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L. —FRl G 2 0K, Brid G 2 e &

B E HR S IR R M = B R T H I 2 K,

AL A KR AR B AR KR 45 A G I 2 IR T 51 ) 22 I, e rp B Jd FHR 55 B
FAE BRI G 1R B R AR 2 R A K AR B A KR 4 6 45 38

2 MRAEACRE SR IR Rl G 2 1K, P Frid @G 2 KB 5 HSEQ 1D NO: 107 I
FEIR 7 5 A BRI IR 5 B 2

3 ARIEACHE R 1T R il & 2 Ik, o Frid fil & 22 IR0 & R 2 25 R 1 - 34801 - 354 %
[FJISEQ ID NO 10fK] )} k.

4 ARPEACRE R VTR (Rl G 2 1K, Hod Fridk i 22 IREL 5 FHSEQ 1D NO: 9 /s B 7 411
R R 55 IR

5. RAEAUHE SR 1T IR il & 2 Ik, o Frid fil & 22 kB0 & R 2 25 IR 1 - 34801 - 354 %
[ISEQ ID NO: 9y B o

6. A AR E SR LT IR Rl & 2 K, Fo P il G 2 KB 3 HSEQ 1D NO: 54 A7 I
SR 7 0 A BRI IR 5 B 2

T AREACRE SR IR Rl G 2 1K, b Frd @G 2 KB 3 HSEQ 1D NO: 37/ &
FEBR T B 2H R 1) PR 55 I B 2R A L R 7 4

8. MR AR E SR 1T IR Rl & 2 K, Fo b Frid & 2 KB & HSEQ 1D NO: 40 A7 I &
B8 3 A A R AR S IR = A R B

9. MR A BRI ZE R L BT IR IR A 22 0K, A B fil & 22 K60 2 N AR 3244 1) 48 i 41
ERKBRE A S EZ K.

10 ARFE AR ELR 9Bk (I fib & 22 0K, Hod BT iR il & 22 KB 75 FHSEQ 1D NO 5 FR &
SR P B R A A K R 45 A a5 i 2 K

1T ARPERRN Z R 0P fI & 2 1K, Hp ik & 2 B & — AN AN EE B LT
YH I 2 () R L R R R84 - ISEQ ID NO: 5T /R IW169.R43.E44.1103.W104.1105.
P106.1164F1D165 , HoHp BT &4 1) 2 SR A Lok = A KR L G iE s A A BRI A
KRS AT

12 AR AR R 11 FTR Rl G 22 K, Hod Frid i 22 IREL & 4nSEQ 1D NO: 5 /s &
SR P 5 R IR TR I (0 Z R 1041 Bk

13 AR E BRI ZE R 12 ik R & 2 ik, Horp ik A 22 IR & @iSEQ 1D NO: 5 B2
FLIR T 5 B S TR 104 HUAR

14 AR AUREE R 13 PR Rl & 2 1K, A rid A& 2 I & @iSEQ 1D NO 7THrR A

oy

IR A B EIR104,
15 AR AR EE R 1R (@& 2 ik, Hodb BTk Bl & 22 B & BISEQ 1D NO: 54T~ IR
FEBR e A1 AH S 7 51

16 AR AUA ZER 1 i 1 il 5 22 Ik, b B i 45 25 IR0 5 FPIR 55 IR 52 AR 4l M 3
O, T e ISR FER 55 Ji 2 AR 45 ¥ 822 RS2 T Pk i 5 22 JOR RO PR B R i

17 ARGEAUA ZER i 1) b5 22 K, b BT i 5 25 JOR 00 35 FPIR 55 iR 52 AR 4 M 3
i, T e BT BER 55 Fi 2 AR 4 ¥ 5 22 RS2 T Pk i 5 22 JOR ) S B R i

18 ARIEAAN ZR IR )& 2 Bk, Hh prid & 2 A S A KRS G4 iz

2
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JW s Fo R BT IR AR K B ER 4 B S5 R 2 AL T BT il 22 IR R 2 R i o

19 MR E R IFTR R & Z 06, P pridf & 2 KBS A KBRS S S W2
JW, Fo R BT IR AR K B ER 4 B S5 I 2 IR T Frid il & 22 IR 0 & 2 R i

20  MRAE AR EL R BT iR il & 2 K, Horh Frid it 2 IKEHSEQ 1D NO:15.20.27.28.33
BESAFTR IR LR T B 2H -

21 AR BRI EL R 20 ik fy & 22 Ik, Hod BT iR fil & 2 K EHSEQ 1D NO: 158207~ 1
RIEIRT HIH R

22 ARFEAURE R 20 ik & 2 Ik, H R Brid fil & 2 I SEQ 1D NO: 20 Ffr 7 1) 28 &
R 75 2H o

23 AR AR R 20 iR & 2 Ik, HAR Frid fik & 2 I SEQ 1D NO: 27 Fr 7 (1) 28 &
R 7 5 2H i o

24 MRYERRN B R 1T IR & 2 K, Foh BT k& 2 Ik SEQ 1D NO: 448049 B &
FEBR T B 2H A o

25 RPEBCRIE R BT IR FIfl & 2 Ik, Forp BT il G 2 B & ik

26 ARPEECRIE R 1FTIR FIfh & 2 1K, H AR B fl & 2 IS 68 ko0 S 5

27 RPEECRE R 1T IR FIfh & 2 Ik, A

1) FHSEQ ID NO:54Fr7R IR IR T 51 2H B i FOIR 55 s 2 ik

i1) KA R ER: T, Frid Ik B A DAY L R 7 1Gly Gly Gly Gly SerBh
NIRRT 5 A

i11) HISEQ ID NO: 7THT/R R EEIR T A A AE KR 2R 2 KA KRS G451
o

28 . — P gm D AR AR AR B SR 1 2 2T AT — LA I () Rk & 22 IR P AX R 70 1

29 . — T, AR A BT B SR 28 T ik HI A% R 7 T I B Ak

30 —Fft FH AR A BOR 22 3Rk 28 B 29 FITidk IR IR 40 T BBk e YL Bl AL R 42 43 B PRI 4 Y o

31.—FlH A fib& 2 IR 7732, TR 5 ik 48 B DA R0 38

i) PR ORI AR ZE R 30 BTk i 40 B RN 40 55 7 55

1) B5 77 Frik 4 i ; A

111) MBI B sl 75 56 o 23 B AR A i B TR & 2 1K

32. —Fh AL S AR BOR R 1 B 27T — TR R & 2 IR 25 &4, Bivik 25440
AL TR 7R B 1

33 BRI LR L - 27T AT — TR (1) Rl 22 IR AE 1l 25 FH V897 52 3038 1 FROIR 55 IR T RE s
IR 25 R I

34 BUFIEE R L - 2TH AT — AT R 22 IKAE 1l 46 F 9697 N2 303 1B T A E 1
29I I

35 AR HE BRI EE SR 34 BT i 1 F 3, FL v Bk i 22 IR 5 B R A0 RN / B G 5 A — B e
B A, = I P 4 A Z DR 70 70 25 P
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FARZ A= E 2K

% BR4E;
[0001]  AAF K T8 E AR L BRI IR 55 IR = il & 2 ik, A prid 2k 2 ik &
FORR 55 IR 2 B2 AR AN/ 8 AR K 3R 324 il Frid il & 2 IR IAZ IR 43 1 1E TR I Frid k&

20 IR BB 5 FH it 2 1 2 A 2 e B P A L 5 AN Ik 22 IR AE V6 7 HER 55 i T E i
R g

[0002] kY&

[0003]  FFAR 55 AR Th B PR DL HF IR 55 R R (PTH) ZKCPRCRRE , & 2 — R LR i, 5
HE B2 G2 S RYER) B T T30 F R J5 3K A5 . PTHHH A7 T 350350 FUIR I 5% 1 D9 > BOIR 5%
JUR 3 W 5 3 LA )5 R A 4 A R DARC A 1 1 W A Y R AR 1l R R R o PTHIRI S
B HRE T, S EL 1A 8 A5 7 g o AR IR PTHK T B AR 2 5 SR A IURE , I HLB 53 tnsd £
JUL PRI SRR R, B B o S i JUTL PRI el s 500 0 2 L T R B B3 AN R AR, F HLan A
TBIT NPT e S EAET

[0004]  H BT HIARUEST V202 m A A AN PELE AR R D SR T, F 2 B 3 Bon , RER T 45
B 7K P By, AR FAIIE PR 098 28 3 0, DL R IR G AT B 9 RCE (i a5 A0 FT B D R AN 42) R
S 39 Mo PTHAE —FP8AN Z R K 1 2 K, HoA S — AN 34N S R K INR g A= 3% 1k 46+
I, B I 2 — Pl R PTHAZ AR BN 71 o

[0005]  H miEHPTHUASRE H B2 T 50 75 2kt H - © FIPTHEEAR S A TR 8 , I HLAE R N 2
TR, T3 EPTHIK P i AR B 31, 1X -5 8O FITHIR Ik 2 A 5 1 . US 7550434 . US 7144861
US6770623.W02006/1299958(W02013/108235AJF T &4 Fa EPTHRI &9, If A
W02011143406 ~FF 7 B AT Y 5R  254 30 /1 2 N 25 R0 2 1 B A PTHER AU , i ik =5 ZH PTHERALL
MAE B 236N A LR MNABHIIPTH R B o SR , A A0 ik 75 359 06 35 45 7K ~F (g 428 il 2L
950 B FH AR R THAR W) 710 2K e o PR B bl 2D ok H Bz T VRS A 75 22

[0006] 2447 R A% F %) B 21 B [ R0 DAl 5 2 52 I3 95 ok 3 14 0 o 3 B it FH 1 B 1 B AT
AR BRI R A P AR 43 5 B R e AN B K o B R, 4y 2B T0kDa i) 2
AN RE I B /R I SR IE B, RO EATTR ORI AN Be A i 8 , 2810, /N7 F 2 i peid
Tt /N ER G 8 A SR R I — R N B B 0 - B AN AR 7 G T A Y i
TriE M E E A AR R £ 8% (PEG) /1 . #i{SPEG & 1@ i $2 AL 5 & — b 2 1 ot 39 In i)
TAKREN )RR 22 B 5 B (Maxfield%,Polymer, 16:505-509 (1975)) . 4R 1M , 2 19 i K
RO IS FEOSE W SR ISR I BEAR , ANITT B AE P 2235 7 . W02009,/01346 1 1 A JF
T g A AR PKAIPD I B AR v - 5 AE KB U, 5 N A KR 24k
(GHR) 21 g &1 &5 ke d il & 10 N 2B KB B2 v 7 PKAITPD , (43 PKHR i1 T K 2920015 o 78 H 1l &
ANATIPCT/GB2016/053218H , A FF 1 GHRXY HE AR KR 2 IR RAS , A 98 22 FIURL 41 A £
TR K 7 (GSCF) 7E 5 GHRh A sy B A5 42 3 A PKAIPD

[0007] ATV S 7 PTHRIG 2 K, Ho b Rl & 22 52 4k (9] 40 [R5 52 A& A1/ 5GHR) [FJPTHE
A 1215 FIPKAIPD . BT IR PTHRR A 22 JIK W] FH T35 97 EHPTHIE MR o T B0 e i (R0 4 FOIR 55 i
IHAEIGE) , DL VR TT 32 25 TPTHYT VE IR B (B35 B R BRAAE) o
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[0008] % HHAEIA

[0009] AR A A B — U7 I, SR it & 2 ik, A

[0010] &5 HHR 55 iR 3R B L A W v B EERAB B = BE R Fr A 22 Ik

[0011] B A2 KB P B I L R Fr B I 22 ik, 3 o i IR 55 IR B
FAEYDENE B SRE N B PER & R B R al R B B B TR AR 2 IR

[0012]  “SRAUM” 24845 & HUIR 55 MR IR 52 A4 B2 AR 22 Ik G 2R R 271 A8 A 1) HHR 55 it i
3 o HUIR 55 BRI ER 2RAL ) B0, 45 A AN R T g AL FHHR 55 I 3R A O 2 B R AR AR 1) 2 B IR
Hllo

[0013]  FEA KB — ALk St 77 S, Frid G 2 Ik 5 & nSEQ 1D NO: 10 i
FEIR 4 55 TR 2 B R e 71 AH R ) HE R 55 R R

[0014]  FEAK BTG — ML SENE 7 S, Frid & 2 ke & & & K 1-28.1-29.1-30,
1-31.1-32,1-33.1-3451-35[1SEQ ID NO 10ff Bk .

[0015]  FEAR K B — LR St 7 Z& v, Prid il & 22 IR B 5 5 AiSEQ 1D NO: 9Fn i e
FUH FAR 55 IR

[0016]  FEAK B — ML SEHE 7 S, Frid & 2 kB & & 1K 1-28.1-29.1-30,
1-31.1-32.1-33.1-345¢1-35/SEQ 1D NO 9fJF B.

[0017]  FEA KB — AL St 77 S, Frid G 2 kL5 & nSEQ 1D NO: 5417 &
B8 41 55 T oR Z BE R e 71 AH R ) R 55 R R

[0018]  FEA B — ML SENE 7 S, Frid & 2 kB & & & FE K 1-28.1-29.1-30,
1-31.1-3281-33#SEQ ID NO 54f¥ Bk .

[0019]  FEA KB i) —M0ade SE e 7 28 5 Bk il 5 22 Ik B 25 FOIR 55 IR iR R sl it
B, BTk FOIR 55 I A0 2 LUT Bl PR A - =X (D) I B 1R 7 71

[0020] Xaa0l-Val-Xaa03-Glu-Ile-Gln-Leu-Xaa08-His-XaalO-Xaall-Xaal2-Xaal3-
Xaal4-Leu-Xaal6-Xaal7-Xaal8-Arg-Arg-Arg-Xaa22-Phe-Leu-Xaa25b-Xaa26-Leu-Ile-
Ala-Glu-Tle-His-Thr-Ala-Glu-TIle (SEQ ID NO:8)

[0021] (1) H:+HXaa0l&SerikAla;Xaa03&SeriiAla;Xaa08&MetiLeu;Xaal0s&Asn,
Ala.Val.Asp.Glud{Gln;Xaalls/&Leu.Ala.Val Met.Lys.ArgiTrp;Xaal2/2Gly.Ala.HisE,
Arg;Xaal3#&Lys.Ala.Leu.Gln.Arg.HisETrp;Xaald/&His.Leu.Arg.Phe.TrpafSer;Xaal6
2&GlnEiAsn; Xaal7/&AspEkSer;Xaal8/&Ala . LeuMet .Glu.Seri{Phe;Xaa22/&Ala.Phe.
Glu.Ser.Leu.Asn.TrpEilLys;Xaa25s&His Arg.Leu.TrpaiLys; Jf HXaa26+&Lys His Ala.
Ser AsngArg, AL E 2 (1) PR IERR1-28.1-29.1-30.1-31.1-32,1-33.1-3481-35[]
F B, R Xaal8 A ALeuskMet Xaa22 4~ yPhe [ Xaa26 4 Hi s H () & /b — & BT AT

[0022]  FEA KB — ALk St 77 S, Frid G 2 kL& & nSEQ 1D NO: 37 s i
FEWE Fr 51 B ey ok 2 B R PP 1) 2H RS FROIR 55 s A BRI 55 I = AU B B TR P 31
[0023]  FEACK B — N EARSE I )7 = b, ik Rl 22 IR AL & & WISEQ 1D NO: 40 s IR
BRI FROIR 55 B A 5% B B U AR M v Bl RAA)

[0024]  FEACK BTG — ML SENE T S, Frid & 2 kB & & & K 1-28.1-29.1-30,
1-31.1-32,1-33.1-345%1-35[1SEQ ID NO 40 F Bk .

[0025] 75 A B i — M 0ade SE e 7 28 5 Bk il 5 22 IR B 25 5 FROIR 55 BRI 2 A4 4 g b



CN 110546159 B W OB P 3/16 T

SEMIB I Z AR Z K

[0026]  FEA K BHI— ARG S 7T =, ik & 2 IKE & & WnSEQ 1D NO: 3fR &
FLBR T 5B TR B AR R 7 41 A RS ) FROIR 55 IR 2R 52 At b 5 ) 4

[0027]  FEARKZHBIN  —ARIE SLi 7y b, rid il 2 KB & & 5 aiSEQ 1D NO: 3FfraR (1)
RKEIERRITH110% 299 % [7]— B G TR 17 51 (1) DR 55 I 26 52 A 4 B o 225 # 3B H Fr
B, I H A prd 45 A B8 BR 45 A FEOIR 55 IR 3 v BE sl .

[0028]  YEA KN 5 — Ik STy b, frid il G 2 KB & & 5 aISEQ 1D NO 3FrR (1)
FIEREFH10% .15% 20% 30% . 40% .50% +60% .70% .80% .85% 90 % 91 % .92 % .
93%94% .95% 96 % .97 % 98 % 599 % [F] — [ Z J 1R )7 51) 1) VIR 55 MR RS2 AR 2 a4 &
FAIRER L Fr B, e HL A iR 4 ek s & HOIR 55 IR L Bkl

[0029]  FEAKBHE)— MG SEHE 77 28, Brid il 22 B 2 g b H R 55 BV 2R 32 A 4 i
AMERI MBI LR 7 51, AR B e i 2 — AN B2 ANk B il DU AR 2 R
HUAR: aISEQ ID NO:3ff 7~ AY1107 K D109A.P104LEEL159A,

[0030]  FEA K BHIY 53— LIk St 77 = b, ek k& 22 IR & WnSEQ 1D NO: 3ffn (1]
TOTKHEUAR 1) FF R 55 M i 28 2 AR 40 i o 45 1 3k

[0031]  FEAKBH B — MRIESLiE 7 &, Frid G 2 KL & WiSEQ 1D NO: 10FR )T
FI S LR R L1 - 148 1 P I 2 B R ke i 4 R 1) FFOIR 55 IR 2%

[0032]  FEA K BH I — B ARSI 7 R, Bk Bl 6 22 IR0 B A8 0 00 FR R 5% B 3R 52 74 4
P b 25 3, Forp BT A e T AR R O BOIUAR 2 b — AN SRR AR R AT, b iR 2
R 2 KB il = FUIR 55 IRIaR 45 6 16 1 BUEL AR B AR 1 IR 55 R R 45 G i 1k

[0033]  FEAKBHRI—/NSLi 7 A, B & 2R 2 IR Frd A& 22 K& AR Hh B 0 A A 55
KBRS E KBRS G SR Z IR,

[0034]  FEAKEHE)— MG S 7T =, Frid b 2 I & N A KB AR 1 40 71 A=
KBRS SR Z IR,

[0035]  FEAK B 7 — Ly b, Brid @A 2 BB & & WnSEQ 1D NO SR/~ I & L 1R
PN AME KR S S a5 IR 2 ik

[0036]  FEAKBHE)—NEARSL T R, Frid & 2 B S B 4e s E KR4S
ghiid 2z Ik, Forp e s vhid i s s AR B 2 b — AN IR IR AR kAT, b ik 2
WA 2 KA Bt = A KR S A B B A PR AR KR 45 G0

[0037]  FEAKEHR— MG ST =, Frid it & 2 e & — a2 ik 3 H BT 4k
(120 () 2 3 R R A I A5 1 - WnSEQ 1D NO: 5T/~ IW169.R43.E44.1103.W104.1105.P106.
1164F1D165.

[0038]  FEA K BHM— ARG ST v, ik & 2 IkE & 4iSEQ ID NO: 57 1) 2
B 17 90 1 B 2 R e 25 S R 104 1) R 2K o

[0039]  FEA KA — DB T v, ikl & 2 IkE & aiSEQ ID NO: 5 1) 2
P& 7 21 1 2 28 R 104 (R HLARG

[0040]  FEA K BHI— ARG ST v, ik & 2 IkE & aiSEQ ID NO 7R/ N2
R I B = R 104

[0041]  FEAKBHI) 5 — e SEHti T 22 b, Frid k& 22 B 2 IR 55 IR i BBl | ik

6
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Jr B R, B BBl 2 SEQ 1D NO: 8HY & S iRk A 1-28.1-29,1-30.1-31.1-32,1-33.1-
34881 - 358K HH iR FE PRV FE 4 1 -

[0042]  7E 5 —fLik st /5 e, BTk A 2 IR AL & iSEQ 1D NO 89810 A7 1 & 2%
1% 17 51 5 HH BT IR R 5 R 7 41) A R 1) HE IR 55 BRI 2% B L SRAuh A , L rp B ik R 55 IR R =
B 13 ) 388 3 0 S R BRUAR B8 /D — AN IR B AR R AS A , I B L AR Frd A& 4 f A 22 K
TR B HUIR 55 I = s 1

[0043]  7£ 5 — ik SEHiTr &b, Frid it & 2 IR & WiSEQ ID NO 54 MR 2 2R 771
B BT IR Z R R T 4 A R I R 55 it 25 B L SR A , Lo i I FEOR 55 B R R 2 R 7 5
TR S 0 SR R B 2 D — AN R R PR PR AR SR AR , I H I B A2 1 ) A 22 KOk B
MR 55 BRI ZR T 1

[0044] 755 — ik SEHiTT =, Frid & 2 B A& & WiSEQ ID NO 37840 /s () 2 2 IR
J7 50 85 EH T IR 28 FE R T 27 AH I FEIR 55 R 2= SR AU, FL b i il R 55 I R 2L 1R 7 7
TR S 0 SR R B D — AN SR PR PR AR SR AR , I H I A B A2 1 ) A 22 KOk B
R 55 BRI ZR T 1

[0045]  7F 5 — ik SLhti J7 v, P ik k& 2 KR S A2 1 1 2 B R 271, Bk A8 1) 2 2
i 7 5 5 4n1SEQ 1D:NO 898107 7R [ & L BR 7 41 (1) 4140 % 45 % 50 % .55 % 60 %
65% .70% .75% .80% +85% .90% .91% .92% .93% .94% .95% .96 % .97 % 98 % .99 % [7]
[0046] 7 5 — ik St J7 b, P ik il & 2 IR S A2 10 B 2 B R 271, Bk A8 1) 2 2k
% 741 5 WISEQ 1D:NO: 40837 B/ I & R R 7 41 1 4240 % .45 % .50 % .55 % 60 %
65% .70% .75% +80% +85% .90% +91% .92% .93% .94% .95% .96 % .97 % 98 % .99 % [7]
[0047] 75 5 — LIk SLHt T7 b, P ik il & 2 IR S A2 10 B 2 B R 271, B A8 1) 2 2
2 741 5 4nSEQ ID:NO: 547 B2 LR 7 #4240 % . 45% . 50% .55 % .60 % 65 % «
70%75% .80% .85% .90% .91 % .92% .93% .94% .95% .96 % .97 % .98 % .99 % [&] — .
[0048]  FEA K B — MG St 77 Z b, ik BlG 2 IR & HUIR 55 I 32 fe g5 i s 2 ik
Ho R BT FAR 55 i 52 AR 25 R 35 2 IR AL T B i il 5 22 IR AR 32 2R K i

[0049]  FEA R B — AN EARSEI 7 Z b, ik @A 2 IR & HUIR 55 I 32 iR g5 i s 2 ik
Ho R BT FAR 55 i 52 AR 25 R 35 2 IR AL T B i il 5 22 IR ) 2 2 R i

[0050]  FEA KB — AN EARSEI T b, ikt & Z B S A KBRS G S WEZ K,
HA iR KR G AR Z AL T ik & 2 IR K v

[0051]  FEA K BAM)— ALt b, Bkt & 2 B S A KBRS G S 2 Ik, Hh
PR A KPR 45 A G5 R 2 IR T iR b A 22 IR = 2 K it

[0052]  FEAKEHR—AMLIE S 7, frid il & 2 I0E & 4iSEQ 1D NO:12.13.14.15,
16.17.18.19.20.21.22.23.24.25.26.27.28.29.30.31.32.33.34. 358436 i 7~ I R L TR T
G B BT IR 2 SR S 51 2H s o

[0053]  FEAKEHE)—MRIESLHE T b, ik il G 2 AL & 4iSEQ ID NO: 158820 7 1]
RIEIR T 5 8 HH BT IR 2 LR 7 51 2H R

[0054]  FEAK AR —AMLIE ST, Frid il G 2 I0E & 4iSEQ 1D NO:42.43.44.45.
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46.47.48.49.50.51.52853 ffr7~ IR L IR [T 51 81 HH BT IR 2 L 1R 7 91 ZH it o

[0055]  FEA K BHM—/MRIL S R, Brid & 2 A& Tk

[0056]  FEAKBH 75— ARk Sty S+, iR A IS 2 SEQ 1D NO 118Gl 2H il
[0057]  FEAKBAM— &AM PE St 7 Z 4, B Bk & SEQ 1D NO 48 i 2H il
[0058]  FEA K BHM—/MRIL S S, BTG 2 S B8 K5 5

[0059]  FEA KB —/MRIL St 7 R, BTl fil& 2 KA & FAR 55 BRI R K 0 W5 5
[0060]  7E AR BH ) — /MG St 77 S8 T, BTl R 5% I 3 K 23 W5 5 A & nSEQ 1D
NO 1FR ISR T 51

[0061]  FEA K BH ) — MG SLHt 77 &, Brid k& 22 IR 2 WK 55 IR iR AH OC B B Ky
WE T

[0062]  FEA K BH B — ALk SE it 7 S8+, B FOIR S5 I s A G R B IR B 5 B8
SEQ 1D NO 41FRINE LR T,

[0063]  FEA B () — N B AR AL St 77 R, Tk @il G 22 AL & AR KB Ik 4 W5
5.

[0064]  FEA K BHI— ARG S TT v, ik & 2 IE & & WnSEQ 1D NO: 2R 2
R FIAEKE RS ES .

[0065]  FEAR & B — AN S it 77 &, Frid il 22 B0, 2 FROIR 55 IR R e v Bl
) B B st IR E 87 R B iR Z R 2 k.

[0066]  FEAR B — AN B AR STt 77 &, Fridk FOIR 55 R8s v BE B R AL AR 9 HE P9 8l
Tl AR EEREEZ TR Z IR Z K.

[0067] ikl , Tk JKIE 70 & & 2L /E /7 4Gy Gly Gly Gly Sers

[0068]  7F i — ik sSLiti 5 &, Frid IKiEH: 78 &5 LT HIGly Gly Gly Gly Ser
IR 1.2.3.4.5.6.7.8. 980 10 #5.

[0069] 7 5 —ARIE S T B, Brid &R A8 /R 7 4Gly Gly Gly Gly Serf4
MNEF I,

[0070]  ARHE A K B 575 — 5 THI , e AR AR 8 A 2 BH 1 ik & 22 K AR R 70 T

[0071]  HRHEAS K BH ) o — 77 T, B LA 55 A U B A% IR 7T I 3 Ak

[0072]  FEA K BH B — MLk Lt 7 S8, TR 8 2 0E T R A K LR 7 T IR 1A
LS RINS

[0073] 0 & AR W AR I 3R PR AN T L ALHE i3 2h T s e 1 2 41, 5 ) e 7 A
TR 5 N4H i DL B 4 2 B R AH AR TR e e S O ARk, #A HR A% R T
BRAEHIE R 2 GOE I B B T B e T o, TS A M R R s B T LURAE 2 B
T E FEAE I RERIA AR “JHET7 IR RGN 8 BT RIT A, e
S R L L IR e A= S Ci O = B R e e REAEN S R LI ERZAE b X (R AL B Uy = B = o) sl
e AT B BUR A RA W B3 “PTERAE R B4R E N — IR 5T —
oG, 1 2 e AL AT E 18] LU A S BT F AR i 5% o T B AR 1% 28 3 21 [1DNA “Ab T
JAB TR FRIETR T Z R .

