E L. RP = DL IR B 96 T FOAE X H9 5
[0035] L1 moE A )y TeB s Pkim it AO147A T

(A) AO147A (SEQ ID NO: 23) KIEJG, EaM )] IgE %24k a W (FCERIA) J83)FIK5)
(35 5 22 4 T S5 R 11 2 IR 76 K B PE Rk RBL—2H3 41 fia b i 3] . RLuA = FHXT L WS
PE, AR FXFH C (YFP) 19 %1t

(B) AO147Ap (SEQ ID NO:24) FASHNH Hela 40 judfilt. B = 2P yiAbFE (40, RP =
CAXEHEI1) %6 T B AR X B B

C). FH AO147Ap LN TgE 5 AMERH KUSL2F 40 Ml 44k 80% ity 1gEB = {#
HN TgE FA FITC FRic i/ BT TgE 18 ik it i e A 52 1) TgE X FCERL &5 G RES),
DAAERS T4 A o) B R 22 b b B ) 48 L (BD 1 %6 vk
[0036]  REHIEIA

AR B e N T3 s R, LA 5 il 22 40 B0 2 B 45 A B8 e 4 e A AR B
JiU S i S R e R ) 2 A SR R S B I 2 R B R O, JF B B RN T %
ESRRINETE Y Ei Rt/

[0037]  VFZPEMEIIGST IE TV M2 AR5 S . S mi s (Her B BELBT S50
Hl B B LRI B AR Th RS S PNAR (Herh 5 52 €8 i R ER BELIT 57) 184 ik sh 77 R R IR I 1)
5— OS2 R T A% 18D B OGIR by 21 It 2= SR U035 A0 T 91 iR 22 52 44, 4k 1T FEAICHR
WD fE48 &, 2 1797 B I, A8 D2 R Eh F B8EE S e X /N 5 1 R 2 85 5
fEik o BRI, 40 M2 AR5 5 AL B IE BRI A 52 PR a1 AR ) BB 1Y i s il

[0038] I AT 52 PR R IE AT BB o BRI R o LR B BT e RO
TR R R A2 T B EIRE RN B, X R Tz R L L
RIS FARG L A AE G . TEMAE AR E T, 2 MR 2597 VAR a T I 2 1
WSz R mT R, BRI, 2 B S2 AR BV o 2 ELRZ RE 29 VAI )] . 1RO,
I KRR 22 2 AR R IEAS R0 S5 13 ER1 2 BRI, DR JRR 32 52 AR 1R K 2 0 2 3 R T AT
IR/

[0039] X T HH 52 A4 2 1 ) A5 35 AN A2 5 | A DB 50 » 1 5 | S AR A IR 2 1) e By 2 A
AR T 3248, (RIS AR, BAMBOSE TR A DhRe )2 AR R & T R . o IF
TE A b, 5 B B S0 155 S AK B2 (perpetuation) 5 M Toll FESZARI A H1E
SAEIEAHICIEE . I, T Toll #ESZARMIR 2 i B B Sz i B RN o 7078 Y 1
b T8I RN ) TgE 2R 1k 1eE A R IME SR B H THRPL NI RNV . fEfiE, N
ARl 52 AR Bl B AR 5T 52 AT T g 1k e 1F R R R

[0040]  TEULIEAZAAZr Frh )2k BT I -CES IR e G 8 FRBES2 & (GPCR) 4 I I
B, HAFAEAE T4 52 A48 02 75 U A () -B s R g5 /e BN 6 2 ORIt (5 5 BB .
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CON 103998609 A W BB B 7/34 T

REEREBIZNRZRZRR A A B, AL it B 20 S ES IR B2, (100 IR 22 B (32 4
Toll FEAZAAK 4 B Pl M R 152 118 1 TL—4 524K o HABSZ 7k 22 28 B 1 52 PR 2L 1 181
H o By BELLRRHT Tl HURRIRoRA ) 22K, BB« By vy 8 e A1 2 BEALRL
T sz tk. Ak, fERTE 2000 17 RS BER B AR E A SR EA 4R A R
IR &R A
[0041] AR RS AR N B2 IR0 7, LR DU 4

HTR1A, HTR1B, HTR1D, HTR1E, HTR1F, HTR2A, HTR2B, HTR2C, HTR4, HTR5A,

HTRSBP. HTR6, HTRT, CHRM1, CHRM2, CHRM3, CHRM4, CHRMS, ADORA1,

ADORA2A, ADORAZB, ADORA3, ADRA1TA, ADRA1B, ADRATD, ADRAZ2A, ADRAZ2B,

ADRAZ2C, ADRB1, ADRB2, ADRB3, AGTR1, AGTR2, APLNR, GPBAR1, NMBR, GRPR,

BRS3, BDKRB1, BDKRB2, CNR1, CNR2, CCR1, CCR2, CCRS3, CCR4, CCR5, CCRS,

CCRY7, CCR8, CCRY, CCR10, CXCR1, CXCR2, CXCR3, CXCR4, CXCRS5, CXCR6,

CXCR7, CX3CR1, XCR1, CCKAR, CCKBR, C3AR1, C5AR1, GPRT7, DRD1, DRD2,

DRD3, DRD4, DRDS, EDNRA, EDNRB, GPER, FPR1, FPR2, FPR3, FFAR1, FFAR2,

FFAR3, GPR42, GALR1, GALR2, GALRS3, GHSR, FSHR, LHCGR, TSHR, GNRHR,

GNRHR2, HRH1, HRH2, HRH3, HRH4, HCAR1, HCARZ, HCARS, KISSTR, LTB4R,

LTB4R2, CYSLTR1, CYSLTR2, OXER1, FPR2, LPAR1, LPAR2, LPAR3, LPAR4, LPARS,

S1PR1, S1PR2, 81PR3, S1PR4, S1PR5, MCHR1, MCHR2, MC1R, MC2R, MC3R,

NPSR1, NPBWR1, NPBWRZ, NPY1R, NPYZR, PPYR1, NPYSR, NPY6R, NTSR1,
NTSRz, OPRD1, OPRK1, OPRM1, OPRL1, HCRTR1, HCRTR2, P2ZRY1, P2RY2, P2RY4,
P2RY®6, P2RY11, P2RY12, P2RY13, PZRY14, QRFPR, PTAFR,. PROKR1, PROKRZ,
PRLHR, PTGDR, PTGDR2, PTGER1, PTGER2, PTGER3, PTGER4, PTGFR, PTGIR,
TBXAZR, F2ZR, FZRL1, FZRL2, FZRL3, RXFP1, RXFP2 RXFP3, RXFP4, SSTR1,
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CON 103998609 A W BB B 8/34 T

SSTR2, SSTR3, SSTR4, SSTR5, TACR1, TACR2, TACR3, TRHR, TAAR1, UTS2R,
AVPR1A, AVPR1B, AVPR2, OXTR, CCRL2, CMKLR1, GPR1, GPR3, GPR4, GPRG,
GPR12, GPR15, GPR17, GPR18, GPR19, GPR20, GPR21, GPR22, GPR25, GPR26,
GPR27, GPR31, GPR32, GPR33, GPR34, GPR35, GPR37, GPR37L1, GPR39, GPR42,
GPR45, GPRS50, GPR52, GPR55, GPR61, GPR6Z, GPR63, GPRE5, GPRES, GPRTS,
GPR78, GPR79, GPR82, GPR8J, GPRE4, GPRBS5, GPRE7, GPRES, GPR101, GPR118,
O3FART, GPR132, GPR135, GPR139, GPR141, GPR142, GPR146, GPR148, GPR140,
GPR150, GPR151, GPR152, GPR153, GPR160, GPR161, GPR162, GPR171, GPR173,
GPR174, GPR176, GPR182, GPR183, LGR4, LGRS, LGRG, LPARG, MAST, MASIL,
MRGPRD, MRGFRE, MRGPRF, MRGPRG, MRGPRX1, MRGPRXZ, MRGPRX3,
MRGPRX4, OPN3, OPN5, OXGR1, P2RYS, P2RY10, SUCNR1, TAAR2, TAARS,
TAAR4P, TAARS, TAARG, TAARS, TAARS, CCBPZ, CCRL1, DARC, CALCR, CALCRL,
CRHR1, CRHRZ, GHRHR, GIPR, GLP1R, GLPZR, GCGR, 8CTR, PTHIR, PTHZR,
ADCYAP1R1, VIPR1, VIPRZ2, BAI1, BAI2, BAI3, CD97, CELSR1, CELSR2, CELSR3,
ELTD1, EMRT1, EMR2, EMR3, EMR4P, GFR56, GPR64, GPRY7, GPRY8, GPR110,
GPR111, GPR112, GPR113, GPR114, GPR115, GPR116, GPR123, GPR124, GPR125,
GPR126, GPR128, GPR133, GPR144, GPR157, LPHN1, LPHNZ, LPHN3, CASR,
GPRCBA, GABBR1, GABBR2, GRM1, GRM2, GRM3, GRM4, GRMS, GRMS6, GRMY,
GRMS8, GPR156, GPR158, GPR179, GPRCS5A, GPRCSB, GPRCS5C, GPRCSD, TASTRY,
TAS1R2, TASTR3, FZD1, FZD2, FZD3, FZDA4, FZDS, FZD6, FZD7, FZD8, FZDY, FZD10,
SMO, GPR107, GPR137, ORS1E1, TPRA1, GPR143, THRA, THRB, RARA, RARB,
RARG, PPARA, PPARD, PPARG, NR1D1, NR1D2, RORA, RORB, RORC, NR1H4,
NRTHS5F, NR1H3, NR1H2, VDR, NR112, NR1I3, HNF4A, HNF4G, RXRA, RXRB, RXRG,
NR2C1, NR2C2, NR2E1, NR2E3, NR2F1, NR2F2, NR2F6, ESR1, ESR2, ESRRA,
ESRRE, ESRRG, AR, NR3C1, NR3C2, PGR, NR4AT, NR4AZ, NR4A3, NR5AT, NRSAZ,
NRBA1, NROB1, NROB2, HTR3A, HTR3B, HTR3C, HTR3D, HTR3E, GABRA1, GABRAZ,
GABRAS, GABRA4, GABRAS, GABRAG, GABRB1, GABRB2, GABRB3, GABRGT,
GABRG2, GABRG3, GABRD, GABRE, GABRQ, GABRP, GABRR1, GABRR2, GABRR3,
GLRA1, GLRAZ, GLRAS3, GLRA4, GLRB, GRIA1, GRIA2, GRIA3, GRIA4, GRID1, GRID2,
GRIK1, GRIK2, GRIK3, GRIK4, GRIKS5, GRIN1, GRIN2A, GRIN2B, GRIN2C, GRIN2D,
GRIN3A, GRIN3B, CHRNAT, CHRNAZ, CHRNAZ, CHRNA4, CHRNAS, CHRNAG,
CHRNA7, CHRNAS, CHRNA10, CHRNB1, CHRNB2, CHRNB3, CHRNB4, CHRNG,
CHRND, CHRNE, P2RX1, PZRX2, PZRX3, P2ZRX4, P2RX5, P2RXE, PZRXT, ZACN,
AGER, TLR1, TLR2, TLR3, TLR4, TLR5, TLRS, TLR7, TLR8, TLR9, TLR10, TLR11,
LILRAT, LILRAZ, LILRAS, LILRA4, LILRAS, LILRAG, LILRB1, LILRB2, LILRB3a ,LILRB4,
LILRB5 LILRBS, LILRB?, EGFR, ERBB2, ERBB3, ERBB4, GFRa1, GFRa2. GFRa3,
GFRa4, NFR1, NPR2, NPR3, NPR4, NGFR, NTRK1, NTRKZ, NTRK3, EGFR, ERBZ,
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CON 103998609 A W BB B 9/34 T

ERB3, ERBM, INSR, IRR, IG1R, PDGFalpha, PDGFbeta, Fms, Kit, FIit3, FGFR1, FGFR2,
FGFR3, FGFR4, BFR2, VGR1, VGR2, VGR3, EFA1, EPAZ, EFA3, EFA4, EFAS, EFAT,
EPASB, EPB1, EPB2, EPB3, EPBA4, EPBG, TrkA, TrkB, TrkC, UFO, TYRO3, MERK, TIE1,

T)EE‘. RON, MET, DDR1, DDR2, RET, ROS, L'IK; ROR1, RQRE’, RYK, PTK7, 1 KIT.

[0042] G E&H)IE— L R R R N2 0, LU B 4l i/ 2% (LA 12, L=
3, IL-4, IL-5, IL-6, IL-7, IL-8, IL-9, IL-10, IL-11, IL-12, IL-13, IL-14, IL-15, IL-16, IL-17, IL-

18, IL-18, IL-20, IL-21, 1L-22, IL-23, IL-24, IL-25, IL-26, IL-27, IL-28, IL-29, IL-30, IL-31, IL-

32, 1L-33, IL-34, IL-35, IL-36, IL-37, IL-38, B &, T &K ~o , THE -8B, THE - v,
JB IR B 1 o , W B2, (LR, IR 2 M, (A I 0 R 7, SEVR I N -, S s Bk R
HA, e ERE D, S ERE A G, REERE A M, Bk 3 E, A 94 i i (HLAD A,
HLA-B, HLA-C, HLA-E, HLA-F, HLA-G, HLA-DP, HLA-DQ, HLA-DR, # 4k KK F o , b4 K
K7 B, R K 7, IR PE s 28 R R, s JR R -3, M R IR+ -4, 5 BiR
BETU RS, MR, B WEsE 7, B SRR, (S MR, e 440 A&
P15, #H22 J1 T 4 it P o 208 R DR, s 4 e B 9 R R, o 4 e 5 Wk 4 B 7 ) 35 X
T KR T -9, BRI A KR T, AT AR AR KR 7, R R Rm A AR K 7, RS 5, &
R R R 1, DL AE K AEIE (myostatin), M/ MRATAEAEK R, /MR AE 2, M P 7
AR IR AE KR FAEKEE.

[0043] 202 pE It (R YR AE A JE R it K 52 44, B0 40 R« 5 3 28 S Rl 2 R 4
B RS2 AR 5 0 E (R SAR A0 52 A T DR G 5 ) 52 A4, 19 G AEAE R A o /N 22 R 32 W oK VR
MG M LK AEAE ) H B LLAE BRI R AR I R A o IR S IR, AR
IR RAED N 2R B T 88 TR 2K AR A 2 55 T R BRI SR R

[0044] 3%k S 75 AT Ry 1) e 1) H 2 SR MR B ERLTT PR T B AT AE R — ¥R I E R AV
RS o T EEFR RIS Ry R M SRR S RN AE Y A R BN T S R i
EQ/INBUANAFAE , B W] REIE I S o Ho 5 JU M () I O B AT rt 25 R BRI I 1) Bh g )% 1
SER /N SR b G B — D PR B B . AN, BB R & B A R B N T2 S A
T UARRAR S IR Pk o A, I A R B 0 N T3 3 IR 7 B G e RO S 2 7 5 IR s i, 8 47
PR G SRS, FFRAR A BT N T8 SR R B 52 o X V07 S M 2t B SR k5
Z I8 AT ATHRER N V5 15 5 S % TN 52

[0045] T SZARTE PRI /N 3 I 4 2 AR T 70Kk B AN [FIR R B 2 Fh 2 A
5] 53F-Hr z HAER Ry o DU, X 45 8 2R 0 7 IR /N oy T 2 TR &
HV TR AR A PR . AH AR BN TR R T8 T R—2 s, Ba s Eihe
(AR R o B 1) P 25 AR AN R (9 )5 30 T R AU AN 56 T /S BB S A1 N L SR 77
HA 85% [ f/NA TR T A Rl — PR R A AL = 2045 14, FF FLREGS 22 bR vl 772 (T R
SCHTRO LA IE B2 177 Aok AR . BRIk, AR N TR FE—R o FHas T X
T2 HASF AL RS A1 a0 e 1t 5 SRR AURI L e IO, AR i B IR N T3 5%
AT e 1) 21 2540 mT DU T 3k — 28 s 25 1 R R R S T 42 560 o

[0046] A THEEIR TR A i S E5 /80 (PTD) A S 1 B Py 3% 2 LUH 7 20 2B 4 )
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CON 103998609 A W BB B 10/34 T

TR RE 52 AR 53 B R I B Pk BT 77 e VB 2 ) R SR L2 AR s M, (N TR SR A
TR IR L AR PR I B TN TSR R R s b R S R A T I 2R 32 AR S A
(K18 37 X, PR AS i B A v et A 1) B R B U OGN ER e IR T 2% UG
W EEE 3 RS BRI IR ST o 8 A e T 5 B SN TR S B 1 ais H 11
A X SN TR NS Bl A S R AN R TR A R s B Y R R B
LN N TR NS ALY O N = KPR R iR S R (SR = 7 NN /T s e 5 W T E D =
AR S 0 e A R BREN v — 2 FE T IRORH HLAth foh 42 B 51K 40 e S 2 mT DLIE I T
P o R AR S B BN T S5 DR 1 ) R e 488 2k, 28 125 08 S2 R B 1 S0 1) 7 256 o o PR IR
MR e MR, T2 25 VE 230 S MR o] 2 T] RERY o

[0047] AR BHIEWE S RN T3 SRl 1E 367 HHRE e MOV 5 2 AR B 456 BT S 1
P IR &, NI 2 R B R R R e AR ) AR TR R S Bl o [RIFE, AR B BB T R
()77 2%, SLALHE v A 75 B R T R VBT A AR N TR S R 1, o e v o7 5
TR RSS2 AR B S5 G BT, Ak 2 TR B B VR e P B ) AR SRR B

[0048]  FT% R Z feerie R ARV LR OSBRI S-L B NEREA . “PUEK7,
CTLEREVONEB) N BRK RO R E B A B A A N REAE  EE E A
H Rk, HolF— AN HA R @ R = BRI 45 5 e ko Plithh, N TSR BR8N SR B
=R

[0049] 77254 )7 ) X L FEH T it

AEAL R EFERT T B A DR N T R R 12 RO 1 A T AN TR SRRk
PR TR R R, B e N AR DR ) JE IR A TS S P 455 BT A IX 7R 2 DNA BBAT A
(R AT P, R DR I B 4 €k DNA FF AR B I S8 40 o B B B e iz Ak, JF H
DNA &4 1t R 34k TN T IR 45 RS KB I AL R 4 ik B s A0 s 9 HoJR 4
SR T IR 5 ALY BR G SR 225 DR ) 8 SRS AR A i M R R I B (-1000 2 +200bp) WAZ06 T
Ptz S5 IR 1~ UG SR ML G0 RNA SRR T 3 (1Y) (RGP AT 25 s BEAE DR (12 X 4 1k
FERRAL RUR AR O IG5t ™ A HA 7R N R Th R N T3 R R (R s D 2
[0050] AR EZIEA (ETRAD J55)FIX P EFERAT iy

WL N ETRA R e fe S W R R 2R A BBl F I N RETRE A
(6ZFP) :

A ETRA F:[A (& 331X SEQ 1D NO: 25 45X SEQ 1D NO: 26 [EERIZHIX ) dik-b
NN EFABEI NN BT (Hosoda K. 2%, 1992, J Biol Chem 267, 18797-18804) .
SRRF LN T LALT 5 FEgbS X, H A IH A7 AR ATG BIIEAR LR 25 i+ B 502 bp.
[0051] 437 AH XS T~ 4% SRS AR A7 s A —1000 bp %2 +100 bp [ ETRA J& 3 ¥ X [¥] (GNN) , 42
£ S (B 2 N 1o {# FH ZiFiT 3 ff (Sander J.D. 2%, 2010, Mucleic Acids Res 38,
W462-468), %5 F| TS-855 Hl TS+74, 3 H. 1L Barbas ZH [ GNN FEFa bk 1 11 ZFP-855A
F ZFP+74A,

[0052] )AL TP SG BB I BRI B K B4 2 I S 3R T AN, (IR T A e
] ZEP 1) SCFE W 28 7 VAR BN T2 moe MO EEfe e R A 1. BRI, IR B el
ZiFiT PP HEBRI 7 A8 (GNN) g J7 41 (TS-103) o BEAh, 7E TS-855 Fll TS+74 Z [MlIEHE & A
GNN B CNN = HRAR H A 18 bp #BA7 . M4k, 75 TS-855 I TS-306 Z [AJZEFE 15 bp #EAL 5
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CON 103998609 A W BB B 11/34 7T

FH Tk 6ZFP SCJ%,
[0053] A REEZIEB (ETRB) 750 71X A FER 1T H

W IEFEH TATY ETRB KA N T4 % K5 [ 45 & A7 55 :ETRB ZE K1) 5” X (SEQ 1D
NO: 27) ZERHVPEACAAAT A EIERYT —1195.-817.-229 FIl —258 bp b5 A B & 14 AR UG 67 5.
[RI It #F —1149 bp F1 -487 bp 2 [B]IEFE FH GNN 5, ONN = IBARZH i1 18bp HEAT i LK 5.
[0054] A Toll fEZ1HE 4 (TLRL) J7 50 T-IX A EFEH T 5

7E TLRA ZE[H 1) 5” X (SEQ 1D NO: 28) HAAEAHNT T4 3L UR AT £ 1¥) —276 bp FT +113 bp
ZIEEFEH 7SS G/ONN = AR ZE 11715 TLRA 263k N T35 K111 18 bp W 7R 454 A7 5
(W& 3D
[0055] A B ERILA IgE A2 1K A (FCERIAD J5 50 FAX P FERAT iy

£E FCERIA ZE[A [ 5° X (SEQ ID NO: 29) HHik#F FCER1A RIAYETT N TH R T4 &
785 N FCERLA JA Bl T & A AL AT B3 200 bp Ze A7 R 5 X BA Rk —20 1
VRIS A TL-4 N& oM X, (Nishiyama C., 2006, Biosci Biotechnol Biochem T0
(1), 1-9) o LRI X HP AR T4 S ah 47 23 f%) —147 bp F1 +17 bp AbIEFEI T FCERIA
N TGS R 7 I (E 45 A0
[0056]  JH JAEFEAN KT 11924 R FIBELF 3528 (VIH) Tk

FE T H Gonzalez B. 28, 2010, Nat Protoc 5, T91-810 KR W L E TR T &, Bl REEE
R pGAD10 (pAN1025) i R LA AR F e et A gm b SCER 0™ . o T ol selE 230007, 76
pBluescript H1 58 CEE T 85 1 9 i S IR B )R B » B J 4 SR 6 88 &2 pANL025 o 3%
S ACHT DNA AL, BT Rk — kB — R B Fa i b, BRI il T8 280 SO
B
[0057]  “H L Y1H i % 15 76 IR ARATAE B FOAH X /N (1) J2E P %5 52 HE 25 72 DNA T3 471 1) 3% 5% [
o ASCHY H IAE T I B G55 B AT REAL 55 /98 0 /8 A R AR R IGTE (16%10° A~ 224D
HRE RS AR B A (6ZFP) o 3 75 AT A A MR 8 Hs 0y DA% e BT B Ry BT S R0 J 17)
6ZFP o A — K 200 ng/ml (&40 12 A (AbA) IR T LY ITH 287, (H44 /51 42 4000 ng/
ml AbA FH T-ecidE ESCH PR A YIH R G087 LI E$E MatchMaker Gold, Clontech) .
[0058] 4 T it — D4 mk B R ) IR B e xS h e A B SR 2 A A RE I
6ZFP, JE— PR YIH R4, A T3 — ks, A TR 7 UEREEET 2 L Bl
R AR . ISR R AE B RE A0 A b T B R 2240 50 N85 UL, S 3L 67ZFP 1158 S
X T R, W N T S R SO B A2 T A 1-2/ 40 M )45 DL AIC % DL ARS/
CEN ZAR B BRI A o T SO B R &R A BRI K, 4166 4000 ng/ml K] AbA ]
JE T ARS/CEN ¥ Y 1H 5 126 52 28 R,  H= A I [RS8 7 41 B 5 iy 455 215 R0 ) 1) 6 ZEP
[0059] & 1 :ETRA A3+ X Py I #EA7 s 0 Y 1H 7 126 1 25 31
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A S DNAJTEH) KEHYIH [/ ENZFPRIZFBLE SEQ
| 83" gl (F1-F2-F3-F4-F5-F6) °) D
ZFP " ol
-855 ZFP-885A | GMO3-GMO2-GM14-GM11-GM02-GMO4 | 31
| TCCTCCAGCCCCTHUTAL | ZFP-B55B | GM15-GMO3-CGMO4-GM15-GM0O2-GMD4 | 32
(SEQ 1D NO: 30) ZFP-B55C | GM15-GM11-CGMOS-GM11-GMO2-GM04 | 33
ZFP-855D | GM02-GMO2-GMO02-GM15-GM11-GM16 | 34
ZFP-855E | GM03-GM15-GMO3-GM08-GM11-GM04 | 35
ZFP-855F | GMO3-GMO7-CM16-GM15-GM02-GM04 | 36
| gFP-&M@QG GM‘IS-GWS-GMHB-GMW-GMU#-GMQ# 37
~555 ZFP-555A | GM15-GM11-GMO3-GM12-GM11-GM15 | 39
CTCCTCTCOCACCED ZFP-5558 | GMO9-GMO3-GM11-GM11-GM10-GMO6 | 40
| (SEQ ID NO: 38) ZFP-855C | GM15-GMOZ-CGM12-GMOZ-GMOS-GMOB | 41
ZFP-5585D | GMDS9-GMO7-GM12-GMO3-GM12-GMD6 | 42
ZFP-555E | GM08-GMO3-GM0D9-GMO3-GM11-GMD9 | 43
| -487 ZFP-4874A | CMO4-GM13-GM12-GMOZ2-GM16-GMODY | 45
AAGGTCGECTTCTTC ZFP-487B | CM15-GM16-GMOB-GMO1-GMO1-GM13 | 48
(SEQ 1D NO: 44) ZFPA487C | CM12-GM13-GNOB-GMDT-GMD1-GM1E | 47
| ZFP-4870 | CM13-GM10-GMO1-GMO1-GM14-GMOS | 4B
ZFP4BTE | CMIS-GMDB-GMOB-GMO1-GMD1-GM16 | 40
ZFP-487F | CM11-GMOS-GM16-GMO5-GM0O4-GMO4 | 50
| -447 ZFP-447A | GM16-CM14-GM10-GM13-CM0B-CM11 | 52
COGAGCCATGLGETE
(SEQ ID NO: 51) - _
| -306 ZFP-306A cm&rswm-emngﬁewamsma&em'm 54
CEGCTCCTCAACGGLUTC. | ZFP-306B | CM11-GMO4-GMO3-GMDS-GMO4-GMOS | 85
{SEQ 1D NO: 53) ZFP-306C | CM13-GM0D4-GMO3-GM09-GMO1-GMO6 | 56
| ZFP-306D | CMOS-GMO4-GMO3-GMDS-GMO1-GMOB | 57
-230 ZFP-230A | GMO3-CMOS-GMO9-GMOS-CM11-CM15 | 59
| CCACCCGTRGGCCCTGET | ZFP-230B | GM12-CM11-GMO4-GMO7-CMO3-CM08 | 60
(SEQ ID NO: 58) ZFP-230C | GMO3-CMO7-GMO3-GMO2-CM1 5CM11 | 61
ZFP-230D | GM12-CM11-GM0O4-GMO7-CMO7-CM12 | 82
ZFP-230E | GM13-CM08-GM13-GM13-CM11-CM12 | 63
2FP-230F | GM13-CMDY-GMOT7-GMO4-CM11-CM12 | 64

15
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%

)

13/34 71

-103
| CTCCTCCACATCCCCCAL
(SEQ ID NO: 65)

ZFEP-103A
ZFP-103B
ZFP-103C
ZFP-103D
ZFP-103E
ZEP-103F
ZFP-103G
ZEP-103H
ZFP-103l

ZFP-1034
ZFP-103K
ZFP-103L
ZFP-103M
ZFP-103N
ZEP-1030

37
| GROCTGEAAGLGREUGGET
(SEQ ID NO: 81)

GM15-GM0B-GM14-GM13-GM11-GM16
GMO7-GM12-GM13-GM11-GM02-GMO7
GMO6-GM15-GM12-GM13-GM11-GMO7
GM10-GM12-GM13-GM11-GM16-GMO8B
GM15-GMO7-GM12-GM13-GM11-GMO6
GMO3-GMOB-GM12-GM13-GM11-GM0O5
GM14-GM10-GM13-GM11-CM11-GMO7
GMO1-GM12-GM10-GM14-GM11-GM10
GMOT7-GMOB-GM12-GM13-GM11-GM16
GMO5-GM10-GM13-GM11-GM08-GMOB
GMO7-GM10-GM13-GM11-GM11-GMO8
GM10-GM12-GM13-GM11-GM16-GMOB
GM10-GM12-GM13-GM11-GM04-GMOB
GMO3-GMO7-GM10-GM13-GM11-GMO8
GMOS-GM04-GM13-GM11-GMO8

ZFP-37A
ZFP-37B
ZFP-37C
ZFP-37D
ZFP-37E
ZFP-37F
ZFP-37G
ZFP-37H
ZFP-371

ZFP-374
ZFP-37K
ZFP-37L
ZFP-37M
ZFP-37N

GM14-GMO4-GM04-GM12-CM11-GMO7

GM02-GM02-GM12-GM13-CM11-GM12
GMO8-GM13-GMO4-GMO6-CM11-GMOS
GMO4-GMO4-GMOB-GM11-CMO3-GMO4
GM02-GM02-GM13-GM11-CM14-GMO7
GM11-GMO1-GM12-GMO7-CM15-GMO6
GMO2-GM02-GM02-GM1 1-CM0B-GMO7
GM12-GM16-GMO4-GMOB-CM11-GMO9
GM03-GMO7-GM11-GM13-CM14-GM0B
GMO6-GM13-GM04-GMOB-CM11-GM09
GM15-GMO7-GM12-GM13-CM11-GM15
GM15-GM14-GM02-GM10-CM11-GMO8
GMO8-GMO2-GM10-GM11-CM14-GMOB
GM02-GM02-GM12-GM13-CM11-GM03

66
67
68
68
70
71
72
73
74

+74
| GGRAGAGROGEGGAGRAC
(SEQ 1D NO: 96)

ZFP+T4A
ZFP+748
ZFP+74C
ZFP+74D
ZFP+T4E
ZFP+74F
ZFP+T4G
ZFP+74H
ZFP+741

ZFP+74J

ZFP+T4K
ZFP+T74L
ZFP+74M
ZFP+T4N
ZFP+740
ZFP+74P
 ZFP+740
ZFP+T4R
ZFP+748
ZFP+T74T
ZFP+74U

ZFP+T74V

GMO5-GMOS-GM11-GMO5-GM03-GM03
GMO1-GM12-GMO7-GMO5-GM03-GMO7
GM09-GM11-GM08-GMO5-GM11-GMO7
GMO9-GMOS-GMO4-GMO2-GM12-GM09
GM12-GM11-GM11-GM05-GM03-GM13
GM16-GMO9-GMO7-GM05-GM04-GMO7
GM09-GM15-GM05-GM02-GMO07-GM06
GM09-GMO7-GMOS5-GM15-GM03-GM06
GM09-GMO7-GMO8-GMO3-GM03-GM10
GMO9-GM12-GM06-GMO3-GM03-GMO7
GM08-GMO9-GMOB-GM05-GM03-GMO7
GM16-GMO5-GMO06-GM09-GM11-GM06
GM08-GMO9-GM12-GM14-GMD5-GM12
GM15-GMO9-GM08-GMO7-GM03-GMO3
GMO09-GM1 1-GMO7-GM05-GM13-GM16
GM11-GMOS-GM12-GM12-GM04-GM03

GMO5-GM12-GMO09-GMO5-GM16-GMO7

GMO9-GM10-GMOS-GMO3-GMOT7-GMO7
GMOS-GM12-GM15-GMOS-GM12-GM16
GMO1-GM13-GM12-GM15-GMO7-GM12
GMO9-GM11-GM06-GMO3-GMU7-GMO8
GM09-GM12-GM15-GMO5-GMO4-GM14

112

113
114
115
116
117

118

D R 1R R ETRA A 3 74BAL a0 ORYE EAT 5 B SO A A7 R BB K A 42D
*) B 2 RUGTAE YIH JRiE b % B 454 ETRA Ja 8l FHEQL s ZFP v 44 o i 7 RUTE -
ZEP, b Ja g #EAT s IR AL AR WIAETR 1 70 B RIS Z8P (175
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) B 3R E AR S G IR AR I PR SN EE R L R T ZFP R . GMO1
R IE S 4 2 GAA = IARKEEFe i | GMO2 38 AR IE 454 %8 GCA, GMO3 F8 it &4 &
£ GGA, GMO4 FRAHLIE4: & 2 GTA, GMO5 FrBHARILSS & 2 GAC, GMO6 fir AL 4SS & 22 GCC,
GMO7 FRHPLIL 45 & 2 GGC, GMO8 Fir BHALIE 4 & 22 GTC, GMO9 FeEHALIE LS & 22 GAG, GM10 #&
AR 45 4 2 GCG, GMI1 35 BHILL 454 & GGG, OM12 FEBIRIES: & 4 GTG, GM13 FeBHL Ik
L54r A GAT, GM14 5 WL 454 4 GCT, GM15 FEIIILIESE & & GGT, GM16 feB ks &
GIT, JF Hkak, CMOL 35 IIMIESE & & CAC, CMO2 35 BILIE LS & 2 CAA, CMO3 35 IR IL 4 &
2 CAG, CM04 FR Uik 4s & 2 CAT, CMO5 FRENLIES: & 2 CCA, CM06 FRELIE 45 & 2 CCC,
CMO7 Fig BHAR I 45 & 22 CCG CMO8 F FHALIL 454 42 CCT, (M09 FEEHIE S & 2 CGA, CM10 45 B
R GE4 % C6C, OMLL FEHIARIE LS & & OGG, CM12 8IS 4 48 CGT, OML3 $EMIfhk4;
A4 CTA, CM14 FEIILk 454 4 CTG, 1 CMI5 e BHfLiL 45 & & CIT,

CN 103998609 A bl

[0060]

D 5 4 RERR S E RIS A S A BERL U B ZEP RS 1D,

2% 2 :ETRB B3l N BIREAL sNT Y TH Ffik i) 45 2R

WE{L S DNAJFH
5? _31 i}

$ Y IHA
:‘%’Fﬁ;zw

/3 B M ZFPHZF L
(F1-F2-F3-F4-F5-F6) )

SEQ
D
NOY)

-1149
CTOGEOCARCTACTALTE

(SEQ ID NO: 119)

ZEB-1149A
ZEB -11498
ZEB -1149C
ZEB -1149D
ZEB -1149E
ZEB -1149F
ZEB -1149G
ZEB ~1149H
ZEB -11481

ZEB -1149J
ZEB -1149K
ZEB -1149L
ZEB -1149M
ZEB -1149N
ZEB -11490
ZES -1149P
ZEB -1149Q

CM14-CM12-CM13-CMO6-GMOS-CM11
CM14-CMO8-CM11-CM11-GMOg-CM11
CM12-CM14-CM11-CM11-GM0OS-CM11
CMOB-CM04-CM11-CM11-GMO8-CM11
CM11-CM12-CMO8-CMO8-GMO6-CMOB
CM11-CMOB-CM12-CM11-GMOS-CM11
CM15-CM11-CMO8-CMOB-GMOS-CM11
CM14-CM15-CM04-CM15-GM13-CM11
CM08-CM12-CM11-CM11-GMOS-CM11
CMO2-CM10-CM11-CM11-GMOS-CM11
CM14-CM04-CM11-CM11-GMOS-CM11

CM15-CM12-CM11-CM11-GM0S-CM11

CMOB-CM12-CM11-CM11-GMO9-CM1 1
CM15-CMOB-CM11-CM11-GM09-CM11
CMOB-CMOB-CMO4-CM11-GMO7-CM08
CMOS-CM11-CM11-GMO9-CM11

CM15-CM14-CM12-CM12-GMO4-CM08

120
121
122
123
124
125
126
127
128
129
130
131
132
133
134
135
136_|

487
GAGRITCULOTGOLERGE
(SEQ ID NO: 137)

ZEB -487A
ZEB -487B
ZEB -487C
ZEB -487D
ZEB -487E
ZEB -487F

GMO3-CM11-CM14-CM12-GM16-GM13
GMO7-CM11-CM14-CMOB-GM16-GM09
GM15-CM11-CMO8-CM12-GM16-GM13
GMO3-CM11-CM15-CM12-GM16-GM09
GM15-CM11-CM14-CM12-GM04-GM09
GMO3-CM11-CM14-CM12-GM04-GM13

138
138
140
141
142
143

D 1A R ETRB A 3 1 HUAL s ORI EA ] 5 B 2 AL Rl I BE B R A 440 o

*) B 2 BEXIAE YIH §i % oh % 2 B 45 4 BTRB 3 8 4007 ALK ZFP v f o 445 RATE
ZEP, B J 0y BEAT 55 () A4 FR AN BHAE G 23 BRI BN ZFP 1) R

) 55 3 RAARYE E AT T 10 45 A B PR AN R R SR T ZFP (IR . GMO1
TRIIE S & 2 GAA = TRIA N EEFR B, GMO2 R ILIL S, & 28 GCA, GMO3 FR Lk 45
2 GGA, GMO4 FEIIPLILSE & 2 GTA, GMO5 Fir AL 4 & 22 GAC, GMO6 FgEHALIE4: & & GCC,
GMO7 FrEHARIL 454 22 GGC, GMO8 FRHILIL 4 & & GTC, GMO9 FaEHILIL 4 & &2 GAG, GM10 45

17
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AR IE 454 4 GCG, GM11 FEBIILS: & & GGG, GM12 FEMIE4: & & GTG, GM13 feBIfkik
GEAE GAT, GM14 FRIIMLELS & %2 GCT, GM15 FRIIRIESS & & GGT, GM16 frWIEL: &%
GIT, JF Hikak, CMOL Fe Mt & 2 CAC, CMO2 FE IS & 2 CAA, CMO3 TR LS &
2 CAG, CMO4 FeBHILIE S, & 22 CAT, CMO5 Fr BRI SS & 42 CCA, CMO6 ¥R EHALIL 45 & & CCC,
CMO7 Fig AR I 45 & 22 CCG CMO8 F FHALIL 4545 42 CCT, (M09 FEEHAIE4E & 2 CGA, CM10 45 B
ik 4s 4% CGC, CMI1 T8I L& & CGG, CM12 FREAR LSS & & CGT, CM13 eItk 4
A4 CTA, CM14 $EIILk 44 4 CTG, 1 CMI5 e BILiL 45 & & CIT.

CN 103998609 A

) 5 4 RERR S E RIS A A BEAL U I ZEP RS 1D,

[0061] 3% 3 :TLR4 JAB)F N FIHEA SR Y1H 55 3% 1 45 R

A S DNATE 5 *YIH A BT FPINZFELER SEQ
5'-3'%) Wi (NZFP | (F1-F2-F3-F4-F5-F6) ¢} D
b) NOd)

I T

« % v - - -CMO3 | 1
CACCAAGCCCAGOERAGAG | 2ep o76C | GM09-GMO4-CMO3-GMO4-CMO2-CM15 | 147
(SEQ ID NO: 144) ZFP276D | GM09-GMO2-CM14-GMO4-CMO2-CM14 | 148
ZFP-276E | GMOS-GMO2-CMO3-GM13-CMOB-CM12 | 149

ZFP-2T6F | GMOS-GMO2-CMO3-GM16-CM02-CM02 | 150

ZFP-276G | GM09-GM02-CM03-GM16-CMOS-CM12 | 151

ZFP-2T6H | GM11-GM02-CMO3-GM16-CMO2-CM12 | 152

ZFP-2761 | GMOS-GMD4-CM14-GM14-CM0O2-CM12 | 153
55 ZFP55A | GMO7-CM15-CM12-GMO09-GMO1-GM13 | 155 |
| .| ZFP-558 | GMO3-CM0S-CM04-GM16-GMO9-GMO7 | 156
GCTCTGOCGCCECTCEAG | opp gee | GMO7-CM15-CMO6-GM14-GMOB-GM12 | 157
(SEQ ID NO: 154) ZFP-550 | GM13-CM11-CM04-GM14-GM04-GMOT | 158
ZFP-55E | GMOB-CMO3-CM12-GMO09-GMO1-GM16 | 159

ZFP-55F | GMO7-CMO8-CMO5-GMO1-GMOS-GMO6 | 160

ZFP55G | GMA3-CM11-CM11-GMOS-GMO2-GMOS | 161

ZFP-55H | GMO4-CM14-CMO5-GMO9-GMO9-GM13 | 162

ZFP-551 GMO7-CM04-CM15-GMO2-GM12-GMOS | 163

ZFP-55. GMOB-CM13-CM04-GM16-GMO9-GM13 | 164

113 ZFP+113A | CM13-GMO7-GM0S-GMO03-GMO2-GMO6 | 166
TesceTTeeToTeoTae | ZFP+113B | CMOB-GM13-GM12-GMO2-GMO3-GM12 | 167
ZFP+113C | CM11-GMO3-GMO9-GM03-GMO8-GMOS | 168

(SEQ ID NO: 165) ZFP+113D | CMOB-GM13-GMO7-GMO1-GM11-GMO7 | 169
ZFP+113E | CMOB-GMO7-GMO3-GM09-GMO7-GMO2 | 170

ZEP#113F | CM04-GMO7-GMO2-GM09-GMO7-GMO2 | 171

ZFP+113G | CM14-GMO7-GMO3-GM09-GMO7-GM16 | 172
ZFP+113H__| CM12-GM13-GM09-GM15-GM02-GMO6 | 173 |

) AR 1R IR TLRA A 3 7 4BAL R ORYE EA 5 B SO a6 A7 R R B K A 42D

") B 2 REXAE YIH G i 48 52 B 45 A TLRA B 8 1B 551 ZFP fiv 44 . 5 RAU0F -
ZFP, B Ji5 A REAL 5 24 FRAN T BHAE 57 18 P 4 BRI AN [F] ZFP [R5

) B 3 RURIE AR E 85 G IR AF s PR S AN B R B R T ZFP 1A . GMO1

RIRIE 45 & 2 GAA = TRARIEEFR B, GMO2 FRILILEES & &2 GCA, GMO3 FR L 454

£ GGA, GMO4 FRUILIESS & & GTA, GMO5 FRIIRIESS & & GAC, GMO6 FrIIfiE4s& % GCC,

GMO7 FEHARIL 454 22 GGC, GMO8 FRHILIL 4 A &2 GTC, GMO9 FaRHILIL S & &2 GAG, GM10 &

B IE S 4 2 GCG, GM1L R 454 & GGG, GM12 8Bk 4: & 4 GTG, GM13 & alfk ik
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LELA GAT, GM14 FEHILIESE 42 GCT, GM15 FEHRIESE A & GOT, GM16 fg B bE4E 4
GTT, JF HIAN, CMOL F5 AR EZS & 2 CAC, CMO2 8B 454 45 CAA, CMO3 FE AR LS4
% CAG, CMO4 FEEHARIESS & 2 CAT, CMO5 FREHALILSS & 2 CCA, CMO6 TR L 45 & 2 CCC,
CMO7 Fig BHAR IE 45 & 22 CCG CMO8 F5 FHALIE 45 4 42 CCT, CMO9 $8 B IE 45 4 2 CGA, CM10 $5 0
RIESE 4% CGC, CMLL 38R IESE 4 %8 CGG, CMI2 FE MM IE4E 4 48 CGT, CM13 $EMIihikss
A4 CTA, OM14 FEBIRIE S5 & & CTG, FT CM15 5B RIE 45 & & CTT.

D 5B A RAHE % BN S5 A S AL ST A ZFP T8 1D,
[0062] K 4 :FCERILA JA 3+ P IEEAL R Y1H ik i 45 21

YELT iDNAJY#) K OYIHG |2 BNZFPIIZFER SEQ
5-3'% LMZFP | (F1-F2-F3-F4-F5-F6) ©) D

' NOY)
147 ZFP-147A | GMO7-CM14-CM02-GM16-GM15-GM13 | 175
GCCOAGTTOGGCACCATC | ZFP-147B | GMO04-CM14-CMO2-GM16-GM1B6-GM13 | 176
(SEQ ID NO: 174) ZFP-147C | GM04-CM14-CM09-GM16-GM16-GM13 | 177

ZFP-1470 | GM16-CM14-CMD9-GM16-CM15-GM13 | 178
ZFP-147E | GM15-CM14-CM09-GM16-GMO3-GM13 | 179
ZFP-147F GM15-CM09-CMO2-GMO1-GM15-GM13 | 180
ZFP-147G | GMO3-CM14-CMOS-GMO4-GM15-GM13 | 181

+17 ZFP+1TA GM15-GM16-GMO6-GM13-CM11-GM0O4 | 183
GICOATGRAGRAGATEOC | ZFP+17B GMI4-CM12-GMI10-GMI3-CM11-GMD4 | 184
(SEQ ID NO: 182) ZFP+170 GM12-GM04-GMU6-GM13-CM11-GMO4. | 185

ZFP+17D | GMO5-GM11-GM06-GM13-CM11-GM04 | 186
ZFP+17E | GM10-GM13-GM11-GM04-CM15-GMO4 | 187
ZFP+17F | GM05-GM12-GMO06-GM13-CM11-GM04 | 188
ZFP+17G | GMO2-GM12-GM06-GM13-CMO3-GMO4 | 189
ZFP+17H | GMO5-GMO1-GMO1-GM13-CM11-GMO04 | 180
ZFP+171 GM02-GM12-GMO2-GM13-CM11-GM11 | 191

D) 1A EIR FCERLA JA 314047 i RIE EAT 5 7 R 0 A7 s I B Bk i ) o

®) 55 2 FAXTAE YIH ff ik Hh 45 2 B 454 FCERIA Jo 3l FHEAL SUIK ZFP fy & . & 7 &=l
T ZFP, B JE A REAL ) A4 BRI B ARG e TP 2 B B AN [F] ZFP R B

) B 3R E AR B S G IR A I PR SN EE R R T ZFP R . GMO1L

BUICIE S5 2 GAA ZHRARHIBEFRAEEL , GMO2 FE IR IE 4SS & 42 GCA, GMO3 $R UL SS &

2 GGA, GMO4 FEAHLIk4: & 2 GTA, GMO5 Fr BHARILSS & 2 GAC, GMO6 fis BHARIE 45 & 22 GCC,
GMO7 FREHARIL 45 & 22 GGC, GMO8 FRRHILIL S, & &2 GTC, GMO9 FRPHILIL S, & &2 GAG, GM10 45
BRI 456 2 GCG, GML1 35 BIILL 454 &8 GGG, OM12 FEMIRIES: & & GTG, GM13 FeRHfL Ik
LEL A GAT, GM14 FERHARIESE 4 4 GCT, GM15 FEHILIESE & 4 GOT, GM16 F5 b L 44
GIT, JF Hikak, CMOL FE BRI & & CAC, CMO2 FEIIRIL S & 2 CAA, CMO3 TR LS &
%2 CAG, CMO4 FEWILESS & & CAT, CMO5 WL L& 42 CCA, CMO6 TR LS & % CCC,
CMO7 Fig AR IE 45 & 22 CCG CMO8 Fa BHALIL 454 42 CCT, (M09 FEEHAIESE & 2 CGA, CM10 45 B
kG4 5 C6C, OMLL FEHIARIE LS 6 & OGG, CM12 38BN 4 48 CGT, CML3 $EIIfhtk4;
A4 CTA, CM14 FEIILk 44 % CTG, 1 CMI5 e BILL 45 & & CTT.

O B 4 AR % B A A S AL ST A ZFP 1741 1D,
[0063] AKBIRIAN THFI Fa&E TR 1-4 9 3 £4h SR e B 20 il i B 1 1
H, Horb w2 = A O B R B  BAT ATk 45 S R I oA B TR A AT i, DL AT
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T 5ERERE A4 E

[0064] AU AN TH# R PG R TR 1-4 5 3 b BoR AR BEE 2 i i FR 8
5 A i B ) B TR D 7 1) B 2 i ek o 381 e ALK, (] O B S I BB A7 s I 45
e

[o065]  fRIEHE, A< B N T8 v & A%k A LU W E AP EfE S -SEQ
ID NO:31 % SEQ ID NO:37, SEQ ID NO:39 % SEQ ID N0:43, SEQ ID NO:45 % SEQ ID NO:50,
SEQ ID NO:52, SEQ ID NO:54 %= SEQ ID NO:57, SEQ ID NO:59 % SEQ ID NO:64, SEQ ID NO:66
% SEQ ID NO:80, SEQ ID NO:82 %= SEQ ID N0:95, SEQ ID N0:97 % SEQ ID NO:118, SEQ ID
NO: 120 %% SEQ ID NO: 136, SEQ ID NO:138 % SEQ 1D NO: 143, SEQ ID NO: 145 % SEQ 1D NO: 153,
SEQ ID NO:155 % SEQ ID NO: 164, SEQ ID NO:166 % SEQ ID NO: 173, SEQ ID NO:175 % SEQ 1D
NO: 181, HI SEQ ID NO:183 % SEQ ID NO: 191,

[oo66]  SEALIZEML, A& BN T4 5% Rl B4 SEQ 1D NO 135 M LR Erfr sR s A A
A UL EAEA S BB 81 <SEQ 1D NO 33, 54, 56, 64, 68, 83, 84, 85, 97, 101,
114, 118, 122, 127, 133, 140, 142, 146, 147, 156, 159, 169, 171, 173, 175, 181, 184,
187, 189, F1 191,

[o067]  HR LR N THZ T, LA B SEQ 1D NO 135 M LR B e SR s A A
A UL EEEA S B Bfe 81 <SEQ ID NO 56, 83, 85, 101, 114, 118, 127, 133, 140,
142, 146, 147, 156, 159, 175, 1181,

[oo68]  FERTEARIEME N TH R E T, HAE HA SEQ IDNO 118, 127, 146, 156, 2K 175
RINZREERE .

[o069]  EERTFARIEM N TH R E T, LA S HA SEQ IDNO 118, 127, 156, X 175 175
EEHREO.