[0074]  fE—/MRIESLHE T B, BT AR i S A E T R RS B

[0075] A4 A K B IR 55— J5 T, B A — e AR i BH ) A% TR 4 1 BRI v B0 Ah 1) 48
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Ml o

[0076]  ffidkh , pfrid 40 & FLAZ 4R

[0077]  FEAKEHE)— MG ST 2, FriR M 5 i DA 48 20 - 3 B 40 P (45 4
EE IR BE R FE P (Pichia spp) IERER 8 HELEFR (Saccharomyces spp) k7 B Ja 2 L6
(Neurospora spp)) ; B A (71 a0, 72k J8 FE L6 Fh (Spodoptera spp)) s Wil FLhW) 4L (51
UNCOSHM A CHOZH L) s AL A4 L

[0078]  FEA KB — A BARSLH T b, Pk 40 i =2 ) AZ 40 i .

[0079] AR & A A BH 1 — AN T3 THI » 3k — b = A= KR 41 A i B ) Rk & 22 K10 32 5 BITadk ¥
(RSN

[0080] 1) i fH A S B P 400 b R 400 P 335 9 5

[0081]  i1) 3% % ik 4H i ; A1

[0082]  iii) M\FTIRZHAY B 77 7 BE AR A & BH & 2 ik

[0083]  ARFEAC K BH I Iy —J7 1, $ ft— P A0 B AR A R A IR k& 2 IR 25 -5, i
LGN A WAL T R Bl A

[0084]  FEAK A — ML TT b, Tk 4MH &5 7 — 89T AIHE

[0085] st FH I, A BH B 20 2H & Wy LA 245 2 b i 4 52 () i )8 =Xt FH o Jbk A o) ) e o
AT LA 2455 EnT e 52 B B B8 G2 h 1) 997 8 701 AH 25 A A AR e 1) FL & VR 97 711 4 T

(RARIP
[0086] A W) 25 W) 20 & Wy ml LA AT () H A3 A CRLAE VA SF) SRt Y o 451, ot P A
FAT LA BN 1

[0087] A W25 & 1 LA RCE i FH - A AR 2 i S e B e R 254
7 A T R N ) 245/ L I R SR AT RE A B IR R R AL
b, P LK AN IR R o 3K AT DL I A VR S I, AT BLAR HE 12 i 7R R
.

[0088]  Jiti 1145 32 1503 AU 2 WAL W ¥ 77 w] AR IS A R (K0 S HOR L 3%, 5 Jnll R AR e P A
P Bt P 7 2O 52 IR (RIVER S PR 0) SR o it P I, AR B 1 25 AL & L 2
BRI R AL BT ML S VIR - 4 T 29, EhNIZ R 255 BT
{E A2y 57 Bl 52 (1 5k T DU () i) o FL 25 5 B mT e 2 i 2, I HASHEBRE AR W]
RIE I 22 b o ISR 2 B S RN 24 5 1 RT3 52 1) ER A AR AEAN IR T ol DU IR 1l 25 ) 2 - L AUR VR
TR VIR IHIR VR IR . ToRIR . £ 1R KR TR R A IR IR IR IR 4 . A, 257
AT A IR RT DA o B < s < B 49 A0k B R ERAS £

[0089] 4 iRFHE, Z9MA GV LUE 2557 B 32 MR 4L & o A SRt -IARAE “2554 |k
PR S AR SR — b Bl 22 A d &t P 55 N PR R A Ak I A e A SR ) e 7 B
B AR B Rom TS O A DU N A R R B A HLECTE LR ) - 2
VI S H oy MAEW SA KK > TR & F AR IR & S A E S B E
LI R AR

[0090] 252 & n] LA Al ) A - ST 0 LR s A TR IR 5 e A B
W2 s ANER T I BEIR o 29D 2 & W03k W] DB 55 53 B B B 770, 8 - AL e s 0T I
Xt OR F R R AN BRI K o
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[0091] 2542 G40 w] LA 58t LA B A 7R B A7 AE , 0 HL AT DL ek 24 57 4080 A 0 A AR 7 v
et & o P 7 15 AT T 1 70 5 0 i — o Bl 22 M B R o0 R iR 45 A AE — RS I P R
T H I8 IR A S S AR A AR [ AR B AR B o S S A, AR 1
(IR TR E) kGl &HED .

[0092] & Bz T it FH 0 4H-& ) 77 A 1 B0, 55 DI B /K PR AR K P R AR i R S 2
() IR 5595 o M) 500 AT AAR 8 0 60 110 77 v2 488 FH 6 3 110 0 B i i) 7] A 7 7R SR I /)«
TRV S )R T DA A AR 8 i T 42 52 110 I B 8 791 s 791w 4D G TR S VR Bl A T, 8
1,3- T B v LA 09 n] B2 52 i 7 B 4G /K RS IRIE I (Ringer’ s solution) F1&E75
FACENIE I o e A1, J0 TR AN 38 5 AR 1 ) BB 5. itk , AT DA R AR A AR 1A
PR BLAE S B B H YRR B H I - SR A, 1 n i R 1 I T R AT R T S A AR I
HHF B2 0 it BB 2R B #1757 7 )L FRemington’s Pharmaceutical Sciences, Mack
Publishing Co.,Easton,PAH,

[0093]  ARFEA K BH B —ANJ7 1, 3t — PR 4 A R I Rl & 2 ik, rid & 2 I T8
J7 52 R IR 55 R D e IR

[0094]  HR¥E A BH Y 3 — 7 T, B A — Fhva o7 5 A8 H IR 55 R D R 90R 1 N 32 3 1 O
5 iR 7 1 A FE it A AR AR AR R B B Rk 22 IR, AN TTVE 97 HR 5% B D B JRR
[0095]  AR#E A K BH B —ANJ7 1, 3t — MR 4 A R I Rl & 2 ik, rid & 2 KA T8
7 NS I AL E o

[0096]  HRIEA K B J5—J7 1, $2 i —FhvE 7 i BBl B i A i 9 N 23 7 V%, Prid
77 VB FE T A R AR TR AN R B B k& 22 K, ANTTVE 97 & P AA SiE o

[0097]  FEAK AR — AR St 77 R e, Frid i d 2 I0E & WiSEQ 1D NO: 40/ 7=
IR T 51

[0098]  FEA K B 1) — AN Ik St 7 R BTV, Fridk il 22 K5 i R 5 A1/ B e 4k
—REE A =R 4E AR RDAN R AN S

[0099]  FEAK B — AR IE St 77 S BT 1, BT i HOIR 55 i Dy e ek H FF R sl
FAR B S R IR TBUR T EE B AR K (Addison’s disease) Bl IR £E G 1E
(Di-George syndrome) ifi % .

[0100]  FEA K BH B —/MRGE St 7 R a7, ridil & 2 Ik— Rt 20—k
[0101]  FEACKRBHE)—NSLiiti 7 R e, Fridk il & 2 G i it 2820 — IRER K.
[0102] 75 A< 3 BH 45 1) BE AN 1 38 FIBCR] ZEK b, 373 “B0 7 /045 (comprise) ” M“HAH
(contain) ” LA K Bt i 1d] 18 B A2 A0 T8 2 (1 n “60. 7% /403 (comprisingflcomprises)”) 215
“BFAEAR T, 3 HIFAEE B GF BA) HEBRH B AR INFR 4 BAREUP IR

[0103]  FE At B 15 B BEA Rl R AR 2K v, BRAE R S5 223K, 5 WA 0Y 2 55
FHOV A R, A E ] S DL T, BRAE R S0 5A EEK, 75 IS0 E 45 8 AR
[ GHOY AR EOE A

[0104]  S5-GASJ BT € J7 TH] - S 77 22 8IS it 9] i 0 BRI L B4 VRRAE A B 7
0 4 B A S B A FH T AR ST IR B ] B 7 T St 7 SR B S A L R AR B AT T AN A
o

[0105]  FWAERGAN I8 S5 37 2 DL % B SR AR A B I STt 77 52

10
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[0106]  Pf PRIk

[0107] 1. IRATSLKPTH (3R %1 -34) SNAKIMEPTHSZ /AL )45, (PTHrExt) FIAE K& 45
A A (GHBP) &4 . GHBP 2 1E E L 43 » B TE3G N4 T 2 A1 2 IR 5 Bk - PTHS PTHrEx t 1 25 &
FPTHS T B, 7= A= “ARiE M7 PTHI, B “JRiE M7 PTHIN 5 5 R PTHAP 47 , 77 A2 5F B AR 3
TG T IPTHR #5 o 73 T W LEPTH M WAME 5 (ELFE BN B4 FT K BRAE KB 20 WS 5 35 il T
Fik, LU I VRAECHOZN il 2 A s R in 1

[0108]  [&]2: 4lifk i1 25 I Ji ISDS-PAGE 73 4T - A) 44K 1) 14A1, B) 44k 11 14A2b . £ 1 J5ii £ CHO
YA R R IE, I Q- Bl pE B IR APt AE K R 2 E RENT 4 & MHyclone
SFMACHO UtilityRsFREErralifh Ry o ilh =) . 5 1 i A2 75- 100kDas) 55, 3 H o2& 5211, A
WA EARITER

[0109] K3 I 14A1 AT 14A2 8 [ AR A= v 1 o R i A 1) B 1 00 3P TH IR S5 241 . %
UMR-106 CK FUBCE FEAIH R ) 7= A2 cAMPRT BE 7 o 44 A0 i 28 I3 20 7 B AZAE R 5508, I
1 F c AMPHF S PR 1 1 saill] & 20 I v Af 4 vh i c AMP 7K ST o B 2 5% 18 CPTH 1-34 (100nM) A& =] 7]
M (Forskolin) (100wm) FMEH X B8 (120 AN 22 vy A 3 IR 2R L (R 40 A i AR e R 2R
FELEIZ MR EE Clpmol cAMP/ml+/ - KRl 22 K 7w 5

[0110]  [E4AHUIR 5% s 2%, FE R HENM. 000315 834bp mRNAZEPEPRI 201646 H13H , 5E X
w0\ FOIR 55 IR 2 (PTH) , #6555 1, mRNA, B 3:NM_000315, JE XNM_000315. 3, o4+
RefSeq, KIFEE N (N) .a) 15 I T RIZ, 5k LLRHMA /NS Box, k& E (1-34) PR
5 /A SR, b) EYE ,(E S I R RIZE (116-190bp) , Bk LA/NG /#HE B, BEAVE H BLK
5 /¥4 R (209-460bp) ;

[0111]  E5H TR&E A MIPTH 1-34;a) PTH 1-34(E LR 51, b) 551 (102bp) ,
c) H TRlG 8 E PTHS 5 I ET K7 20 2 248 7 51 (RTIK DL S /RMARIR) 5 d) F Tl
A B A WIPTHIS 5 BE A AT RE P 5 FIAZ A BR 7 51 (RTK LLNS /SRR RIR)

[0112] &6 N\ FUIR 55 BRI 2 324K 1, a) JEIK JENM 001184744 2007bp mRNAZEZ PRI 20164F
10 H6H , & U A HUIR 58 BB 25 15244 (PTHIR) , #5525 4K2 , mRNA , B 5ENM_001184744, B,
NM 001184744.1, K4 FRefSeq, KIFF N (N) 5T IS RIZE , 5240 f &b 25 14 35 LU
PR (D29-T187) sb) 15 5 KN XIZE , Rl g &b 25 74 33k DURH A 27

[0113] B 7TH TRlA 2 E PTHAZ A4 41 g 4h 25 #4455

[0114] o) G IEFE T (S FBRD29-L187) ,b) R 41 (477bp)

[0115] B NA KR 45 & 8 1 (GHBP) ,a) fill & 4 1 GHBP S 43 HH & 2L R ke 2 1 - 238 (41 A
A BRI H A, FF B AALFEW104A%RAE , GHBPRZ T R 7 41l (T14bp) 5b) R 751 (F A1 -
238) ;

[0116] &9 GHAMWME S, a) EEIR T HIb) TR 41 ;

[0117] 10 PTH- (g4s) 4-PTHrEx- (g4s) 4-GHBP (fXf% 45 14A1) ; PTH{E 5 fik: /N5 ,PTH
(FEM1-34) : K5/ FRIZE, PTHrExt (Z 2/ 1-159) ¥k /NS, GHBP (Z 21 1-238) : K
5T X (g4s) 4: K5 /R s a) T IRITH1, b) B 5T 51 5

[0118] 11 PTH- (g4s)4-PTHrExt- (g4s)4-GHBP (fRi% %% 5 14A2) , PTH{E 5 RKFIHT Rk - /)5
5L, PTH (R FFR1-34) : K5/ F R4k, PTHrExt (&M 1-159) : /N5 /¥ 44, GHBP (B IR 1 -
238) : K5, & T XK (g4s) 4: K5 /MK a) BT 51, b) & H T ;

11
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[0119]  [&|12 PTH- (g4s) 4-PTHrExt- (g4s) 4-GHBP ({8445 14A3) ,GH{Z S ik : /N5 ,PTH
(RAEMRL-34) : K5/ N RIZ, PTHrExt (REER1-159) : /N5 /R A, GHBP (£ R 1-238) : K
5 EET X (g4s) 4: K5 /MR s a) T BRITH1, b) B 5T 5

[0120] P13 PTH- (g4s) 4-GHBP ({01345 14A4) ,GHIE 5 ik : /NG , PTH (& FEFR1-34) : K
5/ T RIZ,GHBP (Z FE IR 1-238) : K5, 1 X8 (g4s) 4: K5 /HMk s a) R T, b) &
SIE

[0121]  [&14 PTH- (g4s)4-PTHrExt Hist (fUH% 5 14A5 Hist) ,GHE 5 Ak: /N5, PTH (&
ER21-34) : K5/ TRk, PTHrExt (G IEFR1-159) /NG /FHAR , 4 T XI5 (g4s) 4: K5 /HH
i, CRu6x Histhr%s: K5/ TR, a) IR T 51, b) & H T 51 ;

[0122]  [&/15 PTH- (g4s)4-PTHrExt ({545 14A5) ,GHIE 5 ik : /N5 , PTH (R LR 1-34) -
K5/ FRIZ, PTHrExt (Z B 1-159) /N5 /RR, E# T X3k (g4s) 4: K5 /fiAE 0) B4
fR T4, b) S H BT

[0123]  [&|16 PTH- (g4s)4-PTHrExt Hist (XS4 5 14A6 Hist) ,PTH{Z 5 ARG Ak : 2>
) ,PTH (A ER1-34) : KB/ FRIZ, PTHrExt (G ER1-159) : /NE S, E B T X
(g4s)4: K5 /HMA, CRuE6x Histhr2s: K5/ FRIZk:a) TR T4, b) FHH T

[0124] K17 PTH- (g4s) 4-PTHrExt_Hist (fUH5 % 5 14A6) , PTHIE 5 IKFIET K : /NS , PTH
(FEER1-34) : K5/ FXRIZ, PTHrExt (R &R -159) « /N5 /HAK, & T X 3 (g4s) 4: K
5/ fR ) EHRIT A, b) S H T ;

[0125]  [&]18 PTH- (g4s)4-GHBP (fXH5 4% 5 14A7) , PTH{ZS S K FOHT Ik : /NG, PTH (R 1 -
34) : K5/ N XIZ,GHBP (IR 1-238) : K5, T X (g4s) 4: K5 /HliEa) TR T
F,b) B E BT

[0126]  [&]19 PTH- (g4s)4-PTHrExt (1135K) - (g4s)4-GHBP (fUh5 % 5 14A8) , PTH{E 5 ik Al
HiAk : /NG PTH (B JEBR 1-34) : K5/ FRIZ, PTHrExt (1135K) (B IERR1-159) /NG /HHAE
(135K 4L T RIIZk) -GHBP (R 1-238) : K5 , &1 X3k (g4s) 4: K5 /fiAk;a) B4
fR T4, b) S E BT

[0127]  [&]20 PTH- (g4s)4-GHBP (fRhE % 5 14A9) ,GHIE S ik : /N5, PTH (S R 1-34) : K
5/ NKIZ, PTHrExt (T135K) (Z LR 1-159) : /N5 /R AR (T135KA8 4 i~ kil 2k) , GHBP (2%
fig1-238) : K5, i X3 (g4s) 4: K5 /HAk  a) R T4, b) R H T35

[0128]  [®|21 PTH- (g4s)4-PTHrExt (1135K) -Hist (fXi%%% 5 14A10) ,PTH{E S ik : /N5 ,PTH
(FIEMR1-34) : K5/ FRIZE, PTHrExt (1135K) (ZFERR1-159) « /N5 /HHAK (T135KA LN~
RIZR) , T X5 (g4s) 4: K5 /RAE, CRui6x Histhr2s: K5/ TRk a) % ERRF1,b)
HH TS

[0129]  [®|22 PTH- (g4s) 4-PTHrExt (1135K) -Hist ({85 4% 5 14A11-Hist) ,GH{Z Sk : />
H,PTH (& ER1-34) : K5/ FRIZ, PTHrExt (1135K) (& FEWE1-159) : /NG /HAA (1135KA
IR RIZR) T X3 (g4s) 4: K5 /HAR, CRimbx Histhr2s: K5/ M4 a) TR
%1, b) & H BT ;

[0130]  [&]23 PTH/F ¥ (& F:MR1-84)

[0131] |24 (SEQ ID NO 40) :PTHrP(1-36) ;

[0132]  [X25(SEQ ID NO 41) :PTHrP{5 5 ¢4 ;

12
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[0133] %26 (SEQ ID NO 4) :PTHrPHij ik ;

[0134] K27 BIRPTHRLG 70 T IS5 B /R EBLAL . 1A PTH (5 ) 5 PTHrExt (4 ) &£z,
PTHrExt X 5 GHBP (B8 £8) 7 4% o S 42 7 DA K €6 28 5 7 o W104AZ5 Ak, DL €8 35 7R 7EGHBP_E o 5%
456 ZPTHrEx t FPTH CIETEHAIRAS : A) SHRBTHOT H g8 455 PTHRLIIPTH GEMEIRA ,B) 2
(B AFAEPHIRAS - 1B: PTH (55 t8) 5 GHBP (B8 1) 1B 82 . 8 1 UK A 48 B 7R « W104AZ5 4k DL
R EGHBP I

[0135]  [E|28AMIB il i ik J5 4514 T 1910 % SDS-PAGE (3% Ty e tty) i 4li4k (P THR & 4>
F AT AT o I 2A: ¥KIE 1 :5ug 14A2c¥KIE2:5ug 14A3b.14A2¢ (£ A PTHH]TAK) M60-
100kDafE N AN BUA& T 70 B - 14A3b (GHss) LAZ175-100kDalfy AN B4k i K 70 7% - €1 2B :
PKIE3:6ng 14ATVKIE4:3ug 14A4. 5K H B2 25 B> 90 % o M FHEIR B F2 P 3R 15 4
10mg 14A2c.%J4mg 14A3b.1.42mg 14A7TH10.29mg 14A44ifki)EH .C: FE HENIE (Western
blot) JLPTH 14A2cFN14A3b. it SRR i 26 £F R 11110 % SDS - PAGEX 464k (¥ PTHRL & 43 F- 147
()20 BT o B R 0 A2 B PVDR I |, 3F I HUAPTH (1-34) 45 3 M Bk HEAT IR I . Wk B 1-3 -
14A2¢, i % N 125ng . 250ng F1500ng . YKk iE4-6: 14A3b, fif # 4 125ng . 250ng F1500ng . 14A2¢ %}
PUPTHH AR A A I B BURK AR 3N 8 [ ot BRI S 5

[0136]  [E129A: cAMP[¥I 441 . 7E37°C /5% CO, I, FI500nM PTHEE A A 100nM APTH 1-
3445 UMR - 10640 B Bt 1557 81 o K- 41 P 35 e, F4 FHR&D systemsZ % cAMP Elisaill] & cAMP
IKF s B s N 1og pmol cAMP/ml =SD. & 14A2¢ Fc AMP/K T A& 14A3b I 1 1435 : “F3{H +
SD 264+12%725+0.95pmol cAMP/ml.5PTH 1-3448 L, P FPEL-& 4435 5w H AR R 2E )
SV P H{E £SD 2551+ 186pmol cAMP/ml . — QB3 BEAT Fn = 15256 /) P 918 . B - &1 %6}
CAMPYE P FEAT (B0 't 2 AR 15 I i o A 5 BT REpGL4 . 29/CRE/Luc2/Hy gro il L xof i it
FiphRL (Renilla) ¥ 4*UMR- L064H AL, F£7E37°C /5% CO,  FIPTHRE & f48L APTH 1-34Xik5
NI o A5 FH Prome ga X0 5% 5t 3R I 7 X 771) S5 V4 AR 240 L 5 000 2 2 O 2= vt M o 50 S sl onot R
()75 A5 20 = SD . 14A2¢ L 14A3b B B AE W03 14 , 43 il AH 24 T~ 100nMAI500nMIsf 241 . 35216
WA E 3 S8 +SD,16.5+1.7,63+5.9%f12.4+1.0,40.3+3. 1. = XA K F
B 5 RSB 100nMIPTH 1- 3448 L, BRI AL AR5 7R H B AR I AR ) = vE 1 - P38 =
SD,67.3%E1.6.48K = AN Fpl 5256 . C: FH T LU B A AR PTHRE & 73T 1 c AMPYE 14 1) XU
S 2R A5 I 5 o AR BURIpGLA . 29/CRE/Luc2/Hy gro il 4yt HE JFi fiphRL (Renilla) #%
JLUMR- 1064l , 3£7£37°C/5%C0, F FPTHR &R S APTH 1-343id:5/ N o 4 FPromega XX
TG FR I 5 T2 VA AR A A ) B O R M 1 o B R N R I R A8 A = SD o
PEAR QAL T S AT X T 14A2¢ A1 14A3b X PTHREAT A 52 o P FFPTH-GHBP R & 43 F (14A4,49
+4 . 17TFI14A7,44£0.42) ££100nMis} 33 EE PTH-PTHrEx t -GHBPRl & 4> T~ (14A2¢, 150 . 0901
14A3b,7.7+3.13) B HIHE L A 100nMISy , 14A4 R0 14A7 (5 1t 35 SPTHYE 1 (54 £2.7) FH24 .
D+ A5 XU 0 3R I 4 757 00 52 1 5 PTHANPTHR: 5 A FRIEC, {15 . PTHIREC, 932 £ 10. 67nM (n =4
ANSERS) R N 14A2¢ (EC, =579+ 138nM, n=35L50) H 41 184% , R fE 9 14A3b (EC,, =
896nM,n=1) [{128% , B AN 14AT (EC,,=153nM,n=1/4>5L50) (194 15 .

[0137]  KHHEER

01381 [ (SEQ 1D) 5 Tk

14A1(12) PTHss-PTH- (g4s)4-PTHrExt- (g4s) 4-GHBP
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14A2 (13) PTHss-pp-PTH- (g4s) 4-PTHrExt - (g4s) 4-GHBP
14A3 (14) GHss-PTH- (g4s) 4-PTHrExt- (g4s) 4-GHBP
14A4 (15) GHss-PTH- (g4s) 4-GHBP

14A5 (16) GHss-PTH- (g4s) 4-PTHrExt

14A5 Hist (17)

GHss-PTH- (g4s)4-PTHrExt-Hist

14A6 Hist (18)

PTHss-pp-PTH- (g4s) 4-PTHrExt-Hist

1476 (19) PTHss-pp-PTH- (g4s) 4-PTHrExt

14A7 (20) PTHss-pp-PTH- (g4s) 4-GHBP

14A8 (21) PTHss-pp-PTH- (g4s) 4-PTHrExt (1135K) - (g4s) 4-GHBP
14A9 (22) GHss-PTH- (g4s)4-PTHrExt (1135K) - (g4s) 4-GHBP

14A10 Hist (23)

PTHss-pp-PTH- (g4s) 4-PTHrExt (I135K) -Hist

14A11 Hist (24)

GHss-pp-PTH- (g4s)4-PTHrExt (I1135K) -Hist

14A12 (25) PTHss-pp-LA:PTH- (g4s) 4-PTHrExt- (g4s) 4-GHBP
14A13(26) GHss-LA:PTH- (g4s) 4-PTHrExt - (g4s) 4-GHBP
14A15(27) PTHss-pp-LA:PTH- (g4s) 4-GHBP
14A16 (28) GHss-LA:PTH- (g4s) 4-GHBP
14A17 (29) PTHss-pp-LA:PTH- (g4s) 4-PTHrExt-Hist
14A18(30) GHss-LA:PTH- (g4s)4-PTHrExt-Hist
14A19 (31) PTHss-pp-PTH(1-84) - (g4s) 4-PTHrExt- (g4s) 4-GHBP
14A20 (32) GHss-PTH(1-84) - (g4s)4-PTHrExt- (g4s)4-GHBP
14A21 (33) PTHss-pp-PTH (1-84) - (g4s) 4-GHBP
14722 (34) GHss-PTH(1-84) - (g4s) 4-GHBP
14A23 (35) PTHss-pp-PTH(1-84) - (g4s) 4-PTHrExt-Hist
14A24 (36) GHss-PTH(1-84) - (g4s)4-PTHrExt-Hist

[0139] %1

[0140]  PTHss=FURSS BRIMCER 7045 5 s pp= A K GHs s = A KPR 0 W5 5 s PTH= (Jr
RE IR - 348 1 - 845 H Fr BY) ; PTHrExt =PTHZ A4l L4145 W 458 ; GHBP =R Ko 46 5 7R
H (R FEMR1-238) ; (g4s) 4= FEMCCCCSHI4N B & s Hist4r1d =HHHHHH; 1135K=PTHrExt
H S R - 135 R AL IR s LA : PTH=K AP TH L 1E S P iR (IPTH 1-14 5 PTHrP i) i
=P

[0141] iR fh& o b (R B 1 X380 2 AN GGGGS ALl o 7E R 145 Hh (¥ Sl v, 3 4 7 X ek
H14 x GGGGSALAY, H /2l LMt Fl AR & 2t AT (.

[0142]  7E 3% 58 BRI AR FRPTHrEx t R AZAE I T 135K A8 4k O S /s PR AR 7 PTHX 2 AR [ 45 4
FB LIRS A th TT LA AZH A FH PR A B 1 538 (6 UnD137API32LAILISTA) i F . (SEQ
ID NO:56) .

[0143]  DLURFP A PTHrExt 9 4 5 /2 15 75 T4 2 IR 28 A Iin T 1) e 4 i 19 )53, [A #6D29 - T187
1ECL R P HI AR 2 F R 1- 159 (SEQ 1D NO:3) o

[0144]  H %, FrA L IRPTHF 53 AT AFIPTH 1-84 K% LA B & 4.