[0070] St N TH sk R+, HA & B SEQ ID NO 118, 156, BY 175 KI/NEEHRE
=P

[0071] M ZIeEER ARG 20 B Ho2 Mw BUeS R a gt 8. FREIMHIE A
P BRI AR 18 GO: 0001071 i 5 I 2 1 ) 5 SR PR S5 Ak, 18 n N— Ko KRAB C— K
7% KRAB. SID 1 ERD %5 #4131 i%% KRAB BY, SID. % FE (1138005 8% 1 &5 46 132 o JE R A 1 18
GO: 0001071 iffi 5 I £ [ 1R 4% SR PR 45 4133, 5 4n VP16 BR VP64 (VP16 [MVYSRIAE R ), ik
VP64,

[0072] 2B X) T RilG 2 J BSOS A Z e B R O, AR BN T ]
FAEZEMTFH(NLS) . 5 IEMAZ E A7 4 2l il 456 2t ZE R A8 GO: 0008139 i
JE [ T R T A% SN B 2 R R IR 7, 491 T M S IR R 1) A, LA B i s B R A, Bl S A i
AR BN 2 IRVR AL, b J5 N AT 2 R 1., B 5 Az e oK 2 IRV A (K-K/R-X-K/R LA 7
%), Chelsky D. %, 1989 Mol Cell Biol 9, 2487-2492) B SV40 NLS, 3 H. SV40 NLS 241k
1o

[0073] AR B AN TEE SRR 7k — DTSR & S O e SE IR (PTD).. B AR
B S EERYIER HIV 74210 TAT K. HSV-1 VP22 ik & ik mT02 (PVRRPRRRRRRK, SEQ 1D NO:
192, Yoshikawa T. 2§ 2009 Biomaterials 30, 3318-23) .4 ik mT03 (THRLPRRRRRRK, SEQ
ID NO: 193) . R9 ik (RRRRRRRRR, SEQ ID NO: 194) . ANTP & I f {4t hiJi / BB+ N
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Kt PTD, fLik TAT PTD,
[0074] i ] 52 AR EE RS Bl (AN BA 8 A i 5 25 A 0 N T4 55 BR -t 2 AR R B I
F e BT ST E AR R B BN TG SRl I T A
[0075]  fi [ ETRA {HABA 8 A iU AN TR SRR TR AR 8. e
FE U E SO A KR BRI N T8 S R T A
[0076]  fi& [ ETRB JA 3 F{H A B A 8 E i T 45 A0 N 4% S R 7t 02 Ak B ) 3=
e BATRM F SO E AR BN T8 5 R 1 R A
[0077]  F& 1 TLR4 JA B F{HA BAG 8 A L 3 45 A0 N T4 S Rt 02 Ak B ) 3=
e AR F SO E AR BN T8 5 - 1 e Ak
[0078] &[] FCERIA JA B {HA KA G e 5 46 i N 3 S R 7t 2 AR R B I 3=
e BT F SO E AR BN T8 5 - 1 e Ak
[0079] Ak BN T4 53 Rl 1 I 25 AT DI b o I R e e Sk i 2 IR MERSL B
2-8 N JEIR, NI H AR 2 2R . 5 B IN B ARk A& GGSGGS (SEQ IDN0:9) » A T A4 5%
PRI -3 ] DAL 5 b s ) LA T AT DR A 1
[0080] A T A2 775 1 1532 1t 5077 71907 M

FRAE ] 6 H BRI 7 28 IAE T Y 1H 0 356 e 48 () Re e 1k &5 5 5244 U8 30 7 1 R L8 AT S5
ZFP (WK 1-DO MR E TR N THZ 7. XN TR 78 5 A R 3 3
PR &8 R 3583 T N— R i KRAB . C— A ¥fit KRAB.SID 8% VP64, R4 &K MIEIE (Beerli R.R. 24,
1998 Proc Natl Acad Sci USA 95, 14628-14633) , Tl KRAB LA A% STD &5l A % 5% B
HARAER S I VP64 N FHERIEIE . T VPN THE SRR 7 (6ZFP FHEE 338 M 4 Mk 2 1)
(RIFG 1) 52 M) FH 52 4 JE Bl SR BN R 5 S 1098 0, A PR D SRR TE ZE R . A E I,
FH N T3 53 IR - R 08 iR 5 XU T J R Jookes — [R) AL A% Je e i I — JE 3l 7 IR B R IA 1 48
o U 5 R BORE A 25 AR I R IR 52 A48 B IS 6 (8 70 W B Gaussia HEOGER L
UL R AEFE T NEG-PGO4 F1 EF1a-PG04 JFiki (GeneCopoeia, Rockville, MD) FKIZHREZ! CMV 3
B)F B R 1 73 WA B Itk B PR I (SEAP) [RIZE A
[0081] V1% )33l T FEon H 4 i 2R B S P R IA AR 2, #F — e 40 i 2K AU v S B b e R,
H BLAE A 40 B 2B S KPRk o BRI, XS 8 307 VR I SR B 3l A M R A
Y A B I R . AEA SR R I, S0 40 U 2R HeLa 40 M REGE M
ETRA. ETRB B¢ TLR4 J& 3 FRKILH O REBEHRIER A . BT FCERIA J& 31~ A 200 5 14,
WAEZ R B T ) R 3Ot HZ B 2 1A 1E HeLa 40 f b & A AT BT BRI, AT K BRLRE a4
W1 (9 00955 RBL-2H3 40 Bk PPl &F % FCERIA B3I BN TH S 7 Iheg. %M R T Er
FCER1A JA 3l 7 SR B (1) 82 D't 28 B 30 25 PR 1 3Rk, - mT DUAE A A% 3% 4L DL 50 % A2 45 138000
[0082] DL 3:1 [ ATF: i BE PR JFURL KT E A9 56 e A %, DL DR AE FH ARG 25k R SORL R Ot
FEEEE YL 40 o A N T3 R (ATR) SRIEIAFAE, I HARE #12& i 2 (GeneCopoeia,
Rockville, MD) Jl & SEAP i t o ¥ 5 R BEAEXS SEAP ¥ MEEAT 9 —A4k, JF 5% & A 100%
()2 15 B (0,52 0 ER 9 (YFP) [0 BE A0 MR AT At o 300 I 00 2 20 2 e Fy 40 B Py 335 9 P ol
FWG 5 SEAP 35 P 2 1) 1R B A9, ASCHE 5 G N T3 3% IR 7 TR () 40 i A 22 4R 8 30 1 SR 3 1)
HOL R MR AN SEAP RIEMIVA— AL RV REN o« Z 7 EHE N T 30— A A 525 2
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(B FR) 2 Gl 0 TP I 22 e I, 9F o | N LRGSR I 7 3 145 08 283 3l 7 1K1
o

[0083] W PTH T OLEME AT (B TA-110) HAT &2 D =k, — X =4, T8, 5
Xof HR A YL Al O LU 2, 2Rk AT IR %6 1 IRAR B2 e RIBE TS M (RLuA) , 1R, R RR
SEM FiR 245

[0084] A TH#EZPAT-HIay AL EUNR SR FE I N T8 SR 1 57 BF A0 B 5 R AR HE
P BB E AR B YILH 08 %8 58 (3 — ZFP [ BERI8 52, TR A L4 S bRl 1~ FH ol
FLENY R IR AR L TR AN, IF B S 8 (ZFP) %€ A2 P A A 15 45 16 45
WU SID 5 KRAB (N= 8k C- Rup) Al MZLFRA NI/ NS “a” a0 8 H BS vPe4
SR N THFE R 7 BIE/NG “p” $efRaifb i N T Z R v & A, 7 T R¥EE
BRI HER T BIRGE I  4h, 35 A & A U R S5 8 TAT FTHA #7%% (SEQ ID NO:
195) ,

[0085] & 7TA 7R T ETRA J3 3l F OB R OG R GRS N T %R F oo~ . H
Wi EFTIRT ETRA JA 81 152 Y6 25 / 4R SEAP iR 18 SE R4 AR AOT4A AOT4E, AOT4R,
AO74AV BRAE KX R (bic A O IS 5 A (YFP) RIS Tk L Y Hela 41, 1X4E A
THE R FR 10 ETRA JB 3171 TS+74, FF H & A 751 SID S5 M 88. J4 A0T4A FiT AOT4E
HMHIETRA B 5h TEREN R 1L 2) 70 %, {H AOT4R A1 AO74V BE BT ETRA JE 31 T 215 5tk F.
[0086] 8A S BoR T T A R 1] 5244 8 B G Sk R I VR 2 FE . R R
AT A AOT4AV B AOTAR HP RI I 25 F4 35k STD A3ty 45 A 38 VP64, mT LAy AL REf 8 38 ETRA 5
B I S ME A 400 % A2 A IS B SR 1

[0087] S FHAHIF 5 i, MR HE W) ETRB 2R H B F AN TH XK . B 9A B/R THEA
$6 11 ETRB 3 1 U SEA7 /5 TS—1149 ) ZFP (WL 2) L A2 346 STD 45 74 5% () A01149N Al
AO1149P [ ETRB J3 3 F 3 PR i il.  FH ETRB i3 3l ¥ %% St 2 /SEAP HR i Jik DA A4 122 1 Al
AOT149N, AO1149P BYAE AT I YFP 36k Uk dL % 4% HelLa 40 . AO1149N #lI] ETRB jH
G 80% Zi AT, 1M AO1149P BHIT ETRB i3 31 LT £ 5K

[0088] & T ZrMrHI¥E I TLR4 JE 81 rH IRELT & TS-55 1) ZFP (ILEE 3)FILE C— A i 417
il KRAB &5 #4541 1) TLRA 5 53 1t N T 5% 3 Kl A055B FIT AOSSE ()35 1, A Gaussia &
JtE W /SEAP HEFERIME . Wil 10 @R, 75 HeLa 48 faHh A055B B AOSSE i 3 1k 1)1 il
TLR4 B 5h TEREN 21K, 3T HAR L T-2215 YFP (5% e 56 YL (R 40 o, AOBSB 56 4 PH.IKT 1 3 6 2%
MR 1A .

[0089] & T VPflifi ] FCER1A Ja 3+ I N T8 % PR 7 K035 4k, ' A0147A 5 FCER1A JH ) ¥
IRENI Gaussia HOGE BRI FF) CMV 3K 31K SEAP — [R)3R 1A T K fR i RBL-2H3 4i e .
BN TS 48 BB A7 5 TS-147, 3 H &5 N- K KRAB g5 41k, 2% T FCERIA jB 3+
(R4 2504 S RO A% 28 L (nucleoporation ¥4 YLt J7 (H 7%, 6% RBL-2H3 40 . fnfd 11
Jii7, 267742 AO147A (] RBL-2H3 41 it FCER1A 3R ()3 IAHH b T35 YFP ()5 FE4H e (O
FRAR 80% A2 45 o

[0090] Sz, AT FH T N 20 SR OR A JEE K 0 5 A I, 2 44 08 30 1 SRS I 1 I
TH A SR R AT R, IF HLAERE LIRR LR £ 400% , B 52 AR A, X IF
KT UL WA B0 2 R0 ] Be A 1 Y
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[0091]  ZFIAN TR 71975 7 7 1T

RGNS T 25 72 BB P A N T8 SR 7, HURVE T 1B R S A7 78 NS ERT A Py 2 M
— 1, (BN T3 3 B 7 1] BRI &5 A 2R U7 i Boa AR E T, it AR st AR o 2S5
PEAE F AT BBV AE M T PR RN T S R I T BB 2 o XTI 45 52 IME— 1) 18 bp ¥047
s AT DL E B R — A A B A B AT E 1 AR BT 41 R X L8741 h] g
AP N TSR T I8 454 IF BT 5 S BB FH , (H KR 2 B 2 B #A7 i - Ho At A7 B i
AV R S BE R K R e ) N, Al KBS T N T % R A 3 e BEAE I 7o T
DLR 5286, B 1w MBS RN TR SRR 78 (A A BN i, 48 MTS 00 5 VP4l 41 R B4 5 1 b
MEB AT, B LR T X =0 2D =0 B A TR A5 540 Ao e g 3k
AT V38944, FEIRIR g FHAH N 2% b Ak 3 PR 6 BRI T 0 bl o (AR RO, ) N TG S [ P4
AN “p” FRoR &H TAT 8 1 s 3 45 f 1k BEFR 2 M 15 45 44 380345 41 STD | KRAB B
VP64 [ 1, 11 A gm i AS BA a0 3 45 AU N 3 S R 7 IR R A TR
[0092]  4nf& 7B &R, A 1w M) A074Vp 25 (AOT4V 146 S A AL HeLa 4K,
FEXS T G2 pP i A FE (0 20 g IR 5 R A4 O . 28 BHh, A AO74Vp b hUtSMC X Fix 4t
M T, I HAIEI AR5 (8 70) . AN, BT ZFP-T4V HI30E N TR 155
[ A074Vap ASJE7R HA hUtSMC B45E AT 25 VR (B 8B o X 83l 5 5 ZFP-74V 1)
N L3 5% R 776 NS BRI A A () m] 22 TR I B s 5 — B o R BIHE, A TLR—4 e et A T
B3R F- A055Bp (] 10C) Bk FCERTA RE S 1) A0147Ap (& 11B) AbPE Hela 4l i v T3k
BT R 2 TN N TG SR 6 e A PSR A7 2 R R F 1, I BA S
5| A2 AT BE 5 240 MR T T s B AR R SO
[0093]  /Z/H AP EIEHIN T FR A7 L5E 707

H T HAE T TAT B8 ORI G N THE SR 70 W IR A2 K8 3 T Thie, s N T#;
SR DT KT M A FHE ) 200 22 ) %o 52 A4 st 790 A T ) 0 L B 25
[00904] A T H RN LR )T ETRA i EF IS

SPHE LA (SMC) K3k ETRA Jf HBERE /R 285 T ET-1 JaWe4s. A T IEDT ETRA 53
T N LH SRR A074V 1A 3501, AE N 5P LA e (hUtSMO) PR AR R 4. ik B
(1], 5 hUtSMC F N = 4 i JE ks I AF 2285 T 0 5 100 nM ET-1 Z A7 H 1 u M AO74Vp 52 i
OO AL =K B 24 /NI T AR 1 BREE MK o 76 A% B AT SR R
N ET-1 Ja, g2 A ikl 4 . anlsl 70 F B, AHEL TR H ET-1 AL BRI R, 258 T ET1
(% R PR A6 2 T8 % o A IR, 45 % FH ET—1 AT {156 WA A% AH LB, AOTAV Kb 3 I A%
76 BT-1 AFAERI SO0 N A B Bds . 1X 5 A074Vp AbFE )5 5¢ A FHIBT ET-1 15 1) hUtSMC
R4 e — 3. Bl 7D BRI B R AR — S A S8 U =R ML SEER I N ET-1 5
9 /NI SR AR AR o 48T SPSS B0 R T — M 2 Mk SR AR B AR K G v 2 T 4R R T
AOT4Vp [FBEITVE T i B M (7 AR3R p0. 001) .
[0095] A 7 FRATFLFE T TLRY T i1 P

E 40 36 0k TLRA 3 ELWA RV LPS 454 3 TLRA SR = 2R 48 M 40 M E5 T 116,
fig —12- W R IRRE - 13- SBRME (PMA) BT U937 41 2 A\ B 4 Mo A 4 B iy )2 ¥ 32
RS, T &L TLRA JE 3§ N TS Rl A055B HI-A %1, A 0.5 ng/ml LPS M3k
1k A055B BYAE % HE ) YFP (1) PMA Ba03%) U937 4i i 8 /NE, 3 HLAS A ELTSA Jil & 116 (1)
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P, Kl 10B B TR, AHE T4 A 40 iR, AO55B (17618 BRI (p< 0. 005) TL-6 143Uk
25% fidi. ZFEF| V937 HEY 129 K 50 % , 27 A055B 7EIX A5 56 r AV 7E 4 50 % [ 41
MRk, B AOSSB X TL-6 7= AE [ SEBRHNEIZE 50 %6 (I N

[00906] A T HRHAT 7 PE )7 FCERT ZYEEHT 71

IgE Puikgli & B Mok m b (1) =8 =B H 28 f0 ) 1gE 52 4k FCERL B, JIE K 4 fa F1
WE Bl 40 B A R S AR 5 R AR NN B S — 2 . IR R JRU 3 [eE 341 FECR1
G FHIASEE, 5l R MNAE 5 RIRTEOR, BRI A4 R 5 FR 8. Ik, TeE 454
161 L 8 B A0 P ) B 2 AR N M I R P AN GRS P ER . O TP A FR I FCERL [ o P2
BTN TR SRR b3 5 TeE Mgs-a 6877, 1 w M A0147Ap B R H % AbBEN
WE B, KUSL2F 4i i 48 /NI o AbPRJS, A8 L 40 A & 1 &56 881 — IR SEE
AO147A KbTH 5 1) KUSL2F 40 MR f¥)~F-34 TgE 455687 (1gEB) B RAE ] 11C o AHEL T4 F Ak
HR AL, ) AOLATAp AL P BRI E B 40 M 1) TeE 25 & RE 20 80% . AR, RE AL
R A0147Ap {XF5 7] FCERL ZAR B AR o W3, (HEEAZARLE G54 TgE Be ) 77 11
IhBERR KBRARK . BRI, THAIAS R 155 S FCERT AT AR R FRAR, 2 i 17 28 N Itk A A8 f [
o 55— AhSZ AR, FCERL & a B Al vy WM RN Z REAR SR, Frid FE H
EAANFAIBAARER RS, RESE A a4 B A v BEGFH o BRI 1eE 45
AL FOWIEAAZERC R FCERL B 51 R AR R PEN 2. PR, 1 dn A G0l I N L S R 7 1 i
FCERL a #E (FCERIA) MM RHIEAE A FEAR ) FCERL I IEAEECAN D BE . X A s g L
T T U R IR FCERLA-/— /N SZ 3 (Dombrowicz D., 1993, Cell 75, 969-976) .
I, A N TG 5% Rl 74 R B ) FCERIA RIATE & FARBR AR N S N A, RS N T8k 5%
PRI 5% T R T PR i B AR S PR 1, H 22 B S2 Al R T N T8 s Rl - S I K
[0097]  ZH4 5 H)

AREW FAE W b LN T ZH TR MAEY. % RBKAMA-EY 2N
MBI N E 4842 5 i G649, JC Rk A5, WA S,
R e 8 it FH () 4E 5 4, DG IR Ry A0 5 180 G R DA W R ), B 3 Ak P L 5 T L R sk
(parabulbar)sHRER f5 A o« JUHAIE (2 IR AR B3 R o 45 T L IR BRI sl MR 2K /5 e
HAEY. A6 5 RIREEA sy, B k5 25% b 32 Uk — R RE A
gy e B BRI GREHIN T AL 53 BT B AR TR VA T IR FE R T Rl e 1)
SRR PR AR O MR 2543 D A A LU R 77 2
[0098] i B IEIEH T D ISR M WA G, JUH R & A G M e N )35 1tk
ZH o BB 7 ANEE X T AL TE PR IEAT R AL B . B, IC R3S nT LA T
PEXE 5 A BEPD IR, I H i A st
[0099]  ZHA G S KL 1% 2 KR 95% VG PE Ry o B 0 T 240 2 223 24
F RN 28 TR 2%

[0100] A B I 254 A LA AR B L) 75 2l 4 49 e ook o BTR A I R B AT
BRI

[0101]  ARIEZE T4 A V& M4 70 IS T LA SR T7 B A3 B, UL SR VB /K L o B
BRIV, FL AN AR 5 SR TR A o B S R T H R B[R R PR A A T
BRI AP T, AT AFEAE I RTEC Sl 294 &9 LU AT KA/ 300] LA 5 IR
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)5 450 Gt B 5 35 A ) VR TR AL/ BFLAGTR B TR E A R R 2R/ B g nh
G, I HLLIAS B CLn 1 72U 4%, 80 il ok B AR VR T 7 v BITIR VT B BRI 1T
DI 35 BRG], LA IR SR AT 4 20 R T IR AT 4 35 A 300 L 3R L0 e ) o 1 8
H A, I Tween 807 (4 LM (20) Wik L AL 5y R TS ) o
[0102] PR VFE AL & ST TR H B A S B A B E A i sy . K
Fax— g, T URE 3R AR R BRI, FA S A 8-22 AN UL 12-22 N R T (1 K BN
IIBRAE A BRAL 51 » XL IR R IR 20 0 R i % 6 Miks £, 3 B2 — M s 2 i, 41
W—Mr s =, IR S R = . VR R I BRI VRS 4, A4 i LA T
oI I R I I 8 B NI 1 P AR B o = S D
[0103] W] 3 G i 571 F6 1) 325 308 5 6 T W1 2% 0 T BB AT , A9 4 20 N 2 5L s 24 RN 25 2 1 2%
e
[0104] XTI B AME R, LK AT s PR T8 2 10 3 Mk 4123 iR 7K 8, 491 7k mT s 1 3k iR 7K
T B & BRI U AR B SR AT 4 2 L BLBER / BUR SR OF IR BERE S fa
SEFDIIE ATE S BIF I, R IUHAE o 3G HELLMTIE S — FEE T LLLAA VR T
(2, JF BT DAAE S B A1 A 8 o i N A 35 s R N B
[0105]1  FHFWR N E YT LALLS B R % s i 5557 55 sk LRI i . SR
NI T B RV T T % » L mT DL 3 2 00 5 1 W N 25 R 25 Ak g (RO A A5 34 1) 4 1 500 dn —
A e — U b S R S AR AT A A T SR v P T R B R
EMZHIZEE) UL B FEWN B BALI 250518 R (short burst) B RIHIE .
A IR A G ERy R EE T (base) 15 WIFLAE sk UE 8 I FH TN DRy R I3 o
[0106]  JHHERFIPLLE 2 &H GIEMRFI LT AL 59 5152 (295-305 mOsm/1) (136 7
oy B KB . 25 FE IR SAL BN AT IR H o AL H e i & VI
HEES . ShHh, AEWEE S, B B R Sh SR SRR 2 — AT R B4R ek Tris
ZEPH (= (FRPIE) ZFET B, LIRHRE 5-8 (1) pH, A0 7. 0-7. 4. 4LEIET] LLEH HLE
PEBH 7, 9]tk B L 2K B R 28 L B b 2R i S L AUV VBB N IR SUIT (PHMB) 2%,
TR ST LA A 2 R e A= AL B I AR IR 57, R/ sl At BERG 01, 148 007 B SRR P A6 41
Y22 VIR CIGTEBUR LIRS B o
[0107] A T HRBIF1E76/7 7772 1 /1

Ak, AR BRWE ot ERT IR BFE N B2k A BB I L R R, A T
XA B 25 A O R 25, DLRRAIC BN mr A B2 32 32 AR /K1, 3 HLAH TR 7 B B2 22 11 50
JCH T IRY7 CRIR T o R, AR B K fyT B P R 221 1 IR 1 g v, A ds ol
LR B R W VAT A G N FR ) N B 2R A BTN TR SRR
[0108]  FH Py B2 22 115 1R 2 0 4] 20 A2 o L8230 » o 01 S R0 P oy I . Tt s Ok o s 2
JE 3 by LA R AR PR St o A, T P R 3R AR 55 SR ST AN I ST S AR 22 1T ik
PP TR E Ry AL, 2 R MR SE N B2 5 R G0 00 5200
[0109] 2 1) i P 5 32 71 IR 920 2 B o 1 B i B 05 » 1 T R ek i 27
P R0 AT R AR 90 L 0 e U AR 99 I e ik oL 2 PR A b 50y L 2 B B 7K A 08 A
FME B BEAR P A2 L Ao 35 R i 4 PR AV I i A L 0 19X I € 2248 M | Susae 455
fIEA Leber A& PR ENH AL .
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[0110]  [EIAE, A& W98 Ky B 52 32 V81 I 0 16 v, LB G 1) L 75 i J8 3 il
HRTT AR AR N TR R JCHGE AR B R 67 8 IR M b 22748 1 L HI T
I PEAE A 0 00 D e SRR R 12 TG SR T PR P e ik L 2 L 18 A i 25 ik BEL 2 2%
BRI AR A 2 7§ O P R TR i 9% A IR B0 A A D B € 3R AR TR Leber 15045 P AR
PRER AL R 7732, HAUHE A R B A A SR AR AN TR . AR
(19 N T2 S PR 7 TP 00 MO T e YR 050 ) L AR SR AR IR T b & BIAFE I8 IR R
RO B8 AR 25 80 7 2380 UL i 7 20 T g BR At ), PRk 0. 5-1 mg 14 H
PR RES . XA N, RIE 10mg/ke ARF A VRS o BLAL, ISILIERS SR DR (slow
release deposits) ¥ AHRFIBEFE A,
[0111] A, AR B9 Kedn b ATk (48 7] N B2 225216 B Ja3 30 TN TR 7, AT
SRS P R 2 40 M R 2, DA R AR B iy N S 2% 2 AR KT, I BT YR 77 o B 22 15 Y
P, UL TR TT WL R o RIS, AN B S v T R PN B 38 0 IR0 16 92, LA
Fo A KRB EE BT A SE TR I N KR 2R B Bal N L 7.
[0112] P ET—1 fKHE I ETRB A5 60N T8 53 R 718 1 [R5 995 s - i | o 22 48 M A
RAEAHITIRIE o
[0113]  BhAbh, A K B9 R i b TR (46 7] TLRA 8 3h 110 N T8 S 1, H T 52 mixt
LPS [40 2%, LAFRRAREEE =1 TLRA 7KF, 3 HH TR 77 i LPS T 15, JUHH FiR97
BRI o [RIRE, A& B Kvay T B LPS Y IR0 14 77 46, LA F58 1A HL 7 2 i) s 3
R A28 R TLRA A3 TN TR SRR o 1 LPS T R0 A 2 R PR OG5 42
K ARETEAL AR 0  vu 2 BT A A 8 L e A A AT S M A S | A IR S IR Ak 2
SR B
[o114]  UbAb, AR BI¥S K bk i35 ) FCERIA J3 3 TN LS 1, JH T 5%
XJ 1gE 8% 1gE- PR A R4 B 3, AR B @1 FCERL 7K °F-, 3+ H A T4 77 H 1gE 8k
IgE- PR B A T 150, JUIHH TR 57 IR0
[0115]  [AFE, AR B K IGTT i 1gF 8k Tgh— PR & A U A5am i 7 i2s, e
LT ) B M VAT A A R4 1) FCER1A J33h TN THR R 1. 1 1B 51 1gE- HiJR
A PRI B A7 N £ 98 RN 2 I R A
[0116] A T HRAIF T 1/ &

BEAR, A B 5 B ¥ Il R 52 PR BN 3 S IR 7 I O o AR B |, S b N T8 S (R 7
() DNA FLfE N T HAGKEDD € R A s s kb 88 3 N TSR DL T
R Ja i N GG 2 A B N

ST
[0117]1  DNA JFR 1] o7

ET P e R, I Y DTG T4 DNA PEREREIYIN I New England Biolabs.
WM R B (SAP)SK H Promega. ¥ EifRE Platinum P7fx DNA 25 8F (Invitrogen) H T
JIT A bR PCR SR o DNA - B RH JBURE 122 B i 3 7 Ut BH 548 A NucleoSpin Extract TT iR
7% \NucleoSpin Plasmid X7 & 8% NucleoBond Xtra Midi Plus ifjf|& (Macherey-Nagel)
Koy, HE R B Sigma-Aldrich, B A2 BTURE IR BT A7 AH 5 DNA 7 1) @ i )
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(Microsynth) REIIE .
[0118] BRI FEFFITLE T (ZFP-8554 1 ZFP+74A) J9 1 i1l fE

h T AT ETRA FRIK I N TH xR+, Wit TAT-KRAB-ZFP A & &2 1, IF
B EE A BRSNS Y R 2560 AL i DNA 240 . X Tl & 2% (A ZFP &4y, 48 FH B
Fof “REHRAEEE” [ S HEN ZiFiT B A (Sander J.D. %%, 2010, Mucleic Acids Res 38,
W462-468; 2007, Nucleic Acids Res 35, W599-605) FHFTiB K “Barbas fHe” SRk A
ETRA JE 3 T-IX (FHAF T4 GRS A —1000 bp & +100 bp; RefSeq DNA NG_013343) K]
WAL (GNN) 6ZFP #EA7 i KT B R4 G 047 i —855  (FEAHXS T3 slg 447 i i) —855
bp &b JT #5) ) ZFP-855A, 4% M8 Wright D. A. 2%, 2006, Mat Protoc 1, 1637-1652 f4
ZF59-7F59-7F72-7F58-ZFT1-7F67. ZLLHh, XI T B ESS G 4047 i +74 CRHXT T ¥ A ih 4
R +74 bp) [¥) ZFP+74A #E [ ZF65-7F62-7F58-7F65-ZF59-7F59,
[o119] VR N oG IR 7 I BHA 2 3 S5 A4 48, 1B 9% N KOX 1 B2 2 218 1-97 41 ki
KRAB &5 45 (Beerli, R.R. 25, 1998, Proc Natl Acad Sci USA 95, 14628-14633) . Xf T
FZHR ), 4 2 S5 R PKKKRKV (SEQ ID NO: 196) (XA SV40 NLS) LA A YKDDDDK (SEQ ID NO:
197) (FLAG #R%5) ¥4 NE&E AT » B gnlt Xho 1 -Neo - KRAB-NLS-FLAG-Spe I ~ZFP-855A~
HindI11 F Spe1-ZFP+74A-HindI1T (LAHH ZFP+74A A ZFP-855A) [K)G AL R 3EAT 2505 1
Pk 3t B GenScript & . £EF Xho 1 /Hind 111 YJEIE N F BO#E K5 , # KRAB-NLS-FLAG-
7FP-855A Fl KRAB-NLS-FLAG— ZFP+74A i A\ pcDNA3 (=) (Invitrogen) 77, 20 =4 pAN1021
F1 pAN1022,
[0120]  AZEEEFT 2 L1 S ] I IR 1 o o

M Gonzalez B. 28, . 2010, Nat Protoc 5, 791-810 3+ HA DL N ok va & )L &
Sh4 GNN AT/ B ONN [F8EfR (ZF) RIS REFR R A S0 . & udhs GNN AT CNN ZF A
) DNA JE41 3546 N\ pUCS7 (GenScript) T, 43 B2 4 pAN1049 Fi1 pAN1073. {F pBluescript
SK (+) Bk 58 i ZFP SCHE B A A o Ay 1 S A0 B — SRl s [ AP IR v i N 24 ZF B
SETCINEERE A, ¥ pBluescript (M HAH 1ZFP 27FP 5 3ZFP (T4 =4 ) Fl pAN1049
o pAN1073 B 265 — PR FIBG O 5, 75065 F SAP Kb, ZE NN 25— FRBR H0 0k N D) A% B
Z A, NucleoSpin Extract 1T iXH &8 22F5 .
(01211 @ XAol SAP 310l J5 H Spel 4:FE5 1 g pBluescript 5€J% pBluescript—1ZFPL
15 B, @I ¥ 10 1 g pAN1049 (16 FfrAS [R] GNN ZF B (1B 4 ) BX pAN1073 (15 Ffr
AN [A] ONN ZF B 5 B 8 ) 5 Spel. SAP 3 bi J5 5 Xaol 5% & K& dli AN 7 Bte A
T 4 pmk pBluescript—2ZFPL 1 pBluescript—3ZFPL, ¥ 7 u g pBluescript—1ZFPL B}
pBluescript—2ZFPL i Agel V)%, 204k, HH Spel YI#. @it 735l 10 1 g pAN1049
8¢ pAN1073 N H Spel SAP Ml G Xmal RKAPFAFHIA v BL. @it FH Agel . SAP Jhl 5 FH Spel
REFE 6 u g ) pBluescript—3ZFPL LAZRFS U E )G 8044k, Sk 58 ik pBluescript—6ZFPL [ 73
. it Spel. SAP FIp G Xmal 455 M pBluescript—3ZFPL B 3ZFPL #i A B o
[0122]  f§FH 200 ng VIE|5 28,400 U T4 DNA EFEBEAE 20 v 1 SRR LE RT (3D
TIEAIFLL 301 BRI A B « BUABROE A — A IR =AY ZFP SRR IE R
IV o 7S SR BTG B 1 SO R IR I NV ALFEAE 200 1 1 AR F11#) 2000 ng pBluescript—3ZFPL.
500 ng 3ZFPL #fi AT Bt 4000 U T4 DNA SR, Tk SR F1 43k 10 A 20 w1, 345 JI4E
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RT T E A MRYE R —SCEEPT 0 e FE A 1 UM 7 150 8 O N 38 43 B AN K
W ¥ W (Escherichia coli) Ho & T 4 % pBluescript—1ZFPL I pBluescript—2ZFPL,
¥ 3wl BIER RN EEH T K E NEB 5- a AL, EEAL N LSS 25 KT
NEB 5-a (2 H EquiBio [#) EasyjecT Plus HLZFFLIX, 2.5 kV A1 25 uF, K H Bio—Rad
() 2 mm FLZEFLAR ) A, WA 0. 05 wm VMWP JE#S (Millipore) #F DNA 2% H,0 3BT 1 /)
N pBluescript—3ZFPL [IER: NG ER o i pBluescript—6ZFP 3R 42 ) M W H T
NucleoSpin Extract ITiR5&r, 3544 DNA YEMRAE 15 1 1 £ B /K. ¥4 60 ng ik i) DNA
550 u1NEB 10-B HLUEAZ A KHFT 1% (New England Biolabs) VR &, JF il i 2 iUd
EasyjecT Plus\2.5kV.25 wF fl 2 mm L fLAMREAT L ZF FL AT BSOS T Z2 0B 5 1L,
I e B ML AR S S0 RN o P BRFLZE FL)S , 1r 40 MY SOC 1y 972k, 7
37T°CHI 250 rpm FHFE 1 /MNJE, 8 30 11 ¥ SOC KA TIE S ke, HE 2 A AT
FRM LB M b o 58K, ME AT SO e R RS E. BeAh, et — SR AN vl LA
53 5 FURE DNA F 18 ick PR B A AS B 3 A BURIEE G o IR B8 S0k A (1) 22 2D = AN AT I 7
CLISIESCIE R 2 e . BRI AR 1K SOC 359236 # 2 100 ml F 2 WiE & &= 1 LB B gedk It
7E 37°CHA 250 rpm FREGFRIEAL . # ALe40 M FH 1 25 B — SCFE I BURL Midi DNA

[0123] X} T EEBF R E M AREREOXLELZBIAMAERNED
oAb, H I B W, 3 ok H Xeol/EcoRL Y # # 1k IF 0 N BB kK I FE &
H B 0ANO9T 1 (TCGACAGGCCCAGGCGGCCCTCGAGGATATCATGATG

ACTAGTGGCCAGGCCGGCCC, SEQ ID NO: 198) Pl OANS72 (AATTGGGCCGGC

CTGGCCACTAGTCATCATGATATCCTCGAGGGCCGCCTGGGCCTG, SEQ ID NO: 1993
FKAEMi pGAD10 (Clontech) 122 FUlEAL Ao ¥4 3R1F A4 pAN1025 Y I LB R AL, 6ZFP 3T
FEFE N Bl ik Xho1/Spel M pBluescript—6ZFPL BB . 1 E TR %f pBluescript—6ZFP
SRS R S N L ZE SN NEB 10— B B SZ & KT
[0124] X R R 48 & 09 I BR L 2 AC R 0k, HF 6ZFP CEH B R 5 — DMAEAE R
B K P. b B, ¥ pANLO25 [¥] 1460bp SpATl K B 3% 8 N\ pAN1373 (& i 1)
pRS315) 1 (Sikorski, R.S. I Hieter, P., 1989, Genetics 122(1), 19-27), H rh
B K B #% 1 i OAN1143 (CGCCGCATGCATTCATGCAGGCC, SEQ ID NO: 200} fn
CAN1144 (TGCATGAATGCATGCGG, SEQ ID NO: 201 MU Apal, Narl BB, XA G S
WE AL TS E ORI SCE sl 77 SARS R =4 D12 w A s K #S DT ARS/CEN
P BR AR AT AR
[0125]  FH 44 1 J3 Wb 0 't 22 W RH A e 1 T 2 10 52 1K 3 30 7 DX IR e e

# &4 ETRAL ETRB. TLR4 Bk FCER1A 537X [ DNA J7 BE g A pAN1485 (NEG-PG04,
GeneCopeia) BY pAN1486 (EF1a-PG04, GeneCopeia) 1, 7= 24 & H 76 5 1k B &) F &
il & 1 53 WA A Gaussia W G 2% B R AE 2 BB CMV 3 Bl 45 )R IR G b 2 Rk i R
B JF fo T G R T O B B R E S A — A RO R R TR, T4 AE
H O0AN9S81 (AATCGCGAGCTCCTTAAGAAACTGGCAGCTTCCACTT, SEQ ID NO: 202)
I OANG82 (AATCGCCTCGAGCTGCCGGGTCCGCGCGGLG, SEQ 1D NO: 203)
NNE S ZH DNA ¢~ 14 ETRA J8 31 T, I 4 Sacl/Xhol % [% )\ pBluescript H,
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7 7 pAN1031. B ETRA J& 3 + 1§ H Xhol/Klenow/BamHI M pAN1031 th 4] H,
H N Hind111/Klenow/Bg/11 Y] #| [¥) pAN1486 1, 7= 7 pAN1492. f# H
OAN1232 (GCTAGCTGTCGACACATGGTGCGTGATAACTTGCCC, SEQ ID NO: 204)

i OAN1233 (GCTAGCTGGTACCAGGCCTGCTGCTACCTGCTCCAGAAGGC,
SEQID NO:205) M A % 20 DNA 7§ B8 ETRB 3 ) ., IF £ Sacl/Kpnl
B A pBluescript H', 7= /& pAN1432. ¥4 ETRB J& 3 F £ Stul/EcoRl M
pAN1432 b ] i, ¥F 55 B AN H Hind111/Klenow/EcoRI Y] #| ¥ pAN1486 w, 7=
4= pAN1489. ff Jl OAN1234 (GCTAGCTGTCGACATAAGCCAGTGACAAAAAGAT
ACATAC,SEQ ID NO: 206) gl OAN1235 (GCTAGCTGGTACCAGGCCTTATTTGAT
CTCTGTGGCTTCTTGAG, SEQ ID NO: 207) )\ A 2= [K 41 DNA 1 ¥ 8 TLR4 8 3h T, IF
%5 Sall/Kpnl %3 1% XN pBluescript HY, 7= 4k pAN1433. ¥4 TLR4 8 3 ¥ H Stul/BamHl M\
pAN1433 F ] i, HFE [ N Hind111/Klenow/Bgl 11 YIE|H pAN1486 tf, = 4 pAN1491., {#
Hi OAN1249 (CTAGCTGATATCAGCTTAGCGGTTTAC ATGACTTGAC, SEQ ID NO: 208)
1 OAN1250 (CTAGCTAAGCTTCACGCAGGA GAGGAAGGCCATG, SEQ ID NO: 208) M\
pAN1491 F 434 TLR4 B8 1, 4 EcoRV/Hind111 W5 [% N pAN1486 1, 7= 4= pAN1509, 1
FH 0AN1236 (GCTAGCTGTCGACTTAAATTCCTATTTATTAACCTTTTTAGC, SEQ ID NO: 210)

Pl OAN1237 {GCTAGCTGGTACCAGGCCTGTCACCACCCACAGTAAAGGTTC,
SEQID NO:211) M A & K 40 DNA ¥ B4 FCERIA J5 3 1, IF & Sacl/Kpnl 75 [%
A pBluescript 1, 7 4 pAN1434. ¥4 FCERIA J3 3 + 4 Stul/EcoRT M pAN1434
o), 3F 4 Hindl111/Klenow/EcoRI Wi, B A\ pAN1486 H, 7= ‘f pAN1490, f# fi
O0AN1261 (CTAGCTGAT ATCGCTAGCCATGCTCCTGAATATGTAT, SEQ ID NO:212)
F1 0AN1262  (CTAGCTAAGCTTGGCAGGAGCCCTCTTCTTCATGGACTCCTGG, SEQ ID

NO: 213) ) pAN1490 #1974 FCERIA JA 3l F, FF4 £coRV/Hind 111 wi N pAN1485 7, 7=
pAN1515,
[0126]  EVH TR ve I

X TORL, A H N A B E 7E ETRAL ETRB. TLR4 B¢ FCER1A JE 3+ A1 i
HIFA0IF) 21 bp 1) 18 bp #B47 fi o BLHE NeoT A7 s TR HIME 0 8. PAIXFER 7 Xt 55
AR IFIR K, LU A v HindI11/Xhol V)FI I HHIERL A pAbAL (Clontech, ) K]
5 HindI11 F1 3’ Xhol i fi (B 5).
[0127] K 5 FH T EEAT fUveBE N pAbAL BT I L 1R
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SEALA [SERBL T

TRBIAIS -3

ETRA

| -855

OAN1018

OAN1019

AGCTTGTGAACTGTCTTGGAAGTGGATCCTCCA
GCCCCTGCTACATGGAGCAAAAACGAGCTGTC
CCATGGC (SEQ ID NO: 214), 60 bp i A B
TCGAGCCATGGGACAGCTCGTTTTTGCTCCAT
GTAGCAGGGGCTGGAGGATCCACTTCCAAGAC
AGTTCACA (SEQ ID NO: 215), 80 bp i AV BL

pAN1083

-555

OAN1082

OAN1083

AGCTTAGGCAGTGGCCTTTGTCCCTCATCTCCT
CTCCCACCCCCAATTTAGGATAAAGTATCTGCC
CATGGC (SEQ ID NO: 216)
TCGAGCCATGGGCAGATACTTTATCCTAAATTG
GGGGTGGGAGAGGAGATGAGGGACAAAGGCC
ACTGCCTA (SEQ ID NO: 217)

pAN1180

| 487

OAN1084

OAN1085

AGCTTAGACGTTGAGACCCACTTTCTGTAAGGT
CGGCTTCTTCATTIGTTTGAATTTCTIGAGGTTC
CATGGC (SEQID NO: 218)
TCGAGCCATGGAACCTCAAGAAATTCAAACAAT
GAAGAAGCCGACCTTACAGAAAGTGGGTCTCA
ACGTCTA (SEQ ID NO; 219)

pAN1T161

| -447

OAN1090

OAN1091

AGCTTATTGTTTGAATTTCTTGAGGTTTCACGG
AGCCACGCGCTGGAACCTTCCATAGTCTCTCC
CCATGGC (SEQ ID NO: 220)
TCGAGCCATGGGGAGAGACTATGGAAGGTTCC

AGCGCGTGGCTCCGTGAAACCTCAAGAAATTC
AAACAATA (SEQ ID NO: 221)

pAN1164

QAN1082

OAN1093

AGCTTAAAAAAGACTCCTGCCCTTCAGGGCCT

GCCATGGC (SEQ 1D NO: 222)
TCGAGCCATGGCCACTAAAAAGCACAAAGCTG
CCGCCCCCTTCCAGGCCCTGAAGGGCAGGAG
TCTTTTTTA (SEQ ID NO: 223)

pAN1165

OAN1024

OAN1025

AGCTTGCGTGCTCCCTCTTAAGTTTAGAGGCC
GTTGAGGAGCCGAAGTGGACAGCAGTTTACTG
GCCATGGC (SEQ ID NO: 224)
TCGAGCCATGGLCAGTAAMCTGCTGTCCACTT
CGGCTCCTCAACGGCCTCTARACTTAAGAGGG
AGCACGCA (SEQ 1D NO: 225)

pAN1086

30



CN 103998609 A

in M B

28/34 11

=230

OAN1088

OCAN1089

AGCTTGGCAGGGAAGACGGAGAAGAAACCACC
CGTGGGCCCTGGCTCTGTGTCCAGTTGTTCCG
TCCATGGC (SEQ ID NO: 228)
TCGAGCCATGGACGGAACAACTGGACACAGAG
CCAGGGCCCACGGGTGGTTTCTTCTCCGTCTT
CCCTGCCA (SEQ ID NO: 227)

pAN1163

-103

OAN1022

OAN1023

AGCTTGTCTGTCAAACTCTACCCTCTCTCCTCC
ACATCCCCCACCTTTTICTTTCAGGAAGGAAATC
CATGGC (SEQ ID NO: 228)
TCGAGCCATGGATTTCCTTCCTGAAAGAAAAGG
TGGGGGATGTGGAGGAGAGAGGGTAGAGTTT
GACAGACA (SEQ ID NO: 229)

pAN1085

+74

OAN1020

OAN1021

AGCTTAGTGGAAGGTCTGGAGCTTTGGGAGGA
GACGGGGAGGACAGACTGGAGGCGTGTTICCT
CCCCATGGC (SEQ ID NO: 230)
TCGAGCCATGGGGAGGAACACGCCTCCAGTCT
GTCCTCCCCGTCTCCTCCCAAAGCTCCAGACC
TTCCACTA(SEQ ID NO: 231}

pAN1084

ETRB

-1148

CAN1198

OAN1199

AGCTTGGACGAGGACTGCCCCCCTCCCTCGG
GCAACTACTACTGATGCTGTCCAGGCATCGCC
CACCATGGC (SEQ ID NO: 232)
TCGAGCCATGGTGGGCGATGCCTGGACAGCAT
CAGTAGTAGTTGCCCGAGGGAGGGGGGCAGT
CCTCGTCCA (SEQ ID NO: 233)

pAN1383

-487

OAN1214

OAN1215

AGCTTCGAGTTCAATCGCGGGGTATAGAGGTT
CCCCTGCBGGEGCAAAATGCAGAGCTTGACACA
ACCATGGC (SEQ ID NO: 234)
TCGAGCCATGGTTGTGTCAAGCTCTGCATTTTG
CCCCGCAGGGGAACCTCTATACCCCGCGATTG
AACTCGA (SEQ ID NO: 235)

pAN1417

TLR4

-276

OAN1188

CAN1187

AGCTTACCTGATTGTTTTCCTAAATTCACCAAG
CCCAGGCAGAGGTCAGATGACTAATTGGGATA
CCATGGC (SEQ ID NO: 236)
TCGAGCCATGGTATCCCAATTAGTCATCTGACE
TCTGOCTGGGCTTGGTGAATTTAGGAAAACAAT
CAGGTA (SEQ 1D NO: 237)

pANIZTY

-55

OAN1188

CAN1189

AGCTTACTGCTTTGAATACACCAATTGCTGTGG
GGCGGLCTCCGAGGAAGAGAAGACACCAGTGCC
TCCATGGC (SEQH 1D NO: 238)
TCGAGCCATGGAGGCACTGGTGTCTICTICTTC
CTCGAGCCGCCCCACAGCAATTGGTGTATTCA
AAGCAGTA (SEQ ID NO: 239)

pAN1378
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+113 | OAN1190 AGCTTGCTGGGACTCTGATCCCAGCCATGGCC | pAN1378
TTCCTCTCCTGCGTGAGACCAGAAAGCTGGGA
GCCATGGC (SEQ 1D NO: 240)
TCGAGCCATGGCTCCCAGCTTTCTGGTCTCAC
GCAGGAGAGGAAGGCCATGGCTGGGATCAGA
GTCCCAGCA (SEQ 1D NO:; 241)

OANT191

FCER1A

-147 | OAN1182 AGCTTTAAGTGGGTAAATATTAAATTGCCCAGT | pAN1380
TGGGCACCATCCTGAATATTATCTCTAAAGAAC
CATGGC (SEQ ID NO: 242)

TCGAGCCATGGTTCTTTAGAGATAATATTICAGG
ATGGTGCCCAACTGGGCAATTTAATATTTACCC
ACTTAA (SEQ ID NO: 243)

+17 OAN1194 AGCTTCCAGCACAGTAAGCACCAGGAGTCCAT | pAN1381
GAAGAAGATGGCTCCTGCCATGGAATCCCCTA
CCCATGGC (SEQ 1D NO: 244)

TCGAGCCATGOGOTAGGGGATTCCATGGCAGGA
GCCATCTTCTTCATGGACTCCTGGTGCTTACTG
TGCTGGA (SEQ ID NO: 245)

[0128]  JH THi A ) F R HIN L FE R T H9 58
T 45 B DNA Bt Xbal-EcoRV-NNNNNN-XYAhoI-NNNNNN-4
gel—-3xmyc—-STOP-Not1-FcoRI, H Platinum Pfx DNA B & .

OAN1032 (AATCGCTCTAGAGATATCATATATCTCGAGATATATACCGGT

GAGCAGAAACTCATCTCTG, SEQID NO: 246) Al OAN1033 (GCGATTGAATTCGC
GGCCGCTTACAGATCTTCCTCAGAGA, SEQ ID NO: 247) ¥4 3xmyc b5 2% M pWS250
vy B8, F Xbal/EcoRT Y] #, % % A ﬁﬁ Xbal/EcoRl Y] #| 1] pcDNA3 (=) ™, 7= 4
pAN1109. A F Platinum Prx DNA 5 4 . OAN1034 (AATCGCGATATCATGGATG
CTAAGTCCCTGA, SEQIDNO: 248)  fI  OAN1035 (GCGATTCTCGAGCCCCACTTTA
CGTTTCTTTT, SEQ ID NO: 2489) )\ pAN1021 14738 KRAB-NLS. ¥4 PCR /=¥ EcoRV/Xhol

P)E| 33 N EcoRV/XhoT HJE| ) pAN1109 1, P25 pANT110,
01291 H P 1 a t i n u m P r x D N A B & 8

OAN1036 (AATCGCCTCGAGCCCGGGCCEEOTGAAAAGCCCTAT, SEQ 1D NO: 2504
. OAN1037 (GCGATTACCGGTCTGTGCTGATGAGCCCC, SEQ ID NO: 251) %
7FP-855A [1J DNA J5 %1 M pAN1021 v §~ 34, H Xhol/Agel 3§ 1k IF 75 & AN FH Xaol/
Agel Y] #| [#] pAN1110 1, DL 7= 4 pAN1111, 2% ol Hb, Al OAN1038 (AATCGCCTC
GAGCCCGGGCCAGGCGAAAAGCCCTAC, SEQIDNO: 252) I OAN1039 (GCGATTA
CCGGTCTGTGCTGAACTACCGCC, SEQ ID NO: 253) M pAN1022 H 37 18 ZFP+74A, 7 [ A

pANL110 1, Ff7=2E pANL 112,
[0130] 4 FH Xhol/Agel 4L ik 4 3 19 6ZFP (G ik 8% B 2 2 A8 % 5 B (D 6] 4 38 ik
ZFP-855C A& pAN1111 [ ZFP-855A, F= /= pAN1133,

OAN1183

OAN1185
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(o131 b 4, W & &£ B — DNA G5 & & B o Bk
OAN1086 (AATCGCGATATCATGGLGGCGGCGGTTICGE
ATGAACATCCAGATGCTGCTGGA, SEQIDNO: 254) . OAN1097 (ATCCAGATGCTGCT

GGAGGCGGCCGACTATCTGGAGCGGCGGGAGAGAGAAGCT, SEQ ID NO: 255) .
OAN1098 (GGTATGGTAACATGGAGGCATAACCATGTTCAGCTTCTCTCTCCCGE,

SEQIDNO:256) .  OAN1099 (GCGATTCTCGAGCCCCACTTTACGTTTCTITTITCGGGT
ATGGTAACATGGAGG, SEQ ID NO: 257} 1] Platinum P£x DNA 8442 i SID-NLS (SID
SR TARYE Beerli, R.R. 2%, 1998, Proc Natl Acad Sci US A 95, 14628-14633 (] Mad
mSin3 AHEAE FH S5 R ) 2 FE IR 1-36) o 1% PCR W56 73 il FEAE W AR 55 Platinum Prx
DNA 284 . 0AN1096 F1 0AN1099 FH T4 — DNA & b 18 . 455 — PCR 7= Xhol/EcoRV
1, I T H Xao1/EcoRV YIFN ) pANL111 7] KRAB-NLS o 4 JT 3 () Bk pAN1208 H

TAE Xhol/Agel AL 5 FATFISR B YIH ik 1) 6ZFP A8 ZFP-855A.
[0132] 1t 45, R 5 Gommans, W.M. %%, 2007, Mol Carcinog 46, 391-401 % N- K

g NLS, Ffi J§ & 6ZFP. GGSGGS (SEQ ID NO: 9) #% 3k /¥ %1, A KRAB (1) 2 #& B 11-55
A C- K ¥ 3xmyc Fr 25 4 B2 B 45 A4 BB IR 7 E HE A, SG, DNA v B Agel-FcoR1
~NNNNNN-BamH1-3xmy c—-STOP-No¢ I-Hind111 F pAN1133 /€ & 4% #R. Platinum Prx
DNA % & . OAN1100 (GCGATTACCGGTGAATTCATATATGGATCCGAGCAGAAA
CTCATCTCT, SEQ ID NO: 258) . OAN1101 (GCGATTAAGCTTGCGGCCGCTTACAG
ATCTTCCTCAGAGA, SEQ ID NO: 259) @ if PCR £ Jll, FH Agel/Hind111 Y] %, &
e N M Agel/HindI11 Y] #| [ pAN1109 7, 7 4= pAN1183, H IR, FcoRV-ATG-NLS-
Xhol-Xma1-7FP-855CAge1-GGSGGS 4% 3k —EcoRI FH pAN1133 fE & #¢ #K. Platinum
Pfx DNA B & . OAN1104 (GCGATTGATATC ATGCCGAAAAAGAAACGTAAAG,
SEQIDNO: 2601 . OAN1105 (GCGATTGAATTCGCTGCCGCCGCTGCUGCCACCGE
TATGAGTCCTCT, SEQ 1D NO: 261} i 1t PCR 7™ 45, 3f 18 H EcoRI1/EcoRV 71 % 4 A
F| pAN1183 H, 7= 4 pANL184, % =, # A KRAB 1] & %t 2 11-55 H Platinum Pfx DNA
B 4 . OAN1106 (GCGATTGAATTCC GCACACTGGTTACCT, SEQID NO: 262) .