[0145] %2 Fir ¢ i RIPTHrPRl & #4944 (SEQ 1D 42-53) HFI5%
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[0146]

o T HEA

14A25 (42) PTHrPss-pp-PTHrP- (g4s) 4-PTHrExt - (g4s) 4-GHBP
14A26 (43) GHss-PTHrP- (g4s) 4-PTHrExt- (g4s) 4-GHBP

14A27 (44) GHss-PTHrP- (g4s) 4-GHBP

14A28 (45) GHss-PTHrP- (g4s)4-PTHrExt

14A29 Hist (46)

GHss-PTHrP- (g4s) 4-PTHrExt-Hist

14A30 Hist (47)

PTHrPss-pp-PTHrP- (g4s) 4-PTHrExt-Hist

14A31 (48) PTHrPss-pp-PTHrP- (g4s) 4-PTHrExt

14A32 (49) PTHrPss-pp-PTHrP- (g4s) 4-GHBP

14A33 (50) PTHrPss-pp-PTHrP- (g4s) 4-PTHrExt (1135K) - (g4s) 4-GHBP
14A34 (51) GHss-PTHrP- (g4s) 4-PTHrExt (1135K) - (g4s) 4-GHBP

14A35 Hist (52)

PTHrPss-pp-PTHrP- (g4s) 4-PTHrExt (1135K) -Hist

14A36 Hist (53)

GHss-pp-PTHrP- (g4s) 4-PTHrExt (1135K) -Hist

[0147]  PTHrPss=HRFZ IR E M K E E 0S5 s pp =10 K ; GHss =4 KR 1 W5
Z PTHrP= (G IERR1 - 3650 H F BY)  PTHrExt =PTHSZ AR 41 i 41 45 #4315, ; GHBP = A= K- i &= &%
EHEE (EHE1-238) ; (g4s) 4=5, FBEGCCCCS 4 B H ;Histhrid =HHHHHH; 1135K=
PTHrEx t H1 53 52 &R - 1 35 R AF Nl = R

[0148] K3 SEQ IDZIL i

SEQ |[4%#
ID
[0149] |NO

1 PTH 15 5 fk:

MIPAKDMAKVMIVMLAICFLTKSDG

2  |GH gzt 5:

MATGSRTSLLLAFGLLCLPWLQEGSA
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3 PTH &4 ECO (1-159):
DDVMTKEEQIFLLHRAQAQCEKRLKEVLQRPASIMESDKGWTSAST
SGKPRKDKASGKLYPESEEDKEAPTGSRYRGRPCLPEWDHILCWP
LGAPGEVVAVPCPDYIYDFNHKGHAYRRCDRNGSWELVPGHNR
TWANYSECVKFLTNETREREVFDRL

4 PTHrP A7 k: rsveglsrrl

5 GH &4 ECO (1-238):

FSGSEATAAILSRAPWSLQSVN
PGLKTNSSKEPKFTKCRSPERETFSCHWTDEVHHGTKNLGPIQLF
YTRRNTQEWTQEWKECPDY VSAGENSCYFNSSFTSIWIPYCIKLT
SNGGTVDEKCFSVDEIVQPDPPIALNWTLLNVSLTGIHADIQVRW
EAPRNADIQKGWMVLEYELQYKEVNETKWKMM
DPILTTSVPVYSLKVDKEYEVRVRSKQRN
SGNYGEFSEVLYVTLPQMSQ

7 GH ECO BAX: wl04a A&
FSGSEATAAILSRAPWSLQSVNPGLKTNSSKEPKFTKCRSPERETF
SCHWTDEVHHGTKNLGPIQLFYTRRNTQEWTQEWKECPDY VSAGE
NSCYFNSSFTSIAIPYCIKLTSNGGTVDEKCFSVDEIVQPDPPIALNW
TLLNVSLTGIHADIQVRWEAPRNADIQKGWMVLEYELQYKEVN
ETKWKMM
DPILTTSVPVYSLKVDKEYEVRVRSKQRNSGNYGEFSEVLYVTLP
QMSQ

8 PTH X(I): —#&&RILER X (1-36)

PTH 1-84:

SVSEIQLM
HNLGKHLNSMERVEWLRKKLQDVHNFVALGAPLAPRDAGSQRPRK
KEDNVLVESHEKSLGEADKADVNVLTKAKSQ

10 |PTH &34 X(D):
Ala-Val-Ala-Glu-Ile-GIn-Leu-Met-His-Gln-Arg-Ala-Lys-Trp-1le-GIn-As
p-Ala-Arg-Arg-Arg-Ala-Phe-Leu-His-Lys-Leu-Ile-Ala-Glu-Ile-His-Thr-Ala
-Glu-Tle, K@ &p7id A 5](1-36)49 B 1-28. 1-29. 1-30. 1-31.
1-32. 1-33. 1-34 3 1-35 #9 k &&.

11 |PTH #T/K: ksvkkr

12- &1 ek

36
37 |PTH 43(LA PTH): LA-PTH
([Alal,3,12,GIn10,Arg11,Trp14]PTH(1-14)/[Alal8,22,Lys26]PTHrP(15
-36)COOH)

40  |PTHrP (1-36):

AVSEHQLLHDKGKSIQDLRRRFFLHHLIAEIHTAEI

41 PTHrP 125 /4 %]: MQRRLVQQWSVAVFLLSYAVPSCG

42- | & 2 M AR

53
54  |PTH 1-34: SVSEIQLMHNLGKHLNSMERVEWLRKKLQDVHNF

33 PTH ECO 125 )K: MGTARIAPGLALLLCCPVLSSAYALVDA

[0150]

16



CN 110546159 B W OB P 14/16 5

56 |2 PTH &4k:
MGTARIAPGLALLLCCPVLSSAYALVDADDVMTKEEQIFLLHRA
QAQCEKRLKEVLQRPASIMESDKGWTSASTSGKPRKDKASGKL
YPESEEDKEAPTGSRYRGRPCLPEWDHILCWPLGAPGEWAVPCP
DYIYDFNHKGHAYRRCDRNGSWELVPGHNRTWANYSECVKFLT
NETREREVFDRLGMIYTVGYSVSLASLTVAVLILAYFRRLHCTRN
YIHMHLFLSFMLRAVSIFVKDAVLYSGATLDEAERLTEEELRAIA
QAPPPPATAAAGYAGCRVAVTFFLYFLATNYYWILVEGLYLHSL
IFMAFFSEKKYLWGFTVFGWGLPAVFVAVWVSVRATLANTGC
WDLSSGNKKWIIQVPILASIVLNFILFINIVRVLATKLRETNAGRCD
TRQQYRKLLKSTLVLMPLFGVHYIVFMATPYTEVSGTLWQVQMH
YEMLENSFQGFFVAITYCFCNGEVQAEIKKSWSRWTLALDFKRKARS
GSSSYSYGPMVSHTSVTNVGPRVGLGLPLSPRLLPTATTNGHPQL
PGHAKPGTPALETLETTPPAMAAPKDDGFLNGSCSGLDEEASGP
ERPPALLQEEWETVM

57 |SEQIDNO 1. 11 #= 9 & 8ka-4k

58  |%#5 SEQ ID NO 57 49 DNA A1

59  |4%5 SEQ ID NO 59 4 DNA A 71|

60 |SEQIDNO 1 #= 11 #)&k&-4k

61  |4%5 SEQ ID NO 60 49 DNA & 7|

62  |%#5 SEQ ID NO 56 49 DNA A 71

63  |445 SEQ ID NO 3 49 DNA 47|

64 |45 SEQ ID NO 7 4 DNA A %)

65 |4%5 SEQ ID NO 2 4 DNA 47|

66  |475 SEQ DNO 12 45 DNA /7|

67 |%#5 SEQ D NO 13 45 DNA /7|

68  |4%4 SEQ D NO 14 45 DNA /7|

69 |44 SEQ D NO 15 4 DNA &7

70 |42%4 SEQ DNO 17 45 DNA /7|

71 |%#5 SEQ D NO 16 45 DNA /7|

72 |4%5 SEQ D NO 18 45 DNA /7|

73 |%#5 SEQ D NO 19 45 DNA /7|

74 |4275 SEQ D NO 20 45 DNA /7|

75 |%#5 SEQ D NO 21 45 DNA /7|

76 4274 SEQ D NO 22 45 DNA /7|

77  |%#5 SEQ D NO 23 4 DNA /7|

6 475 SEQ D NO 24 # DNA A7

[0151]

[0152]  FPRIFI 5

[0153]  PTHEMA R IR EE : 43 T2 i JE DK & ak (Eurofin MWG) FUAR #E FRIDNATE N5 A 1
Y Aok MR B o K g D A K PTHRER A 4 1) 25 4 38 IR o B 2248 1 1 il L 3 4 3R 0K Joi ki
PSecTag/FRT/V5/Hist-TOPO (Invitrogen) A . HE 4 il i i A 156 #H 15, ZECHO Flp- In4H Al &
(Invitrogen) = A F E M40 &R, K5 F & BiHyclone SFM4CHO Utility (Thermo
Scientific) H I TCIMIEH; 773 . PTHREE & 7 4b FPTHERGHIE 5 IR 0 b RIEZ R .
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[0154]  FakFn4ith KM fEHyclone SFMACHO UtilityRFaREEhERImIEFRHIRTr, &
2-3FALAR— IR, A 20 B 25 B AR 720 . 25 X 10°AE 4 /m1 (VCPM) 51,5 X 10°VCPM[A] . Ay
THHTRIEBIIC, L0 5 X L0VCPMATZRMEAT Beft,  HAEST°C 5% C0, FAEK:, IF AL
1 X 10°VPOM. AN\ P T8 28 f 2% Mk B2 g 2, T JEE [ 28 31 °C oA Al A K KA 8- 10K, e
TEVE AT NZIT0% , i 7F 4 °C T 3@ 1 8 FBeckman JLA 16-25%%FLL22,000 X g B 02204%
BRI FEAT 40 o I NEDTAFN ER BRI , 733l 22 f 244k B 9 5mMA 10mM, 4 F Vivaflow
2007] [F] PRI G 28 K 55 77 FEIR G T AR AT 75 - 20°C ol I [ 25 132 4 (Q- B AR W Bt IR FF , GE
Healthcare) FISEFZEMT (PUGHBPHUAAE) Mzt 4 4 4tk H br B - i@ id Bradford & A
JFR I 5 VI PR L Tl i AR I JE 25 A TR (RISDS - PAGEXS #F S b AT 40 T, I H B4 H
X DTS AT e, B AT B I BTPTH 1-3497144 (Abeam 14493) B 4 & & 11 GHBP
PUAIEAT 8 [ B ENTST - K 4l Ak AR T 25 2 A7 6 -80°C o

[0155] A& A= Wi 14 = M A A4 1 2 1 o SR P TH I 2 4 A R UMR - 106 (K BRS04
F) I cAMP I RE T o FEAFAE MR 20 - B A D0 1 4 48 B S0 150 81, F A FH c AMPAR; S
Elisa(R&D systems) M40 My Y0 1 cAMP 7K.

[0156]  FAR % MR DN REJRGR I sh ) 1 Al

[0157]  ShimizuZFEXTLA-PTRIR A 1 AR 55 MR D R IRGR RIS AR B o 71X N A5 Y
Wi, TRV T BT R BR 3R AT HOIR AR FOIR 55 AR IBR R (TPTX) - fi] & 2 : Xf MCharles River
Laboratories Japan, Inc3RfFHI6 K RIAT T FARTPTX. FA G, TEREANTE T N HER &
H1.10%E5F11.09% F H R K I W 0 5% R £5 1 UKLk} (pellet food) (CE-2;CLEA
Japan, Inc.,Tokyo, Japan) , MERF-ARFNTPTXOR A 2 SR BRIV AL o B — R , R 7T
TPTXFA 55K EBUET8. Omg/ dLII sCalt) F A J5 K R IEAT 5 SR E ST 72

[0158]  sEjififs) 1

[0159] AR ¥ HIN- Z5 M3k PTHAZ A4t AT I PTHI f A &5 44 23 B (1], PTHEL 7R 962 - FRIN - R ¥
SRR 23 T ) R wh o T X FhoAE ELAE FH A SR AR 5 R DR PTH A T A 7= A= PTHIY
“HEVE PRI, AT LE K BT IR PTHI) A= 403 M DL A2 K P TH. AN $ B 194 7 (LT 1) K 2
PTH (5% 2 1-34) ,N- KU PTHZ {4 45 #4358 (PTHrEx t , i % WL 5% ED29-L187 (HANR T H e 4H
A) SEKEERS G RO (GHBP, #kIE1-238) 2 [A] [ Rl A 4 - GHBP /& 11 14 35 43 » 8 152 11 LA in
Mw I PR LS IR VB B o BORE  AW104ATRAE , LB 1IEAEAEPA h S CHR A HAE

[0160]  SEjitifs]2

[0161]  f Ak WF F0AE B, FRATTRE A% 7ECHOZH i 2 b LLE 8 (1)K F (Z110mg/L) ik Fl
A AL PTHRL & 2> T, WG 78 70 B e b AT 23— 5 10k F2 . i@ i SDS - PAGE T JI T , BT A 1) 43
TR EEEN, I HAiE>95% .

[0162] 124 Jy (kI B MPTHREL G 73 1 2 HA VNG, IF HAEAR S AMPIlL SE Hh 7 A
TR B o

[0163]  SCjtfy)3

[0164]  PTHI-34 CL & TEAF1E B ANAF AEPTHAZ A (1) 240 P 71 25 #4358 (PTHex tR) M T 54K
R A EA (GHbp) @G 4R )5 %35 B A GH (GHss) BEPTH (PTHss) 155 K 51 AR Ak (pp) A4
TR, A T LU R AR T

[0165]  « 14A2c=PTHss-pp-PTH(1-34) - (g4s)4-PTHrExt- (g4s)4-GHbp (SEQ ID NO 13)
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[0166] * 14A3b=GHss-PTH(1-34) - (g4s)4-PTHrExt- (g4s)4-GHbp (SEQ ID NO 14)

[0167]  « 14A4=GHss-PTH(1-34) - (g4s) 4-GHbp (SEQ ID NO 15)

[0168] * 14A7=PTHss-pp-PTH(1-34) - (g4s)4-GHbp (SEQ ID NO 20)

[0169] L&A 1 B 40 Jr 1 A E v B , P Fa 0 1 v B3 R IE S B o, I HLr A 4
FiEE B 53 C AEGHbp R MTAE 15 2 4fi4k, . £ FH GHs s 1) IR L6 28 B Jia 1) 3R 8 /K~ 5AIC, JF B
SDS-PAGE 43 #r A A= Wyl 5 2 BH , FENK Uiy A B A1 1A 2 22 R ) B8 7 ) B n T mT AN 58 4, I
HEAGHss AR Le 2 1 it 5 B A PTHs s AR L8 2 1 JoT (R 2R AL AT R AN A] o (K128) XK 5 7
HAPTHss 4>+ Bt PTHRR 28 H S HIE 5 7 F1SR AT 1T P THF 21 i 58 4 0 TAHAF
G o AEFT PR A AN E b, BT 23 135 os AR S Y, O oA IR R B, A 4%PTHex tR
()53 B AR i 1 A1 (FE129F030)

[0170]  PTHREY & 0¥« Beit MM

[0171]  FURSS AR E (PTH) & —Fh84NN R AR IR , H AW G M AA AL T 7R R 1 - 34 . HH
R 55 B A LT A% 7K1 1T 72 A=PTH. PTHYE F T8 AR B 1 HR 5% iR 52 44 (PTHR1) , AT
R J2E 5 A ORI, DR G2 85 M Hh e, 380 M Hh W e 1 IR 35 AN I £ IR
55 BRI e JRAR (HypoPT) H, FEUIR 55 B 2K 5032 4051, DRI AN B 7 AR A Ar] B30 2 8 5 1) IR 55 iR
PR B WIIIR T A8 A RS AN yE PEVD3 %R 78 771 o £/t , FiNatpara (PTH 1-84) Z4XHypoPT
HPTHE RS VP ] H 75 22465 H sciE 4, 7 HLIRAS AK-FI sh T AR 15 B A% R R IEIT 52
BRI AHX K 2 B R UEA VI SRR o R, i 75 5 (18 5 1 28 BEPTHYE P4 7K~ (14 R PTH
g LRI RN AR A KR S5 H 46 E B (GHBP) Mat& T LA A K AUE KT ER (D) .
ERZFEOR, AT A4 7 KRERPTHRELE 731 (WL B TARIB) o TR PTHER & 4438 1 38 i
R E RN A SE A R PR 2 22 1, (R ORAF A2 0 2735 1 o A Dokt B LA IR PTHR 5 44 1
Bk — 20 Bt R PTHR 5 PTHrEx t I B0 1 W AR ELAE L B Lk P A, JE 3R A 1 A8 A V& P4 PTH
oy 1 B7 1EGHES & , K GHBPHR 43 H 1) 2 R - 104 SN2 BE R AR A N R (W104A) 5 A B
A PTHRLG 731 o Fr A WP THRE & 44 B 48 FH R SR A7 AE P THR IR 7 51 BUGH 73 MAE 5 R 3&
P

[0172] =ik

[0173]  Shimizu,M.,et al.,Pharmacodynamic Actions of a Long-Acting PTH Analog
(LA-PTH) in Thyroparathyroidectomized (TPTX) Rats and Normal Monkeys.J Bone
Miner Res,2016.31(7) :p.1405-12
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[0001]
[0002]
[0003]
[0004]
[0005]
[0006]
[0007]
[0008]
[0009]
[0010]
[0011]
[0012]
[0013]
[0014]
[0015]
[0016]
[0017]
[0018]
[0019]
[0020]
[0021]
[0022]
[0023]
[0024]
[0025]
[0026]
[0027]
[0028]
[0029]
[0030]
[0031]
[0032]
[0033]
[0034]
[0035]
[0036]
[0037]
[0038]
[0039]
[0040]
[0041]

Froak

<110>
<120>
<130>
<150>
<151>
<160>
<170>
210>
<2115
212>
<213>
220>
221>
222>
<223>
<400>

Met Ile Pro Ala Lys Asp Met Ala Lys Val Met Ile Val Met Leu Ala
10

1

210>
<2115
212>
<213>
220>
221>
222>
<223>
<400>

Met Ala Thr Gly Ser Arg Thr Ser Leu Leu Leu Ala Phe Gly Leu Leu

1

210>
211>
212>
<213>
220>
221>

WHE /R K 2% (University of Sheffield)

HUR 55 Bt & 2 ik
4632P/WO0

GB1706781.0

2017-04-28

75

SIPOSequencelListing 1.0
1

25

PRT

NTF%|(artificial sequence)

SIGNAL
0.0
(AL
1

10

5
Ile Cys Phe Leu Thr Lys Ser Asp Gly
20 25
2
26
PRT
NI %) (artificial sequence)
SIGNAL
0O..0
SRS
2
5
Cys Leu Pro Trp Leu Gln Glu Gly Ser Ala
20 25
3
159
PRT
ANTF%)(artificial sequence)
PEPTIDE
0O..0

222>

20



CN 110546159 B Fo5l & 2/72 T
[0042]  <223> PTHAZAAECD 1-159

[0043]  <400> 3

[0044] Asp Asp Val Met Thr Lys Glu Glu Gln Ile Phe Leu Leu His Arg Ala
[0045] 1 5 10 15
[0046] Gln Ala Gln Cys Glu Lys Arg Leu Lys Glu Val Leu Gln Arg Pro Ala
[0047] 20 25 30

[0048] Ser Ile Met Glu Ser Asp Lys Gly Trp Thr Ser Ala Ser Thr Ser Gly
[0049] 35 40 45

[0050] Lys Pro Arg Lys Asp Lys Ala Ser Gly Lys Leu Tyr Pro Glu Ser Glu
[0051] 50 55 60

[0052] Glu Asp Lys Glu Ala Pro Thr Gly Ser Arg Tyr Arg Gly Arg Pro Cys
[0053] 65 70 75 80
[0054] Leu Pro Glu Trp Asp His Ile Leu Cys Trp Pro Leu Gly Ala Pro Gly
[0055] 85 90 95
[0056] Glu Val Val Ala Val Pro Cys Pro Asp Tyr Ile Tyr Asp Phe Asn His
[0057] 100 105 110

[0058] Lys Gly His Ala Tyr Arg Arg Cys Asp Arg Asn Gly Ser Trp Glu Leu
[0059] 115 120 125

[0060] Val Pro Gly His Asn Arg Thr Trp Ala Asn Tyr Ser Glu Cys Val Lys
[0061] 130 135 140

[0062] Phe Leu Thr Asn Glu Thr Arg Glu Arg Glu Val Phe Asp Arg Leu
[0063] 145 150 155

[0064] <210> 4

[0065] <211> 10

[0066]  <212> PRT

[0067] <213> NTLJF%|(artificial sequence)

[0068]  <220>

[0069]  <221> PROPEP

[0070]  <222> ()..()

[0071]  <223> PTHrPHIfk

[0072]  <400> 4

[0073] Arg Ser Val Glu Gly Leu Ser Arg Arg Leu

[0074] 1 5 10

[0075] <210> 5

[0076] <211> 238

[0077]  <212> PRT

[0078] <213> NTLJF%|(artificial sequence)

[0079]  <220>

[0080] <221> PEPTIDE

[0081]  <222> ()..()

[0082]  <223> GHEZAAECD 1-238

[0083]  <400> 5
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[0084] Phe Ser Gly Ser Glu Ala Thr Ala Ala Ile Leu Ser Arg Ala Pro Trp
[0085] 1 5 10 15
[0086] Ser Leu Gln Ser Val Asn Pro Gly Leu Lys Thr Asn Ser Ser Lys Glu
[0087] 20 25 30

[0088] Pro Lys Phe Thr Lys Cys Arg Ser Pro Glu Arg Glu Thr Phe Ser Cys
[0089] 35 40 45

[0090] His Trp Thr Asp Glu Val His His Gly Thr Lys Asn Leu Gly Pro Ile
[0091] 50 55 60

[0092] Gln Leu Phe Tyr Thr Arg Arg Asn Thr Gln Glu Trp Thr Gln Glu Trp
[0093] 65 70 75 80
[0094] Lys Glu Cys Pro Asp Tyr Val Ser Ala Gly Glu Asn Ser Cys Tyr Phe
[0095] 85 90 95
[0096] Asn Ser Ser Phe Thr Ser Ile Trp Ile Pro Tyr Cys Ile Lys Leu Thr
[0097] 100 105 110

[0098] Ser Asn Gly Gly Thr Val Asp Glu Lys Cys Phe Ser Val Asp Glu Ile
[0099] 115 120 125

[0100] Val Gln Pro Asp Pro Pro Ile Ala Leu Asn Trp Thr Leu Leu Asn Val
[0101] 130 135 140

[0102] Ser Leu Thr Gly Ile His Ala Asp Ile Gln Val Arg Trp Glu Ala Pro
[0103] 145 150 155 160
[0104] Arg Asn Ala Asp Ile Gln Lys Gly Trp Met Val Leu Glu Tyr Glu Leu
[0105] 165 170 175
[0106] Gln Tyr Lys Glu Val Asn Glu Thr Lys Trp Lys Met Met Asp Pro Ile
[0107] 180 185 190

[0108] Leu Thr Thr Ser Val Pro Val Tyr Ser Leu Lys Val Asp Lys Glu Tyr
[0109] 195 200 205

[0110] Glu Val Arg Val Arg Ser Lys Gln Arg Asn Ser Gly Asn Tyr Gly Glu
[0111] 210 215 220

[0112]  Phe Ser Glu Val Leu Tyr Val Thr Leu Pro Gln Met Ser Gln

[0113] 225 230 235

[0114] <210> 6

[0115]  <211> 741

[0116]  <212> DNA

[0117]  <213> NILJ¥%l (artificial sequence)

[0118]  <220>

[0119]  <221> gene

[0120] <222> ()..0)

[0121]  <223> Rh&EA

[0122]  <400> 6

[0123] atggctacag gctccecggac gtcecetgete ctggettttg gectgetetg cetgecctgg 60
[0124] cttcaagagg gcagtgcctc tgtgagtgaa atacagctta tgcataacct gggaaaacat 120
[0125] ctgaactcga tggagagagt agaatggctg cgtaagaage tgcaggatgt gcacaatttt 180
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[0126]  ggtgecggag gtagtgeteg ceggaggtage getggeggag gtictggtge cggaggttee 240
[0127] gatgacgtca tgactaaaga ggaacagatc ttcctgctge accgtgetca ggeccagtge 300
[0128] gaaaaacggc tcaaggaggt cctgcagagg ccagccagea taatggaatc agacaaggga 360
[0129] tggacatctg cgtccacatc agggaagccc aggaaagata aggcatctgg gaagctctac 420
[0130] cctgagtctg aggaggacaa ggaggcaccc actggcagea ggtaccgagg gegeceetgt 480
[0131] ctgccggaat gggaccacat cctgtgetgg ccgetgggge caccaggtga ggtggtgget 540
[0132] gtgcectgte cggactacaa gtatgacttc aatcacaaag gecatgecta ccgacgetgt 600
[0133] gaccgcaatg gcagctggga getggtgect gggecacaaca ggacgtggge caactacage 660
[0134] gagtgtgtca aatttctcac caatgagact cgtgaacggg aggtgtttga ccgectgace 720
[0135] ggtcatcatc accatcacca t 741

[0136] <210> 7

[0137] <211> 238

[0138]  <212> PRT

[0139]  <213> ATLJ¥%l(artificial sequence)

[0140]  <220>

[0141]  <221> PEPTIDE

[0142] <222> ()..0)

[0143]  <223> Rh&EEA

[0144]  <400> 7

[0145] Phe Ser Gly Ser Glu Ala Thr Ala Ala Ile Leu Ser Arg Ala Pro Trp
[0146] 1 5 10 15

[0147] Ser Leu Gln Ser Val Asn Pro Gly Leu Lys Thr Asn Ser Ser Lys Glu
[0148] 20 25 30

[0149] Pro Lys Phe Thr Lys Cys Arg Ser Pro Glu Arg Glu Thr Phe Ser Cys
[0150] 35 40 45

[0151] His Trp Thr Asp Glu Val His His Gly Thr Lys Asn Leu Gly Pro Ile
[0152] 50 55 60

[0153]  Gln Leu Phe Tyr Thr Arg Arg Asn Thr Gln Glu Trp Thr Gln Glu Trp
[0154] 65 70 75 80

[0155] Lys Glu Cys Pro Asp Tyr Val Ser Ala Gly Glu Asn Ser Cys Tyr Phe
[0156] 85 90 95

[0157]  Asn Ser Ser Phe Thr Ser Ile Ala Ile Pro Tyr Cys Ile Lys Leu Thr
[0158] 100 105 110

[0159]  Ser Asn Gly Gly Thr Val Asp Glu Lys Cys Phe Ser Val Asp Glu Ile
[0160] 115 120 125

[0161] Val Gln Pro Asp Pro Pro Ile Ala Leu Asn Trp Thr Leu Leu Asn Val

[0162] 130 135 140

[0163] Ser Leu Thr Gly Ile His Ala Asp Ile Gln Val Arg Trp Glu Ala Pro
[0164] 145 150 155 160
[0165] Arg Asn Ala Asp Ile Gln Lys Gly Trp Met Val Leu Glu Tyr Glu Leu
[0166] 165 170 175

[0167] Gln Tyr Lys Glu Val Asn Glu Thr Lys Trp Lys Met Met Asp Pro Ile
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[0168]
[0169]
[0170]
[0171]
[0172]
[0173]
[0174]
[0175]
[0176]
[0177]
[0178]
[0179]
[0180]
[0181]
[0182]
[0183]
[0184]
[0185]
[0186]
[0187]
[0188]
[0189]
[0190]

180 185 190

Leu Thr Thr Ser Val Pro Val Tyr Ser Leu Lys Val Asp Lys Glu Tyr

195 200 205

Glu Val Arg Val Arg Ser Lys Gln Arg Asn Ser Gly Asn Tyr Gly Glu
210 215 220
Phe Ser Glu Val Leu Tyr Val Thr Leu Pro Gln Met Ser Gln

225

210>
<2115
212>
<213>
220>
221>
222>
223>
220>
221>
222>
223>
<220>
221>
222>
223>

230 235
8
36
PRT
NTF%|(artificial sequence)

PEPTIDE
0.0

Rl E R

SITE
D ..Q
HrpXESerikAla

SITE
(1) ..(35)
B H B, AL FESEQ ID NO SfE FERR1-28.1-29.1-30.1-31.1-32.1-33,1-348(1-

35, %M ZXaal 8 fELeuniMet , Xaa22 A8 /& Phe , 3 H Xaa26 A f&Hi sH ) &8/ —A,

[0191]
[0192]
[0193]
[0194]
[0195]
[0196]
[0197]
[0198]
[0199]
[0200]
[0201]
[0202]
[0203]
[0204]
[0205]
[0206]
[0207]
[0208]

220>
221>
222>
<223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>

SITE
(3)..@3)
HrpXESerikAla

SITE
8 ..
HpXEMetELeu

SITE
(10) .. (10)
HrpXEAsn. Ala.Val \Asp.GluafGln

SITE
(12) .. (12)
HHXZEGly Ala HisEArg

SITE
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[0209]  <222> (13)..(13)

[0210] <223> HrpX&ZLys.Ala.Leu.Gln.Arg.HisaTrp
[0211]  <220>

[0212]  <221> SITE

[0213] <222> (14)..(14)

[0214] <223> HrpX&EHis.Leu.Arg.Phe.TrpakSer
[0215]  <220>

[0216]  <221> SITE

[0217]  <222> (16) .. (16)

[0218]  <223> HHXZGInFlAsn

[0219]  <220>

[0220]  <221> SITE

[0221]  <222> (17)..(17)

[0222] <223> HAX/ZAspHEiSer

[0223] <220>

[0224] <221> SITE

[0225] <222> (18)..(18)

[0226] <223> HrXsEAlaLeuMet Glu.SersPhe
[0227]  <220>

[0228] <221> SITE

[0229]  <222> (22)..(22)

[0230] <223> H.HhX&ZAla.Phe.Glu.Ser.Leu.Asn.TrpakLys
[0231]  <220>

[0232]  <221> SITE

[0233] <222> (26)..(26)

[0234] <223> HrpX&ELys.His.Ala.Ser.AsniArg
[0235]  <400> 8

[0236] Xaa Val Xaa Glu Ile Gln Leu Xaa His Xaa Xaa Xaa Xaa Xaa Leu Xaa

[0237] 1 5 10 15
[0238] Xaa Xaa Arg Arg Arg Xaa Phe Leu Xaa Xaa Leu Ile Ala Glu Ile His
[0239] 20 25 30

[0240] Thr Ala Glu Ile

[0241] 35

[0242] <210> 9

[0243] <211> 84

[0244]  <212> PRT

[0245] <213> NTLJF%|(artificial sequence)
[0246]  <220>

[0247]  <221> PEPTIDE

[0248] <222> ()..()

[0249]  <223> Fh&EH

[0250]  <400> 9

25



CN 110546159 B

F 5l

%=

7/72 T

[0251]
[0252]
[0253]
[0254]
[0255]
[0256]
[0257]
[0258]
[0259]
[0260]
[0261]
[0262]
[0263]
[0264]
[0265]
[0266]
[0267]
[0268]
[0269]
[0270]
[0271]
[0272]
[0273]
[0274]
[0275]
[0276]
[0277]
[0278]
[0279]
[0280]
[0281]
[0282]
[0283]
[0284]
[0285]
[0286]
[0287]
[0288]
[0289]
[0290]
[0291]
[0292]

Ser Val Ser Glu

1

Ser Met Glu Arg

20

Asn Phe Val Ala
35

Gln Arg Pro Arg

50

Lys Ser Leu Gly

65

Ala Lys Ser Gln

<210> 10

<211> 36

<212> PRT

Gln Leu Met His Asn Leu Gly Lys His Leu Asn

10 15

Glu Trp Leu Arg Lys Lys Leu Gln Asp Val His

25

30

Gly Ala Pro Leu Ala Pro Arg Asp Ala Gly Ser

40

45

Lys Glu Asp Asn Val Leu Val Glu Ser His Glu

55

60

Ala Asp Lys Ala Asp Val Asn Val Leu Thr Lys

70

Q213> NTLF¥|(artificial sequence)

<220>
<221> PEPTIDE
222> (.. 0

223> BEEA
<400> 10

75 80

Ala Val Ala Glu Ile Gln Leu Met His Gln Arg Ala Lys Trp Ile Gln

1

10 15

Asp Ala Arg Arg Arg Ala Phe Leu His Lys Leu Ile Ala Glu Ile His

20
Thr Ala Glu Ile
35
<210> 11
211> 6
<212> PRT

25

213> NT.J¥%|(artificial sequence)

<220>
<221> PROPEP
222> ()..0
<223> PTHHI ik
<400> 11

Lys Ser Val Lys Lys Arg

1

<210> 12

<211> 496
<212> PRT

213> NT.J¥%(artificial sequence)

<220>

26
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[0293]  <221> PEPTIDE

[0294] <222> ().. ()

[0295]  <223> Rh&HEA

[0296]  <400> 12

[0297] Met Ile Pro Ala Lys Asp Met Ala Lys Val Met Ile Val Met Leu Ala
[0298] 1 5 10 15
[0299] Ile Cys Phe Leu Thr Lys Ser Asp Gly Ser Val Ser Glu Ile Gln Leu
[0300] 20 25 30

[0301] Met His Asn Leu Gly Lys His Leu Asn Ser Met Glu Arg Val Glu Trp
[0302] 35 40 45

[0303] Leu Arg Lys Lys Leu Gln Asp Val His Asn Phe Gly Gly Gly Gly Ser
[0304] 50 55 60

[0305] Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Asp
[0306] 65 70 75 80
[0307] Asp Val Met Thr Lys Glu Glu Gln Ile Phe Leu Leu His Arg Ala Gln
[0308] 85 90 95
[0309] Ala Gln Cys Glu Lys Arg Leu Lys Glu Val Leu Gln Arg Pro Ala Ser
[0310] 100 105 110

[0311] Ile Met Glu Ser Asp Lys Gly Trp Thr Ser Ala Ser Thr Ser Gly Lys
[0312] 115 120 125

[0313] Pro Arg Lys Asp Lys Ala Ser Gly Lys Leu Tyr Pro Glu Ser Glu Glu
[0314] 130 135 140

[0315] Asp Lys Glu Ala Pro Thr Gly Ser Arg Tyr Arg Gly Arg Pro Cys Leu
[0316] 145 150 155 160
[0317]  Pro Glu Trp Asp His Ile Leu Cys Trp Pro Leu Gly Ala Pro Gly Glu
[0318] 165 170 175
[0319] Val Val Ala Val Pro Cys Pro Asp Tyr Ile Tyr Asp Phe Asn His Lys
[0320] 180 185 190

[0321] Gly His Ala Tyr Arg Arg Cys Asp Arg Asn Gly Ser Trp Glu Leu Val
[0322] 195 200 205

[0323] Pro Gly His Asn Arg Thr Trp Ala Asn Tyr Ser Glu Cys Val Lys Phe
[0324] 210 215 220

[0325] Leu Thr Asn Glu Thr Arg Glu Arg Glu Val Phe Asp Arg Leu Gly Gly
[0326] 225 230 235 240
[0327]  Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly
[0328] 245 250 255
[0329] Gly Ser Phe Ser Gly Ser Glu Ala Thr Ala Ala Ile Leu Ser Arg Ala
[0330] 260 265 270

[0331] Pro Trp Ser Leu Gln Ser Val Asn Pro Gly Leu Lys Thr Asn Ser Ser
[0332] 275 280 285

[0333] Lys Glu Pro Lys Phe Thr Lys Cys Arg Ser Pro Glu Arg Glu Thr Phe
[0334] 290 295 300
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[0335] Ser Cys His Trp Thr Asp Glu Val His His Gly Thr Lys Asn Leu Gly
[0336] 305 310 315 320
[0337] Pro Ile Gln Leu Phe Tyr Thr Arg Arg Asn Thr Gln Glu Trp Thr Gln
[0338] 325 330 335
[0339] Glu Trp Lys Glu Cys Pro Asp Tyr Val Ser Ala Gly Glu Asn Ser Cys
[0340] 340 345 350

[0341] Tyr Phe Asn Ser Ser Phe Thr Ser Ile Ala Ile Pro Tyr Cys Ile Lys
[0342] 355 360 365

[0343] Leu Thr Ser Asn Gly Gly Thr Val Asp Glu Lys Cys Phe Ser Val Asp
[0344] 370 375 380

[0345] Glu Ile Val Gln Pro Asp Pro Pro Ile Ala Leu Asn Trp Thr Leu Leu
[0346] 385 390 395 400
[0347] Asn Val Ser Leu Thr Gly Ile His Ala Asp Ile Gln Val Arg Trp Glu
[0348] 405 410 415
[0349] Ala Pro Arg Asn Ala Asp Ile Gln Lys Gly Trp Met Val Leu Glu Tyr
[0350] 420 425 430

[0351] Glu Leu Gln Tyr Lys Glu Val Asn Glu Thr Lys Trp Lys Met Met Asp
[0352] 435 440 445

[0353] Pro Ile Leu Thr Thr Ser Val Pro Val Tyr Ser Leu Lys Val Asp Lys
[0354] 450 455 460

[0355] Glu Tyr Glu Val Arg Val Arg Ser Lys Gln Arg Asn Ser Gly Asn Tyr
[0356] 465 470 475 480
[0357] Gly Glu Phe Ser Glu Val Leu Tyr Val Thr Leu Pro Gln Met Ser Gln
[0358] 485 490 495
[0359] <210> 13

[0360]  <211> 502

[0361]  <212> PRT

[0362]  <213> ANZL/¥¥l(artificial sequence)

[0363]  <220>

[0364]  <221> PEPTIDE

[0365]  <222> ()..()

[0366]  <223> FAEEA

[0367]  <400> 13

[0368] Met Ile Pro Ala Lys Asp Met Ala Lys Val Met Ile Val Met Leu Ala
[0369] 1 5 10 15
[0370] Ile Cys Phe Leu Thr Lys Ser Asp Gly Lys Ser Val Lys Lys Arg Ser
[0371] 20 25 30

[0372] Val Ser Glu Ile Gln Leu Met His Asn Leu Gly Lys His Leu Asn Ser
[0373] 35 40 45

[0374] Met Glu Arg Val Glu Trp Leu Arg Lys Lys Leu Gln Asp Val His Asn
[0375] 50 55 60

[0376] Phe Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
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[0377] 65 70 75 80
[0378] Gly Gly Gly Gly Ser Asp Asp Val Met Thr Lys Glu Glu Gln Ile Phe
[0379] 85 90 95
[0380] Leu Leu His Arg Ala Gln Ala Gln Cys Glu Lys Arg Leu Lys Glu Val
[0381] 100 105 110

[0382] Leu Gln Arg Pro Ala Ser Ile Met Glu Ser Asp Lys Gly Trp Thr Ser
[0383] 115 120 125

[0384] Ala Ser Thr Ser Gly Lys Pro Arg Lys Asp Lys Ala Ser Gly Lys Leu
[0385] 130 135 140

[0386] Tyr Pro Glu Ser Glu Glu Asp Lys Glu Ala Pro Thr Gly Ser Arg Tyr
[0387] 145 150 155 160
[0388] Arg Gly Arg Pro Cys Leu Pro Glu Trp Asp His Ile Leu Cys Trp Pro
[0389] 165 170 175
[0390] Leu Gly Ala Pro Gly Glu Val Val Ala Val Pro Cys Pro Asp Tyr Ile
[0391] 180 185 190

[0392] Tyr Asp Phe Asn His Lys Gly His Ala Tyr Arg Arg Cys Asp Arg Asn
[0393] 195 200 205

[0394] Gly Ser Trp Glu Leu Val Pro Gly His Asn Arg Thr Trp Ala Asn Tyr
[0395] 210 215 220

[0396] Ser Glu Cys Val Lys Phe Leu Thr Asn Glu Thr Arg Glu Arg Glu Val
[0397] 225 230 235 240
[0398] Phe Asp Arg Leu Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly
[0399] 245 250 255
[0400] Gly Gly Ser Gly Gly Gly Gly Ser Phe Ser Gly Ser Glu Ala Thr Ala
[0401] 260 265 270

[0402] Ala Ile Leu Ser Arg Ala Pro Trp Ser Leu Gln Ser Val Asn Pro Gly
[0403] 275 280 285

[0404] Leu Lys Thr Asn Ser Ser Lys Glu Pro Lys Phe Thr Lys Cys Arg Ser
[0405] 290 295 300

[0406] Pro Glu Arg Glu Thr Phe Ser Cys His Trp Thr Asp Glu Val His His
[0407] 305 310 315 320
[0408] Gly Thr Lys Asn Leu Gly Pro Ile Gln Leu Phe Tyr Thr Arg Arg Asn
[0409] 325 330 335
[0410] Thr Gln Glu Trp Thr Gln Glu Trp Lys Glu Cys Pro Asp Tyr Val Ser
[0411] 340 345 350

[0412] Ala Gly Glu Asn Ser Cys Tyr Phe Asn Ser Ser Phe Thr Ser Ile Ala
[0413] 355 360 365

[0414] Ile Pro Tyr Cys Ile Lys Leu Thr Ser Asn Gly Gly Thr Val Asp Glu
[0415] 370 375 380

[0416] Lys Cys Phe Ser Val Asp Glu Ile Val Gln Pro Asp Pro Pro Ile Ala
[0417] 385 390 395 400
[0418] Leu Asn Trp Thr Leu Leu Asn Val Ser Leu Thr Gly Ile His Ala Asp
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[0419] 405 410 415
[0420] TIle Gln Val Arg Trp Glu Ala Pro Arg Asn Ala Asp Ile Gln Lys Gly
[0421] 420 425 430

[0422] Trp Met Val Leu Glu Tyr Glu Leu Gln Tyr Lys Glu Val Asn Glu Thr
[0423] 435 440 445

[0424] Lys Trp Lys Met Met Asp Pro Ile Leu Thr Thr Ser Val Pro Val Tyr
[0425] 450 455 460

[0426] Ser Leu Lys Val Asp Lys Glu Tyr Glu Val Arg Val Arg Ser Lys Gln
[0427] 465 470 475 480
[0428] Arg Asn Ser Gly Asn Tyr Gly Glu Phe Ser Glu Val Leu Tyr Val Thr
[0429] 485 490 495
[0430] Leu Pro Gln Met Ser Gln

[0431] 500

[0432] <210> 14

[0433]  <211> 497

[0434]  <212> PRT

[0435]  <213> ANZL/¥%l(artificial sequence)

[0436]  <220>

[0437]  <221> PEPTIDE

[0438] <222> ()..()

[0439]  <223> AhAEREA

[0440]  <400> 14

[0441] Met Ala Thr Gly Ser Arg Thr Ser Leu Leu Leu Ala Phe Gly Leu Leu
[0442] 1 5 10 15
[0443] Cys Leu Pro Trp Leu Gln Glu Gly Ser Ala Ser Val Ser Glu Ile Gln
[0444] 20 25 30

[0445] Leu Met His Asn Leu Gly Lys His Leu Asn Ser Met Glu Arg Val Glu
[0446] 35 40 45

[0447] Trp Leu Arg Lys Lys Leu Gln Asp Val His Asn Phe Gly Gly Gly Gly
[0448] 50 55 60

[0449] Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
[0450] 65 70 75 80
[0451] Asp Asp Val Met Thr Lys Glu Glu Gln Ile Phe Leu Leu His Arg Ala
[0452] 85 90 95
[0453] Gln Ala Gln Cys Glu Lys Arg Leu Lys Glu Val Leu Gln Arg Pro Ala
[0454] 100 105 110

[0455] Ser Ile Met Glu Ser Asp Lys Gly Trp Thr Ser Ala Ser Thr Ser Gly
[0456] 115 120 125

[0457] Lys Pro Arg Lys Asp Lys Ala Ser Gly Lys Leu Tyr Pro Glu Ser Glu
[0458] 130 135 140

[0459] Glu Asp Lys Glu Ala Pro Thr Gly Ser Arg Tyr Arg Gly Arg Pro Cys
[0460] 145 150 155 160
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[0461] Leu Pro Glu Trp Asp His Ile Leu Cys Trp Pro Leu Gly Ala Pro Gly
[0462] 165 170 175
[0463] Glu Val Val Ala Val Pro Cys Pro Asp Tyr Ile Tyr Asp Phe Asn His
[0464] 180 185 190

[0465] Lys Gly His Ala Tyr Arg Arg Cys Asp Arg Asn Gly Ser Trp Glu Leu
[0466] 195 200 205

[0467] Val Pro Gly His Asn Arg Thr Trp Ala Asn Tyr Ser Glu Cys Val Lys
[0468] 210 215 220

[0469] Phe Leu Thr Asn Glu Thr Arg Glu Arg Glu Val Phe Asp Arg Leu Gly
[0470] 225 230 235 240
[0471] Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly
[0472] 245 250 255
[0473] Gly Gly Ser Phe Ser Gly Ser Glu Ala Thr Ala Ala Ile Leu Ser Arg
[0474] 260 265 270

[0475] Ala Pro Trp Ser Leu Gln Ser Val Asn Pro Gly Leu Lys Thr Asn Ser
[0476] 275 280 285

[0477] Ser Lys Glu Pro Lys Phe Thr Lys Cys Arg Ser Pro Glu Arg Glu Thr
[0478] 290 295 300

[0479] Phe Ser Cys His Trp Thr Asp Glu Val His His Gly Thr Lys Asn Leu
[0480] 305 310 315 320
[0481] Gly Pro Ile Gln Leu Phe Tyr Thr Arg Arg Asn Thr Gln Glu Trp Thr
[0482] 325 330 335
[0483] Gln Glu Trp Lys Glu Cys Pro Asp Tyr Val Ser Ala Gly Glu Asn Ser
[0484] 340 345 350

[0485] Cys Tyr Phe Asn Ser Ser Phe Thr Ser Ile Ala Ile Pro Tyr Cys Ile
[0486] 355 360 365

[0487] Lys Leu Thr Ser Asn Gly Gly Thr Val Asp Glu Lys Cys Phe Ser Val
[0488] 370 375 380

[0489] Asp Glu Ile Val Gln Pro Asp Pro Pro Ile Ala Leu Asn Trp Thr Leu
[0490] 385 390 395 400
[0491] Leu Asn Val Ser Leu Thr Gly Ile His Ala Asp Ile Gln Val Arg Trp
[0492] 405 410 415
[0493] Glu Ala Pro Arg Asn Ala Asp Ile Gln Lys Gly Trp Met Val Leu Glu
[0494] 420 425 430

[0495] Tyr Glu Leu Gln Tyr Lys Glu Val Asn Glu Thr Lys Trp Lys Met Met
[0496] 435 440 445

[0497] Asp Pro Ile Leu Thr Thr Ser Val Pro Val Tyr Ser Leu Lys Val Asp
[0498] 450 455 460

[0499] Lys Glu Tyr Glu Val Arg Val Arg Ser Lys Gln Arg Asn Ser Gly Asn
[0500] 465 470 475 480
[0501] Tyr Gly Glu Phe Ser Glu Val Leu Tyr Val Thr Leu Pro Gln Met Ser
[0502] 485 490 495
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[0503] Gln

[0504] <210> 15

[0505] <211> 318

[0506]  <212> PRT

[0507] <213> ANL%l(artificial sequence)

[0508]  <220>

[0509]  <221> PEPTIDE

[0510]  <222> ()..()

[0511]  <223> @h&EEA

[0512]  <400> 15

[0513] Met Ala Thr Gly Ser Arg Thr Ser Leu Leu Leu Ala Phe Gly Leu Leu
[0514] 1 5 10 15
[0515] Cys Leu Pro Trp Leu Gln Glu Gly Ser Ala Ser Val Ser Glu Ile Gln
[0516] 20 25 30

[0517] Leu Met His Asn Leu Gly Lys His Leu Asn Ser Met Glu Arg Val Glu
[0518] 35 40 45

[0519] Trp Leu Arg Lys Lys Leu Gln Asp Val His Asn Phe Gly Gly Gly Gly
[0520] 50 55 60

[0521] Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
[0522] 65 70 75 80
[0523] Phe Ser Gly Ser Glu Ala Thr Ala Ala Ile Leu Ser Arg Ala Pro Trp
[0524] 85 90 95
[0525] Ser Leu Gln Ser Val Asn Pro Gly Leu Lys Thr Asn Ser Ser Lys Glu
[0526] 100 105 110

[0527] Pro Lys Phe Thr Lys Cys Arg Ser Pro Glu Arg Glu Thr Phe Ser Cys
[0528] 115 120 125

[0529] His Trp Thr Asp Glu Val His His Gly Thr Lys Asn Leu Gly Pro Ile
[0530] 130 135 140

[0531] Gln Leu Phe Tyr Thr Arg Arg Asn Thr Gln Glu Trp Thr Gln Glu Trp
[0532] 145 150 155 160
[0533] Lys Glu Cys Pro Asp Tyr Val Ser Ala Gly Glu Asn Ser Cys Tyr Phe
[0534] 165 170 175
[0535] Asn Ser Ser Phe Thr Ser Ile Ala Ile Pro Tyr Cys Ile Lys Leu Thr
[0536] 180 185 190

[0537] Ser Asn Gly Gly Thr Val Asp Glu Lys Cys Phe Ser Val Asp Glu Ile
[0538] 195 200 205

[0539] Val Gln Pro Asp Pro Pro Ile Ala Leu Asn Trp Thr Leu Leu Asn Val
[0540] 210 215 220

[0541] Ser Leu Thr Gly Ile His Ala Asp Ile Gln Val Arg Trp Glu Ala Pro
[0542] 225 230 235 240
[0543] Arg Asn Ala Asp Ile Gln Lys Gly Trp Met Val Leu Glu Tyr Glu Leu
[0544] 245 250 255
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[0545] Gln Tyr Lys Glu Val Asn Glu Thr Lys Trp Lys Met Met Asp Pro Ile
[0546] 260 265 270

[0547] Leu Thr Thr Ser Val Pro Val Tyr Ser Leu Lys Val Asp Lys Glu Tyr
[0548] 275 280 285

[0549] Glu Val Arg Val Arg Ser Lys Gln Arg Asn Ser Gly Asn Tyr Gly Glu
[0550] 290 295 300

[0551] Phe Ser Glu Val Leu Tyr Val Thr Leu Pro Gln Met Ser Gln

[0552] 305 310 315

[0553] <210> 16

[0554] <211> 239

[0555]  <212> PRT

[0556] <213> ANILJ¥%l (artificial sequence)

[0557]  <220>

[0558]  <221> PEPTIDE

[0559]  <222> ()..()

[0560]  <223> Rh&EA

[0561]  <400> 16

[0562] Met Ala Thr Gly Ser Arg Thr Ser Leu Leu Leu Ala Phe Gly Leu Leu
[0563] 1 5 10 15
[0564] Cys Leu Pro Trp Leu Gln Glu Gly Ser Ala Ser Val Ser Glu Ile Gln
[0565] 20 25 30

[0566] Leu Met His Asn Leu Gly Lys His Leu Asn Ser Met Glu Arg Val Glu
[0567] 35 40 45

[0568] Trp Leu Arg Lys Lys Leu Gln Asp Val His Asn Phe Gly Gly Gly Gly
[0569] 50 55 60

[0570] Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
[0571] 65 70 75 80
[0572] Asp Asp Val Met Thr Lys Glu Glu Gln Ile Phe Leu Leu His Arg Ala
[0573] 85 90 95
[0574] Gln Ala Gln Cys Glu Lys Arg Leu Lys Glu Val Leu Gln Arg Pro Ala
[0575] 100 105 110

[0576] Ser Ile Met Glu Ser Asp Lys Gly Trp Thr Ser Ala Ser Thr Ser Gly
[0577] 115 120 125

[0578] Lys Pro Arg Lys Asp Lys Ala Ser Gly Lys Leu Tyr Pro Glu Ser Glu
[0579] 130 135 140

[0580] Glu Asp Lys Glu Ala Pro Thr Gly Ser Arg Tyr Arg Gly Arg Pro Cys
[0581] 145 150 155 160
[0582] Leu Pro Glu Trp Asp His Ile Leu Cys Trp Pro Leu Gly Ala Pro Gly
[0583] 165 170 175
[0584] Glu Val Val Ala Val Pro Cys Pro Asp Tyr Ile Tyr Asp Phe Asn His
[0585] 180 185 190

[0586] Lys Gly His Ala Tyr Arg Arg Cys Asp Arg Asn Gly Ser Trp Glu Leu
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[0587]
[0588]
[0589]
[0590]
[0591]
[0592]
[0593]
[0594]
[0595]
[0596]
[0597]
[0598]
[0599]
[0600]
[0601]
[0602]
[0603]
[0604]
[0605]
[0606]
[0607]
[0608]
[0609]
[0610]
[0611]
[0612]
[0613]
[0614]
[0615]
[0616]
[0617]
[0618]
[0619]
[0620]
[0621]
[0622]
[0623]
[0624]
[0625]
[0626]
[0627]
[0628]

195

200

205

Val Pro Gly His Asn Arg Thr Trp Ala Asn Tyr Ser Glu Cys Val Lys

210

215

220

Phe Leu Thr Asn Glu Thr Arg Glu Arg Glu Val Phe Asp Arg Leu

225

<210> 17
211> 24

212>
<213>

220>

221>
222>
223>

<400> 17
Met Ala Thr Gly

1
Cys

Leu

Trp

Ser

65

Asp

Gln

Ser

Lys

Glu

145

Leu

Glu

Lys

Val

Leu

Met

Leu

50

Gly

Asp

Ala

Ile

Pro

130

Pro

Val

Gly

Pro
210

7

PRT
ANT.JF%| (artificial sequence)

Pro
His
35

Arg
Gly
Val
Gln
Met
115
Arg
Lys
Glu
Val
His

195
Gly

PEPTIDE
O..0
Al & EH

Trp
20

Asn
Lys
Gly
Met
Cys
100
Glu
Lys
Glu
Trp
Ala
180

Ala

His

Ser

Leu

Leu

Lys

Gly

Thr

85

Glu

Ser

Asp

Ala

Asp

165

Val

Tyr

Asn

230

Arg

Gln

Gly

Leu

Ser

70

Lys

Lys

Asp

Lys

Pro

150

His

Pro

Arg

Arg

Thr

Glu

Lys

Gln

55

Gly

Glu

Arg

Lys

Ala

135

Thr

Ile

Cys

Arg

Thr
215

Ser
Gly
His
40

Asp
Gly
Glu
Leu
Gly
120
Ser
Gly
Leu
Pro
Cys

200
Trp

Leu
Ser
25

Leu
Val
Gly
Gln
Lys
105
Trp
Gly
Ser
Cys
Asp
185

Asp

Ala

34

Leu
10

Ala
Asn
His
Gly
Ile
90

Glu

Thr

Lys

Trp
170
Tyr

Arg

Asn

235

Leu

Ser

Ser

Asn

Ser

75

Phe

Val

Ser

Leu

Tyr

155

Pro

Ile

Asn

Tyr

Ala

Val

Met

Phe

60

Gly

Leu

Leu

Ala

Tyr

140

Arg

Leu

Tyr

Gly

Ser
220

Phe

Ser

Glu

45

Gly

Gly

Leu

Gln

Ser

125

Pro

Gly

Gly

Asp

Ser

205
Glu

Gly
Glu
30

Arg
Gly
Gly
His
Arg
110
Thr
Glu
Arg
Ala
Phe
190

Trp

Cys

Leu
15

Ile
Val
Gly
Gly
Arg
95

Pro
Ser
Ser
Pro
Pro
175
Asn

Glu

Val

Leu

Gln

Glu

Gly

Ser

80

Ala

Ala

Gly

Glu

Cys

160

Gly

His

Leu

Lys
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[0629]
[0630]
[0631]
[0632]
[0633]
[0634]
[0635]
[0636]
[0637]
[0638]
[0639]
[0640]
[0641]
[0642]
[0643]
[0644]
[0645]
[0646]
[0647]
[0648]
[0649]
[0650]
[0651]
[0652]
[0653]
[0654]
[0655]
[0656]
[0657]
[0658]
[0659]
[0660]
[0661]
[0662]
[0663]
[0664]
[0665]
[0666]
[0667]
[0668]
[0669]
[0670]

Phe Leu Thr Asn Glu Thr Arg Glu Arg Glu Val Phe Asp Arg Leu Thr

225

230

Gly His His His His His His

<210> 18
211> 25

212>
213>

<220>

221>
222>
223>

<400> 18
Met Ile Pro Ala

1
Ile

Val

Met

Phe

65

Gly

Leu

Leu

Ala

Tyr

145

Arg

Leu

Tyr

Gly

Ser

Cys

Ser

Glu

50

Gly

Gly

Leu

Gln

Ser

130

Pro

Gly

Gly

Asp

Ser

210
Glu

2

PRT
NTJF%)(artificial sequence)