OAN1107 (GCGATTGGATCCATAGCC CAGGCTAACC, SEQ ID NO: 263) M pAN1133 1 §~
W, H EcoR1/Bamtl V) E|, 3 3% 8 N F EcoR1/BamH1 Y] 1 ¥ pANL184 1, ¥ i 2% 1 i ki
pAN1185 it H] Xao1/Agel VIEIH T HIEATR B YIH §# 1 [ 6ZFP 48 ZFP-855C.
[0133]  XF T iiE ATF () 5a %, 18 1 i EcoR1/BamHT 17)E] I3 NIE K () 0AN1253 (SEQ 1D
NO: 264) . 0AN1254 (SEQ ID NO: 265) . 0AN1255 (SEQ ID NO: 266) F 0AN1256 (SEQ ID NO:
267) 1, ¥ C- R KRAB 516 5 FH VP64 b 7414
[0134] P4 [ HRERE 24 (Y1HD fifiisk

R RIL ZR

Bl RE (Saccharomyces cerevisiae) YIH Gold W H Clontech, YPD B4 3EH1 YPD B
JEWYH Carl Roth. & REBEE (SD) BEZREEEH 20 g/1 HIZHE.6. 8 g/1 Na,HPO, «2H,0.9. 7
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g/1 NaH,P0, * 2H,0 ( 332k [ Carl Roth) \1. 4 g/1 EEBF-E5 R AR B F23L08 N4 6. 7 g/1 W%
REEREEAE0. 1 g/1 L- (A%(2.0. 1 g/1 L- S22 R.0. 05 g/1 L JIRI5Eng 0. 05 g/1 L- 4%
f82.0.05 g/1 pRmERE (5K B Sigma-Aldrich) . SD-UBFREEEH R T IRWERE 2 SME BT 41
53 & AN L- 522 BR 11 SD-Lo SD Bt A& A B IR EN, (A &4 16 g/1 Bacto Bl (BD) »
4% A (AbA) g H Clontech,
[0135]  (FLHIELE BT 11 75

7620 v 1 FSARRPH BseBT 444 5w g BIRFASIETUR S AL, FR-— P10 R VIR
G ERH TR EERE YIH Gold HIRGEAL » FEFEALHT— OB B REAN i ] T4 5 m1 YPD
RS, AR (roller) BAERT FAKE K. K= &g 2 B iF YPD B59%
HE 1 :20 FkE, JFAE 30°C, 225 rpm RHFE 2-3 /Do X RE—FAL SO, Ml B0 R 1
ODgoo» KR RESR M 1 ml TR /K PEVE — %I 1 ml TE/LiAc (10 mM Tris/HC1, pH7.5, 1 mM
EDTA, 100 mM BEFEREE ) PEik—IK. S, R AT 50 v 1 TE/LiAc 1, 3F5 50 ng
PR AR RS DNA (Sigma-Aldrich) 10 ul (¥ Bs¢BI e MAL RIS EFUR (W, F3C) 1300 w1
PEG/TE/LiAc (10 mM Tris/HC1, pH 7.5, 1 mM EDTA, 100 mMEEEREE , 50% (w/v) PEG 3350) J&
E o N ORI DNA 7RI EAE RT TS E 20 4080, b5 E T 42°C/KE 16 408h. f)a, @
ok BRI REA Y, TR T 100 w1 R /K, FFRAn (e SD-U iRtk . £ 30°C FiFHE 3
K, ek B —HAL ) N A KA SD-U LK) 8 AT, LM e iTxt 48 72 A (AbA)
IO o PSRRI A RT AR . A TR 35759, I & ODgoor FH E B
IR EE A 0Dg00=0. 3o MIZEE—FBE, H TR K 2% HANESN 1/10 R DR X +5—
T, BRI 5wl S E S SD-U. SD-U 100 ng/ml AbA. SD-U 150 ng/ml AbA FiI
SD-U 200 ng/ml AbA FJBEIaHR . 78 30°C T E 3 KJG, HETE SD-U FAEK RIFFFAT AbA
SR = A THE—25 01, 18id Matchmaker Insert Check PCRMix 1 (Clontech)
2 3 v U0 I IR TE PR AR TS ANBEREIE A o g = A e N TR
) Y1H #ifi i o
[0136] S AT LE L1 S FEF M 7% LRI A

50 w1 RS E AR TS JE R RE 22 100 ml YPD £5 7856, FH4E 30°CHT 225 rpm
T B2 0Dge=1. 6-2. 0 ( K2y 20 /N ) o BIFTEAK ST (5 53%h, 1500Xg, 4°C)
SDCEEA . MRS Benatuil L. 28, 2010, Protein EFng Des Sel 23, 155-159 5¢ 1% HL &A%
AR HI . XT8N, K 400 v 1 HUBCSZABHERIAM S 1 o g 65 67FP
SRRV ORIR G HAE UK EIFE 3 408 1G4 -DNA BRI 2 A K 2 mm HLZE AL
. HigEfL (BasyjecT Plus BAEFALAX, 2.5 kV 125 uF) J&, HREREA 044 42 8 ml
YPD: 1 M LALEE 121 RS, 3548 30°CHN 225 rpm FHFE 90 Zr8h. ik B.LolcsE 4 g,
FHAE 1 ml (9 SD-L 7B EE . 50 v 1 AR RFRRATESE 10004000 ng/ml AbA
1) 10 cm SD-L BEfIEHR o b4h, 4 50 w1 140 BBz H T4 1/100 1 1/1000 ke, 7
50 w1 RAGFERFIRBE MM ER 2 SD-L Fo BT FHRAE 30°C FIEE 3 K. MEHH
B T B AR BRI r B S . RV H R R I SD-L “PH 3 BH i A %%
I, H AR AEY) 6ZFP [ Dh 454 2 e A THERAL 5 b, WA AbA [ SD-L -~ 4™
(01371  BHHERH T 1E/ T 195 iF RIS 67FP HI R R 19 1P
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T B8, IWE A s AbA W E R SD-L Pk EFkH PU+ SRR R R # 7%,
PB4 B AE & 3000-4000 ng/ml AbA [ SD-L _FEHRIZEF K, ISRIF W% . X Ta—
SORE, AN TEH TP 5 ml SD-L ¥Egedk, ¥ 4t RT FAKER . =K, HEW
TR 0Dgoo=0. 3, il 4% TLANEAME 1/10 Bk, IR MR DRI 5 w1 s 4E SD-L. SD-L
1000 ng/ml AbA. SD-L 1500 ng/ml AbA. SD-L 2000 ng/ml AbA. SD-L 3000 ng/ml AbA 1 SD-L
4000 ng/ml AbA I ERPAR b o 42 EAT7E R AbA WREE FAERKIIRE 1 f e b 7 2. i fE
AR RS, B 5 ml HI4f SD-L MB e T B0 T 400, 4 A48 100 w1 KB R
Bk E R, NN 50 UVE4iiull (Sigma-Aldrich, L2524) J&, F 4 Ml/E/K- ks 40
30°CHI300 rpm FOFE 1 /DI AR EIER 2 K B NucleoSpin Plasmid 57 &) 250 n 1
Al B PRGN\ — LR (one spatula tip) BEEEER (Sigma-Aldrich, G8772), I
R E R ZUR S 20 #b . RVFBEEERUIRE, JE6 250 w1 BIEWEBE RE ST, T4k
AT HRUE NucleoSpin Plasmid iF & 5%, 50 v 1 el s P e i )5 , 18 ok P i 4h sk
L 5 u 1 ik DNA #4b N KIBAT R DS a . WS ZETEHFE 21 LB Ak FPREUH
A PRI TR T 5 73 B BORL IR SCIERR A T BO o 44 3845 45 SR 40 # 0 T F— BB 47 £ f#) 6ZFP
Z IR HIFEH P41
[0138] 4 Huss 7R A% Gt

HeLa 4 jafF: 5% CO, Fl 37°C N AKALMINA 4.5 g/1 HZEHE . 10% ARIE I M 2 mM
L- AR e 1 mM A EIBREN (33K B Sigma—Aldrich) [ Dulbecco’ s Modified Eagle’ s
Medium (DMEM) Hvo S Tt 2 R IE JE PR 52 , 44 7000 HeLa 400 / fLEERI N 96 fLER
R, {H ] Effectene Transfection Reagent (Qiagen) F% M i iy ve BH k4T AL e g,
G N T2 S PR PN i 67 D' 22 1 SORE 1 2 7l 46 4) (midi preparations) BLEGA] 3 <1 Aff
Mo BEYLS5 6 /NITAT 24 /NI, LA 100 w1 H &%) DMEM S e k5 7758, U937 (Sigma)
KUSI2F 4 (Sigma) AEKAETINA 10% FBS 2 mM A2 WL 1 mM 1A i BR 5 1¥) RMP1-1640
Brggdkrp, f# A Cell Line Nucleofector i34 C (Amaxa) B¢ Cell Line Nucleofector iRk
FE T (Amaxa) 2 HEi e vy vl B I A% 4 Yol e 4y U937 F1 KUS12F 40w, RBL-2H3 4H i
(DSMZ) AERKAEAINA 2 mM 73 2 BEf R 1 mM A % £ 1 70% MEM/20% RMPI-1640,/10% #4K
75 FBS /1. f#f Cell line nucleofector AFI&E T (Amaxa) #%%% %% RBL-2H3 41l i
[0139]  f27 ML (It 5 i 2t oA FH P 0 DL A0 AR R 7 5 2 SR AE KT RN 75 i WL 40 i
(hUtSMCs, PromoCell) .

[0140] 41 & [t 2 /SEAP J o) 13 il

FI N T8 5 | 1~ e 1A M i AR A0 457 7 ETRA ETRB. TLR4 8¢ FCER1 /5 3h 75 T i 4>
WAY Gaussia HOGCRBEHIEALEY OV A B 115N 150 W BU R R (Secrete—Pair
Dual Luminescence Assay, GeneCopeia, Rockville, MD) F ik dL4% ¢ Hela 5%, RBL—2H3 41
Moo By fa R, AR ks 724 BiE W, 74 ] Secrete—Pair Dual Luminescence Jl| &
(GeneCopoeia) 8% SEAP BRI E (Roche) I %5 )t 3 Mg 7% 1t FH SEAP 3 M o 4 H] YFP-N1
(Clontech) B N T4 7RIS A R AL e FIVE X . 5 D' IS R X SEAP %
PEIH—Ak, R R AR 73
[0141]  AFEPIE LA (hULSMO) (a4 il o

B 250 vl WEHE R (3.1 mg/ml; #5005-B Nutacon) 530 n 1 10xPBSF122.5 n 1l
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0. 1 N NaOH VR4 LAEE] pH 7. 4. H44E 200 1 1 [ SMC 85325 2 T 25000 hUtSMC A L
FURR G, R A, e 2 24 FLA ARG TRR b, IF RVFLE 37°C 5% CO, TG 45 08P, BAH
Ja, N 500 w1 [#) SMC AR KR 9758 20 X TH N TR 7 A2, 4 1w MAOT4V BiAf A %t
HE ) B () 2B PP VRAE B8 4 JE S BTN LR 24 1 A8 /NN S BRI « B4 J5 72 /NN, T8
ot R R S B RS Wk P A AR BE BB SR, FE NN 100 nM ¥ ET—1 BRGZ g0 . 34
WA FFAEH Tmage ] B/ E k FE5 2 B0 5 A T
[0142]  IL-6 &0

IS R ERE (Amaxa) F TLR4A RSk A 23 SR 7 BROGT R 280 1S P 3 08 TR0 A% B e
1x10° U937 40 . Kok B R —HZHE 4410 1. 25x10° NI R 2 12 FLAR P, IFAE FH AR LPS
WRPER 8 /NIRRT, FH 100 nM B B —12- A G EIR IS —13— LIRHE (PMA; Sigma) #3448
/NI o A TL-6 ELISA (Orgenium) 2 M1 iy #EAE R4l o s 5240 Lag b A 1L-6 Ik
i
[0143]  IgE #5488 ) 1AL 240 Hig AR 5

T IE TeE 15 KUSL2F 4uff 454, F 1%10° N4 HAE 2 ml (1) FACS 283l (1x PBS,
2% FBS) ¥k — K, bS5 AT 0. 5 ml FACS ZZl o 4% 2%10° MRS 10 w g/ml BN
IgE (abcam) W% 7 30 438, F 500 n 1 FACS ZE IRyl — I, Bl f5 I\ FITC bric i/ bt
N IgE (5 ug/ml, abcam) 30 738h. FEHEMAE 500 1 1 FACS 2P oes—k, HFEST
700 w1 FACS ZZyhih . 1AL Ngl U AR (Cyan ADP, Beckman Coulter) 23 Hrke . 18 H AR
et K4l ORI A FITC Arid i/ BBt TgE AbTH R 40 B/ 4 A e
[0144] {57 H MTS 052 [ 40 Mo 18 58 1) I 2

#7000 4> HeLa 4 Hfd 88 hUtSMC B0+ 96 FLARI) 100 w1 $55R3, 34 3 AR = 4k
RN T 26 S5 AL B0 ) 2 o B IR AL 48 B8 72 /A o kg T I S 41 B B, 2 TR ol
HEFFAF A CellTiter 96 Aqueous Non—Radioactive Cell Proliferation Assay (Promega) »
W — X = 5 B SR ST BT A b =K
[0145] A TR FHEARMAE

28 2 BN T e IR 7 (19 3R 08 JTURL G A0 B K AT B BL21 (DE3) AE KAETS I 100
uMZnCl, [ 1L LB B3935, 2 IAF 0. 8-1 [ 0Dy, 3FH 1 mM IPTG 15 S /NN . JE IS
CoSCHE AN TR, A0 oL 7 A B 2% A B SRR, T AL B R, I B L B E L (5000g,
4°C, 15 7050 WEEALRAE, IFLE 20 ml AIZ5 S22 (50 mM HEPES, 500 mM NaCl, 10 mM Bk
Me s pH 7. 5) HPEG =R Al ARRAATEVK BT 30 ml G54 28 A (50 mM HEPES, 500
mM NaCl, 10 mM BKM: , 6M GuHCI ; pH 7. 5) Ayfilt— /Mo RS MR I B IRAALE 4°C R 137 000
g T 40 23 Bh, R 0.45 wm PVDF JE#5 3. A His-Trap 7€ Aktaprime FPLC
(GeHealthcare) b %5 S2mMIR A FIVENEZ2 00 B (50 mM HEPES, 500 mM NaCl, 500 mM B
M, 6M GuHCL; pH 7. 5) &fifk His bR N TR R 1o B 5 A 40 N TEE SR T IR
Gy E It AL AC T BT 2N THE R 15 SID g5 MBS 00T, XIS (50 mM
Tris—HC1, 500 mM NaCl, 200 mM k5%4/ , 100 WM ZnCl,, 5 mM GSH, 0.5 mM GSSG, 50% i ;
pH 7. 5) &, BE X T KRAB S5 M N T8 s A1, WG 22 b K (50 mM Tris—HCI,
300 mM NaCl, 500 mM k542 , 100 MM ZnCl,, 5 mM GSH, 0.5 mM GSSG, 50% HiH ; pH 8.5) &
Mo BTG, B EARENLE 4°C T LA 147000 rpm B0 30 4380, FEAEH 0. 22 wm Millex—GV
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keSS (filter tips) (Millipore) T ILUE.

f# H SPSS (IBM) ] A Student’s t ¥ % (3L 1 4 & & 1 (Excel, Microsoft
Cooperation) B LM AR BRI 5E AT M. BT A SE50 A — IR Ar 5K
3 (R~ 24, FF A AAER SEM R ZE#E .
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EilES
<110> Aliophtha AG
Flammer, Josef

Neutzner, Albert
Huxley, Alice

120> WRZERRZAR A RIBHATY

<130> P407A

<150> EP11184706. 7
{151> 2011-10-11

<160> 267

<170> PatentIn fii4s 3.5

<210> 1

<211> 98

<212> PRT

213> & N\ (Homo sapiens)

<400> 1

Met Asp Ala Lys Ser Leu Thr Ala Trp Ser Arg Thr Leu Val Thr Phe

L ) 10 15

Lys Asp Val Phe Val Asp Phe Thr Arg Glu Glu Trp Lys Leu Leu Asp
20 25 30

Thr Ala Gln Gln Ile Val Tyr Arg Asn Val Met Leu Glu Asn Tyr Lys
35 40 45

Asn Leu Val Ser Leu Gly Tyr Gln Leu Thr Lys Pro Asp Val Ile Leu
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50 55 60

Arg Leu Glu Lys Gly Glu Glu Pro Trp Leu Val Glu Arg Glu Ile His
65 70 75 30

Gln Glu Thr His Pro Asp Ser Glu Thr Ala Phe Glu Ile Lys Ser Ser
85 90 95

Val Ser

<210> 2
211> 45
<212> PRT
213> &N

<400> 2
Arg Thr Leu Val Thr Phe Lys Asp Val Phe Val Asp Phe Thr Arg Glu

1 5 10 15

Glu Trp Lys Leu Leu Asp Thr Ala GIn Gln Ile Val Tyr Arg Asn Val
20 25 30

Met Leu Glu Asn Tyr Lys Asn Leu Val Ser Leu Gly Tyr
35 40 45

<210> 3
211> 36
<212> PRT
213> A
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<400> 3

Met Ala Ala Ala Val ArgMet Asn Ile Gln Met Leu Leu Glu Ala Ala
1 5 10 15

Asp Tyr Leu Glu Arg Arg Glu Arg Glu Ala Glu His Gly Tyr Ala Ser
20 25 30

Met Leu Pro Tyr
35

<210> 4
211> 58
<212> PRT
213> FA

<400> 4
Gly Ala Ser Gln Cys Met Pro Leu Lys Leu Arg Phe Lys Arg Arg Trp

1 5 10 15

Ser Glu Asp Cys Arg Leu Glu Gly Gly Gly Gly Pro Ala Gly Gly Phe
20 25 30

Glu Asp Glu Gly Glu Asp Lys Lys Val Arg Gly Glu Gly Pro Gly Glu
35 40 45

Ala Gly Gly Pro Leu Thr Pro Arg Arg Val
50 55

<210> 5
211> 13
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<212> PRT
213> BAIZNNTE 7

<400> 5

Asp Ala Leu Asp Asp Phe Asp Leu Asp Met Leu Gly Ser
1 5 10

<210> 6
211> 55

<212> PRT
213> NP4

220>
<223> BRI

<400> 6

Gly Arg Ala Asp Ala Leu Asp Asp Phe Asp Leu Asp Met Leu Gly Ser
1 5 10 15

Asp Ala Leu Asp Asp Phe Asp Leu Asp Met Leu Gly Ser Asp Ala Leu
20 25 30

Asp Asp Phe Asp Leu Asp Met Leu Gly Ser Asp Ala Leu Asp Asp Phe
35 40 45

Asp Leu Asp Met Leu Ile Asn
50 55

210> 7
211> 11

<212> PRT
213> N APtk Fa i es
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<400> 7

Tyr Gly Arg Lys Lys Arg Arg Gln Arg Arg Arg
1 ) 10

<210> 8
211> 10
<212> PRT
213> AN

<400> 8

Glu Gln Lys Leu Ile Ser Glu Glu Asp Leu
1 5 10

<210> 9
211> 6

<212> PRT
213> N5

<220>
223> & kA

<400> 9

Gly Gly Ser Gly Gly Ser
1 5

<210> 10

211> 255
<212> PRT
213> NTF5)

<220
<223> A AR A
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<400> 10

Met Ala Ala Ala Val Arg Met Asn Ile Gln Met Leu Leu Glu Ala Ala
1 ) 10 15

Asp Tyr Leu Glu Arg Arg Glu Arg Glu Ala Glu His Gly Tyr Ala Ser
20 25 30

Met Leu Pro Tyr Pro Lys Lys Lys Arg Lys Val Gly Leu Glu Pro Gly
35 40 45

Pro Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser
50 55 60

Asp Pro Gly Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys
65 70 75 80

Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn
85 90 95

Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys
100 105 110

Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu Val Arg His
115 120 125

Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly
130 135 140
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Lys Ser Phe Ser Asp Pro Gly Asn Leu Val Arg His Gln Arg Thr His
145 150 155 160

Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser
165 170 175

Gln Arg Ala His Leu Glu Arg His Gln Arg Thr His Thr Gly Glu Lys
180 185 190

Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Arg Ala His
195 200 205

Leu Glu Arg His Gln Arg Thr His Thr Gly Gly Ser Ser Ala Gln Thr
210 215 220

Gly Glu Gln Lys Leu Ile Ser Glu Glu Asp Leu Glu Gln Lys Leu [le
225 230 235 240

Ser Glu Glu Asp Leu Glu GIn Lys Leu Ile Ser Glu Glu Asp Leu
245 250 255

<210> 11

211> 246
<212> PRT
213> NTF5)

<220>
223> ARk

<400> 11

Met Ala Ala Ala Val ArgMet Asn Ile Gln Met Leu Leu Glu Ala Ala
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1 5 10 15

Asp Tyr Leu Glu Arg Arg Glu Arg Glu Ala Glu His Gly Tyr Ala Ser
20 25 30

Met Leu Pro Tyr Pro Lys Lys Lys Arg Lys Val Gly Leu Glu Pro Gly
35 40 45

Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser
50 55 60

Asp Glu Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr
65 70 75 80

Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu Val
85 90 95

Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu
100 105 110

Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu Val Arg His Gln Arg
115 120 125

Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser
130 135 140

Phe Ser Asp Pro Gly Asn Leu Val Arg His Gln Arg Thr His Thr Gly
145 150 155 160
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Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Arg
165 170 175

Ala His Leu Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr
180 185 190

Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu Val
195 200 205

Arg His Gln Arg Thr His Thr Gly Glu Gln Lys Leu Ile Ser Glu Glu
210 215 220

Asp Leu Glu Gln Lys Leu Ile Ser Glu Glu Asp Leu Glu Gln Lys Leu
225 230 235 240

Ile Ser Glu Glu Asp Leu
245

<210> 12

211> 246
<212> PRT
213> NTF5)

<220>
223> &Rk

<400> 12
Met Ala Ala Ala Val ArgMet Asn Ile Gln Met Leu Leu Glu Ala Ala

1 5 10 15

Asp Tyr Leu Glu Arg Arg Glu Arg Glu Ala Glu His Gly Tyr Ala Ser
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20 25 30

Met Leu Pro Tyr Pro Lys Lys Lys Arg Lys Val Gly Leu Glu Pro Gly
35 40 45

Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser
50 55 60

Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr
65 70 75 80

Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asp Leu Val
85 90 95

Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu
100 105 110

Cys Gly Lys Ser Phe Ser Asp Pro Gly Asn Leu Val Arg His Gln Arg
115 120 125

Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser
130 135 140

Phe Ser Gln Arg Ala His Leu Glu Arg His Gln Arg Thr His Thr Gly
145 150 155 160

Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro
165 170 175
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Gly His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr
180 185 190

Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu Val
195 200 205

Arg His Gln Arg Thr His Thr Gly Glu Gln Lys Leu Ile Ser Glu Glu
210 215 220

Asp Leu Glu Gln Lys Leu Ile Ser Glu Glu Asp Leu Glu Gln Lys Leu
225 230 235 240

Ile Ser Glu Glu Asp Leu
245

<210> 13

211> 246
<212> PRT
213> N5

<220>
223> & kA

<400> 13
Met Ala Ala Ala Val ArgMet Asn Ile Gln Met Leu Leu Glu Ala Ala

1 5 10 15

Asp Tyr Leu Glu Arg Arg Glu Arg Glu Ala Glu His Gly Tyr Ala Ser
20 25 30

Met Leu Pro Tyr Pro Lys Lys Lys Arg Lys Val Gly Leu Glu Pro Gly
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35 40 45

Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser
50 %) 60

Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr
65 70 75 80

Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu Val
85 90 95

Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu
100 105 110

Cys Gly Lys Ser Phe Ser Thr Ser Gly His Leu Val Arg His Gln Arg
115 120 125

Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser
130 135 140

Phe Ser Asp Pro Gly Asn Leu Val Arg His Gln Arg Thr His Thr Gly
145 150 155 160

Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser
165 170 175

Ser Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr
180 185 190
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Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Glu Leu Val
195 200 205

Arg His Gln Arg Thr His Thr Gly Glu Gln Lys Leu Ile Ser Glu Glu
210 215 220

Asp Leu Glu Gln Lys Leu Ile Ser Glu Glu Asp Leu Glu Gln Lys Leu
225 230 23bH 240

Ile Ser Glu Glu Asp Leu
245

<210> 14
211> 279
<212> PRT
213> NTF5)

<220>
<223> & kA

<400> 14
Met His His His His His His Gly Tyr Gly Arg Lys Lys Arg Arg Gln

1 5 10 15

Arg Arg Arg Gly Tyr Pro Tyr Asp Val Pro Asp Tyr Ala Pro Trp Asp
20 25 30

Ile Met Ala Ala Ala Val Arg Met Asn [1e Gln Met Leu Leu Glu Ala
35 40 45

Ala Asp Tyr Leu Glu Arg Arg Glu Arg Glu Ala Glu His Gly Tyr Ala
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50 55 60

Ser Met Leu Pro Tyr Pro Lys Lys Lys Arg Lys Val Gly Leu Glu Pro
65 70 75 30

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
85 90 95

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
100 105 110

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu
115 120 125

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
130 135 140

Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly His Leu Val Arg His Gln
145 150 155 160

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
165 170 175

Ser Phe Ser Asp Pro Gly Asn Leu Val Arg His Gln Arg Thr His Thr
180 185 190

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
195 200 205
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Ser Ser Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
210 215 220

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Glu Leu
225 230 235 240

Val Arg His Gln Arg Thr His Thr Gly Glu Gln Lys Leu Ile Ser Glu
245 250 255

Glu Asp Leu Glu Gln Lys Leu Ile Ser Glu Glu Asp Leu Glu Gln Lys
260 265 270

Leu Ile Ser Glu Glu Asp Leu
275

<210> 15

211> 276
<212> PRT
213> N5

<220>
223> & kA

<400> 15
Met Pro Lys Lys Lys Arg Lys Val Gly Leu Glu Pro Gly Glu Lys Pro

1 5 10 15

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn Leu
20 25 30

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
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35 40 45

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asp Leu Val Arg His Gln
50 %) 60

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
65 70 75 80

Ser Phe Ser Asp Pro Gly Asn Leu Val Arg His Gln Arg Thr His Thr
85 90 95

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
100 105 110

Arg Ala His Leu Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
115 120 125

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu
130 135 140

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
145 150 155 160

Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu Val Arg His Gln
165 170 175

Arg Thr His Thr Gly Gly Gly Ser Gly Gly Ser Glu Phe Gly Arg Ala
180 185 190
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Asp Ala Leu Asp Asp Phe Asp Leu Asp Met Leu Gly Ser Asp Ala Leu
195 200 205

Asp Asp Phe Asp Leu Asp Met Leu Gly Ser Asp Ala Leu Asp Asp Phe
210 215 220

Asp Leu Asp Met Leu Gly Ser Asp Ala Leu Asp Asp Phe Asp Leu Asp
225 230 23bH 240

Met Leu Ile Asn Gly Ser Glu Gln Lys Leu Ile Ser Glu Glu Asp Leu
245 250 255

Glu Gln Lys Leu Ile Ser Glu Glu Asp Leu Glu Gln Lys Leu Ile Ser
260 265 270

Glu Glu Asp Leu
275

<210> 16
211> 276
<212> PRT
213> NTF5)

<220>
223> &Rk

<400> 16
Met Pro Lys Lys Lys Arg Lys Val Gly Leu Glu Pro Gly Glu Lys Pro

1 5 10 15

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn Leu
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20 25 30

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
35 40 45

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu Val Arg His Gln
50 %) 60

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
65 70 75 80

Ser Phe Ser Thr Ser Gly His Leu Val Arg His Gln Arg Thr His Thr
85 90 95

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
100 105 110

Pro Gly Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
115 120 125

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu
130 135 140

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
145 150 155 160

Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Glu Leu Val Arg His Gln
165 170 175
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Arg Thr His Thr Gly Gly Gly Ser Gly Gly Ser Glu Phe Gly Arg Ala
180 185 190

Asp Ala Leu Asp Asp Phe Asp Leu Asp Met Leu Gly Ser Asp Ala Leu
195 200 205

Asp Asp Phe Asp Leu Asp Met Leu Gly Ser Asp Ala Leu Asp Asp Phe
210 215 220

Asp Leu Asp Met Leu Gly Ser Asp Ala Leu Asp Asp Phe Asp Leu Asp
225 230 235 240

Met Leu [le Asn Gly Ser Glu Gln Lys Leu Ile Ser Glu Glu Asp Leu
245 250 255

Glu Gln Lys Leu Ile Ser Glu Glu Asp Leu Glu Gln Lys Leu Ile Ser
260 265 270

Glu Glu Asp Leu
275

210> 17

<211> 309
<212> PRT
213> NTF5)

<220>
223> ARk

<400> 17

Met His His His His His His Gly Tyr Gly Arg Lys Lys Arg Arg Gln
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1 5 10 15

Arg Arg Arg Gly Tyr Pro Tyr Asp Val Pro Asp Tyr Ala Pro Trp Asp
20 25 30

Ile Met Pro Lys Lys Lys Arg Lys Val Gly Leu Glu Pro Gly Glu Lys
35 40 45

Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn
50 55 60

Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys
65 70 75 80

Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu Val Arg His
85 90 95

Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly
100 105 110

Lys Ser Phe Ser Thr Ser Gly His Leu Val Arg His Gln Arg Thr His
115 120 125

Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser
130 135 140

Asp Pro Gly Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys
145 150 155 160
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Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser
165 170 175

Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys
180 185 190

Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Glu Leu Val Arg His
195 200 205

Gln Arg Thr His Thr Gly Gly Gly Ser Gly Gly Ser Glu Phe Gly Arg
210 215 220

Ala Asp Ala Leu Asp Asp Phe Asp Leu Asp Met Leu Gly Ser Asp Ala
225 230 235 240

Leu Asp Asp Phe Asp Leu Asp Met Leu Gly Ser Asp Ala Leu Asp Asp
245 250 255

Phe Asp Leu Asp Met Leu Gly Ser Asp Ala Leu Asp Asp Phe Asp Leu
260 265 270

Asp Met Leu Ile Asn Gly Ser Glu Gln Lys Leu Ile Ser Glu Glu Asp
275 280 285

Leu Glu Gln Lys Leu Ile Ser Glu Glu Asp Leu Glu Gln Lys Leu [le
290 295 300

Ser Glu Glu Asp Leu
305
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<210> 18

211> 246
<212> PRT
213> NTJF4

220>
<223> B EIA

<400> 18
Met Ala Ala Ala Val Arg Met Asn Ile Gln Met Leu Leu Glu Ala Ala

1 5 10 15

Asp Tyr Leu Glu Arg Arg Glu Arg Glu Ala Glu His Gly Tyr Ala Ser
20 25 30

Met Leu Pro Tyr Pro Lys Lys Lys Arg Lys Val Gly Leu Glu Pro Gly
35 40 45

Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Thr
50 55 60

Gly Ala Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr
65 70 75 80

Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Lys Asn Ser Leu Thr
85 90 95

Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu
100 105 110
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Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu Thr Glu His Gln Arg
115 120 125

Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser
130 135 140

Phe Ser Arg Ser Asp Lys Leu Thr Glu His Gln Arg Thr His Thr Gly
145 150 155 160

Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser
165 170 175

Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr
180 185 190

Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu Thr
195 200 205

Glu His Gln Arg Thr His Thr Gly Glu Gln Lys Leu [le Ser Glu Glu
210 215 220

Asp Leu Glu Gln Lys Leu Ile Ser Glu Glu Asp Leu Glu Gln Lys Leu
225 230 235 240

Ile Ser Glu Glu Asp Leu
245

<210> 19
211> 218
<212> PRT
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213> NLFA

220>
<223> Bk

<400> 19

Met Ala Ala Ala Val Arg Met Asn Ile Gln Met Leu Leu Glu Ala Ala
1 ) 10 15

Asp Tyr Leu Glu Arg Arg Glu Arg Glu Ala Glu His Gly Tyr Ala Ser
20 25 30

Met Leu Pro Tyr Pro Lys Lys Lys Arg Lys Val Gly Leu Glu Pro Gly
35 40 45

Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser
50 55 60

Gly His Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr
65 70 75 80

Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu Thr
85 90 95

Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu
100 105 110

Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu Thr Glu His Gln Arg
115 120 125
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Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser
130 135 140

Phe Ser Arg Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly
145 150 155 160

Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser
165 170 175

Asp Lys Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Gln Lys Leu
180 185 190

Ile Ser Glu Glu Asp Leu Glu Gln Lys Leu Ile Ser Glu Glu Asp Leu
195 200 205

Glu Gln Lys Leu Ile Ser Glu Glu Asp Leu
210 215

<210> 20

211> 266
<212> PRT
213> NTF5)

<220>
223> &Rk

<400> 20
Met Pro Lys Lys Lys Arg Lys Val Gly Leu Glu Pro Gly Glu Lys Pro

1 5 10 15

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Arg Ala His Leu
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20 25 30

Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
35 40 45

Glu Cys Gly Lys Ser Phe Ser Gln Ser Gly His Leu Thr Glu His Gln
50 55 60

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
65 70 75 80

Ser Phe Ser Thr Ser Gly Asn Leu Thr Glu His Gln Arg Thr His Thr
85 90 95

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
100 105 110

Ser Gly Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
115 120 125

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn Leu
130 135 140

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
145 150 155 160

Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu Val Arg His Gln
165 170 175
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Arg Thr His Thr Gly Gly Gly Ser Gly Gly Ser Glu Phe Arg Thr Leu
180 185 190

Val Thr Phe Lys Asp Val Phe Val Asp Phe Thr Arg Glu Glu Trp Lys
195 200 205

Leu Leu Asp Thr Ala Gln Gln Ile Val Tyr Arg Asn Val Met Leu Glu
210 215 220

Asn Tyr Lys Asn Leu Val Ser Leu Gly Tyr Gly Ser Glu Gln Lys Leu
225 230 235 240

Ile Ser Glu Glu Asp Leu Glu Gln Lys Leu Ile Ser Glu Glu Asp Leu
245 250 255

Glu Gln Lys Leu Ile Ser Glu Glu Asp Leu
260 265

<210> 21

211> 266
<212> PRT
213> NTF5)

<220>
223> &Rk

<400> 21
Met Pro Lys Lys Lys Arg Lys Val Gly Leu Glu Pro Gly Glu Lys Pro

1 5 10 15

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu

64



CN 103998609 A r?'l— ﬁll % 28/277 11T

20 25 30

Ala Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
35 40 45

Glu Cys Gly Lys Ser Phe Ser Arg Ala Asp Asn Leu Thr Glu His Gln
50 %) 60

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
65 70 75 80

Ser Phe Ser Ser Arg Arg Thr Cys Arg Ala His Gln Arg Thr His Thr
85 90 95

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
100 105 110

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
115 120 125

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Asn Leu
130 135 140

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
145 150 155 160

Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Ser Leu Val Arg His Gln
165 170 175
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Arg Thr His Thr Gly Gly Gly Ser Gly Gly Ser Glu Phe Arg Thr Leu
180 185 190

Val Thr Phe Lys Asp Val Phe Val Asp Phe Thr Arg Glu Glu Trp Lys
195 200 205

Leu Leu Asp Thr Ala Gln Gln Ile Val Tyr Arg Asn Val Met Leu Glu
210 215 220

Asn Tyr Lys Asn Leu Val Ser Leu Gly Tyr Gly Ser Glu Gln Lys Leu
225 230 235 240

Ile Ser Glu Glu Asp Leu Glu Gln Lys Leu Ile Ser Glu Glu Asp Leu
245 250 255

Glu Gln Lys Leu Ile Ser Glu Glu Asp Leu
260 265

210> 22

<211> 299
<212> PRT
213> NTF5)

<220>
223> &Rk

<400> 22
Met His His His His His His Gly Tyr Gly Arg Lys Lys Arg Arg Gln

1 5 10 15

Arg Arg Arg Gly Tyr Pro Tyr Asp Val Pro Asp Tyr Ala Pro Trp Asp
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20 25 30

Ile Met Pro Lys Lys Lys Arg Lys Val Gly Leu Glu Pro Gly Glu Lys
35 40 45

Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Arg Ala His
50 55 60

Leu Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys
65 70 75 80

Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Gly His Leu Thr Glu His
85 90 95

Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly
100 105 110

Lys Ser Phe Ser Thr Ser Gly Asn Leu Thr Glu His Gln Arg Thr His
115 120 125

Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser
130 135 140

Thr Ser Gly Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys
145 150 155 160

Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn
165 170 175
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Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys
180 185 190

Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu Val Arg His
195 200 205

Gln Arg Thr His Thr Gly Gly Gly Ser Gly Gly Ser Glu Phe Arg Thr
210 215 220

Leu Val Thr Phe Lys Asp Val Phe Val Asp Phe Thr Arg Glu Glu Trp
225 230 235 240

Lys Leu Leu Asp Thr Ala Gln Gln Ile Val Tyr Arg Asn Val Met Leu
245 250 255

Glu Asn Tyr Lys Asn Leu Val Ser Leu Gly Tyr Gly Ser Glu Gln Lys
260 265 270

Leu Ile Ser Glu Glu Asp Leu Glu Gln Lys Leu Ile Ser Glu Glu Asp
275 280 285

Leu Glu Gln Lys Leu Ile Ser Glu Glu Asp Leu
290 295

<210> 23
<211> 308
<212> PRT
213> NTF5)

<220
<223> A AR A
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<400> 23

Met Asp Ala Lys Ser Leu Thr Ala Trp Ser Arg Thr Leu Val Thr Phe
1 ) 10 15

Lys Asp Val Phe Val Asp Phe Thr Arg Glu Glu Trp Lys Leu Leu Asp
20 25 30

Thr Ala Gln Gln Ile Val Tyr Arg Asn Val Met Leu Glu Asn Tyr Lys
35 40 45

Asn Leu Val Ser Leu Gly Tyr Gln Leu Thr Lys Pro Asp Val Ile Leu
50 55 60

Arg Leu Glu Lys Gly Glu Glu Pro Trp Leu Val Glu Arg Glu Ile His
65 70 75 80

Gln Glu Thr His Pro Asp Ser Glu Thr Ala Phe Glu Ile Lys Ser Ser
85 90 95

Val Ser Pro Lys Lys Lys Arg Lys Val Gly Leu Glu Pro Gly Glu Lys
100 105 110

Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His
115 120 125

Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys
130 135 140
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Pro Glu Cys Gly Lys Ser Phe Ser Arg Asn Asp Ala Leu Thr Glu His
145 150 155 160

Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly
165 170 175

Lys Ser Phe Ser Gln Ser Gly Asn Leu Thr Glu His Gln Arg Thr His
180 185 190

Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser
195 200 205

Thr Ser Gly Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys
210 215 220

Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly His
225 230 235 240

Leu Val Arg His GIn Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys
245 250 255

Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu Val Arg His
260 265 270

Gln Arg Thr His Thr Gly Glu Gln Lys Leu Ile Ser Glu Glu Asp Leu
275 280 285

Glu Gln Lys Leu Ile Ser Glu Glu Asp Leu Glu Gln Lys Leu Ile Ser
290 295 300
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Glu Glu Asp Leu
305

<210> 24
211> 341
<212> PRT
213> NP4

220>
<223> B ERIA

<400> 24
Met His His His His His His Gly Tyr Gly Arg Lys Lys Arg Arg Gln

1 5 10 15

Arg Arg Arg Gly Tyr Pro Tyr Asp Val Pro Asp Tyr Ala Pro Trp Asp
20 25 30

Ile Met Asp Ala Lys Ser Leu Thr Ala Trp Ser Arg Thr Leu Val Thr
35 40 45

Phe Lys Asp Val Phe Val Asp Phe Thr Arg Glu Glu Trp Lys Leu Leu
50 55 60

Asp Thr Ala Gln Gln Ile Val Tyr Arg Asn Val Met Leu Glu Asn Tyr
65 70 75 80

Lys Asn Leu Val Ser Leu Gly Tyr Gln Leu Thr Lys Pro Asp Val Ile
85 90 95
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Leu Arg Leu Glu Lys Gly Glu Glu Pro Trp Leu Val Glu Arg Glu Ile
100 105 110

His Gln Glu Thr His Pro Asp Ser Glu Thr Ala Phe Glu Ile Lys Ser
115 120 125

Ser Val Ser Pro Lys Lys Lys Arg Lys Val Gly Leu Glu Pro Gly Glu
130 135 140

Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly
145 150 155 160

His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys
165 170 175

Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Asn Asp Ala Leu Thr Glu
180 185 190

His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys
195 200 205

Gly Lys Ser Phe Ser Gln Ser Gly Asn Leu Thr Glu His Gln Arg Thr
210 215 220

His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe
225 230 235 240

Ser Thr Ser Gly Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu
245 250 255
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Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly
260 265 270

His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys
275 280 285

Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu Val Arg
290 295 300

His GIn Arg Thr His Thr Gly Glu Gln Lys Leu Ile Ser Glu Glu Asp
305 310 315 320

Leu Glu Gln Lys Leu Ile Ser Glu Glu Asp Leu Glu Gln Lys Leu Ile
325 330 335

Ser Glu Glu Asp Leu
340

<210> 25

<211> 6950
<212> DNA
213> AN

<400> 25
gtgtctatga atttaactat tctaggtacc tcatctaagt gggataataa aatatctatc 60

tttecctttta tgtetggett atttcactta acataatate ttaaacgttc atccatgtgg 120

tagcatatat cattcttttt taaagctgaa taatgttctg tgttatgtac atgtatttat 180

atacatatac atacatgtat ataccacatt ttgtttatcc attcttccac tgatggatat 240
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ttggattgtt teccatetttt ggetagtttt caccttttgg cttttetgaa taatgetget 300

atgaatatgg gtgtacaaat atctgtttga gactctgett tcaattattt aggtaagtac 360

caaaaagtag aattgctgga tcatagggta attttatgtt taatttttgg agggetgeca 420

tgetgttttce cacaactget acactatatt ttacattcag actggecaatg cacaagggtt 480

ccaatttctc aacattcttg ccaacacttg ttectttgetg tttttgettt tgttttacta 540

taatggctat cctaataggt gtgaaggaag aatttttagt aactagtcct acaccacagt 600

gagatcagct gtctcaatag gtgggtcatg atgaatgtgt tctagcaaag actggacaga 660

ttgacatatt cagatatgca ggtgatgcac tgtccaagtg tgtctggeca cagagtgaat 720

aagggctgaa atccagcaca tgtttcacgg gccaagatgt gaactgecte ttttgggagg 780

aagcagtaag tttttctttc ccgaaaatat tgtcagettg ccaagecaca tgeccaaagg 840

gtcacctttt tttaatataa acaatggcac ttataaaage tattagttat tetggttgge 900

tgattctccce tcctagagaa getgtaagat tagtgaacag ggtaatatet agtctaaccce 960

tactagatga ctattaagge ctctttcaat ggtggtttte tgtagatcte tttgatggtt 1020

ttacaaaatg gtccctaaat tectttgacac tectecacact aagggttggg ctetatatac 1080

cctcaccttc aatctgggat ttgtgactge ttgactaata gaatcaagca gaaatgacac 1140

ggtgeccagtt tetgggececa geecttaaga aactggeage ttecacttte tgtetetggg 1200

gacattcact cttggatccce cgecaccatg ctgtgaggaa geccaaacca caagtectecca 1260

caagtctttg tggagagacg cacgtggaga aaaactaaca ctcaacacca agcaagtgaa 1320

ctgtcttgga agtggatccet ccageccetg ctacatggag caaaaacgag ctgteccaga 1380

caggctctge ccaaactgea gactgataag cagagtaaat gagtgttgtt attttaagec 1440
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actacgtttt atagtaattt gtttagectge agcagatage cggaacagea tgggatataa 1500

catgaccagt gctccaacct cacacttcta ccatgtgetg actctageag tgecactgaag 1560

gactccaagg caggecttcce ctgaggagac cccagttttt actcacatgt cacaggecagt 1620

ggeetttgte ceteatetece teteccacee ccaatttagg ataaagtate tgeegtgata 1680

aagacgttga gacccacttt ctgtaaggtc ggettettca ttgtttgaat ttcttgaggt 1740

ttcacggagc cacgecgetgg aaccttceccat agtctetect gaggetectt ctttgeeetg 1800

ggctggaggt ctgtageegt gggatgetgg ctacaaggga caagatagaa gcaaaccacce 1860

tgatccagta aactgetgtce cacttegget cctcaacgge ctectaagett aagagggage 1920

acgcaagcca agcaaaggeg gecagggaaga cggagaagaa accaccegtg ggeecetgget 1980

ctgtgtccag ttgtteecgte acagatcaaa tetgeectgea ctaagaggat gggttectet 2040

gcaaggectt tecggaattet gagtettgte tgtcaaacte tacectetet cetecacate 2100

ccccaccttt tetttcagga aggaaatagt taaaaaagac tecectgeectt cagggectgg 2160

aagggggege cagetttgtg ctttttagteg geegegtece aggatagetg gaaggttagg 2220

acgctettge ggteccagag tggagtggaa gegtetggage tttgggagea gacggggage 2280

acagactgga ggegtgttee tecggagttt tetttttegt gegageeete gegegegegt 2340

acagtcatcc cgetggtetg acgattgtgg agaggegetyg gagaggette atccateccca 2400

cceggtegte geeggggatt ggggteccag cgagacetee cecgggagaag cagtgeccag 2460

gaggttttct gaageecggge aagetgtgea geecgaageeg cegeecgegee ggageeeggg 2520

acaccggecea cectecgege cacccaceet cgeeggetee ggettectet ggeccaggeg 2580
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ccgegeggac cecggeagetg tetgegeacg cegageteca cggteggtege aagtetttet 2640

tatcggggac tgggactgge gegggtecgg ggatggegga gacgetgeet gggeeceeteg 2700

gtcgggagaa gacgagaget gggaacgtte tggeeegace geeectgeage ttgggegace 2760

cgtcgeagea ggggetggea ceccacttgee ccagggegeg cggggaggeg ggegeettee 2820

gtgagggete cgetgeggac acgtgtagag tteggggaac ttecacctete cacgttaggg 2880

tttaggattc ggagttttag gaagaggaag cccaatagtt ttececetgget gacceetttt 2940

ccccaggeat gecaagaactt tgaggaacge caagetetgt ggettgetece agegeettet 3000

tgtgaagttg getecacage cttttettac tggettgett ttecteceece acatetgggt 3060

ctgggtatge caagggtage caagggeact cggtgtgagg gactgaggteg tttggggaaa 3120

cceectgtgt agetagtttt ggaaacctge ctgtggaget ctgggegttt tgttetgtge 3180

tcgectttaa aggacacttg ttgettetca cgtgecagaaa acaagggetg cttetagata 3240

atcaccctet gtttacatca tecctaatgge ttteceetga tagagttggg getgggagge 3300

atattaaact caggecgttgt ctctaaggag agttgetcat ttcttaacca gagagcaaaa 3360

cctcagaaaa cttgtaaaaa gttcctactt ttacttgttt tttectecac ctgtagttgt 3420

ctatgtgtta gctaattgag aaacaccttg gcagtcattt catgtaaatt gaatgetcta 3480

aactcatgcc attttgataa ggtctgaatt tccaaattac caattacagg tgaactttga 3540

tcectgagagt ctecatatgtt aaatggttaa agtgtaageg taaggattca gtecetettte 3600

ttaataatag tttttgcact ccccaaactce tcagattcca aacaggaaga atgetgaate 3660

tatagaccat gtccttcagg tctgaacctg agatgettca ctagegetat gactgattat 3720

gagtgatgat tcaaagcaca gcectgactca gattcctgga aatgagetac agacccacet 3780
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tggaagaacc tgcagttgag gggettettt catttggttt tgtacttttc ageccaatgat 3840