Phe
Glu
35

Arg
Gly
Gly
His
Arg
115
Thr
Glu
Arg
Ala
Phe
195

Trp

Cys

PEPTIDE
0.0

A

Leu
20

Ile
Val
Gly
Gly
Arg
100
Pro
Ser
Ser
Pro
Pro
180
Asn

Glu

Val

245

Lys

Thr

Gln

Glu

Gly

Ser

85

Ala

Ala

Gly

Glu

Cys

165

Gly

His

Leu

Lys

Asp

Lys

Leu

Trp

Ser

70

Asp

Gln

Ser

Lys

Glu

150

Leu

Glu

Lys

Val

Phe

Met

Ser

Met

Leu

55

Gly

Asp

Ala

Ile

Pro

135

Asp

Pro

Val

Gly

Pro

215

Leu

Ala
Asp
His
40

Arg
Gly
Val
Gln
Met
120
Arg
Lys
Glu
Val
His
200

Gly

Thr

Lys
Gly

25

Asn

Gly

Met

Cys

105

Glu

Lys

Glu

Trp

Ala

185

Ala

His

Asn

35

Val
10
Lys

Leu

Gly
Thr
90

Glu
Ser
Asp
Ala
Asp
170
Val
Tyr

Asn

Glu

235

Met

Ser

Gly

Leu

Ser

75

Lys

Lys

Asp

Lys

Pro

155

His

Pro

Arg

Arg

Thr

Ile

Val

Lys

Gln

60

Gly

Glu

Arg

Lys

Ala

140

Thr

Ile

Cys

Arg

Thr

220
Arg

Val
Lys
His
45

Asp
Gly
Glu
Leu
Gly
125
Ser
Gly
Leu
Pro
Cys
205

Trp

Glu

Met Leu

15
Lys Arg
30

Leu Asn

Val His

Gly Gly

Gln Ile
95

Lys Glu

110

Trp Thr

Gly Lys

Ser Arg

Cys Trp
175

Asp Tyr

190

Asp Arg

Ala Asn

Arg Glu

240

Ala

Ser

Ser

Asn

Ser

80

Phe

Val

Ser

Leu

Tyr

160

Pro

Ile

Asn

Tyr

Val
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[0671] 225 230 235 240
[0672] Phe Asp Arg Leu Thr Gly His His His His His His

[0673] 245 250

[0674]  <210> 19

[0675] <211> 244

[0676]  <212> PRT

[0677] <213> NL%l(artificial sequence)

[0678]  <220>

[0679]  <221> PEPTIDE

[0680] <222> ()..()

[0681]  <223> RHAEHA

[0682]  <400> 19

[0683] Met Ile Pro Ala Lys Asp Met Ala Lys Val Met Ile Val Met Leu Ala
[0684] 1 5 10 15
[0685] Ile Cys Phe Leu Thr Lys Ser Asp Gly Lys Ser Val Lys Lys Arg Ser
[0686] 20 25 30

[0687] Val Ser Glu Ile Gln Leu Met His Asn Leu Gly Lys His Leu Asn Ser
[0688] 35 40 45

[0689] Met Glu Arg Val Glu Trp Leu Arg Lys Lys Leu Gln Asp Val His Asn
[0690] 50 55 60

[0691] Phe Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
[0692] 65 70 75 80
[0693] Gly Gly Gly Gly Ser Asp Asp Val Met Thr Lys Glu Glu Gln Ile Phe
[0694] 85 90 95
[0695] Leu Leu His Arg Ala Gln Ala Gln Cys Glu Lys Arg Leu Lys Glu Val
[0696] 100 105 110

[0697] Leu Gln Arg Pro Ala Ser Ile Met Glu Ser Asp Lys Gly Trp Thr Ser
[0698] 115 120 125

[0699] Ala Ser Thr Ser Gly Lys Pro Arg Lys Asp Lys Ala Ser Gly Lys Leu
[0700] 130 135 140

[0701] Tyr Pro Glu Ser Glu Glu Asp Lys Glu Ala Pro Thr Gly Ser Arg Tyr
[0702] 145 150 155 160
[0703] Arg Gly Arg Pro Cys Leu Pro Glu Trp Asp His Ile Leu Cys Trp Pro
[0704] 165 170 175
[0705] Leu Gly Ala Pro Gly Glu Val Val Ala Val Pro Cys Pro Asp Tyr Ile
[0706] 180 185 190

[0707] Tyr Asp Phe Asn His Lys Gly His Ala Tyr Arg Arg Cys Asp Arg Asn
[0708] 195 200 205

[0709] Gly Ser Trp Glu Leu Val Pro Gly His Asn Arg Thr Trp Ala Asn Tyr
[0710] 210 215 220

[0711]  Ser Glu Cys Val Lys Phe Leu Thr Asn Glu Thr Arg Glu Arg Glu Val
[0712] 225 230 235 240
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[0713] Phe Asp Arg Leu

[0714]  <210> 20

[0715]  <211> 323

[0716]  <212> PRT

[0717] <213> NL%l(artificial sequence)

[0718]  <220>

[0719]  <221> PEPTIDE

[0720] <222> ()..()

[0721]  <223> @h&EEA

[0722]  <400> 20

[0723] Met Ile Pro Ala Lys Asp Met Ala Lys Val Met Ile Val Met Leu Ala
[0724] 1 5 10 15
[0725] Ile Cys Phe Leu Thr Lys Ser Asp Gly Lys Ser Val Lys Lys Arg Ser
[0726] 20 25 30

[0727] Val Ser Glu Ile Gln Leu Met His Asn Leu Gly Lys His Leu Asn Ser
[0728] 35 40 45

[0729] Met Glu Arg Val Glu Trp Leu Arg Lys Lys Leu Gln Asp Val His Asn
[0730] 50 55 60

[0731]  Phe Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
[0732] 65 70 75 80
[0733] Gly Gly Gly Gly Ser Phe Ser Gly Ser Glu Ala Thr Ala Ala Ile Leu
[0734] 85 90 95
[0735] Ser Arg Ala Pro Trp Ser Leu Gln Ser Val Asn Pro Gly Leu Lys Thr
[0736] 100 105 110

[0737] Asn Ser Ser Lys Glu Pro Lys Phe Thr Lys Cys Arg Ser Pro Glu Arg
[0738] 115 120 125

[0739] Glu Thr Phe Ser Cys His Trp Thr Asp Glu Val His His Gly Thr Lys
[0740] 130 135 140

[0741] Asn Leu Gly Pro Ile Gln Leu Phe Tyr Thr Arg Arg Asn Thr Gln Glu
[0742] 145 150 155 160
[0743] Trp Thr Gln Glu Trp Lys Glu Cys Pro Asp Tyr Val Ser Ala Gly Glu
[0744] 165 170 175
[0745] Asn Ser Cys Tyr Phe Asn Ser Ser Phe Thr Ser Ile Ala Ile Pro Tyr
[0746] 180 185 190

[0747] Cys Ile Lys Leu Thr Ser Asn Gly Gly Thr Val Asp Glu Lys Cys Phe
[0748] 195 200 205

[0749] Ser Val Asp Glu Ile Val Gln Pro Asp Pro Pro Ile Ala Leu Asn Trp
[0750] 210 215 220

[0751] Thr Leu Leu Asn Val Ser Leu Thr Gly Ile His Ala Asp Ile Gln Val
[0752] 225 230 235 240
[0753] Arg Trp Glu Ala Pro Arg Asn Ala Asp Ile Gln Lys Gly Trp Met Val
[0754] 245 250 255
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[0755]
[0756]
[0757]
[0758]
[0759]
[0760]
[0761]
[0762]
[0763]
[0764]
[0765]
[0766]
[0767]
[0768]
[0769]
[0770]
[0771]
[0772]
[0773]
[0774]
[0775]
[0776]
[0777]
[0778]
[0779]
[0780]
[0781]
[0782]
[0783]
[0784]
[0785]
[0786]
[0787]
[0788]
[0789]
[0790]
[0791]
[0792]
[0793]
[0794]
[0795]
[0796]

Leu Glu Tyr

Met Met Asp

275

Val Asp Lys

290

Gly Asn Tyr

305

Met Ser Gln

210>
<2115
212>
<213>

220>

221>
222>
223>
<400>

21

502
PRT
NI %) (artificial sequence)

Glu Leu Gln Tyr Lys Glu Val Asn

260

265

Pro Ile Leu Thr Thr Ser

280

Glu Tyr Glu Val Arg Val

295

Gly Glu Phe Ser Glu Val

PEPTIDE
0.0
Gigegids
21

Met Ile Pro Ala

1
Ile

Val
Met
Phe
65

Gly
Leu
Leu
Ala
Tyr
145

Arg

Leu

Cys
Ser
Glu
50

Gly
Gly
Leu
Gln
Ser
130
Pro

Gly

Gly

Phe
Glu
35

Arg
Gly
Gly
His
Arg
115
Thr
Glu

Arg

Ala

Leu
20

Ile
Val
Gly
Gly
Arg
100
Pro
Ser
Ser

Pro

Pro
180

Lys

Thr

Gln

Glu

Gly

Ser

85

Ala

Ala

Gly

Glu

Cys

165
Gly

310

Asp

Lys

Leu

Trp

Ser

70

Asp

Gln

Ser

Lys

Glu

150

Leu

Glu

Met

Ser

Met

Leu

55

Gly

Asp

Ala

Ile

Pro

135

Asp

Pro

Val

Ala

Asp

His

40

Arg

Gly

Val

Gln

Met

120

Arg

Lys

Glu

Val

Lys
Gly
25

Asn
Lys
Gly
Met
Cys

105
Glu

Lys

Glu

Trp

Ala
185

38

Val

Arg

Leu

Val
10

Lys
Leu
Lys
Gly
Thr
90

Glu
Ser
Asp
Ala
Asp

170
Val

Pro

Ser

315

Met

Ser

Gly

Leu

Ser

75

Lys

Lys

Asp

Lys

Pro

155

His

Pro

Glu

Val

Lys

300
Val

Ile

Val

Lys

Gln

60

Gly

Glu

Arg

Lys

Ala

140

Thr

Ile

Cys

Thr
Tyr
285

Gln

Thr

Val

Lys

His

45

Asp

Gly

Glu

Leu

Gly

125

Ser

Gly

Leu

Pro

Lys
270
Ser

Arg

Leu

Met

Lys

30

Leu

Val

Gly

Gln

Lys

110

Trp

Gly

Ser

Cys

Asp
190

Trp

Leu

Asn

Pro

Leu
15

Arg
Asn
His
Gly
Ile
95

Glu
Thr
Lys
Arg
Trp

175
Tyr

Lys

Lys

Ser

Gln
320

Ala

Ser

Ser

Asn

Ser

80

Phe

Val

Ser

Leu

Tyr

160

Pro

Lys
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[0797] Tyr Asp Phe Asn His Lys Gly His Ala Tyr Arg Arg Cys Asp Arg Asn
[0798] 195 200 205

[0799] Gly Ser Trp Glu Leu Val Pro Gly His Asn Arg Thr Trp Ala Asn Tyr
[0800] 210 215 220

[0801] Ser Glu Cys Val Lys Phe Leu Thr Asn Glu Thr Arg Glu Arg Glu Val
[0802] 225 230 235 240
[0803] Phe Asp Arg Leu Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly
[0804] 245 250 255
[0805] Gly Gly Ser Gly Gly Gly Gly Ser Phe Ser Gly Ser Glu Ala Thr Ala
[0806] 260 265 270

[0807] Ala Ile Leu Ser Arg Ala Pro Trp Ser Leu Gln Ser Val Asn Pro Gly
[0808] 275 280 285

[0809] Leu Lys Thr Asn Ser Ser Lys Glu Pro Lys Phe Thr Lys Cys Arg Ser
[0810] 290 295 300

[0811] Pro Glu Arg Glu Thr Phe Ser Cys His Trp Thr Asp Glu Val His His
[0812] 305 310 315 320
[0813] Gly Thr Lys Asn Leu Gly Pro Ile Gln Leu Phe Tyr Thr Arg Arg Asn
[0814] 325 330 335
[0815] Thr Gln Glu Trp Thr Gln Glu Trp Lys Glu Cys Pro Asp Tyr Val Ser
[0816] 340 345 350

[0817] Ala Gly Glu Asn Ser Cys Tyr Phe Asn Ser Ser Phe Thr Ser Ile Ala
[0818] 355 360 365

[0819] Ile Pro Tyr Cys Ile Lys Leu Thr Ser Asn Gly Gly Thr Val Asp Glu
[0820] 370 375 380

[0821] Lys Cys Phe Ser Val Asp Glu Ile Val Gln Pro Asp Pro Pro Ile Ala
[0822] 385 390 395 400
[0823] Leu Asn Trp Thr Leu Leu Asn Val Ser Leu Thr Gly Ile His Ala Asp
[0824] 405 410 415
[0825] Ile Gln Val Arg Trp Glu Ala Pro Arg Asn Ala Asp Ile Gln Lys Gly
[0826] 420 425 430

[0827] Trp Met Val Leu Glu Tyr Glu Leu Gln Tyr Lys Glu Val Asn Glu Thr
[0828] 435 440 445

[0829] Lys Trp Lys Met Met Asp Pro Ile Leu Thr Thr Ser Val Pro Val Tyr
[0830] 450 455 460

[0831] Ser Leu Lys Val Asp Lys Glu Tyr Glu Val Arg Val Arg Ser Lys Gln
[0832] 465 470 475 480
[0833] Arg Asn Ser Gly Asn Tyr Gly Glu Phe Ser Glu Val Leu Tyr Val Thr
[0834] 485 490 495
[0835] Leu Pro Gln Met Ser Gln

[0836] 500

[0837] <210> 22

[0838] <211> 497
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[0839]  <212> PRT

[0840] <213> ANT. &% (artificial sequence)

[0841]  <220>

[0842]  <221> PEPTIDE

[0843] <222> ()..()

[0844]  <223> kA EA

[0845]  <400> 22

[0846] Met Ala Thr Gly Ser Arg Thr Ser Leu Leu Leu Ala Phe Gly Leu Leu
[0847] 1 5 10 15
[0848] Cys Leu Pro Trp Leu Gln Glu Gly Ser Ala Ser Val Ser Glu Ile Gln
[0849] 20 25 30

[0850] Leu Met His Asn Leu Gly Lys His Leu Asn Ser Met Glu Arg Val Glu
[0851] 35 40 45

[0852] Trp Leu Arg Lys Lys Leu Gln Asp Val His Asn Phe Gly Gly Gly Gly
[0853] 50 55 60

[0854] Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
[0855] 65 70 75 80
[0856] Asp Asp Val Met Thr Lys Glu Glu Gln Ile Phe Leu Leu His Arg Ala
[0857] 85 90 95
[0858] Gln Ala Gln Cys Glu Lys Arg Leu Lys Glu Val Leu Gln Arg Pro Ala
[0859] 100 105 110

[0860] Ser Ile Met Glu Ser Asp Lys Gly Trp Thr Ser Ala Ser Thr Ser Gly
[0861] 115 120 125

[0862] Lys Pro Arg Lys Asp Lys Ala Ser Gly Lys Leu Tyr Pro Glu Ser Glu
[0863] 130 135 140

[0864] Glu Asp Lys Glu Ala Pro Thr Gly Ser Arg Tyr Arg Gly Arg Pro Cys
[0865] 145 150 155 160
[0866] Leu Pro Glu Trp Asp His Ile Leu Cys Trp Pro Leu Gly Ala Pro Gly
[0867] 165 170 175
[0868] Glu Val Val Ala Val Pro Cys Pro Asp Tyr Lys Tyr Asp Phe Asn His
[0869] 180 185 190

[0870] Lys Gly His Ala Tyr Arg Arg Cys Asp Arg Asn Gly Ser Trp Glu Leu
[0871] 195 200 205

[0872] Val Pro Gly His Asn Arg Thr Trp Ala Asn Tyr Ser Glu Cys Val Lys
[0873] 210 215 220

[0874] Phe Leu Thr Asn Glu Thr Arg Glu Arg Glu Val Phe Asp Arg Leu Gly
[0875] 225 230 235 240
[0876] Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly
[0877] 245 250 255
[0878] Gly Gly Ser Phe Ser Gly Ser Glu Ala Thr Ala Ala Ile Leu Ser Arg
[0879] 260 265 270

[0880] Ala Pro Trp Ser Leu Gln Ser Val Asn Pro Gly Leu Lys Thr Asn Ser
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[0881] 275 280 285

[0882] Ser Lys Glu Pro Lys Phe Thr Lys Cys Arg Ser Pro Glu Arg Glu Thr
[0883] 290 295 300

[0884] Phe Ser Cys His Trp Thr Asp Glu Val His His Gly Thr Lys Asn Leu
[0885] 305 310 315 320
[0886] Gly Pro Ile Gln Leu Phe Tyr Thr Arg Arg Asn Thr Gln Glu Trp Thr
[0887] 325 330 335
[0888] Gln Glu Trp Lys Glu Cys Pro Asp Tyr Val Ser Ala Gly Glu Asn Ser
[0889] 340 345 350

[0890] Cys Tyr Phe Asn Ser Ser Phe Thr Ser Ile Ala Ile Pro Tyr Cys Ile
[0891] 355 360 365

[0892] Lys Leu Thr Ser Asn Gly Gly Thr Val Asp Glu Lys Cys Phe Ser Val
[0893] 370 375 380

[0894] Asp Glu Ile Val Gln Pro Asp Pro Pro Ile Ala Leu Asn Trp Thr Leu
[0895] 385 390 395 400
[0896] Leu Asn Val Ser Leu Thr Gly Ile His Ala Asp Ile Gln Val Arg Trp
[0897] 405 410 415
[0898] Glu Ala Pro Arg Asn Ala Asp Ile Gln Lys Gly Trp Met Val Leu Glu
[0899] 420 425 430

[0900] Tyr Glu Leu Gln Tyr Lys Glu Val Asn Glu Thr Lys Trp Lys Met Met
[0901] 435 440 445

[0902] Asp Pro Ile Leu Thr Thr Ser Val Pro Val Tyr Ser Leu Lys Val Asp
[0903] 450 455 460

[0904] Lys Glu Tyr Glu Val Arg Val Arg Ser Lys Gln Arg Asn Ser Gly Asn
[0905] 465 470 475 480
[0906] Tyr Gly Glu Phe Ser Glu Val Leu Tyr Val Thr Leu Pro Gln Met Ser
[0907] 485 490 495
[0908]  Gln

[0909] <210> 23

[0910] <211> 252

[0911]  <212> PRT

[0912] <213> ANILJ¥%l (artificial sequence)

[0913]  <220>

[0914]  <221> PEPTIDE

[0915]  <222> ()..()

[0916]  <223> Rh&EHEA

[0917]  <400> 23

[0918] Met Ile Pro Ala Lys Asp Met Ala Lys Val Met Ile Val Met Leu Ala
[0919] 1 5 10 15
[0920] Ile Cys Phe Leu Thr Lys Ser Asp Gly Lys Ser Val Lys Lys Arg Ser
[0921] 20 25 30

[0922] Val Ser Glu Ile Gln Leu Met His Asn Leu Gly Lys His Leu Asn Ser
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[0923] 35 40 45

[0924] Met Glu Arg Val Glu Trp Leu Arg Lys Lys Leu Gln Asp Val His Asn
[0925] 50 55 60

[0926] Phe Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
[0927] 65 70 75 80
[0928] Gly Gly Gly Gly Ser Asp Asp Val Met Thr Lys Glu Glu Gln Ile Phe
[0929] 85 90 95
[0930] Leu Leu His Arg Ala Gln Ala Gln Cys Glu Lys Arg Leu Lys Glu Val
[0931] 100 105 110

[0932] Leu Gln Arg Pro Ala Ser Ile Met Glu Ser Asp Lys Gly Trp Thr Ser
[0933] 115 120 125

[0934] Ala Ser Thr Ser Gly Lys Pro Arg Lys Asp Lys Ala Ser Gly Lys Leu
[0935] 130 135 140

[0936] Tyr Pro Glu Ser Glu Glu Asp Lys Glu Ala Pro Thr Gly Ser Arg Tyr
[0937] 145 150 155 160
[0938] Arg Gly Arg Pro Cys Leu Pro Glu Trp Asp His Ile Leu Cys Trp Pro
[0939] 165 170 175
[0940] Leu Gly Ala Pro Gly Glu Val Val Ala Val Pro Cys Pro Asp Tyr Lys
[0941] 180 185 190

[0942] Tyr Asp Phe Asn His Lys Gly His Ala Tyr Arg Arg Cys Asp Arg Asn
[0943] 195 200 205

[0944] Gly Ser Trp Glu Leu Val Pro Gly His Asn Arg Thr Trp Ala Asn Tyr
[0945] 210 215 220

[0946] Ser Glu Cys Val Lys Phe Leu Thr Asn Glu Thr Arg Glu Arg Glu Val
[0947] 225 230 235 240
[0948] Phe Asp Arg Leu Thr Gly His His His His His His

[0949] 245 250

[0950]  <210> 24

[0951]  <211> 247

[0952]  <212> PRT

[0953]  <213> ALJ¥%l(artificial sequence)

[0954]  <220>

[0955]  <221> PEPTIDE

[0956]  <222> ()..()

[0957] <223> A& EA

[0958]  <400> 24

[0959] Met Ala Thr Gly Ser Arg Thr Ser Leu Leu Leu Ala Phe Gly Leu Leu
[0960] 1 5 10 15
[0961] Cys Leu Pro Trp Leu Gln Glu Gly Ser Ala Ser Val Ser Glu Ile Gln
[0962] 20 25 30

[0963] Leu Met His Asn Leu Gly Lys His Leu Asn Ser Met Glu Arg Val Glu
[0964] 35 40 45

42



CN 110546159 B F 5 = 24/72 T
[0965] Trp Leu Arg Lys Lys Leu Gln Asp Val His Asn Phe Gly Gly Gly Gly
[0966] 50 55 60

[0967] Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
[0968] 65 70 75 80
[0969] Asp Asp Val Met Thr Lys Glu Glu Gln Ile Phe Leu Leu His Arg Ala
[0970] 85 90 95
[0971]  Gln Ala Gln Cys Glu Lys Arg Leu Lys Glu Val Leu Gln Arg Pro Ala
[0972] 100 105 110

[0973] Ser Ile Met Glu Ser Asp Lys Gly Trp Thr Ser Ala Ser Thr Ser Gly
[0974] 115 120 125

[0975] Lys Pro Arg Lys Asp Lys Ala Ser Gly Lys Leu Tyr Pro Glu Ser Glu
[0976] 130 135 140

[0977] Glu Asp Lys Glu Ala Pro Thr Gly Ser Arg Tyr Arg Gly Arg Pro Cys
[0978] 145 150 155 160
[0979] Leu Pro Glu Trp Asp His Ile Leu Cys Trp Pro Leu Gly Ala Pro Gly
[0980] 165 170 175
[0981] Glu Val Val Ala Val Pro Cys Pro Asp Tyr Lys Tyr Asp Phe Asn His
[0982] 180 185 190

[0983] Lys Gly His Ala Tyr Arg Arg Cys Asp Arg Asn Gly Ser Trp Glu Leu
[0984] 195 200 205

[0985] Val Pro Gly His Asn Arg Thr Trp Ala Asn Tyr Ser Glu Cys Val Lys
[0986] 210 215 220

[0987] Phe Leu Thr Asn Glu Thr Arg Glu Arg Glu Val Phe Asp Arg Leu Thr
[0988] 225 230 235 240
[0989] Gly His His His His His His

[0990] 245

[0991]  <210> 25

[0992]  <211> 504

[0993]  <212> PRT

[0994]  <213> ATLJ¥%l(artificial sequence)

[0995]  <220>

[0996]  <221> PEPTIDE

[0997] <222> ()..()

[0998]  <223> A EREA

[0999]  <400> 25

[1000] Met Ile Pro Ala Lys Asp Met Ala Lys Val Met Ile Val Met Leu Ala
[1001] 1 5 10 15
[1002] Ile Cys Phe Leu Thr Lys Ser Asp Gly Lys Ser Val Lys Lys Arg Ala
[1003] 20 25 30

[1004] Val Ala Glu Ile Gln Leu Met His Gln Arg Ala Lys Trp Ile Gln Asp
[1005] 35 40 45

[1006] Ala Arg Arg Arg Ala Phe Leu His Lys Leu Ile Ala Glu Ile His Thr
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[1007] 50 55 60

[1008] Ala Glu Ile Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly
[1009] 65 70 75 80
[1010] Gly Ser Gly Gly Gly Gly Ser Asp Asp Val Met Thr Lys Glu Glu Gln
[1011] 85 90 95
[1012] TIle Phe Leu Leu His Arg Ala Gln Ala Gln Cys Glu Lys Arg Leu Lys
[1013] 100 105 110

[1014] Glu Val Leu Gln Arg Pro Ala Ser Ile Met Glu Ser Asp Lys Gly Trp
[1015] 115 120 125

[1016] Thr Ser Ala Ser Thr Ser Gly Lys Pro Arg Lys Asp Lys Ala Ser Gly
[1017] 130 135 140

[1018] Lys Leu Tyr Pro Glu Ser Glu Glu Asp Lys Glu Ala Pro Thr Gly Ser
[1019] 145 150 155 160
[1020] Arg Tyr Arg Gly Arg Pro Cys Leu Pro Glu Trp Asp His Ile Leu Cys
[1021] 165 170 175
[1022] Trp Pro Leu Gly Ala Pro Gly Glu Val Val Ala Val Pro Cys Pro Asp
[1023] 180 185 190

[1024] Tyr Ile Tyr Asp Phe Asn His Lys Gly His Ala Tyr Arg Arg Cys Asp
[1025] 195 200 205

[1026] Arg Asn Gly Ser Trp Glu Leu Val Pro Gly His Asn Arg Thr Trp Ala
[1027] 210 215 220

[1028] Asn Tyr Ser Glu Cys Val Lys Phe Leu Thr Asn Glu Thr Arg Glu Arg
[1029] 225 230 235 240
[1030] Glu Val Phe Asp Arg Leu Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
[1031] 245 250 255
[1032] Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Phe Ser Gly Ser Glu Ala
[1033] 260 265 270

[1034] Thr Ala Ala Ile Leu Ser Arg Ala Pro Trp Ser Leu Gln Ser Val Asn
[1035] 275 280 285

[1036] Pro Gly Leu Lys Thr Asn Ser Ser Lys Glu Pro Lys Phe Thr Lys Cys
[1037] 290 295 300

[1038] Arg Ser Pro Glu Arg Glu Thr Phe Ser Cys His Trp Thr Asp Glu Val
[1039] 305 310 315 320
[1040] His His Gly Thr Lys Asn Leu Gly Pro Ile Gln Leu Phe Tyr Thr Arg
[1041] 325 330 335
[1042] Arg Asn Thr Gln Glu Trp Thr Gln Glu Trp Lys Glu Cys Pro Asp Tyr
[1043] 340 345 350

[1044] Val Ser Ala Gly Glu Asn Ser Cys Tyr Phe Asn Ser Ser Phe Thr Ser
[1045] 355 360 365

[1046] Ile Ala Ile Pro Tyr Cys Ile Lys Leu Thr Ser Asn Gly Gly Thr Val
[1047] 370 375 380

[1048] Asp Glu Lys Cys Phe Ser Val Asp Glu Ile Val Gln Pro Asp Pro Pro
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[1049] 385 390 395 400
[1050] TIle Ala Leu Asn Trp Thr Leu Leu Asn Val Ser Leu Thr Gly Ile His
[1051] 405 410 415
[1052] Ala Asp Ile Gln Val Arg Trp Glu Ala Pro Arg Asn Ala Asp Ile Gln
[1053] 420 425 430

[1054] Lys Gly Trp Met Val Leu Glu Tyr Glu Leu Gln Tyr Lys Glu Val Asn
[1055] 435 440 445

[1056] Glu Thr Lys Trp Lys Met Met Asp Pro Ile Leu Thr Thr Ser Val Pro
[1057] 450 455 460

[1058] Val Tyr Ser Leu Lys Val Asp Lys Glu Tyr Glu Val Arg Val Arg Ser
[1059] 465 470 475 480
[1060] Lys Gln Arg Asn Ser Gly Asn Tyr Gly Glu Phe Ser Glu Val Leu Tyr
[1061] 485 490 495
[1062] Val Thr Leu Pro Gln Met Ser Gln

[1063] 500

[1064] <210> 26

[1065]  <211> 499

[1066]  <212> PRT

[1067] <213> ATJ¥%l(artificial sequence)

[1068] <220>

[1069] <221> PEPTIDE

[1070]  <222> ()..0)

[1071]  <223> @A EA

[1072]  <400> 26

[1073] Met Ala Thr Gly Ser Arg Thr Ser Leu Leu Leu Ala Phe Gly Leu Leu
[1074] 1 5 10 15
[1075] Cys Leu Pro Trp Leu Gln Glu Gly Ser Ala Ala Val Ala Glu Ile Gln
[1076] 20 25 30

[1077] Leu Met His Gln Arg Ala Lys Trp Ile Gln Asp Ala Arg Arg Arg Ala
[1078] 35 40 45

[1079] Phe Leu His Lys Leu Ile Ala Glu Ile His Thr Ala Glu Ile Gly Gly
[1080] 50 55 60

[1081] Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly
[1082] 65 70 75 80
[1083] Gly Ser Asp Asp Val Met Thr Lys Glu Glu Gln Ile Phe Leu Leu His
[1084] 85 90 95
[1085] Arg Ala Gln Ala Gln Cys Glu Lys Arg Leu Lys Glu Val Leu Gln Arg
[1086] 100 105 110

[1087] Pro Ala Ser Ile Met Glu Ser Asp Lys Gly Trp Thr Ser Ala Ser Thr
[1088] 115 120 125

[1089] Ser Gly Lys Pro Arg Lys Asp Lys Ala Ser Gly Lys Leu Tyr Pro Glu
[1090] 130 135 140
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[1091] Ser Glu Glu Asp Lys Glu Ala Pro Thr Gly Ser Arg Tyr Arg Gly Arg
[1092] 145 150 155 160
[1093] Pro Cys Leu Pro Glu Trp Asp His Ile Leu Cys Trp Pro Leu Gly Ala
[1094] 165 170 175
[1095] Pro Gly Glu Val Val Ala Val Pro Cys Pro Asp Tyr Ile Tyr Asp Phe
[1096] 180 185 190

[1097] Asn His Lys Gly His Ala Tyr Arg Arg Cys Asp Arg Asn Gly Ser Trp
[1098] 195 200 205

[1099]  Glu Leu Val Pro Gly His Asn Arg Thr Trp Ala Asn Tyr Ser Glu Cys
[1100] 210 215 220

[1101] Val Lys Phe Leu Thr Asn Glu Thr Arg Glu Arg Glu Val Phe Asp Arg
[1102] 225 230 235 240
[1103] Leu Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
[1104] 245 250 255
[1105] Gly Gly Gly Gly Ser Phe Ser Gly Ser Glu Ala Thr Ala Ala Ile Leu
[1106] 260 265 270

[1107] Ser Arg Ala Pro Trp Ser Leu Gln Ser Val Asn Pro Gly Leu Lys Thr
[1108] 275 280 285

[1109] Asn Ser Ser Lys Glu Pro Lys Phe Thr Lys Cys Arg Ser Pro Glu Arg
[1110] 290 295 300

[1111]  Glu Thr Phe Ser Cys His Trp Thr Asp Glu Val His His Gly Thr Lys
[1112] 305 310 315 320
[1113]  Asn Leu Gly Pro Ile Gln Leu Phe Tyr Thr Arg Arg Asn Thr Gln Glu
[1114] 325 330 335
[1115]  Trp Thr Gln Glu Trp Lys Glu Cys Pro Asp Tyr Val Ser Ala Gly Glu
[1116] 340 345 350

[1117]  Asn Ser Cys Tyr Phe Asn Ser Ser Phe Thr Ser Ile Ala Ile Pro Tyr
[1118] 355 360 365

[1119]  Cys Ile Lys Leu Thr Ser Asn Gly Gly Thr Val Asp Glu Lys Cys Phe
[1120] 370 375 380

[1121]  Ser Val Asp Glu Ile Val Gln Pro Asp Pro Pro Ile Ala Leu Asn Trp
[1122] 385 390 395 400
[1123] Thr Leu Leu Asn Val Ser Leu Thr Gly Ile His Ala Asp Ile Gln Val
[1124] 405 410 415
[1125] Arg Trp Glu Ala Pro Arg Asn Ala Asp Ile Gln Lys Gly Trp Met Val
[1126] 420 425 430

[1127] Leu Glu Tyr Glu Leu Gln Tyr Lys Glu Val Asn Glu Thr Lys Trp Lys
[1128] 435 440 445

[1129] Met Met Asp Pro Ile Leu Thr Thr Ser Val Pro Val Tyr Ser Leu Lys
[1130] 450 455 460

[1131]  Val Asp Lys Glu Tyr Glu Val Arg Val Arg Ser Lys Gln Arg Asn Ser
[1132] 465 470 475 480
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[1133]
[1134]
[1135]
[1136]
[1137]
[1138]
[1139]
[1140]
[1141]
[1142]
[1143]
[1144]
[1145]
[1146]
[1147]
[1148]
[1149]
[1150]
[1151]
[1152]
[1153]
[1154]
[1155]
[1156]
[1157]
[1158]
[1159]
[1160]
[1161]
[1162]
[1163]
[1164]
[1165]
[1166]
[1167]
[1168]
[1169]
[1170]
[1171]
[1172]
[1173]
[1174]

Gly Asn Tyr Gly Glu Phe Ser Glu Val Leu Tyr Val Thr Leu Pro Gln

Met Ser Gln

<210> 27
211>
212>
<213>

220>

221>
222>
223>
<400>

325
PRT
NTF%(artificial sequence)

PEPTIDE
0.0
Al & EH

27

Met Ile Pro Ala

1
Ile

Val

Ala

Ala

65

Gly

Ile

Lys

Glu

Thr

145

Gln

Gly

Pro

Cys

Asn
225

Cys

Ala

Arg

50

Glu

Ser

Leu

Thr

Arg

130

Lys

Glu

Glu

Tyr

Phe

210
Trp

Phe
Glu
35

Arg
Ile
Gly
Ser
Asn
115
Glu
Asn
Trp
Asn
Cys
195

Ser

Thr

Leu
20

Ile
Arg
Gly
Gly
Arg
100
Ser
Thr
Leu
Thr
Ser
180
Ile

Val

Leu

485

Lys

Thr

Gln

Ala

Gly

Gly

85

Ala

Ser

Phe

Gly

Gln

165

Cys

Lys

Asp

Leu

Asp

Lys

Leu

Phe

Gly

70

Gly

Pro

Lys

Ser

Pro

150

Glu

Tyr

Leu

Glu

Asn
230

Met

Ser

Met

Leu

55

Gly

Ser

Trp

Glu

Cys

135

Ile

Trp

Phe

Thr

Ile

215
Val

Ala

Asp

His

40

His

Ser

Phe

Ser

Pro

120

His

Gln

Lys

Asn

Ser

200

Val

Ser

Lys
Gly
25

Gln
Lys
Gly
Ser
Leu
105
Lys
Trp
Leu
Glu
Ser
185
Asn

Gln

Leu

47

490

Val
10

Lys
Arg
Leu
Gly
Gly
90

Gln
Phe
Thr
Phe
Cys
170
Ser
Gly

Pro

Thr

Met

Ser

Ala

Ile

Gly

75

Ser

Ser

Thr

Asp

Tyr

155

Pro

Phe

Gly

Asp

Gly
235

Ile

Val

Lys

Ala

60

Gly

Glu

Val

Lys

Glu

140
Thr

Thr

Thr

Pro

220
Ile

Val
Lys
Trp
45

Glu
Ser
Ala
Asn
Cys
125
Val
Arg
Tyr
Ser
Val
205

Pro

His

Met
Lys
30

Ile
Ile
Gly
Thr
Pro
110
Arg
His
Arg
Val
Ile
190
Asp

Ile

Ala

495

Leu
15

Arg
Gln
His
Gly
Ala
95

Gly
Ser
His
Asn
Ser
175
Ala
Glu

Ala

Asp

Ala

Ala

Asp

Thr

Gly

80

Ala

Leu

Pro

Gly

Thr

160

Ala

Ile

Lys

Leu

Ile
240
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[1175] Gln Val Arg Trp Glu Ala Pro Arg Asn Ala Asp Ile Gln Lys Gly Trp
[1176] 245 250 255
[1177] Met Val Leu Glu Tyr Glu Leu Gln Tyr Lys Glu Val Asn Glu Thr Lys
[1178] 260 265 270

[1179]  Trp Lys Met Met Asp Pro Ile Leu Thr Thr Ser Val Pro Val Tyr Ser
[1180] 275 280 285

[1181] Leu Lys Val Asp Lys Glu Tyr Glu Val Arg Val Arg Ser Lys Gln Arg
[1182] 290 295 300

[1183] Asn Ser Gly Asn Tyr Gly Glu Phe Ser Glu Val Leu Tyr Val Thr Leu
[1184] 305 310 315 320
[1185]  Pro Gln Met Ser Gln

[1186] 325

[1187] <210> 28

[1188]  <211> 320

[1189]  <212> PRT

[1190]  <213> ATLJ¥%l(artificial sequence)

(11911  <220>

[1192]  <221> PEPTIDE

[1193]  <222> ()..0)

[1194]  <223> @h&EEA

[1195]  <400> 28

[1196] Met Ala Thr Gly Ser Arg Thr Ser Leu Leu Leu Ala Phe Gly Leu Leu
[1197] 1 5 10 15
[1198] Cys Leu Pro Trp Leu Gln Glu Gly Ser Ala Ala Val Ala Glu Ile Gln
[1199] 20 25 30

[1200] Leu Met His Gln Arg Ala Lys Trp Ile Gln Asp Ala Arg Arg Arg Ala
[1201] 35 40 45

[1202] Phe Leu His Lys Leu Ile Ala Glu Ile His Thr Ala Glu Ile Gly Gly
[1203] 50 55 60

[1204] Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly
[1205] 65 70 75 80
[1206] Gly Ser Phe Ser Gly Ser Glu Ala Thr Ala Ala Ile Leu Ser Arg Ala
[1207] 85 90 95
[1208] Pro Trp Ser Leu Gln Ser Val Asn Pro Gly Leu Lys Thr Asn Ser Ser
[1209] 100 105 110

[1210] Lys Glu Pro Lys Phe Thr Lys Cys Arg Ser Pro Glu Arg Glu Thr Phe
[1211] 115 120 125

[1212]  Ser Cys His Trp Thr Asp Glu Val His His Gly Thr Lys Asn Leu Gly
[1213] 130 135 140

[1214]  Pro Ile Gln Leu Phe Tyr Thr Arg Arg Asn Thr Gln Glu Trp Thr Gln
[1215] 145 150 155 160
[1216]  Glu Trp Lys Glu Cys Pro Asp Tyr Val Ser Ala Gly Glu Asn Ser Cys
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[1217] 165 170 175
[1218] Tyr Phe Asn Ser Ser Phe Thr Ser Ile Ala Ile Pro Tyr Cys Ile Lys
[1219] 180 185 190

[1220] Leu Thr Ser Asn Gly Gly Thr Val Asp Glu Lys Cys Phe Ser Val Asp
[1221] 195 200 205

[1222] Glu Ile Val Gln Pro Asp Pro Pro Ile Ala Leu Asn Trp Thr Leu Leu
[1223] 210 215 220

[1224] Asn Val Ser Leu Thr Gly Ile His Ala Asp Ile Gln Val Arg Trp Glu
[1225] 225 230 235 240
[1226] Ala Pro Arg Asn Ala Asp Ile Gln Lys Gly Trp Met Val Leu Glu Tyr
[1227] 245 250 255
[1228] Glu Leu Gln Tyr Lys Glu Val Asn Glu Thr Lys Trp Lys Met Met Asp
[1229] 260 265 270

[1230] Pro Ile Leu Thr Thr Ser Val Pro Val Tyr Ser Leu Lys Val Asp Lys
[1231] 275 280 285

[1232]  Glu Tyr Glu Val Arg Val Arg Ser Lys Gln Arg Asn Ser Gly Asn Tyr
[1233] 290 295 300

[1234] Gly Glu Phe Ser Glu Val Leu Tyr Val Thr Leu Pro Gln Met Ser Gln
[1235] 305 310 315 320
[1236] <210> 29

[1237] <211> 254

[1238] <212> PRT

[1239] <213> ANILJ¥%l (artificial sequence)

[1240] <220>

[1241]  <221> PEPTIDE

[1242] <222> ()..0)

[1243]  <223> F@h&EEA

[1244]  <400> 29

[1245] Met Ile Pro Ala Lys Asp Met Ala Lys Val Met Ile Val Met Leu Ala
[1246] 1 5 10 15
[1247] 1Ile Cys Phe Leu Thr Lys Ser Asp Gly Lys Ser Val Lys Lys Arg Ala
[1248] 20 25 30

[1249] Val Ala Glu Ile Gln Leu Met His Gln Arg Ala Lys Trp Ile Gln Asp
[1250] 35 40 45

[1251] Ala Arg Arg Arg Ala Phe Leu His Lys Leu Ile Ala Glu Ile His Thr
[1252] 50 55 60

[1253] Ala Glu Ile Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly
[1254] 65 70 75 80
[1255] Gly Ser Gly Gly Gly Gly Ser Asp Asp Val Met Thr Lys Glu Glu Gln
[1256] 85 90 95
[1257] Ile Phe Leu Leu His Arg Ala Gln Ala Gln Cys Glu Lys Arg Leu Lys
[1258] 100 105 110
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[1259] Glu Val Leu Gln Arg Pro Ala Ser Ile Met Glu Ser Asp Lys Gly Trp
[1260] 115 120 125

[1261] Thr Ser Ala Ser Thr Ser Gly Lys Pro Arg Lys Asp Lys Ala Ser Gly
[1262] 130 135 140

[1263] Lys Leu Tyr Pro Glu Ser Glu Glu Asp Lys Glu Ala Pro Thr Gly Ser
[1264] 145 150 155 160
[1265] Arg Tyr Arg Gly Arg Pro Cys Leu Pro Glu Trp Asp His Ile Leu Cys
[1266] 165 170 175
[1267] Trp Pro Leu Gly Ala Pro Gly Glu Val Val Ala Val Pro Cys Pro Asp
[1268] 180 185 190

[1269] Tyr Ile Tyr Asp Phe Asn His Lys Gly His Ala Tyr Arg Arg Cys Asp
[1270] 195 200 205

[1271]  Arg Asn Gly Ser Trp Glu Leu Val Pro Gly His Asn Arg Thr Trp Ala
[1272] 210 215 220

[1273]  Asn Tyr Ser Glu Cys Val Lys Phe Leu Thr Asn Glu Thr Arg Glu Arg
[1274] 225 230 235 240
[1275] Glu Val Phe Asp Arg Leu Thr Gly His His His His His His

[1276] 245 250

[1277]  <210> 30

[1278] <211> 249

[1279]  <212> PRT

[1280] <213> ANT.F%|(artificial sequence)

[1281]  <220>

[1282] <221> PEPTIDE

[1283] <222> ()..()

[1284] <223> @h&HEH

[1285]  <400> 30

[1286] Met Ala Thr Gly Ser Arg Thr Ser Leu Leu Leu Ala Phe Gly Leu Leu
[1287] 1 5 10 15
[1288] Cys Leu Pro Trp Leu Gln Glu Gly Ser Ala Ala Val Ala Glu Ile Gln
[1289] 20 25 30

[1290] Leu Met His Gln Arg Ala Lys Trp Ile Gln Asp Ala Arg Arg Arg Ala
[1291] 35 40 45

[1292] Phe Leu His Lys Leu Ile Ala Glu Ile His Thr Ala Glu Ile Gly Gly
[1293] 50 55 60

[1294] Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly
[1295] 65 70 75 80
[1296] Gly Ser Asp Asp Val Met Thr Lys Glu Glu Gln Ile Phe Leu Leu His
[1297] 85 90 95
[1298] Arg Ala Gln Ala Gln Cys Glu Lys Arg Leu Lys Glu Val Leu Gln Arg
[1299] 100 105 110

[1300] Pro Ala Ser Ile Met Glu Ser Asp Lys Gly Trp Thr Ser Ala Ser Thr
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[1301] 115 120 125

[1302] Ser Gly Lys Pro Arg Lys Asp Lys Ala Ser Gly Lys Leu Tyr Pro Glu
[1303] 130 135 140

[1304] Ser Glu Glu Asp Lys Glu Ala Pro Thr Gly Ser Arg Tyr Arg Gly Arg
[1305] 145 150 155 160
[1306] Pro Cys Leu Pro Glu Trp Asp His Ile Leu Cys Trp Pro Leu Gly Ala
[1307] 165 170 175
[1308] Pro Gly Glu Val Val Ala Val Pro Cys Pro Asp Tyr Ile Tyr Asp Phe
[1309] 180 185 190

[1310] Asn His Lys Gly His Ala Tyr Arg Arg Cys Asp Arg Asn Gly Ser Trp
[1311] 195 200 205

[1312]  Glu Leu Val Pro Gly His Asn Arg Thr Trp Ala Asn Tyr Ser Glu Cys
[1313] 210 215 220

[1314] Val Lys Phe Leu Thr Asn Glu Thr Arg Glu Arg Glu Val Phe Asp Arg
[1315] 225 230 235 240
[1316] Leu Thr Gly His His His His His His

[1317] 245

[1318] <210> 31

[1319] <211> 552

[1320] <212> PRT

[1321]  <213> NILJ¥%l (artificial sequence)

[1322] <220>

[1323]  <221> PEPTIDE

[1324]  <222> ()..0)

[1325]  <223> Rh&HEA

[1326] <400> 31

[1327] Met Ile Pro Ala Lys Asp Met Ala Lys Val Met Ile Val Met Leu Ala
[1328] 1 5 10 15
[1329] Ile Cys Phe Leu Thr Lys Ser Asp Gly Lys Ser Val Lys Lys Arg Ser
[1330] 20 25 30

[1331] Val Ser Glu Ile Gln Leu Met His Asn Leu Gly Lys His Leu Asn Ser
[1332] 35 40 45

[1333] Met Glu Arg Val Glu Trp Leu Arg Lys Lys Leu Gln Asp Val His Asn
[1334] 50 55 60

[1335] Phe Val Ala Leu Gly Ala Pro Leu Ala Pro Arg Asp Ala Gly Ser Gln
[1336] 65 70 75 80
[1337] Arg Pro Arg Lys Lys Glu Asp Asn Val Leu Val Glu Ser His Glu Lys
[1338] 85 90 95
[1339] Ser Leu Gly Glu Ala Asp Lys Ala Asp Val Asn Val Leu Thr Lys Ala
[1340] 100 105 110

[1341] Lys Ser Gln Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly
[1342] 115 120 125
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[1343] Gly Ser Gly Gly Gly Gly Ser Asp Asp Val Met Thr Lys Glu Glu Gln
[1344] 130 135 140

[1345] Ile Phe Leu Leu His Arg Ala Gln Ala Gln Cys Glu Lys Arg Leu Lys
[1346] 145 150 155 160
[1347] Glu Val Leu Gln Arg Pro Ala Ser Ile Met Glu Ser Asp Lys Gly Trp
[1348] 165 170 175
[1349] Thr Ser Ala Ser Thr Ser Gly Lys Pro Arg Lys Asp Lys Ala Ser Gly
[1350] 180 185 190

[1351] Lys Leu Tyr Pro Glu Ser Glu Glu Asp Lys Glu Ala Pro Thr Gly Ser
[1352] 195 200 205

[1353] Arg Tyr Arg Gly Arg Pro Cys Leu Pro Glu Trp Asp His Ile Leu Cys
[1354] 210 215 220

[1355] Trp Pro Leu Gly Ala Pro Gly Glu Val Val Ala Val Pro Cys Pro Asp
[1356] 225 230 235 240
[1357] Tyr Ile Tyr Asp Phe Asn His Lys Gly His Ala Tyr Arg Arg Cys Asp
[1358] 245 250 255
[1359] Arg Asn Gly Ser Trp Glu Leu Val Pro Gly His Asn Arg Thr Trp Ala
[1360] 260 265 270

[1361] Asn Tyr Ser Glu Cys Val Lys Phe Leu Thr Asn Glu Thr Arg Glu Arg
[1362] 275 280 285

[1363] Glu Val Phe Asp Arg Leu Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
[1364] 290 295 300

[1365] Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Phe Ser Gly Ser Glu Ala
[1366] 305 310 315 320
[1367] Thr Ala Ala Ile Leu Ser Arg Ala Pro Trp Ser Leu Gln Ser Val Asn
[1368] 325 330 335
[1369] Pro Gly Leu Lys Thr Asn Ser Ser Lys Glu Pro Lys Phe Thr Lys Cys
[1370] 340 345 350

[1371] Arg Ser Pro Glu Arg Glu Thr Phe Ser Cys His Trp Thr Asp Glu Val
[1372] 355 360 365

[1373] His His Gly Thr Lys Asn Leu Gly Pro Ile Gln Leu Phe Tyr Thr Arg
[1374] 370 375 380

[1375] Arg Asn Thr Gln Glu Trp Thr Gln Glu Trp Lys Glu Cys Pro Asp Tyr
[1376] 385 390 395 400
[1377]  Val Ser Ala Gly Glu Asn Ser Cys Tyr Phe Asn Ser Ser Phe Thr Ser
[1378] 405 410 415
[1379] Ile Ala Ile Pro Tyr Cys Ile Lys Leu Thr Ser Asn Gly Gly Thr Val
[1380] 420 425 430

[1381] Asp Glu Lys Cys Phe Ser Val Asp Glu Ile Val Gln Pro Asp Pro Pro
[1382] 435 440 445

[1383] Ile Ala Leu Asn Trp Thr Leu Leu Asn Val Ser Leu Thr Gly Ile His
[1384] 450 455 460
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[1385] Ala Asp Ile Gln Val Arg Trp Glu Ala Pro Arg Asn Ala Asp Ile Gln
[1386] 465 470 475 480
[1387] Lys Gly Trp Met Val Leu Glu Tyr Glu Leu Gln Tyr Lys Glu Val Asn
[1388] 485 490 495
[1389] Glu Thr Lys Trp Lys Met Met Asp Pro Ile Leu Thr Thr Ser Val Pro
[1390] 500 505 510

[1391] Val Tyr Ser Leu Lys Val Asp Lys Glu Tyr Glu Val Arg Val Arg Ser
[1392] 515 520 525

[1393] Lys Gln Arg Asn Ser Gly Asn Tyr Gly Glu Phe Ser Glu Val Leu Tyr
[1394] 530 535 540

[1395] Val Thr Leu Pro Gln Met Ser Gln

[1396] 545 550

[1397] <210> 32

[1398] <211> 547

[1399]  <212> PRT

[1400]  <213> ATLJ¥%l(artificial sequence)

[1401]  <220>

[1402] <221> PEPTIDE

[1403] <222> ()..()

[1404]  <223> @h&EEA

[1405]  <400> 32

[1406] Met Ala Thr Gly Ser Arg Thr Ser Leu Leu Leu Ala Phe Gly Leu Leu
[1407] 1 5 10 15
[1408] Cys Leu Pro Trp Leu Gln Glu Gly Ser Ala Ser Val Ser Glu Ile Gln
[1409] 20 25 30

[1410] Leu Met His Asn Leu Gly Lys His Leu Asn Ser Met Glu Arg Val Glu
[1411] 35 40 45

[1412] Trp Leu Arg Lys Lys Leu Gln Asp Val His Asn Phe Val Ala Leu Gly
[1413] 50 55 60

[1414] Ala Pro Leu Ala Pro Arg Asp Ala Gly Ser Gln Arg Pro Arg Lys Lys
[1415] 65 70 75 80
[1416] Glu Asp Asn Val Leu Val Glu Ser His Glu Lys Ser Leu Gly Glu Ala
[1417] 85 90 95
[1418] Asp Lys Ala Asp Val Asn Val Leu Thr Lys Ala Lys Ser Gln Gly Gly
[1419] 100 105 110

[1420] Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly
[1421] 115 120 125

[1422] Gly Ser Asp Asp Val Met Thr Lys Glu Glu Gln Ile Phe Leu Leu His
[1423] 130 135 140

[1424] Arg Ala Gln Ala Gln Cys Glu Lys Arg Leu Lys Glu Val Leu Gln Arg
[1425] 145 150 155 160
[1426] Pro Ala Ser Ile Met Glu Ser Asp Lys Gly Trp Thr Ser Ala Ser Thr
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[1427] 165 170 175
[1428] Ser Gly Lys Pro Arg Lys Asp Lys Ala Ser Gly Lys Leu Tyr Pro Glu
[1429] 180 185 190

[1430] Ser Glu Glu Asp Lys Glu Ala Pro Thr Gly Ser Arg Tyr Arg Gly Arg
[1431] 195 200 205

[1432] Pro Cys Leu Pro Glu Trp Asp His Ile Leu Cys Trp Pro Leu Gly Ala
[1433] 210 215 220

[1434] Pro Gly Glu Val Val Ala Val Pro Cys Pro Asp Tyr Ile Tyr Asp Phe
[1435] 225 230 235 240
[1436] Asn His Lys Gly His Ala Tyr Arg Arg Cys Asp Arg Asn Gly Ser Trp
[1437] 245 250 255
[1438] Glu Leu Val Pro Gly His Asn Arg Thr Trp Ala Asn Tyr Ser Glu Cys
[1439] 260 265 270

[1440] Val Lys Phe Leu Thr Asn Glu Thr Arg Glu Arg Glu Val Phe Asp Arg
[1441] 275 280 285

[1442] Leu Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
[1443] 290 295 300

[1444] Gly Gly Gly Gly Ser Phe Ser Gly Ser Glu Ala Thr Ala Ala Ile Leu
[1445] 305 310 315 320
[1446] Ser Arg Ala Pro Trp Ser Leu Gln Ser Val Asn Pro Gly Leu Lys Thr
[1447] 325 330 335
[1448] Asn Ser Ser Lys Glu Pro Lys Phe Thr Lys Cys Arg Ser Pro Glu Arg
[1449] 340 345 350

[1450] Glu Thr Phe Ser Cys His Trp Thr Asp Glu Val His His Gly Thr Lys
[1451] 355 360 365

[1452] Asn Leu Gly Pro Ile Gln Leu Phe Tyr Thr Arg Arg Asn Thr Gln Glu
[1453] 370 375 380

[1454] Trp Thr Gln Glu Trp Lys Glu Cys Pro Asp Tyr Val Ser Ala Gly Glu
[1455] 385 390 395 400
[1456] Asn Ser Cys Tyr Phe Asn Ser Ser Phe Thr Ser Ile Ala Ile Pro Tyr
[1457] 405 410 415
[1458] Cys Ile Lys Leu Thr Ser Asn Gly Gly Thr Val Asp Glu Lys Cys Phe
[1459] 420 425 430

[1460] Ser Val Asp Glu Ile Val Gln Pro Asp Pro Pro Ile Ala Leu Asn Trp
[1461] 435 440 445

[1462] Thr Leu Leu Asn Val Ser Leu Thr Gly Ile His Ala Asp Ile Gln Val
[1463] 450 455 460

[1464] Arg Trp Glu Ala Pro Arg Asn Ala Asp Ile Gln Lys Gly Trp Met Val
[1465] 465 470 475 480
[1466] Leu Glu Tyr Glu Leu Gln Tyr Lys Glu Val Asn Glu Thr Lys Trp Lys
[1467] 485 490 495
[1468] Met Met Asp Pro Ile Leu Thr Thr Ser Val Pro Val Tyr Ser Leu Lys
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[1469] 500 505 510