aatatgacat ccacaggcct ttgeccaagta tececttagtt ttgecagetta acatgtgtgg 3900

agagctgata gagaagtcat cagaaatgat ttctgtagtg gtgtcattgt tggaggagga 3960

aggaagggegg ttttaatgat agetggetcet catgecttaa gaacccacag cgttggeett 4020

acctcctgge ataatcaget aaccaagecag accagecatge taacgttcaa agecaccacag 4080

gacctctgat gagtagagea gtacccaccg tagecaggte agttcacagg tcagtteccca 4140

gcegactgta accggeagag agecatteca tttetgeaaa ggeettetet cteteatttt 4200

taagaaagct gttattgaag gttececttte atttgggaag ctggaagacg ttagtcacga 4260

aacagcacaa gatatgaaag tatttcttet ccccectgta tetgtgatee aaaaaggagg 4320

atgacaagaa gettttctet tggagteetg gtgttecctt tggaatggaa atggtgtecat 4380

ttcataggtc tatcaatttt tggeccagata ctcactccag attataagaa gcaggaaaaa 4440

actgcaaact gtttataatt aagtctagtc agagetgaca aatacatgge ctgectectag 4500

ccttgaaaaa ttgatatttt tcccatttaa tcagagtgag tcaagtcecta taagcaaaat 4560

tatgtgtceet geccatttett ggetttgaaa cettgaccta aatacttett caagactetg 4620

gtttcettat aagtaaaatg gagatattge tectgectac ctagagtegt aaagetcaag 4680

gcagataaca gatacatata taataagtta ctatatgtaa atactattat tatttcagag 4740

ttcaggggga aatctetggg gaaggecaaaa gtatccaata ctegeacttt atatatacce 4800

tatactttct atgcaacttg aataaatctt attttatcca cgtattggee aaacctaage 4860

tttactgatt tcccaagata attgtcaaaa ttcctaaaag tggttaacat caaccttgaa 4920
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tacactcaga aaaaggattc aattttattt tttacttttt atttatttaa tttttttttt 4980

tttgagacag ggtectcacte tgetgetcag gatggagtge agtgactega tecatagetee 5040

ctgecagectt aacctectgg actcaagtga tteteccate tecagectecece aagtagetga 5100

gactacagge acacgccacc atgectgtet aatctttttt atgttttgta aagacagggt 5160

ctcactaagt tgecccagget agtttcaaac tectgggete aagtgatecet cetgetttgg 5220

ccteccaaag tgetgagatt atagacatga gecaccacac ccaaccagga ctcaattttt 5280

ttaagattaa attatgacct gggtatatac atcacagaca cgtacacaca ccaccgecata 5340

aatcagatta tgtcttcatt tgaagattca taaaagccta cagaaaagga aatatataaa 5400

atattgaaat aggatgagct atttttaatt atctttgatt attccttatt aaggtctect 5460

agacttcctg gacaggaagg accacttget ctectgecaagt gacttaaaaa taaataaata 5520

aataaataaa ccacaccaga tggtctttga aaatgtctaa ccaccctecet gagtctattg 5580

cttcatctaa actctggaga cttctttaaa atattttaca tacaaataaa gcacaagaat 5640

gagagacagg atggtttagt ggttaacage tceggetcag agttggactg acctgeetta 5700

gaatcgcagt gttgecaccce atcacetgtg gecttgacaa getgetteac cetectggge 5760

ctctgtttee ctatcttcaa aattgaaccg tggatctace ccacaggacce attgtatgga 5820

ttacagggca tcatgecacat atagtactga gtacagtgac tggcataaaa taaatgtage 5880

tatataggat ggttaaaaga tagcatgggg acaggtgtce cttggaaacc aaaatactat 5940

gactagcctg gaaaagttca ttactcccat ttcattcate ggecaaatace gtattgtgat 6000

gataatttct gagaaatgaa aaagcaaaaa aactcctgta aaaaatttag attttacaca 6060

ttaatcatca aggttttcaa aacaaatgtt tttatcaatt atttcattct taattgaaac 6120

78



CN 103998609 A }?"— ﬁll % 42/277 11T

taaaattgtt agatgtgtta atggtgttaa ccagagttct cattaacatt tcataacact 6180

ttagatgget acctgtgetg cacttcatee ctatgttcat tatttatcat atgcaagaca 6240

gcacacattt tagaagattc aatttttaca ttcgataatt ttattttatg cctcaatace 6300

ctgtaccctt tactcagecat ataatgectt ttctetttca ttaaaaaata tgtttgtate 6360

tcaactcttg aagatttttg taattcaggt tcttatcage ctgaatgtag agaaagaagt 6420

aactactact taaaggaaaa actgacatag cctcatccat attatgatgt agatataagt 6480

atagctatgt atagagatga gtgagagaga caaagctaga gagataggga gatggagata 6540

gagctagaga tggaaataga gacagagata gatagctata gagacggaaa tggagacaga 6600

gacagagacg gagatgacag agatgatgga gatgatggag atggagatgg agactgacat 6660

agaggagata gagettgeece taatagaget tcagtttttt tetggttttg ctetgtecata 6720

gggtaacctg atatacatat atcttatcta atcaccaaat atatcctgea ttttaattga 6780

atcaataaat aatcattgac tatgatcttt ttggecaactg ggttttggaa caaaaattat 6840

ttttectttt gtttcaggte aaaaaaaagt gaaggtgtaa aagecagecaca agtgecaataa 6900

gagatatttc ctcaaatttg cctcaagatg gaaacccttt gectcaggge 6950

<210> 26

211> 1284

<212> DNA

213> A

<400> 26
atggaaaccc tttgectcag ggeatecttt tggetggeac tggttggatg tgtaatcagt 60

gataatcctg agagatacag cacaaatcta agcaatcatg tggatgattt caccactttt 120
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cgtggcacag agectcagett cectggttace actcatcaac ccactaattt ggtectaccee 180

agcaatggcet caatgcacaa ctattgecca cagecagacta aaattacttc agetttcaaa 240

tacattaaca ctgtgatatc ttgtactatt ttcatcgtgg gaatggtgegg gaatgecaact 300

ctgctcagga tcatttacca gaacaaatgt atgaggaatg geccccaacge getgatagece 360

agtcttgece ttggagacct tatctatgtg gtcattgate tecctatcaa tgtatttaag 420

ctgectggetg ggegetggee ttttgatcac aatgactttg gegtatttet ttgecaagetg 480

ttcceetttt tgecagaagte cteggtgggeg atcaccgtee tecaacctetg cgetettagt 540

gttgacaggt acagagcagt tgectectgg agtecgtgttc agggaattgg gattecctttg 600

gtaactgcca ttgaaattgt ctceccatctgg atcctgtect ttatecectgge cattcecctgaa 660

gcgattgget tecgtecatggt accctttgaa tataggggtg aacagecataa aacctgtatg 720

ctcaatgcca catcaaaatt catggagttc taccaagatg taaaggactg gtggetcttce 780

gggttctatt tctgtatgee cttggtgtge actgegatet tectacaccet catgacttgt 840

gagatgttga acagaaggaa tggcagcttg agaattgecce tcagtgaaca tecttaageag 900

cgtcgagaag tggcaaaaac agttttetge ttggttgtaa tttttgetet ttgetggtte 960

cctettecatt taagecgtat attgaagaaa actgtgtata acgagatgga caagaaccga 1020

tgtgaattac ttagtttctt actgetcatg gattacatcg gtattaactt ggcaaccatg 1080

aattcatgta taaaccccat agectctgtat tttgtgageca agaaatttaa aaattgttte 1140

cagtcatgcce tectgetgetg ctgttaccag tccaaaagte tgatgaccte ggtcececcatg 1200

aacggaacaa gcatccagtg gaagaaccac gatcaaaaca accacaacac agaccggage 1260
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agccataagg acagcatgaa ctga 1284

210> 27

<211> 1180
<212> DNA
213> #HAN

<400> 27
tgtccecgga cgaggactge ccececteecet cgggecaacta ctactgatge tgtecaggea 60

tcgeccaagg ggaaaggttg cageggggte ggaaggegeg ggaggagtet ggeggtgatt 120

gatgggaagg gatgaatgaa taaaagtact tgtctgatgg cagcagagac cccgagecaaa 180

cggtggagge tacactgtet ggecattecteg cagegttteg tcagageegg accecgectge 240

agctcaaggg aggegtgete cteteeccaga gecaggetgga acccagetgg gttecgeetce 300

ccgggaaggt ggtetecatt cgtegetetg catetggttt gtcagateccg agaggtaaac 360

attcgggett ggtgttgaat taaaatcatt gattgaacct tattctgggg ctteggtttg 420

gcttactagt ttgggatttt aaaaaaataa aaattaagec tatagagagg gcaaattaaa 480

attaggttgg gtaaaggaag gagegegagt gtttgaagee gtttggaggg aacageggtt 540

tccaagttcce tgetgacttg agaagtcectet gegggtttee gaatcectecgg cgeactectg 600

ggcgegetge gggagetgta getcagecag ccagggagta geggetttea teegeeggga 660

ggagtctttc gagttcaatc gecggggtata gaggttceee tgeggggeaa aatgecagage 720

ttgacacaag cccttggect ctaggtgect taattcecgeg gtteccacge acgettaact 780

aagacgtgtc tgtattccte ccgttacgtg aaagagttcg gagetttgee tgggaccecece 840

atcattcccet ccctggeaca cecececttecag aacgecccge cccactgeat attatttacce 900
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cctectggece acgeggggga agaaaaacag ctgagaggge atcaggaagg agtttegacce 960
cgegetggeg agtcatgage gecaagttte ccactggege geaaacttga gttacttttg 1020
agcgtggata ctggcgaaga ggetgeggge ggtattageg tttgecagega cttggetegg 1080
gcagctgacc caagtgtcecet gtettectte ctetgettgt ctetaggete tgaaactgeg 1140
gagcggecac cggacgecett ctggageagg tagecageatg 1180

<210> 28

211> 644

<212> DNA

213> #HAN

<400> 28
ccttgagttc agactggaag cctctagaat tgtgagaaaa tgaatgtcectg ttgtttaage 60

cacccagtct gtggtatttc cttatggecag ccccagecaaa ctaatacaaa tagtgtttcce 120

acagctgaaa caaaattgga aaatcaccgt catcctagag agttacaagg gctattttaa 180

tagaacctga ttgttttcct aaattcacca agecccaggea gaggtcagat gactaattgg 240

gataaaagcc aactagette ctettgetgt ttetttagee actggtetge aggegtttte 300

ttcttctaac ttectetect gtgacaaaag agataactat tagagaaaca aaagtccaga 360

atgctaaggt tgeegettte acttectete accetttage ccagaactge tttgaataca 420

ccaattgctg tggggegget cgaggaagag aagacaccag tgectcagaa actgeteggt 480

cagacggtga tagcgagcecca cgecattcaca gggecactge tgetcacaga agecagtgagg 540

atgatgccag gatgatgtct geectegegee tggetgggac tetgateeca gecatggecet 600

tccteteetg cgtgagacca gaaagetggg agecetgegt ggag 644
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<210> 29

211> 220
<212> DNA
213> #HAN

<400> 29
taagtgggta aatattaaat tgecccagttg ggcaccatcee tgaatattat ctctaaagaa 60

agaagcaaaa ccaggcacag ctgatgggtt aaccagatat gatacagaaa acatttcctt 120
ctgetttttg gttttaagee tatatttgaa gecttagate tetccageac agtaageace 180
aggagtccat gaagaagatg gectcctgeca tggaatcececee 220

<210> 30

<211> 18

<212> DNA

213> HA

<400> 30

tcetecagee cetgetac 18

<210> 31

<211> 168
<212> PRT
213> NP4

<220>
223> & kA

<400> 31

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
1 5 10 15
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Arg Ala His Leu Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Arg Ala His Leu
35 40 45

Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 00

Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Glu Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Lys Leu Val Arg His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Gly Asp Leu Arg Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165
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<210> 32

<211> 168
<212> PRT
213> NTJF4

220>
<223> B EIA

<400> 32

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
1 5 10 15

Ser Gly His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Arg Ala His Leu
35 40 45

Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Ser Gly His Leu Val Arg His Gln Arg Thr His Thr
100 105 110
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Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Gly Asp Leu Arg Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 33
<211> 168
<212> PRT
213> NTF5)

<220>
<223> & kA

<400> 33
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr

1 5 10 15

Ser Gly His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
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50 55 60

Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly Ala Leu Val Arg His Gln
65 70 75 30

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Lys Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Gly Asp Leu Arg Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 34
<211> 168
<212> PRT
213> NP4

<220>
223> & kA
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<400> 34
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln

1 ) 10 15

Ser Gly Asp Leu Arg Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Gly Asp Leu
35 40 45

Arg Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Gln Ser Gly Asp Leu Arg Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Ser Gly His Leu Val Arg His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Lys Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Ser Leu
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145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 35
<211> 168
<212> PRT
213> NP4

220>
<223> B ERIA

<400> 35

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
1 5 10 15

Arg Ala His Leu Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly His Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Gln Arg Ala His Leu Glu Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95
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Ser Phe Ser Asp Pro Gly Ala Leu Val Arg His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Lys Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 36

<211> 168
<212> PRT
213> NTF5)

<220>
223> & kA

<400> 36

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
1 5 10 15

Arg Ala His Leu Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30
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Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 %) 60

Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Ser Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Ser Gly His Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Gly Asp Leu Arg Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 37
211> 168
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<212> PRT
213> NLF4

<220
223> & kA

<400> 37

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
1 5 10 15

Ser Gly His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Arg Ala His Leu
35 40 45

Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu Ala Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Asp Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125
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Ser Ser Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 38
211> 15
<212> DNA
213> &N

<400> 38

ctectetece accece 15

<210> 39

<211> 168
<212> PRT
213> NTF5)

<220>
223> & kA

<400> 39

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
1 5 10 15

Ser Gly His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30
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Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 %) 60

Glu Cys Gly Lys Ser Phe Ser Gln Arg Ala His Leu Glu Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Glu Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Lys Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly His Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 40
211> 168
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<212> PRT
213> NLF4

<220
223> & kA

<400> 40

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
1 5 10 15

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Arg Ala His Leu
35 40 45

Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Lys Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125
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Ser Asp Asp Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu
145 150 155 160

Ala Arg His Gln Arg Thr His Thr
165

<210> 41

<211> 168
<212> PRT
213> NP4

220>
<223> B

<400> 41

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
1 5 10 15

Ser Gly His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Gly Asp Leu
35 40 45

Arg Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60
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Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Gln Ser Gly Asp Leu Arg Arg His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu
145 150 155 160

Ala Arg His Gln Arg Thr His Thr
165

<210> 42

<211> 168
<212> PRT
213> NTF5)

<220>
223> ARk

<400> 42

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
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1 5 10 15

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Gln Arg Ala His Leu Glu Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Glu Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu
145 150 155 160
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Ala Arg His Gln Arg Thr His Thr
165

<210> 43

<211> 168
<212> PRT
213> NLF4)

<220
223> &Rk

<400> 43
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp

L ) 10 15

Pro Gly Ala Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Arg Ala His Leu
35 40 45

Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Gln Arg Ala His Leu Glu Arg His Gln Arg Thr His Thr
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100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Lys Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 44
211> 15
<212> DNA
213> #HAN

<400> 44
aaggtcgget tette 15

<210> 45

<211> 168
<212> PRT
213> NTF5)

<220>
223> ARk

<400> 45

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
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1 5 10 15

Ser Gly Asn Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Gln Ser Gly Asp Leu Arg Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
115 120 125

Ser Gly Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn Leu
145 150 155 160
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Val Arg His Gln Arg Thr His Thr
165

210> 46

<211> 168
<212> PRT
213> NLF4)

<220
223> &Rk

<400> 46
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr

L ) 10 15

Thr Gly Ala Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Ser Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu Ala Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Gln Ser Ser Asn Leu Val Arg His Gln Arg Thr His Thr
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100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Ser Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 47

<211> 168
<212> PRT
213> NTJE4

<220
223> & kA

<400> 47
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Ser

1 5 10 15

Arg Arg Thr Cys Arg Ala His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu
35 40 45
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Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 00

Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu Ala Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Gln Ser Ser Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Ser Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Ser Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 48

211> 168
<212> PRT
213> NTF5)
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220>
<223> Bk Ik

<400> 48
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Ser

1 5 10 15

Lys Lys His Leu Ala Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asp Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Asn Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Gln Ser Ser Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
115 120 125

Ser Gly Glu Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140
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Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly Asn Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 49

<211> 168
<212> PRT
213> NTF4

<220>
223> & kA

<400> 49

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
1 5 10 15

Thr Gly Ala Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu
35 40 45

Ala Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu Ala Arg His Gln
65 70 75 80
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Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Gln Ser Ser Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Ser Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Ser Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 50
<211> 168
<212> PRT
213> NP4

<220>
223> & kA

<400> 50

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
1 5 10 15
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Ser Asp Lys Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 00

Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Ser Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Asp Pro Gly Asn Leu Val Arg His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Ser Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165
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<210> 51
211> 15
<212> DNA
213> #HAN

<400> 51

cggagccacg cgetg 15

<210> 52
<211> 168
<212> PRT
213> NTF4

<220>
223> & kA

<400> 52

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
1 5 10 15

Ser Gly Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Asn Asp Ala Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asp Leu Val Arg His Gln
65 70 75 80
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Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Ser Gly Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Gly His Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
145 150 155 160

Thr Glu His Gln Arg Thr His Thr
165

<210> 53
211> 18
<212> DNA
213> AN

<400> 53
cggetectea acggecte 18

<210> 54
211> 168
<212> PRT
213> NTF5)
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220>
<223> Bk Ik

<400> 54
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr

1 5 10 15

Lys Asn Ser Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Ser Gly Ser Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
115 120 125

Pro Gly Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140
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Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 55

<211> 168
<212> PRT
213> NTF4

<220>
223> & kA

<400> 55

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
1 5 10 15

Ser Asp Lys Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Gln Arg Ala His Leu Glu Arg His Gln
65 70 75 80
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Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Ser Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly Asn Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 56
<211> 168
<212> PRT
213> NP4

<220>
223> & kA

<400> 56

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
1 5 10 15
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Asn Ser Thr Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 00

Glu Cys Gly Lys Ser Phe Ser Gln Arg Ala His Leu Glu Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Asn Leu Val Arg His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Ser Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu
145 150 155 160

Ala Arg His Gln Arg Thr His Thr
165
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<210> 57

<211> 168
<212> PRT
213> NTJF4

220>
<223> B EIA

<400> 57

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
1 5 10 15

Ser His Ser Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Gln Arg Ala His Leu Glu Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110
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Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Ser Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu
145 150 155 160

Ala Arg His Gln Arg Thr His Thr
165

<210> 58
211> 18
<212> DNA
213> A

<400> 58
ccaccegtgg geeetgge 18

<210> 59

<211> 168
<212> PRT
213> NP4

<220>
223> & kA

<400> 59

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
1 5 10 15

116



ON 103998609 A F % X 80/277

Arg Ala His Leu Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Gly His Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 00

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Asp Pro Gly Asn Leu Val Arg His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Lys Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Thr Gly Ala Leu
145 150 155 160

Thr Glu His Gln Arg Thr His Thr
165
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<210> 60

<211> 168
<212> PRT
213> NTJF4

220>
<223> B EIA

<400> 60

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
1 5 10 15

Ser Asp Glu Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Asp Pro Gly His Leu Val Arg His Gln Arg Thr His Thr
100 105 110
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Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ala Asp Asn Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Lys Asn Ser Leu
145 150 155 160

Thr Glu His Gln Arg Thr His Thr
165

<210> 61
<211> 168
<212> PRT
213> NTF5)

<220>
<223> & kA

<400> 61
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln

1 5 10 15

Arg Ala His Leu Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Asn Asp Thr Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
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50 55 60

Glu Cys Gly Lys Ser Phe Ser Gln Arg Ala His Leu Glu Arg His Gln
65 70 75 30

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Gln Ser Gly Asp Leu Arg Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
115 120 125

Thr Gly Ala Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
145 150 155 160

Thr Glu His Gln Arg Thr His Thr
165

<210> 62

<211> 168
<212> PRT
213> NP4

<220>
223> & kA

120
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<400> 62
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg

1 ) 10 15

Ser Asp Glu Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Asp Pro Gly His Leu Val Arg His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Asn Asp Thr Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Ser Arg Arg Thr Cys
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145 150 155 160

Arg Ala His Gln Arg Thr His Thr
165

<210> 63
<211> 168
<212> PRT
213> NP4

220>
<223> B ERIA

<400> 63

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
1 5 10 15

Ser Gly Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Gly His Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95
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Ser Phe Ser Thr Ser Gly Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Lys Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Ser Arg Arg Thr Cys
145 150 155 160

Arg Ala His Gln Arg Thr His Thr
165

<210> 64
<211> 168
<212> PRT
213> NTF5)

<220>
223> & kA

<400> 64

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
1 5 10 15

Ser Gly Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30
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Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Gly His Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 %) 60

Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Gln Ser Ser Ser Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Lys Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Ser Arg Arg Thr Cys
145 150 155 160

Arg Ala His Gln Arg Thr His Thr
165

<210> 65
211> 18

124



ON 103998609 A F % X 88/277 Tt

<212> DNA
213> A

<400> 65

cteetecaca tececcac 18

<210> 66
<211> 168
<212> PRT
213> NP4

220>
<223> B ERIA

<400> 66
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr

1 5 10 15

Ser Gly His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly Ala Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Glu Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95
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Ser Phe Ser Thr Ser Gly Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Lys Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Ser Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 67

<211> 168
<212> PRT
213> NTF5)

<220>
223> & kA

<400> 67

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
1 5 10 15

Pro Gly His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30
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Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 %) 60

Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Lys Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Gly Asp Leu Arg Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 68
211> 168
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<212> PRT
213> NLF4

<220
223> & kA

<400> 68

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
1 5 10 15

Cys Arg Asp Leu Ala Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly His Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Ser Gly Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125
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Ser Asp Lys Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 69
<211> 168
<212> PRT
213> NP4

220>
<223> B

<400> 69

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
1 5 10 15

Ser Asp Asp Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60
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Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Lys Leu Val Arg His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
115 120 125

Ser Gly Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly Ala Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 70

<211> 168
<212> PRT
213> NTF5)

<220>
223> ARk

<400> 70

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
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1 5 10 15

Ser Gly His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Ser Gly Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Lys Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu
145 150 155 160
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Ala Arg His Gln Arg Thr His Thr
165

210> 71

<211> 168
<212> PRT
213> NLF4)

<220
223> &Rk

<400> 71
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln

L ) 10 15

Arg Ala His Leu Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu
35 40 45

Ala Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Ser Gly Asn Leu Val Arg His Gln Arg Thr His Thr
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100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Lys Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly Asn Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 72
<211> 168
<212> PRT
213> NTJE4

<220
223> & kA

<400> 72
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr

1 5 10 15

Ser Gly Glu Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asp Leu
35 40 45
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Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 00

Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Lys Leu Val Arg His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Lys Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 73
211> 168
<212> PRT
213> NTF5)
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220>
<223> Bk Ik

<400> 73
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln

1 5 10 15

Ser Ser Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asp Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Ser Gly Glu Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Lys Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140
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Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asp Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 74
<211> 168
<212> PRT
213> NTF4

<220>
223> & kA

<400> 74

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
1 5 10 15

Pro Gly His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu
35 40 45

Ala Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu Val Arg His Gln
65 70 75 80
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Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Ser Gly Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Lys Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Ser Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 75
<211> 168
<212> PRT
213> NP4

<220>
223> & kA

<400> 75

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
1 5 10 15
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Pro Gly Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asp Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 00

Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Lys Leu Val Arg His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
115 120 125

Pro Gly Ala Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu
145 150 155 160

Ala Arg His Gln Arg Thr His Thr
165
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<210> 76

<211> 168
<212> PRT
213> NTJF4

220>
<223> B EIA

<400> 76

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
1 5 10 15

Pro Gly His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asp Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Lys Leu Val Arg His Gln Arg Thr His Thr
100 105 110
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Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Lys Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly Ala Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

210> 77
<211> 168
<212> PRT
213> NTF5)

<220>
<223> & kA

<400> 77
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg

1 5 10 15

Ser Asp Asp Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
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50 55 60

Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu Val Arg His Gln
65 70 75 30

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Lys Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
115 120 125

Ser Gly Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu
145 150 155 160

Ala Arg His Gln Arg Thr His Thr
165

<210> 78
<211> 168
<212> PRT
213> NP4

<220>
223> & kA
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<400> 78
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg

1 ) 10 15

Ser Asp Asp Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Lys Leu Val Arg His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Ser Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu
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145 150 155 160

Ala Arg His Gln Arg Thr His Thr
165

<210> 79
<211> 168
<212> PRT
213> NP4

220>
<223> B ERIA

<400> 79

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
1 5 10 15

Arg Ala His Leu Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asp Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95
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Ser Phe Ser Thr Ser Gly Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Lys Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly Ala Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 80

<211> 140
<212> PRT
213> NTF5)

<220>
223> & kA

<400> 80

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
1 5 10 15

Pro Gly Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30
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Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 %) 60

Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Lys Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
115 120 125

Pro Gly Ala Leu Val Arg His Gln Arg Thr His Thr
130 135 140

<210> 81
211> 18
<212> DNA
213> #AN

<400> 81

ggcetggaag ggggcggc 18

<210> 82
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211> 168
<212> PRT
213> NLF%

220>
<223> Bk A

<400> 82
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr

1 5 10 15

Ser Gly Glu Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Glu Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125
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Ser Asp Lys Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 83

<211> 168
<212> PRT
213> NLFPH)

<220>
223> & kA

<400> 83

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
1 5 10 15

Ser Gly Asp Leu Arg Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Gly Asp Leu
35 40 45