[1470] Val Asp Lys Glu Tyr Glu Val Arg Val Arg Ser Lys Gln Arg Asn Ser
[1471] 515 520 525

[1472]  Gly Asn Tyr Gly Glu Phe Ser Glu Val Leu Tyr Val Thr Leu Pro Gln
[1473] 530 535 540

[1474]  Met Ser Gln

[1475] 545

[1476] <210> 33

[1477]  <211> 373

[1478]  <212> PRT

[1479] <213> ANT.JF%|(artificial sequence)

[1480]  <220>

[1481]  <221> PEPTIDE

[1482] <222> ()..()

[1483]  <223> @hEEEA

[1484]  <400> 33

[1485] Met Ile Pro Ala Lys Asp Met Ala Lys Val Met Ile Val Met Leu Ala
[1486] 1 5 10 15
[1487] Ile Cys Phe Leu Thr Lys Ser Asp Gly Lys Ser Val Lys Lys Arg Ser
[1488] 20 25 30

[1489] Val Ser Glu Ile Gln Leu Met His Asn Leu Gly Lys His Leu Asn Ser
[1490] 35 40 45

[1491] Met Glu Arg Val Glu Trp Leu Arg Lys Lys Leu Gln Asp Val His Asn
[1492] 50 55 60

[1493] Phe Val Ala Leu Gly Ala Pro Leu Ala Pro Arg Asp Ala Gly Ser Gln
[1494] 65 70 75 80
[1495] Arg Pro Arg Lys Lys Glu Asp Asn Val Leu Val Glu Ser His Glu Lys
[1496] 85 90 95
[1497] Ser Leu Gly Glu Ala Asp Lys Ala Asp Val Asn Val Leu Thr Lys Ala
[1498] 100 105 110

[1499] Lys Ser Gln Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly
[1500] 115 120 125

[1501] Gly Ser Gly Gly Gly Gly Ser Phe Ser Gly Ser Glu Ala Thr Ala Ala
[1502] 130 135 140

[1503] TIle Leu Ser Arg Ala Pro Trp Ser Leu Gln Ser Val Asn Pro Gly Leu
[1504] 145 150 155 160
[1505] Lys Thr Asn Ser Ser Lys Glu Pro Lys Phe Thr Lys Cys Arg Ser Pro
[1506] 165 170 175
[1507]  Glu Arg Glu Thr Phe Ser Cys His Trp Thr Asp Glu Val His His Gly
[1508] 180 185 190

[1509] Thr Lys Asn Leu Gly Pro Ile Gln Leu Phe Tyr Thr Arg Arg Asn Thr
[1510] 195 200 205
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[1511]  Gln Glu Trp Thr Gln Glu Trp Lys Glu Cys Pro Asp Tyr Val Ser Ala
[1512] 210 215 220

[1513]  Gly Glu Asn Ser Cys Tyr Phe Asn Ser Ser Phe Thr Ser Ile Ala Ile
[1514] 225 230 235 240
[1515] Pro Tyr Cys Ile Lys Leu Thr Ser Asn Gly Gly Thr Val Asp Glu Lys
[1516] 245 250 255
[1517]  Cys Phe Ser Val Asp Glu Ile Val Gln Pro Asp Pro Pro Ile Ala Leu
[1518] 260 265 270

[1519]  Asn Trp Thr Leu Leu Asn Val Ser Leu Thr Gly Ile His Ala Asp Ile
[1520] 275 280 285

[1521]  Gln Val Arg Trp Glu Ala Pro Arg Asn Ala Asp Ile Gln Lys Gly Trp
[1522] 290 295 300

[1523] Met Val Leu Glu Tyr Glu Leu Gln Tyr Lys Glu Val Asn Glu Thr Lys
[1524] 305 310 315 320
[1525] Trp Lys Met Met Asp Pro Ile Leu Thr Thr Ser Val Pro Val Tyr Ser
[1526] 325 330 335
[1527] Leu Lys Val Asp Lys Glu Tyr Glu Val Arg Val Arg Ser Lys Gln Arg
[1528] 340 345 350

[1529] Asn Ser Gly Asn Tyr Gly Glu Phe Ser Glu Val Leu Tyr Val Thr Leu
[1530] 355 360 365

[1531]  Pro Gln Met Ser Gln

[1532] 370

[1533] <210> 34

[1534] <211> 368

[1535]  <212> PRT

[1536] <213> NTLJF%|(artificial sequence)

[1537]  <220>

[1538]  <221> PEPTIDE

[1539] <222> ()..()

[1540]  <223> AhAEA

[1541]  <400> 34

[1542] Met Ala Thr Gly Ser Arg Thr Ser Leu Leu Leu Ala Phe Gly Leu Leu
[1543] 1 5 10 15
[1544] Cys Leu Pro Trp Leu Gln Glu Gly Ser Ala Ser Val Ser Glu Ile Gln
[1545] 20 25 30

[1546] Leu Met His Asn Leu Gly Lys His Leu Asn Ser Met Glu Arg Val Glu
[1547] 35 40 45

[1548] Trp Leu Arg Lys Lys Leu Gln Asp Val His Asn Phe Val Ala Leu Gly
[1549] 50 55 60

[1550] Ala Pro Leu Ala Pro Arg Asp Ala Gly Ser Gln Arg Pro Arg Lys Lys
[1551] 65 70 75 80
[1552]  Glu Asp Asn Val Leu Val Glu Ser His Glu Lys Ser Leu Gly Glu Ala
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[1553] 85 90 95
[1554] Asp Lys Ala Asp Val Asn Val Leu Thr Lys Ala Lys Ser Gln Gly Gly
[1555] 100 105 110

[1556] Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly
[1557] 115 120 125

[1558] Gly Ser Phe Ser Gly Ser Glu Ala Thr Ala Ala Ile Leu Ser Arg Ala
[1559] 130 135 140

[1560] Pro Trp Ser Leu Gln Ser Val Asn Pro Gly Leu Lys Thr Asn Ser Ser
[1561] 145 150 155 160
[1562] Lys Glu Pro Lys Phe Thr Lys Cys Arg Ser Pro Glu Arg Glu Thr Phe
[1563] 165 170 175
[1564] Ser Cys His Trp Thr Asp Glu Val His His Gly Thr Lys Asn Leu Gly
[1565] 180 185 190

[1566] Pro Ile Gln Leu Phe Tyr Thr Arg Arg Asn Thr Gln Glu Trp Thr Gln
[1567] 195 200 205

[1568] Glu Trp Lys Glu Cys Pro Asp Tyr Val Ser Ala Gly Glu Asn Ser Cys
[1569] 210 215 220

[1570] Tyr Phe Asn Ser Ser Phe Thr Ser Ile Ala Ile Pro Tyr Cys Ile Lys
[1571] 225 230 235 240
[1572] Leu Thr Ser Asn Gly Gly Thr Val Asp Glu Lys Cys Phe Ser Val Asp
[1573] 245 250 255
[1574]  Glu Ile Val Gln Pro Asp Pro Pro Ile Ala Leu Asn Trp Thr Leu Leu
[1575] 260 265 270

[1576] Asn Val Ser Leu Thr Gly Ile His Ala Asp Ile Gln Val Arg Trp Glu
[1577] 275 280 285

[1578] Ala Pro Arg Asn Ala Asp Ile Gln Lys Gly Trp Met Val Leu Glu Tyr
[1579] 290 295 300

[1580] Glu Leu Gln Tyr Lys Glu Val Asn Glu Thr Lys Trp Lys Met Met Asp
[1581]1 305 310 315 320
[1582] Pro Ile Leu Thr Thr Ser Val Pro Val Tyr Ser Leu Lys Val Asp Lys
[1583] 325 330 335
[1584] Glu Tyr Glu Val Arg Val Arg Ser Lys Gln Arg Asn Ser Gly Asn Tyr
[1585] 340 345 350

[1586] Gly Glu Phe Ser Glu Val Leu Tyr Val Thr Leu Pro Gln Met Ser Gln
[1587] 355 360 365

[1588] <210> 35

[1589]  <211> 302

[1590]  <212> PRT

[1591]1 <213> ANT./F%l(artificial sequence)

[1592] <220>

[1593]  <221> PEPTIDE

[1594]  <222> ()..()
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[1595]  <223> AhAEEA

[1596]  <400> 35

[1597] Met Ile Pro Ala Lys Asp Met Ala Lys Val Met Ile Val Met Leu Ala
[1598] 1 5 10 15
[1599] Ile Cys Phe Leu Thr Lys Ser Asp Gly Lys Ser Val Lys Lys Arg Ser
[1600] 20 25 30

[1601] Val Ser Glu Ile Gln Leu Met His Asn Leu Gly Lys His Leu Asn Ser
[1602] 35 40 45

[1603] Met Glu Arg Val Glu Trp Leu Arg Lys Lys Leu Gln Asp Val His Asn
[1604] 50 55 60

[1605] Phe Val Ala Leu Gly Ala Pro Leu Ala Pro Arg Asp Ala Gly Ser Gln
[1606] 65 70 75 80
[1607] Arg Pro Arg Lys Lys Glu Asp Asn Val Leu Val Glu Ser His Glu Lys
[1608] 85 90 95
[1609] Ser Leu Gly Glu Ala Asp Lys Ala Asp Val Asn Val Leu Thr Lys Ala
[1610] 100 105 110

[1611] Lys Ser Gln Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly
[1612] 115 120 125

[1613]  Gly Ser Gly Gly Gly Gly Ser Asp Asp Val Met Thr Lys Glu Glu Gln
[1614] 130 135 140

[1615] Ile Phe Leu Leu His Arg Ala Gln Ala Gln Cys Glu Lys Arg Leu Lys
[1616] 145 150 155 160
[1617] Glu Val Leu Gln Arg Pro Ala Ser Ile Met Glu Ser Asp Lys Gly Trp
[1618] 165 170 175
[1619] Thr Ser Ala Ser Thr Ser Gly Lys Pro Arg Lys Asp Lys Ala Ser Gly
[1620] 180 185 190

[1621] Lys Leu Tyr Pro Glu Ser Glu Glu Asp Lys Glu Ala Pro Thr Gly Ser
[1622] 195 200 205

[1623] Arg Tyr Arg Gly Arg Pro Cys Leu Pro Glu Trp Asp His Ile Leu Cys
[1624] 210 215 220

[1625] Trp Pro Leu Gly Ala Pro Gly Glu Val Val Ala Val Pro Cys Pro Asp
[1626] 225 230 235 240
[1627] Tyr Ile Tyr Asp Phe Asn His Lys Gly His Ala Tyr Arg Arg Cys Asp
[1628] 245 250 255
[1629] Arg Asn Gly Ser Trp Glu Leu Val Pro Gly His Asn Arg Thr Trp Ala
[1630] 260 265 270

[1631] Asn Tyr Ser Glu Cys Val Lys Phe Leu Thr Asn Glu Thr Arg Glu Arg
[1632] 275 280 285

[1633] Glu Val Phe Asp Arg Leu Thr Gly His His His His His His

[1634] 290 295 300

[1635] <210> 36

[1636] <211> 297
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[1637]  <212> PRT

[1638] <213> ANT. &% (artificial sequence)

[1639]  <220>

[1640]  <221> PEPTIDE

(16411 <222> ()..()

[1642] <223> A& EA

[1643]  <400> 36

[1644] Met Ala Thr Gly Ser Arg Thr Ser Leu Leu Leu Ala Phe Gly Leu Leu
[1645] 1 5 10 15
[1646] Cys Leu Pro Trp Leu Gln Glu Gly Ser Ala Ser Val Ser Glu Ile Gln
[1647] 20 25 30

[1648] Leu Met His Asn Leu Gly Lys His Leu Asn Ser Met Glu Arg Val Glu
[1649] 35 40 45

[1650] Trp Leu Arg Lys Lys Leu Gln Asp Val His Asn Phe Val Ala Leu Gly
[1651] 50 55 60

[1652] Ala Pro Leu Ala Pro Arg Asp Ala Gly Ser Gln Arg Pro Arg Lys Lys
[1653] 65 70 75 80
[1654]  Glu Asp Asn Val Leu Val Glu Ser His Glu Lys Ser Leu Gly Glu Ala
[1655] 85 90 95
[1656] Asp Lys Ala Asp Val Asn Val Leu Thr Lys Ala Lys Ser Gln Gly Gly
[1657] 100 105 110

[1658] Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly
[1659] 115 120 125

[1660] Gly Ser Asp Asp Val Met Thr Lys Glu Glu Gln Ile Phe Leu Leu His
[1661] 130 135 140

[1662] Arg Ala Gln Ala Gln Cys Glu Lys Arg Leu Lys Glu Val Leu Gln Arg
[1663] 145 150 155 160
[1664] Pro Ala Ser Ile Met Glu Ser Asp Lys Gly Trp Thr Ser Ala Ser Thr
[1665] 165 170 175
[1666] Ser Gly Lys Pro Arg Lys Asp Lys Ala Ser Gly Lys Leu Tyr Pro Glu
[1667] 180 185 190

[1668] Ser Glu Glu Asp Lys Glu Ala Pro Thr Gly Ser Arg Tyr Arg Gly Arg
[1669] 195 200 205

[1670] Pro Cys Leu Pro Glu Trp Asp His Ile Leu Cys Trp Pro Leu Gly Ala
[1671] 210 215 220

[1672] Pro Gly Glu Val Val Ala Val Pro Cys Pro Asp Tyr Ile Tyr Asp Phe
[1673] 225 230 235 240
[1674] Asn His Lys Gly His Ala Tyr Arg Arg Cys Asp Arg Asn Gly Ser Trp
[1675] 245 250 255
[1676] Glu Leu Val Pro Gly His Asn Arg Thr Trp Ala Asn Tyr Ser Glu Cys
[1677] 260 265 270

[1678] Val Lys Phe Leu Thr Asn Glu Thr Arg Glu Arg Glu Val Phe Asp Arg
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[1679] 275 280 285

[1680] Leu Thr Gly His His His His His His

[1681] 290 295

[1682] <210> 37

[1683] <211> 36

[1684]  <212> PRT

[1685] <213> NL%l(artificial sequence)

[1686]  <220>

[1687]  <221> PEPTIDE

[1688] <222> ()..()

[1689]  <223> A EHA

[1690]  <400> 37

[1691] Ala Val Ala Glu Ile Gln Leu Met His Gln Arg Ala Lys Trp Ile Gln
[1692] 1 5 10 15

[1693] Asp Ala Arg Arg Arg Ala Phe Leu His Lys Leu Ile Ala Glu Ile His

[1694] 20 25 30

[1695]  Thr Ala Glu Ile

[1696] 35

[1697] <210> 38

[1698] <211> 756

[1699] <212> DNA

[1700] <213> ANT.F%|(artificial sequence)

[1701]  <220>

[1702] <221> gene

[1703]  <222> ()..()

[1704]  <223> @hEEEA

[1705]  <400> 38

[1706] atgatacctg caaaagacat ggctaaagtt atgattgtca tgttggcaat ttgttttctt 60
[1707] acaaaatcgg atgggaaatc tgttaagaag agatctgtga gtgaaataca gcttatgcat 120
[1708] aacctgggaa aacatctgaa ctcgatggag agagtagaat ggctgecgtaa gaagctgecag 180
[1709] gatgtgcaca attttggtgg cggaggtagt ggtggeggag gtageggtgg cggaggttet 240
[1710] ggtggcggag gttccgatga cgtcatgact aaagaggaac agatcttcct getgeaccgt 300
[1711] gctcaggeece agtgecgaaaa acggcectcaag gaggtcctge agaggccage cagcataatg 360
[1712] gaatcagaca agggatggac atctgcgtcc acatcaggga agcccaggaa agataaggca 420
[1713] tctgggaage tctaccctga gtctgaggag gacaaggagg cacccactgg cagcaggtac 480
[1714] cgagggegee cctgtetgee ggaatgggac cacatccetgt getggecget gggggecacca 540
[1715] ggtgaggtgg tggetgtgee ctgteccggac tacaagtatg acttcaatca caaaggecat 600
[1716]  gcctaccgac getgtgaccg caatggeage tgggagetgg tgectgggea caacaggacg 660
[1717] tgggccaact acagcgagtg tgtcaaattt ctcaccaatg agactcgtga acgggaggtg 720
[1718] tttgaccgee tgaccggtca tcatcaccat caccat 756

[1719]  <210> 39

[1720] <211> 1491
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[1721]  <212> DNA

[1722] <213> ANT.J#%|(artificial sequence)

[1723]  <220>

[1724] <221> gene

[17251  <222> ()..()

[1726]  <223> A& EA

[1727]  <400> 39

[1728] atggctacag gctcccggac gtceccetgete ctggettttg gectgetetg cetgecetgg 60
[1729] cttcaagagg gcagtgcctc tgtgagtgaa atacagctta tgcataacct gggaaaacat 120
[1730] ctgaactcga tggagagagt agaatggctg cgtaagaage tgcaggatgt gcacaatttt 180
[1731]  ggtggcggag gtagtggtgg cggaggtage ggtggeggag gttetggtgg cggaggttee 240
[1732] gatgacgtca tgactaaaga ggaacagatc ttcctgctge accgtgetca ggeccagtge 300
[1733] gaaaaacggc tcaaggaggt cctgcagagg ccagccageca taatggaatc agacaaggga 360
[1734] tggacatctg cgtccacatc agggaagccc aggaaagata aggcatctgg gaagctctac 420
[1735] cctgagtctg aggaggacaa ggaggcaccc actggcecagea ggtaccgagg gegeccetgt 480
[1736] ctgccggaat gggaccacat cctgtgetgg ccgetgggge caccaggtga ggtggtgget 540
[1737] gtgceetgte cggactacaa gtatgacttc aatcacaaag gecatgecta ccgacgetgt 600
[1738] gaccgcaatg gcagctggga getggtgeet gggeacaaca ggacgtggge caactacage 660
[1739] gagtgtgtca aatttctcac caatgagact cgtgaacggg aggtgtttga ccgectgggt 720
[1740] ggcggagegta gtggtggegg aggtageggt ggeggaggtt ctggtggegg aggttecttt 780
[1741] tctggaagtg aggccacage agctatcctt agcagagcac cctggagtct gcaaagtgtt 840
[1742] aatccaggcc taaagacaaa ttcttctaag gagcctaaat tcaccaagtg ccgttcacct 900
[1743] gagcgagaga ctttttcatg ccactggaca gatgaggttc atcatggtac aaagaaccta 960
[1744] ggacccatac agctgttcta taccagaagg aacactcaag aatggactca agaatggaaa 1020
[1745] gaatgccctg attatgtttc tgetggggaa aacagetgtt actttaattc atcgtttace 1080
[1746] tccatcgcaa taccttattg tatcaagcta actagcaatg gtggtacagt ggatgaaaag 1140
[1747] tgtttctetg ttgatgaaat agtgcaacca gatccaccca ttgccctcaa ctggacttta 1200
[1748] ctgaacgtca gtttaactgg gattcatgca gatatccaag tgagatggga agcaccacge 1260
[1749] aatgcagata ttcagaaagg atggatggtt ctggagtatg aacttcaata caaagaagta 1320
[1750] aatgaaacta aatggaaaat gatggaccct atattgacaa catcagttcc agtgtactca 1380
[1751] ttgaaagtgg ataaggaata tgaagtgcgt gtgagatcca aacaacgaaa ctctggaaat 1440
[1752] tatggcgagt tcagtgaggt gctctatgta acacttcctc agatgagcca a 1491

[1753]  <210> 40

[1754] <211> 36

[1755]  <212> PRT

[1756] <213> N4l (artificial sequence)

[1757]  <220>

[1758]  <221> PEPTIDE

[1759]  <222> ()..()

[1760]  <223> PTHrP

[1761]  <400> 40

[1762] Ala Val Ser Glu His Gln Leu Leu His Asp Lys Gly Lys Ser Ile Gln
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[1763] 1 5 10 15
[1764] Asp Leu Arg Arg Arg Phe Phe Leu His His Leu Ile Ala Glu Ile His
[1765] 20 25 30

[1766] Thr Ala Glu Ile

[1767] 35

[1768] <210> 41

[1769] <211> 24

[1770]  <212> PRT

[1771]  <213> ATLJ¥%l(artificial sequence)

[1772]  <220>

[1773]  <221> SIGNAL

[1774]  <222> ()..()

[1775]  <223> PTHrP{5 5 ¢4l

[1776]  <400> 41

[1777] Met Gln Arg Arg Leu Val Gln Gln Trp Ser Val Ala Val Phe Leu Leu
[1778] 1 5 10 15
[1779] Ser Tyr Ala Val Pro Ser Cys Gly

[1780] 20

[1781]  <210> 42

[1782]  <211> 507

[1783]  <212> PRT

[1784] <213> ANT.JF%|(artificial sequence)

[1785]  <220>

[1786]  <221> PEPTIDE

(17871 <222> ()..()

[1788]  <223> @hEERA

[1789]  <400> 42

[1790] Met Gln Arg Arg Leu Val Gln Gln Trp Ser Val Ala Val Phe Leu Leu
[1791] 1 5 10 15
[1792] Ser Tyr Ala Val Pro Ser Cys Gly Arg Ser Val Glu Gly Leu Ser Arg
[1793] 20 25 30

[1794] Arg Leu Ala Val Ser Glu His Gln Leu Leu His Asp Lys Gly Lys Ser
[1795] 35 40 45

[1796] Tle Gln Asp Leu Arg Arg Arg Phe Phe Leu His His Leu Ile Ala Glu
[1797] 50 55 60

[1798] Ile His Thr Ala Glu Ile Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
[1799]1 65 70 75 80
[1800] Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Asp Asp Val Met Thr Lys
[1801] 85 90 95
[1802] Glu Glu Gln Ile Phe Leu Leu His Arg Ala Gln Ala Gln Cys Glu Lys
[1803] 100 105 110

[1804] Arg Leu Lys Glu Val Leu Gln Arg Pro Ala Ser Ile Met Glu Ser Asp
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[1805] 115 120 125

[1806] Lys Gly Trp Thr Ser Ala Ser Thr Ser Gly Lys Pro Arg Lys Asp Lys
[1807] 130 135 140

[1808] Ala Ser Gly Lys Leu Tyr Pro Glu Ser Glu Glu Asp Lys Glu Ala Pro
[1809] 145 150 155 160
[1810] Thr Gly Ser Arg Tyr Arg Gly Arg Pro Cys Leu Pro Glu Trp Asp His
[1811] 165 170 175
[1812] Ile Leu Cys Trp Pro Leu Gly Ala Pro Gly Glu Val Val Ala Val Pro
[1813] 180 185 190

[1814] Cys Pro Asp Tyr Ile Tyr Asp Phe Asn His Lys Gly His Ala Tyr Arg
[1815] 195 200 205

[1816] Arg Cys Asp Arg Asn Gly Ser Trp Glu Leu Val Pro Gly His Asn Arg
[1817] 210 215 220

[1818] Thr Trp Ala Asn Tyr Ser Glu Cys Val Lys Phe Leu Thr Asn Glu Thr
[1819] 225 230 235 240
[1820] Arg Glu Arg Glu Val Phe Asp Arg Leu Gly Gly Gly Gly Ser Gly Gly
[1821] 245 250 255
[1822] Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Phe Ser Gly
[1823] 260 265 270

[1824] Ser Glu Ala Thr Ala Ala Ile Leu Ser Arg Ala Pro Trp Ser Leu Gln
[1825] 275 280 285

[1826] Ser Val Asn Pro Gly Leu Lys Thr Asn Ser Ser Lys Glu Pro Lys Phe
[1827] 290 295 300

[1828] Thr Lys Cys Arg Ser Pro Glu Arg Glu Thr Phe Ser Cys His Trp Thr
[1829] 305 310 315 320
[1830] Asp Glu Val His His Gly Thr Lys Asn Leu Gly Pro Ile Gln Leu Phe
[1831] 325 330 335
[1832] Tyr Thr Arg Arg Asn Thr Gln Glu Trp Thr Gln Glu Trp Lys Glu Cys
[1833] 340 345 350

[1834] Pro Asp Tyr Val Ser Ala Gly Glu Asn Ser Cys Tyr Phe Asn Ser Ser
[1835] 355 360 365

[1836] Phe Thr Ser Ile Ala Ile Pro Tyr Cys Ile Lys Leu Thr Ser Asn Gly
[1837] 370 375 380

[1838] Gly Thr Val Asp Glu Lys Cys Phe Ser Val Asp Glu Ile Val Gln Pro
[1839] 385 390 395 400
[1840] Asp Pro Pro Ile Ala Leu Asn Trp Thr Leu Leu Asn Val Ser Leu Thr
[1841] 405 410 415
[1842] Gly Ile His Ala Asp Ile Gln Val Arg Trp Glu Ala Pro Arg Asn Ala
[1843] 420 425 430

[1844] Asp Ile Gln Lys Gly Trp Met Val Leu Glu Tyr Glu Leu Gln Tyr Lys
[1845] 435 440 445

[1846] Glu Val Asn Glu Thr Lys Trp Lys Met Met Asp Pro Ile Leu Thr Thr
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[1847]
[1848]
[1849]
[1850]
[1851]
[1852]
[1853]
[1854]
[1855]
[1856]
[1857]
[1858]
[1859]
[1860]
[1861]
[1862]
[1863]
[1864]
[1865]
[1866]
[1867]
[1868]
[1869]
[1870]
[1871]
[1872]
[1873]
[1874]
[1875]
[1876]
[1877]
[1878]
[1879]
[1880]
[1881]
[1882]
[1883]
[1884]
[1885]
[1886]
[1887]
[1888]

450

455

Ser Val Pro Val Tyr Ser Leu Lys Val

465

470

Val Arg Ser Lys Gln Arg Asn Ser Gly

485

Val Leu Tyr Val Thr Leu Pro Gln Met

210>
<2115
212>
<213>

220>

221>
222>
223>
<400>

43
499
PRT
NTF%|(artificial sequence)

500

PEPTIDE
0.0
Al B

43

Met Ala Thr Gly

1
Cys

Leu

Phe

Gly

65

Gly

Arg

Pro

Ser

Ser

145

Pro

Pro

Asn

Leu

Leu

Leu

50

Gly

Ser

Ala

Ala

Gly

130

Glu

Cys

Gly

His

Pro

His

35

His

Ser

Asp

Gln

Ser

115

Lys

Glu

Leu

Glu

Lys
195

Trp
20

Asp
His
Gly

Asp

Ala
100
Ile

Pro

Asp

Pro

Val

180
Gly

Ser

Leu

Lys

Leu

Gly

Val

85

Gln

Met

Arg

Lys

Glu

165

Val

His

Arg

Gln

Gly

Ile

Gly

70

Met

Cys

Glu

Lys

Glu

150

Trp

Ala

Ala

Thr

Glu

Lys

Ala

55

Gly

Thr

Glu

Ser

Asp

135

Ala

Asp

Val

Tyr

Ser

Gly

Ser

40

Glu

Ser

Lys

Lys

Asp

120

Lys

Pro

His

Pro

Arg
200

505

Leu
Ser
25

Ile
Ile
Gly
Glu
Arg
105
Lys
Ala
Thr
Ile
Cys

185
Arg

64

460

Asp Lys Glu Tyr Glu Val Arg

Asn
490

Ser

Leu
10

Ala
Gln
His
Gly
Glu
90

Leu
Gly
Ser
Gly
Leu
170

Pro

Cys

475
Tyr

Gln

Leu

Ala

Asp

Thr

Gly

75

Gln

Lys

Trp

Gly

Ser

155

Cys

Asp

Asp

480

Gly Glu Phe Ser Glu

Ala

Val

Leu

Ala

60

Gly

Ile

Glu

Thr

Lys

140

Arg

Trp

Tyr

Arg

Phe

Ser

Arg

45

Glu

Ser

Phe

Val

Ser

125

Leu

Tyr

Pro

Ile

Asn
205

Gly
Glu
30

Arg
Ile
Gly
Leu
Leu
110
Ala
Tyr
Arg
Leu
Tyr

190
Gly

495

Leu
15

His
Arg
Gly
Gly
Leu
95

Gln
Ser
Pro
Gly
Gly
175

Asp

Ser

Leu

Gln

Phe

Gly

Gly

80

His

Arg

Thr

Glu

Arg

160

Ala

Phe

Trp
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[1889] Glu Leu Val Pro Gly His Asn Arg Thr Trp Ala Asn Tyr Ser Glu Cys
[1890] 210 215 220