Arg Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60
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Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu Val Arg His Gln
65 70 75 30

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Ser Gly Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Lys Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 84
211> 168
<212> PRT

213> NLFE4

<220>
223> & kA

<400> 84
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Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
1 5 10 15

Pro Gly Ala Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Asp Cys Arg Asp Leu Ala Arg His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Lys Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn Leu
145 150 155 160

149
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Val Arg His Gln Arg Thr His Thr
165

<210> 85
<211> 168
<212> PRT
213> NP4

220>
<223> B ERIA

<400> 85

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
1 5 10 15

Ser Ser Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu Ala Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95
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Ser Phe Ser Arg Ser Asp Lys Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ala Asp Asn Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 86

<211> 168
<212> PRT
213> N5

<220>
223> & kA

<400> 86
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln

1 5 10 15

Ser Gly Asp Leu Arg Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Gly Asp Leu
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35 40 45

Arg Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 %) 60

Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Lys Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Asn Asp Ala Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 87
<211> 168
<212> PRT
213> NP5
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<220>
223> &Rk

<400> 87
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg

1 ) 10 15

Ser Asp Lys Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Asn Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Asp Pro Gly His Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
115 120 125

Thr Gly Ala Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
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130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu
145 150 155 160

Ala Arg His Gln Arg Thr His Thr
165

<210> 88
<211> 168
<212> PRT
213> NP4

220>
<223> BRI

<400> 88
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln

1 5 10 15

Ser Gly Asp Leu Arg Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Gly Asp Leu
35 40 45

Arg Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Gln Ser Gly Asp Leu Arg Arg His Gln
65 70 75 80
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Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Lys Leu Val Arg His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Ser
115 120 125

Lys Lys His Leu Ala Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 89
<211> 168
<212> PRT
213> NTF5)

<220>
223> & kA

<400> 89

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
1 5 10 15
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Ser Asp Glu Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Ser Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Asp Cys Arg Asp Leu Ala Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Lys Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165
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<210> 90

<211> 168
<212> PRT
213> NLF4)

<220
223> &Rk

<400> 90

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
1 5 10 15

Arg Ala His Leu Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Ser Gly Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110
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Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Asn Asp Ala Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu
145 150 155 160

Ala Arg His Gln Arg Thr His Thr
165

<210> 91
211> 168
<212> PRT

213> NLF5

<220
223> & kA

<400> 91

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
1 5 10 15

Cys Arg Asp Leu Ala Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu
35 40 45
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Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Asp Cys Arg Asp Leu Ala Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Lys Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 92

<211> 168
<212> PRT
213> NTF5)

<220
<223> A AR A
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<400> 92

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
1 ) 10 15

Ser Gly His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Ser Gly Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Lys Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140
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Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly His Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 93

<211> 168
<212> PRT
213> NTF4

<220>
223> & kA

<400> 93
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr

1 5 10 15

Ser Gly His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Glu Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Gln Ser Gly Asp Leu Arg Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
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85 90 95

Ser Phe Ser Arg Ser Asp Asp Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Lys Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly Ala Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 94
<211> 168
<212> PRT
213> NP4

<220>
223> A kA

<400> 94
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp

1 5 10 15

Pro Gly Ala Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30
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Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Gly Asp Leu
35 40 45

Arg Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 00

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asp Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Lys Leu Val Arg His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Asn Asp Ala Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu
145 150 155 160

Ala Arg His Gln Arg Thr His Thr
165

<210> 95
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211> 168
<212> PRT
213> NLF%

220>
<223> Bk A

<400> 95
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln

1 5 10 15

Ser Gly Asp Leu Arg Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Gly Asp Leu
35 40 45

Arg Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Ser Gly Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125
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Ser Asp Lys Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Arg Ala His Leu
145 150 155 160

Glu Arg His Gln Arg Thr His Thr
165

<210> 96
211> 18
<212> DNA
213> FA

<400> 96
ggaggagacg gggaggac 18

<210> 97
<211> 168
<212> PRT
213> NP4

<220>
223> A kA

<400> 97
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp

1 5 10 15

Pro Gly Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30
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Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 00

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Asp Pro Gly Asn Leu Val Arg His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Arg Ala His Leu Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Arg Ala His Leu
145 150 155 160

Glu Arg His Gln Arg Thr His Thr
165

<210> 98
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211> 168
<212> PRT
213> NLF%

220>
<223> Bk A

<400> 98
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln

1 5 10 15

Ser Ser Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Asp Pro Gly Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125
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Arg Ala His Leu Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 99

<211> 168
<212> PRT
213> NLFPH)

<220>
223> & kA

<400> 99

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
1 5 10 15

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60
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Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly Ala Leu Val Arg His Gln
65 70 75 30

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Asp Pro Gly Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Lys Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 100
<211> 168
<212> PRT
213> NP4

<220>
223> & kA

<400> 100
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Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
1 5 10 15

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Gln Ser Gly Asp Leu Arg Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Glu Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn Leu
145 150 155 160
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Val Arg His Gln Arg Thr His Thr
165

<210> 101
<211> 168
<212> PRT
213> NP4

220>
<223> B ERIA

<400> 101

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
1 5 10 15

Ser Asp Glu Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95
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Ser Phe Ser Asp Pro Gly Asn Leu Val Arg His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Arg Ala His Leu Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 102
211> 164
<212> PRT
213> N5

<220>
223> & kA

<400> 102
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser [le

1 5 10 15

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
20 25 30

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn Leu Val Arg His Gln
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35 40 45

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
50 %) 60

Ser Phe Ser Asp Pro Gly His Leu Val Arg His Gln Arg Thr His Thr
65 70 75 30

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
85 90 95

Pro Gly Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
100 105 110

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu
115 120 125

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
130 135 140

Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu Val Arg His Gln
145 150 155 160

Arg Thr His Thr

<210> 103
<211> 168
<212> PRT
213> NP5
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<220>
223> &Rk

<400> 103
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg

1 ) 10 15

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly His Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly Asn Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Gln Ser Gly Asp Leu Arg Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
115 120 125

Pro Gly His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
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130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu
145 150 155 160

Ala Arg His Gln Arg Thr His Thr
165

<210> 104
<211> 168
<212> PRT
213> NP4

220>
<223> BRI

<400> 104
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg

1 5 10 15

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly Asn Leu Val Arg His Gln
65 70 75 80
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Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Ser Gly His Leu Val Arg His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Arg Ala His Leu Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu
145 150 155 160

Ala Arg His Gln Arg Thr His Thr
165

<210> 105
<211> 168
<212> PRT
213> NTF5)

<220>
223> & kA

<400> 105

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
1 5 10 15
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Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly Ala Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Gln Arg Ala His Leu Glu Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Arg Ala His Leu Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asp Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165
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<210> 106
<211> 168
<212> PRT
213> NLF4)

<220
223> &Rk

<400> 106

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
1 5 10 15

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu Ala Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Gln Arg Ala His Leu Glu Arg His GIn Arg Thr His Thr
100 105 110
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Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Arg Ala His Leu Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 107
<211> 168
<212> PRT
213> NP4

<220
223> & kA

<400> 107

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
1 5 10 15

Pro Gly Ala Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn Leu
35 40 45

179



CN 103998609 A F 3 & 143/277 1T

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu Ala Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Asp Pro Gly Asn Leu Val Arg His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Arg Ala His Leu Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 108
<211> 168
<212> PRT
213> NTF5)

<220
<223> A AR A
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<400> 108

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
1 ) 10 15

Ser Gly Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly Asn Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Lys Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140
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Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu
145 150 155 160

Ala Arg His Gln Arg Thr His Thr
165

<210> 109
<211> 168
<212> PRT
213> NTF4

<220>
223> & kA

<400> 109
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp

1 5 10 15

Pro Gly Ala Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
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85 90 95

Ser Phe Ser Thr Ser Gly Glu Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
115 120 125

Pro Gly Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 110
<211> 168
<212> PRT
213> NP4

<220>
223> A kA

<400> 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
1 5 10 15

Ser Gly His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30
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Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 00

Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly Ala Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Asp Pro Gly His Leu Val Arg His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Arg Ala His Leu Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Arg Ala His Leu
145 150 155 160

Glu Arg His Gln Arg Thr His Thr
165

<210> 111
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211> 168
<212> PRT
213> NLF%

220>
<223> Bk A

<400> 111
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg

1 5 10 15

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Asp Pro Gly Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
115 120 125
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Ser Gly Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Ser Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 112
<211> 168
<212> PRT
213> NLFPH)

<220>
223> & kA

<400> 112

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
1 5 10 15

Ser Asp Lys Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly Asn Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60
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Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu Val Arg His Gln
65 70 75 30

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Glu Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Ser Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Arg Ala His Leu
145 150 155 160

Glu Arg His Gln Arg Thr His Thr
165

<210> 113
<211> 168
<212> PRT
213> NP4

<220>
223> & kA

<400> 113
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Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
1 5 10 15

Pro Gly Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Asp Pro Gly Asn Leu Val Arg His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
115 120 125

Ser Gly Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu
145 150 155 160
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Val Arg His Gln Arg Thr His Thr
165

<210> 114
<211> 168
<212> PRT
213> NP4

220>
<223> B ERIA

<400> 114

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
1 5 10 15

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asp Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly Asn Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95
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Ser Phe Ser Gln Arg Ala His Leu Glu Arg His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
115 120 125

Pro Gly His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 115
<211> 168
<212> PRT
213> N5

<220>
223> & kA

<400> 115
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp

1 5 10 15

Pro Gly Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu
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35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 %) 60

Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly His Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Asp Pro Gly Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Glu Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Ser Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 116
<211> 168
<212> PRT
213> NP5
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<220>
223> &Rk

<400> 116
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln

1 ) 10 15

Ser Ser Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Ser Gly His Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
115 120 125

Pro Gly His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
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130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 117
<211> 168
<212> PRT
213> NP4

220>
<223> BRI

<400> 117
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg

1 5 10 15

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu Ala Arg His Gln
65 70 75 80
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Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Gln Arg Ala His Leu Glu Arg His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
115 120 125

Pro Gly His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly Ala Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 118
<211> 168
<212> PRT
213> NTF5)

<220>
223> & kA

<400> 118

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
1 5 10 15
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Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly His Leu Val Arg His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Asp Pro Gly Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Ser Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Glu Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165
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<210> 119
211> 18

<212> DNA
213> FA

<400> 119
ctcgggcaac tactactg 18

<210> 120
<211> 168
<212> PRT
213> NP4

220>
<223> BRI

<400> 120

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
1 5 10 15

Asn Asp Ala Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Ser Arg Arg Thr Cys
35 40 45

Arg Ala His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Gln Asn Ser Thr Leu Thr Glu His Gln
65 70 75 80
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Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Ser Lys Lys His Leu Ala Glu His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
145 150 155 160

Thr Glu His Gln Arg Thr His Thr
165

<210> 121
<211> 168
<212> PRT
213> NTF5)

<220>
223> & kA

<400> 121

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
1 5 10 15
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Asn Asp Ala Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Lys Asn Ser Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Lys Leu Thr Glu His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
145 150 155 160

Thr Glu His Gln Arg Thr His Thr
165
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210> 122
<211> 168
<212> PRT
213> NLF4)

<220
223> &Rk

<400> 122

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Ser
1 5 10 15

Arg Arg Thr Cys Arg Ala His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Asn Asp Ala Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Lys Leu Thr Glu His GIn Arg Thr His Thr
100 105 110
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Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
145 150 155 160

Thr Glu His Gln Arg Thr His Thr
165

<210> 123
<211> 168
<212> PRT
213> NP4

<220
223> & kA

<400> 123

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Ser
1 5 10 15

Lys Lys His Leu Ala Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu
35 40 45
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Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Lys Leu Thr Glu His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
145 150 155 160

Thr Glu His Gln Arg Thr His Thr
165

<210> 124
<211> 168
<212> PRT
213> NTF5)

<220
<223> A AR A
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<400> 124

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
1 ) 10 15

Ser Asp Lys Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Ser Arg Arg Thr Cys
35 40 45

Arg Ala His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Thr Lys Asn Ser Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Lys Asn Ser Leu Thr Glu His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
115 120 125

Cys Arg Asp Leu Ala Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140
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Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Ser Lys Lys His Leu
145 150 155 160

Ala Glu His Gln Arg Thr His Thr
165

<210> 125
<211> 168
<212> PRT
213> NTF4

<220>
223> & kA

<400> 125
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg

1 5 10 15

Ser Asp Lys Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Lys Asn Ser Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Ser Arg Arg Thr Cys Arg Ala His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys

203



CN 103998609 A }?'- ﬁlj % 167/277 71

85 90 95

Ser Phe Ser Arg Ser Asp Lys Leu Thr Glu His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
145 150 155 160

Thr Glu His Gln Arg Thr His Thr
165

<210> 126
<211> 168
<212> PRT
213> NP4

<220>
223> A kA

<400> 126

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
1 5 10 15

Thr Gly Ala Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30
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Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 00

Glu Cys Gly Lys Ser Phe Ser Thr Lys Asn Ser Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Ser Lys Lys His Leu Ala Glu His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
145 150 155 160

Thr Glu His Gln Arg Thr His Thr
165

<210> 127
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211> 168
<212> PRT
213> NLF%

220>
<223> Bk A

<400> 127
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg

1 5 10 15

Asn Asp Ala Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Thr Gly Ala Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Thr Gly Ala Leu Thr Glu His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
115 120 125
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Ser Gly Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
145 150 155 160

Thr Glu His Gln Arg Thr His Thr
165

<210> 128
<211> 168
<212> PRT
213> NLFPH)

<220>
223> & kA

<400> 128

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
1 5 10 15

Lys Asn Ser Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Ser Arg Arg Thr Cys
35 40 45

Arg Ala His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60
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Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu Thr Glu His Gln
65 70 75 30

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Lys Leu Thr Glu His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
145 150 155 160

Thr Glu His Gln Arg Thr His Thr
165

<210> 129
<211> 168
<212> PRT
213> NP4

<220>
223> & kA

<400> 129
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Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
1 5 10 15

Ser Gly Asn Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser His Thr Gly His Leu
35 40 45

Leu Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Lys Leu Thr Glu His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
145 150 155 160
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Thr Glu His Gln Arg Thr His Thr
165

<210> 130
<211> 168
<212> PRT
213> NP4

220>
<223> B ERIA

<400> 130

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
1 5 10 15

Asn Asp Ala Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95
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Ser Phe Ser Arg Ser Asp Lys Leu Thr Glu His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
145 150 155 160

Thr Glu His Gln Arg Thr His Thr
165

<210> 131
<211> 168
<212> PRT
213> N5

<220>
223> & kA

<400> 131
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr

1 5 10 15

Thr Gly Ala Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Ser Arg Arg Thr Cys
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35 40 45

Arg Ala His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 %) 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Lys Leu Thr Glu His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
145 150 155 160

Thr Glu His Gln Arg Thr His Thr
165

<210> 132
<211> 168
<212> PRT
213> NP5
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<220>
223> &Rk

<400> 132
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr

1 ) 10 15

Lys Asn Ser Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Ser Arg Arg Thr Cys
35 40 45

Arg Ala His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Lys Leu Thr Glu His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
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130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
145 150 155 160

Thr Glu His Gln Arg Thr His Thr
165

<210> 133
<211> 168
<212> PRT
213> NP4

220>
<223> BRI

<400> 133
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr

1 5 10 15

Thr Gly Ala Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Lys Asn Ser Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu Thr Glu His Gln
65 70 75 80
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Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Lys Leu Thr Glu His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
145 150 155 160

Thr Glu His Gln Arg Thr His Thr
165

<210> 134
<211> 168
<212> PRT
213> NTF5)

<220>
223> & kA

<400> 134

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Ser
1 5 10 15
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Lys Lys His Leu Ala Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Lys Asn Ser Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Lys Leu Thr Glu His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
115 120 125

Pro Gly His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Lys Asn Ser Leu
145 150 155 160

Thr Glu His Gln Arg Thr His Thr
165
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<210> 135
<211> 140
<212> PRT
213> NLF4)

<220
223> &Rk

<400> 135

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
1 5 10 15

Ser Gly His Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110
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Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Lys Leu Thr Glu His Gln Arg Thr His Thr
130 135 140

<210> 136
<211> 168
<212> PRT
213> NP4

220>
<223> BRI

<400> 136

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
1 5 10 15

Thr Gly Ala Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Asn Asp Ala Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Ser Arg Arg Thr Cys Arg Ala His Gln
65 70 75 80
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Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Ser Arg Arg Thr Cys Arg Ala His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Ser Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Lys Asn Ser Leu
145 150 155 160

Thr Glu His Gln Arg Thr His Thr
165

<210> 137
211> 18

<212> DNA
213> A

<400> 137
gaggttccee tgegggge 18

<210> 138
<211> 168
<212> PRT
213> NP4

<220>
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<223> B A EAA

<400> 138

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
1 5} 10 15

Arg Ala His Leu Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Asn Asp Ala Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Ser Arg Arg Thr Cys Arg Ala His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
115 120 125

Ser Gly Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140
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Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 139
<211> 168
<212> PRT
213> NP4

220>
<223> BRI

<400> 139

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
1 5 10 15

Pro Gly His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Asn Asp Ala Leu Thr Glu His Gln
65 70 75 80
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Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Ser Lys Lys His Leu Ala Glu His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
115 120 125

Ser Gly Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 140
<211> 168
<212> PRT
213> NTF5)

<220>
223> &Rk

<400> 140
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr

1 5 10 15

Ser Gly His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
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20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Thr Lys Asn Ser Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Ser Arg Arg Thr Cys Arg Ala His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
115 120 125

Ser Gly Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165
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<210> 141
<211> 168
<212> PRT
213> NTLFH)

<220
223> & kA

<400> 141
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln

L ) 10 15

Arg Ala His Leu Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Thr Thr Gly Ala Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Ser Arg Arg Thr Cys Arg Ala His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
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115 120 125

Ser Gly Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 142
<211> 168
<212> PRT
213> NP4

220>
223> B A

<400> 142

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
1 5 10 15

Ser Gly His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60
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Glu Cys Gly Lys Ser Phe Ser Arg Asn Asp Ala Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Ser Arg Arg Thr Cys Arg Ala His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Ser Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 143
<211> 168
<212> PRT
213> NTF5)

<220>
223> ARk A

<400> 143
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Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
1 ) 10 15

Arg Ala His Leu Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Asn Asp Ala Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Ser Arg Arg Thr Cys Arg Ala His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Ser Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu
145 150 155 160
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Val Arg His Gln Arg Thr His Thr
165

<210> 144
211> 18

<212> DNA
213> FHA

<400> 144

caccaagccc aggeagag 18

<210> 145
<211> 168
<212> PRT
213> NP4

220>
223> B A

<400> 145
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg

1 5 10 15

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60
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Glu Cys Gly Lys Ser Phe Ser Arg Ala Asp Asn Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Ser Gly Asn Leu Val Arg His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Gly Asn Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Lys Asn Ser Leu
145 150 155 160

Thr Glu His Gln Arg Thr His Thr
165

<210> 146
<211> 168
<212> PRT
213> NTF5)

<220>
223> ARk A

<400> 146
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Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
1 ) 10 15

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Gly Asp Leu
35 40 45

Arg Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ala Asp Asn Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Gln Ser Ser Ser Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
115 120 125

Lys Asn Ser Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ala Asp Asn Leu
145 150 155 160
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Thr Glu His Gln Arg Thr His Thr
165

<210> 147
<211> 168
<212> PRT
213> NLF4)

<220>
223> & kA

<400> 147

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
1 5 10 15

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu
35 40 45

Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ala Asp Asn Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95
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Ser Phe Ser Gln Ser Ser Ser Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Gly Asn Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Thr Gly Ala Leu
145 150 155 160

Thr Glu His Gln Arg Thr His Thr
165

<210> 148
<211> 168
<212> PRT
213> NP4

<220>
223> & kA

<400> 148

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
1 5 10 15

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

232



CN 103998609 A F 3 & 196/277 7T

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Gly Asp Leu
35 40 45

Arg Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 00

Glu Cys Gly Lys Ser Phe Ser Arg Asn Asp Ala Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Gln Ser Ser Ser Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Gly Asn Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Asn Asp Ala Leu
145 150 155 160

Thr Glu His Gln Arg Thr His Thr
165

<210> 149
<211> 168
<212> PRT
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213> NLFA

220>
<223> Bk

<400> 149

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
1 5 10 15

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Gly Asp Leu
35 40 45

Arg Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ala Asp Asn Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Ser Gly Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
115 120 125
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Lys Asn Ser Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Ser Arg Arg Thr Cys
145 150 155 160

Arg Ala His Gln Arg Thr His Thr
165

<210> 150
<211> 168
<212> PRT
213> NLF4)

<220>
223> & kA

<400> 150
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg

1 5 10 15

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Gly Asp Leu
35 40 45

Arg Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ala Asp Asn Leu Thr Glu His Gln
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65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Ser Gly Ser Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Gly Asn Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Gly Asn Leu
145 150 155 160

Thr Glu His Gln Arg Thr His Thr
165

<210> 151
211> 168
<212> PRT

213> NLFE4

<220>
<223> & kA

<400> 151

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
1 5 10 15
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Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Gly Asp Leu
35 40 45

Arg Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 00

Glu Cys Gly Lys Ser Phe Ser Arg Ala Asp Asn Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Ser Gly Ser Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
115 120 125

Lys Asn Ser Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Ser Arg Arg Thr Cys
145 150 155 160

Arg Ala His Gln Arg Thr His Thr
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165

<210> 152
<211> 168
<212> PRT
213> NP4

220>
<223> BN EIA

<400> 152

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
1 5 10 15

Ser Asp Lys Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Gly Asp Leu
35 40 45

Arg Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Ala Asp Asn Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Ser Gly Ser Leu Val Arg His Gln Arg Thr His Thr
100 105 110
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Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Gly Asn Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Ser Arg Arg Thr Cys
145 150 155 160

Arg Ala His Gln Arg Thr His Thr
165

<210> 153
<211> 168
<212> PRT
213> N5

<220>
223> & kA

<400> 153

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
1 5 10 15

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Ser Ser Leu
35 40 45
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Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Arg Asn Asp Ala Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Ser Gly Glu Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Gly Asn Leu Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Ser Arg Arg Thr Cys
145 150 155 160

Arg Ala His Gln Arg Thr His Thr
165

<210> 154
211> 18

<212> DNA
213> #AN

<400> 154
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getgtgggge ggetegag 18

<210> 155
<211> 168
<212> PRT
213> NP4

220>
<223> BN EIA

<400> 155

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
1 5 10 15

Pro Gly His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Thr Gly Ala Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Ser Arg Arg Thr Cys Arg Ala His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110
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Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Ser Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 156
<211> 168
<212> PRT
213> N5

<220>
223> & kA

<400> 156

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
1 5 10 15

Arg Ala His Leu Glu Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln Ser Gly His Leu
35 40 45
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Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Ser Gly Ser Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 157
<211> 168
<212> PRT
213> NP4

220>
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<223> B A EAA

<400> 157

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
1 5} 10 15

Pro Gly His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Thr Gly Ala Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Ser Lys Lys His Leu Ala Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Ser Gly Glu Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
115 120 125

Cys Arg Asp Leu Ala Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140
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Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Glu Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 158
<211> 168
<212> PRT
213> NP4

220>
<223> BRI

<400> 158

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
1 5 10 15

Ser Gly Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu Thr Glu His Gln
65 70 75 80
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Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Thr Ser Gly Glu Leu Val Arg His GIn Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Ser Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Pro Gly His Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 159
<211> 168
<212> PRT
213> NTF5)

<220>
223> &Rk

<400> 159
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp

1 5 10 15

Cys Arg Asp Leu Ala Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
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20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ala Asp Asn Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Ser Arg Arg Thr Cys Arg Ala His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Ser Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Ser Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165
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<210> 160
<211> 168
<212> PRT
213> NTLFH)

<220
223> & kA

<400> 160
Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp

L ) 10 15

Pro Gly His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Lys Asn Ser Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Thr Ser His Ser Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Gln Ser Ser Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
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115 120 125

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu
145 150 155 160

Ala Arg His Gln Arg Thr His Thr
165

<210> 161
<211> 168
<212> PRT
213> NP4

220>
223> B A

<400> 161

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr
1 5 10 15

Ser Gly Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60
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Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Lys Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Asp Cys Arg Asp Leu Ala Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
115 120 125

Ser Gly Asp Leu Arg Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp Cys Arg Asp Leu
145 150 155 160

Ala Arg His Gln Arg Thr His Thr
165

<210> 162
<211> 168
<212> PRT
213> NTF5)

<220>
223> ARk A

<400> 162
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Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Gln
1 ) 10 15

Ser Ser Ser Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Asn Asp Ala Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Thr Ser His Ser Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95

Ser Phe Ser Arg Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Asn Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu
145 150 155 160
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Val Arg His Gln Arg Thr His Thr
165

<210> 163
<211> 168
<212> PRT
213> NLF4)

<220>
223> & kA

<400> 163

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
1 5 10 15

Pro Gly His Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Thr Ser Gly Asn Leu
35 40 45

Thr Glu His Gln Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro
50 55 60

Glu Cys Gly Lys Ser Phe Ser Thr Thr Gly Ala Leu Thr Glu His Gln
65 70 75 80

Arg Thr His Thr Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys
85 90 95
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Ser Phe Ser Gln Ser Gly Asp Leu Arg Arg His Gln Arg Thr His Thr
100 105 110

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg
115 120 125

Ser Asp Glu Leu Val Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
130 135 140

Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Arg Ser Asp Asn Leu
145 150 155 160

Val Arg His Gln Arg Thr His Thr
165

<210> 164
<211> 168
<212> PRT
213> NP4

<220>
223> & kA

<400> 164

Gly Glu Lys Pro Tyr Lys Cys Pro Glu Cys Gly Lys Ser Phe Ser Asp
1 5 10 15

Cys Arg Asp Leu Ala Arg His Gln Arg Thr His Thr Gly Glu Lys Pro
20 25 30
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