[1891] Val Lys Phe Leu Thr Asn Glu Thr Arg Glu Arg Glu Val Phe Asp Arg
[1892] 225 230 235 240
[1893] Leu Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
[1894] 245 250 255
[1895] Gly Gly Gly Gly Ser Phe Ser Gly Ser Glu Ala Thr Ala Ala Ile Leu
[1896] 260 265 270

[1897] Ser Arg Ala Pro Trp Ser Leu Gln Ser Val Asn Pro Gly Leu Lys Thr
[1898] 275 280 285

[1899] Asn Ser Ser Lys Glu Pro Lys Phe Thr Lys Cys Arg Ser Pro Glu Arg
[1900] 290 295 300

[1901]  Glu Thr Phe Ser Cys His Trp Thr Asp Glu Val His His Gly Thr Lys
[1902] 305 310 315 320
[1903] Asn Leu Gly Pro Ile Gln Leu Phe Tyr Thr Arg Arg Asn Thr Gln Glu
[1904] 325 330 335
[1905] Trp Thr Gln Glu Trp Lys Glu Cys Pro Asp Tyr Val Ser Ala Gly Glu
[1906] 340 345 350

[1907] Asn Ser Cys Tyr Phe Asn Ser Ser Phe Thr Ser Ile Ala Ile Pro Tyr
[1908] 355 360 365

[1909] Cys Ile Lys Leu Thr Ser Asn Gly Gly Thr Val Asp Glu Lys Cys Phe
[1910] 370 375 380

[1911]  Ser Val Asp Glu Ile Val Gln Pro Asp Pro Pro Ile Ala Leu Asn Trp
[1912] 385 390 395 400
[1913] Thr Leu Leu Asn Val Ser Leu Thr Gly Ile His Ala Asp Ile Gln Val
[1914] 405 410 415
[1915] Arg Trp Glu Ala Pro Arg Asn Ala Asp Ile Gln Lys Gly Trp Met Val
[1916] 420 425 430

[1917] Leu Glu Tyr Glu Leu Gln Tyr Lys Glu Val Asn Glu Thr Lys Trp Lys
[1918] 435 440 445

[1919] Met Met Asp Pro Ile Leu Thr Thr Ser Val Pro Val Tyr Ser Leu Lys
[1920] 450 455 460

[1921] Val Asp Lys Glu Tyr Glu Val Arg Val Arg Ser Lys Gln Arg Asn Ser
[1922] 465 470 475 480
[1923]  Gly Asn Tyr Gly Glu Phe Ser Glu Val Leu Tyr Val Thr Leu Pro Gln
[1924] 485 490 495
[1925] Met Ser Gln

[1926] <210> 44

[1927]  <211> 340

[1928] <212> PRT

[1929] <213> ATJ¥%l(artificial sequence)

[1930] <220>
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[1931]  <221> PEPTIDE

[1932] <222> ()..0)

[1933]  <223> Rh&EA

[1934]  <400> 44

[1935] Met Ala Thr Gly Ser Arg Thr Ser Leu Leu Leu Ala Phe Gly Leu Leu
[1936] 1 5 10 15
[1937] Cys Leu Pro Trp Leu Gln Glu Gly Ser Ala Ala Val Ser Glu His Gln
[1938] 20 25 30

[1939] Leu Leu His Asp Lys Gly Lys Ser Ile Gln Asp Leu Arg Arg Arg Phe
[1940] 35 40 45

[1941]  Phe Leu His His Leu Ile Ala Glu Ile His Thr Ala Glu Ile Gly Gly
[1942] 50 55 60

[1943] Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly
[1944] 65 70 75 80
[1945] Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly
[1946] 85 90 95
[1947] Ser Gly Gly Gly Gly Ser Phe Ser Gly Ser Glu Ala Thr Ala Ala Ile
[1948] 100 105 110

[1949] Leu Ser Arg Ala Pro Trp Ser Leu Gln Ser Val Asn Pro Gly Leu Lys
[1950] 115 120 125

[1951] Thr Asn Ser Ser Lys Glu Pro Lys Phe Thr Lys Cys Arg Ser Pro Glu
[1952] 130 135 140

[1953] Arg Glu Thr Phe Ser Cys His Trp Thr Asp Glu Val His His Gly Thr
[1954] 145 150 155 160
[1955] Lys Asn Leu Gly Pro Ile Gln Leu Phe Tyr Thr Arg Arg Asn Thr Gln
[1956] 165 170 175
[1957] Glu Trp Thr Gln Glu Trp Lys Glu Cys Pro Asp Tyr Val Ser Ala Gly
[1958] 180 185 190

[1959]  Glu Asn Ser Cys Tyr Phe Asn Ser Ser Phe Thr Ser Ile Ala Ile Pro
[1960] 195 200 205

[1961] Tyr Cys Ile Lys Leu Thr Ser Asn Gly Gly Thr Val Asp Glu Lys Cys
[1962] 210 215 220

[1963] Phe Ser Val Asp Glu Ile Val Gln Pro Asp Pro Pro Ile Ala Leu Asn
[1964] 225 230 235 240
[1965] Trp Thr Leu Leu Asn Val Ser Leu Thr Gly Ile His Ala Asp Ile Gln
[1966] 245 250 255
[1967] Val Arg Trp Glu Ala Pro Arg Asn Ala Asp Ile Gln Lys Gly Trp Met
[1968] 260 265 270

[1969] Val Leu Glu Tyr Glu Leu Gln Tyr Lys Glu Val Asn Glu Thr Lys Trp
[1970] 275 280 285

[1971] Lys Met Met Asp Pro Ile Leu Thr Thr Ser Val Pro Val Tyr Ser Leu
[1972] 290 295 300
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[1973]
[1974]
[1975]
[1976]
[1977]
[1978]
[1979]
[1980]
[1981]
[1982]
[1983]
[1984]
[1985]
[1986]
[1987]
[1988]
[1989]
[1990]
[1991]
[1992]
[1993]
[1994]
[1995]
[1996]
[1997]
[1998]
[1999]
[2000]
[2001]
[2002]
[2003]
[2004]
[2005]
[2006]
[2007]
[2008]
[2009]
[2010]
[2011]
[2012]
[2013]
[2014]

Lys Val Asp Lys Glu Tyr Glu Val Arg Val Arg Ser Lys Gln Arg Asn

305

310

315

320

Ser Gly Asn Tyr Gly Glu Phe Ser Glu Val Leu Tyr Val Thr Leu Pro

Gln Met Ser Gln

<210> 45
211> 24

212>
213>

<220>

221>
222>
223>

<400> 45
Met Ala Thr Gly

1
Cys

Leu

Phe

Gly

65

Gly

Arg

Pro

Ser

Ser

145

Pro

Pro

Asn

Glu

Leu

Leu

Leu

50

Gly

Ser

Ala

Ala

Gly

130

Glu

Cys

Gly

His

Leu

1

PRT
NT 7% (artificial sequence)

Pro

His

35

His

Ser

Asp

Gln

Ser

115

Lys

Glu

Leu

Glu

Lys

195
Val

340

PEPTIDE
O..0

iEECeE|

Trp

20

His

Gly

Asp

Ala

100

Ile

Pro

Asp

Pro

Val

180

Gly

Pro

325

Ser

Leu

Leu
Gly
Val
85

Gln
Met
Arg
Lys
Glu
165
Val
His

Gly

Arg

Gln

Gly

Ile

Gly

70

Met

Cys

Glu

Lys

Glu

150

Trp

Ala

Ala

His

Thr

Glu

Ala
55

Gly
Thr
Glu
Ser
Asp
135
Ala

Asp

Val

Asn

Ser
Gly
Ser
40

Glu
Ser
Lys
Lys
Asp
120
Lys
Pro
His
Pro
Arg

200
Arg

Leu
Ser
25

Ile
Ile
Gly
Glu
Arg
105
Lys
Ala
Thr
Ile
Cys
185

Arg

Thr

67

330

Leu
10

Ala
Gln
His
Gly
Glu
90

Leu
Gly
Ser
Gly
Leu
170
Pro

Cys

Trp

Leu

Ala

Thr
Gly
75

Gln
Lys
Trp
Gly
Ser
155
Cys
Asp

Asp

Ala

Ala

Val

Leu

Ala

60

Gly

Ile

Glu

Thr

Lys

140

Arg

Trp

Tyr

Arg

Asn

Phe

Ser

45

Glu

Ser

Phe

Val

Ser

125

Leu

Tyr

Pro

Ile

Asn

205
Tyr

Gly
Glu
30

Arg
Ile
Gly
Leu
Leu
110
Ala
Tyr
Arg
Leu
Tyr
190

Gly

Ser

335

Leu
15

His
Arg
Gly
Gly
Leu
95

Gln
Ser
Pro
Gly
Gly
175
Asp

Ser

Glu

Leu

Gln

Phe

Gly

Gly

80

His

Arg

Thr

Glu

Arg

160

Ala

Phe

Trp

Cys
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[2015]
[2016]
[2017]
[2018]
[2019]
[2020]
[2021]
[2022]
[2023]
[2024]
[2025]
[2026]
[2027]
[2028]
[2029]
[2030]
[2031]
[2032]
[2033]
[2034]
[2035]
[2036]
[2037]
[2038]
[2039]
[2040]
[2041]
[2042]
[2043]
[2044]
[2045]
[2046]
[2047]
[2048]
[2049]
[2050]
[2051]
[2052]
[2053]
[2054]
[2055]
[2056]

210

215

220

Val Lys Phe Leu Thr Asn Glu Thr Arg Glu Arg Glu Val Phe Asp Arg

225

Leu

<210> 46
211> 24

212>
213>

<220>

221>
222>
223>

<400> 46
Met Ala Thr Gly

1
Cys

Leu

Phe

Gly

65

Gly

Arg

Pro

Ser

Ser

145

Pro

Pro

Asn

Glu

Val

Leu

Leu

Leu

50

Gly

Ser

Ala

Ala

Gly

130

Glu

Cys

Gly

His

Leu

210
Lys

9

PRT
NTJF%| (artificial sequence)

Pro
His
35

His
Ser
Asp
Gln
Ser
115
Lys
Glu
Leu
Glu
Lys
195

Val

Phe

PEPTIDE
0.0

A

Trp
20

Asp
His
Gly
Asp
Ala
100
Ile
Pro
Asp
Pro
Val
180
Gly

Pro

Leu

Ser

Leu

Lys

Leu

Gly

Val

85

Gln

Met

Arg

Lys

Glu

165

Val

His

Gly

Thr

230

Arg

Gln

Gly

Ile

Gly

70

Met

Cys

Glu

Lys

Glu

150

Trp

Ala

Ala

His

Asn

Thr

Glu

Lys

Ala

55

Gly

Thr

Glu

Ser

Asp

135

Ala

Asp

Val

Tyr

Asn

215
Glu

Ser
Gly
Ser
40

Glu
Ser
Lys
Lys
Asp
120
Lys
Pro
His
Pro
Arg
200

Arg

Thr

Leu
Ser
25

Ile
Ile
Gly
Glu
Arg
105
Lys
Ala
Thr
Ile
Cys
185
Arg

Thr

Arg

68

Leu
10

Ala
Gln
His
Gly
Glu
90

Leu
Gly
Ser
Gly
Leu
170

Pro

Cys

Glu

235

Leu

Ala

Asp

Thr

Gly

75

Gln

Lys

Trp

Gly

Ser

155

Cys

Asp

Asp

Ala

Arg

Ala

Val

Leu

Ala

60

Gly

Ile

Glu

Thr

Lys

140

Arg

Trp

Tyr

Arg

Asn

220
Glu

Phe
Ser
Arg
45

Glu
Ser
Phe
Val
Ser
125
Leu
Tyr
Pro
Ile
Asn
205

Tyr

Val

Gly
Glu
30

Arg
Ile
Gly
Leu
Leu
110
Ala
Tyr
Arg
Leu
Tyr
190
Gly

Ser

Phe

Leu
15

His
Arg
Gly
Gly
Leu
95

Gln
Ser
Pro
Gly
Gly
175
Asp
Ser

Glu

Asp

240

Leu

Gln

Phe

Gly

Gly

80

His

Arg

Thr

Glu

Arg

160

Ala

Phe

Trp

Cys

Arg
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[2057] 225 230 235 240
[2058] Leu Thr Gly His His His His His His

[2059] 245

[2060]  <210> 47

[2061]  <211> 257

[2062]  <212> PRT

[2063] <213> NL%l(artificial sequence)

[2064]  <220>

[2065]  <221> PEPTIDE

[2066]  <222> ()..()

[2067] <223> A& EA

[2068]  <400> 47

[2069] Met Gln Arg Arg Leu Val Gln Gln Trp Ser Val Ala Val Phe Leu Leu
[2070] 1 5 10 15
[2071]  Ser Tyr Ala Val Pro Ser Cys Gly Arg Ser Val Glu Gly Leu Ser Arg
[2072] 20 25 30

[2073] Arg Leu Ala Val Ser Glu His Gln Leu Leu His Asp Lys Gly Lys Ser
[2074] 35 40 45

[2075] Ile Gln Asp Leu Arg Arg Arg Phe Phe Leu His His Leu Ile Ala Glu
[2076] 50 55 60

[2077] Ile His Thr Ala Glu Ile Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
[2078] 65 70 75 80
[2079]  Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Asp Asp Val Met Thr Lys
[2080] 85 90 95
[2081] Glu Glu Gln Ile Phe Leu Leu His Arg Ala Gln Ala Gln Cys Glu Lys
[2082] 100 105 110

[2083] Arg Leu Lys Glu Val Leu Gln Arg Pro Ala Ser Ile Met Glu Ser Asp
[2084] 115 120 125

[2085] Lys Gly Trp Thr Ser Ala Ser Thr Ser Gly Lys Pro Arg Lys Asp Lys
[2086] 130 135 140

[2087] Ala Ser Gly Lys Leu Tyr Pro Glu Ser Glu Glu Asp Lys Glu Ala Pro
[2088] 145 150 155 160
[2089] Thr Gly Ser Arg Tyr Arg Gly Arg Pro Cys Leu Pro Glu Trp Asp His
[2090] 165 170 175
[2091] Ile Leu Cys Trp Pro Leu Gly Ala Pro Gly Glu Val Val Ala Val Pro
[2092] 180 185 190

[2093] Cys Pro Asp Tyr Ile Tyr Asp Phe Asn His Lys Gly His Ala Tyr Arg
[2094] 195 200 205

[2095] Arg Cys Asp Arg Asn Gly Ser Trp Glu Leu Val Pro Gly His Asn Arg
[2096] 210 215 220

[2097] Thr Trp Ala Asn Tyr Ser Glu Cys Val Lys Phe Leu Thr Asn Glu Thr
[2098] 225 230 235 240
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[2099]
[2100]
[2101]
[2102]
[2103]
[2104]
[2105]
[2106]
[2107]
[2108]
[2109]
[2110]
[2111]
[2112]
[2113]
[2114]
[2115]
[2116]
[2117]
[2118]
[2119]
[2120]
[2121]
[2122]
[2123]
[2124]
[2125]
[2126]
[2127]
[2128]
[2129]
[2130]
[2131]
[2132]
[2133]
[2134]
[2135]
[2136]
[2137]
[2138]
[2139]
[2140]

Arg Glu Arg Glu Val Phe Asp Arg Leu Thr Gly His His His His His

His

<210> 48
211> 24

212>
<213>

220>

221>
222>
223>

<400> 48
Met Gln Arg Arg

1

Ser

Arg

Ile

Ile

65

Gly

Glu

Arg

Lys

Ala

145

Thr

Ile

Cys

Arg

Thr
225

Tyr

Leu

Gln

50

His

Gly

Glu

Leu

Gly

130

Ser

Gly

Leu

Pro

Cys

210
Trp

9

PRT
NTF% (artificial sequence)

Ala
Ala
35

Asp
Thr
Gly
Gln
Lys
115
Trp
Gly
Ser
Cys
Asp
195

Asp

Ala

PEPTIDE
0.0

Rl E H

Val
20

Val
Leu
Ala
Gly
Ile
100
Glu
Thr
Lys
Arg
Trp
180
Tyr

Arg

Asn

245

Leu

Pro

Ser

Arg

Glu

Ser

85

Phe

Val

Ser

Leu

Tyr

165

Pro

Ile

Asn

Tyr

Val

Ser

Glu

Arg

Ile

70

Gly

Leu

Leu

Ala

Tyr

150

Arg

Leu

Tyr

Gly

Ser
230

Gln

Cys

His

Arg

55

Gly

Gly

Leu

Gln

Ser

135

Pro

Gly

Gly

Asp

Ser

215
Glu

Gln
Gly
Gln
40

Phe
Gly
Gly
His
Arg
120
Thr
Glu
Arg
Ala
Phe
200

Trp

Cys

Trp
Arg
25

Leu
Phe
Gly
Gly
Arg
105
Pro
Ser
Ser
Pro
Pro
185
Asn

Glu

Val

70

250

Ser
10

Ser
Leu
Leu
Gly
Ser
90

Ala
Ala
Gly
Glu
Cys
170
Gly
His
Leu

Lys

Val Ala

Val Glu

His Asp

His His
60

Ser Gly

75

Asp Asp

Gln Ala

Ser Ile

Lys Pro

140
Glu Asp
155

Leu Pro
Glu Val
Lys Gly
Val Pro

220

Phe Leu
235

Val
Gly
Lys
45

Leu
Gly
Val
Gln
Met
125
Arg
Lys
Glu
Val
His
205

Gly

Thr

Phe
Leu
30

Gly
Ile
Gly
Met
Cys
110
Glu
Lys
Glu
Trp
Ala
190
Ala
His

Asn

255

Leu
15

Ser
Lys
Ala
Gly
Thr
95

Glu
Ser
Asp
Ala
Asp
175
Val
Tyr

Asn

Glu

Leu

Arg

Ser

Glu

Ser

80

Lys

Lys

Asp

Lys

Pro

160

His

Pro

Arg

Arg

Thr
240
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[2141] Arg Glu Arg Glu Val Phe Asp Arg Leu

[2142] 245

[2143]  <210> 49

[2144] <211> 328

[2145]  <212> PRT

[2146] <213> ANT.JF%l(artificial sequence)

[2147]  <220>

[2148]  <221> PEPTIDE

[2149]  <222> ()..()

[2150]  <223> A/ EA

[2151]  <400> 49

[2152] Met Gln Arg Arg Leu Val Gln Gln Trp Ser Val Ala Val Phe Leu Leu
[2153] 1 5 10 15
[2154]  Ser Tyr Ala Val Pro Ser Cys Gly Arg Ser Val Glu Gly Leu Ser Arg
[2155] 20 25 30

[2156] Arg Leu Ala Val Ser Glu His Gln Leu Leu His Asp Lys Gly Lys Ser
[2157] 35 40 45

[2158] Ile Gln Asp Leu Arg Arg Arg Phe Phe Leu His His Leu Ile Ala Glu
[2159] 50 55 60

[2160] Ile His Thr Ala Glu Ile Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
[2161] 65 70 75 80
[2162] Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Phe Ser Gly Ser Glu Ala
[2163] 85 90 95
[2164] Thr Ala Ala Ile Leu Ser Arg Ala Pro Trp Ser Leu Gln Ser Val Asn
[2165] 100 105 110

[2166] Pro Gly Leu Lys Thr Asn Ser Ser Lys Glu Pro Lys Phe Thr Lys Cys
[2167] 115 120 125

[2168] Arg Ser Pro Glu Arg Glu Thr Phe Ser Cys His Trp Thr Asp Glu Val
[2169] 130 135 140

[2170] His His Gly Thr Lys Asn Leu Gly Pro Ile Gln Leu Phe Tyr Thr Arg
[2171] 145 150 155 160
[2172] Arg Asn Thr Gln Glu Trp Thr Gln Glu Trp Lys Glu Cys Pro Asp Tyr
[2173] 165 170 175
[2174]  Val Ser Ala Gly Glu Asn Ser Cys Tyr Phe Asn Ser Ser Phe Thr Ser
[2175] 180 185 190

[2176] Ile Ala Ile Pro Tyr Cys Ile Lys Leu Thr Ser Asn Gly Gly Thr Val
[2177] 195 200 205

[2178] Asp Glu Lys Cys Phe Ser Val Asp Glu Ile Val Gln Pro Asp Pro Pro
[2179] 210 215 220

[2180] Ile Ala Leu Asn Trp Thr Leu Leu Asn Val Ser Leu Thr Gly Ile His
[2181] 225 230 235 240
[2182] Ala Asp Ile Gln Val Arg Trp Glu Ala Pro Arg Asn Ala Asp Ile Gln
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[2183] 245 250 255
[2184] Lys Gly Trp Met Val Leu Glu Tyr Glu Leu Gln Tyr Lys Glu Val Asn
[2185] 260 265 270

[2186] Glu Thr Lys Trp Lys Met Met Asp Pro Ile Leu Thr Thr Ser Val Pro
[2187] 275 280 285

[2188] Val Tyr Ser Leu Lys Val Asp Lys Glu Tyr Glu Val Arg Val Arg Ser
[2189] 290 295 300

[2190] Lys Gln Arg Asn Ser Gly Asn Tyr Gly Glu Phe Ser Glu Val Leu Tyr
[2191] 305 310 315 320
[2192] Val Thr Leu Pro Gln Met Ser Gln

[2193] 325

[2194]  <210> 50

[2195] <211> 507

[2196]  <212> PRT

[2197] <213> NTLJF%|(artificial sequence)

[2198]  <220>

[2199]  <221> PEPTIDE

[2200] <222> ()..()

[2201]  <223> @A EA

[2202]  <400> 50

[2203] Met Gln Arg Arg Leu Val Gln Gln Trp Ser Val Ala Val Phe Leu Leu
[2204] 1 5 10 15
[2205] Ser Tyr Ala Val Pro Ser Cys Gly Arg Ser Val Glu Gly Leu Ser Arg
[2206] 20 25 30

[2207] Arg Leu Ala Val Ser Glu His Gln Leu Leu His Asp Lys Gly Lys Ser
[2208] 35 40 45

[2209] Ile Gln Asp Leu Arg Arg Arg Phe Phe Leu His His Leu Ile Ala Glu
[2210] 50 55 60

[2211] Ile His Thr Ala Glu Ile Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
[2212] 65 70 75 80
[2213]  Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Asp Asp Val Met Thr Lys
[2214] 85 90 95
[2215] Glu Glu Gln Ile Phe Leu Leu His Arg Ala Gln Ala Gln Cys Glu Lys
[2216] 100 105 110

[2217] Arg Leu Lys Glu Val Leu Gln Arg Pro Ala Ser Ile Met Glu Ser Asp
[2218] 115 120 125

[2219] Lys Gly Trp Thr Ser Ala Ser Thr Ser Gly Lys Pro Arg Lys Asp Lys
[2220] 130 135 140

[2221]  Ala Ser Gly Lys Leu Tyr Pro Glu Ser Glu Glu Asp Lys Glu Ala Pro
[2222] 145 150 155 160
[2223] Thr Gly Ser Arg Tyr Arg Gly Arg Pro Cys Leu Pro Glu Trp Asp His
[2224] 165 170 175
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[2225] Ile Leu Cys Trp Pro Leu Gly Ala Pro Gly Glu Val Val Ala Val Pro
[2226] 180 185 190

[2227] Cys Pro Asp Tyr Lys Tyr Asp Phe Asn His Lys Gly His Ala Tyr Arg
[2228] 195 200 205

[2229] Arg Cys Asp Arg Asn Gly Ser Trp Glu Leu Val Pro Gly His Asn Arg
[2230] 210 215 220

[2231] Thr Trp Ala Asn Tyr Ser Glu Cys Val Lys Phe Leu Thr Asn Glu Thr
[2232] 225 230 235 240
[2233] Arg Glu Arg Glu Val Phe Asp Arg Leu Gly Gly Gly Gly Ser Gly Gly
[2234] 245 250 255
[2235] Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Phe Ser Gly
[2236] 260 265 270

[2237] Ser Glu Ala Thr Ala Ala Ile Leu Ser Arg Ala Pro Trp Ser Leu Gln
[2238] 275 280 285

[2239] Ser Val Asn Pro Gly Leu Lys Thr Asn Ser Ser Lys Glu Pro Lys Phe
[2240] 290 295 300

[2241] Thr Lys Cys Arg Ser Pro Glu Arg Glu Thr Phe Ser Cys His Trp Thr
[2242] 305 310 315 320
[2243] Asp Glu Val His His Gly Thr Lys Asn Leu Gly Pro Ile Gln Leu Phe
[2244] 325 330 335
[2245] Tyr Thr Arg Arg Asn Thr Gln Glu Trp Thr Gln Glu Trp Lys Glu Cys
[2246] 340 345 350

[2247] Pro Asp Tyr Val Ser Ala Gly Glu Asn Ser Cys Tyr Phe Asn Ser Ser
[2248] 355 360 365

[2249]  Phe Thr Ser Ile Ala Ile Pro Tyr Cys Ile Lys Leu Thr Ser Asn Gly
[2250] 370 375 380

[2251]  Gly Thr Val Asp Glu Lys Cys Phe Ser Val Asp Glu Ile Val Gln Pro
[2252] 385 390 395 400
[2253] Asp Pro Pro Ile Ala Leu Asn Trp Thr Leu Leu Asn Val Ser Leu Thr
[2254] 405 410 415
[2255] Gly Ile His Ala Asp Ile Gln Val Arg Trp Glu Ala Pro Arg Asn Ala
[2256] 420 425 430

[2257] Asp Ile Gln Lys Gly Trp Met Val Leu Glu Tyr Glu Leu Gln Tyr Lys
[2258] 435 440 445

[2259] Glu Val Asn Glu Thr Lys Trp Lys Met Met Asp Pro Ile Leu Thr Thr
[2260] 450 455 460

[2261]  Ser Val Pro Val Tyr Ser Leu Lys Val Asp Lys Glu Tyr Glu Val Arg
[2262] 465 470 475 480
[2263] Val Arg Ser Lys Gln Arg Asn Ser Gly Asn Tyr Gly Glu Phe Ser Glu
[2264] 485 490 495
[2265] Val Leu Tyr Val Thr Leu Pro Gln Met Ser Gln

[2266] 500 505
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[2267] <210> 51

[2268] <211> 499

[2269]  <212> PRT

[2270] <213> NTLJF%|(artificial sequence)

[2271]  <220>

[2272]  <221> PEPTIDE

[2273]  <222> ()..()

[2274]  <223> GhAEA

[2275]  <400> 51

[2276] Met Ala Thr Gly Ser Arg Thr Ser Leu Leu Leu Ala Phe Gly Leu Leu
[2277] 1 5 10 15
[2278] Cys Leu Pro Trp Leu Gln Glu Gly Ser Ala Ala Val Ser Glu His Gln
[2279] 20 25 30

[2280] Leu Leu His Asp Lys Gly Lys Ser Ile Gln Asp Leu Arg Arg Arg Phe
[2281] 35 40 45

[2282] Phe Leu His His Leu Ile Ala Glu Ile His Thr Ala Glu Ile Gly Gly
[2283] 50 55 60

[2284] Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly
[2285] 65 70 75 80
[2286] Gly Ser Asp Asp Val Met Thr Lys Glu Glu Gln Ile Phe Leu Leu His
[2287] 85 90 95
[2288] Arg Ala Gln Ala Gln Cys Glu Lys Arg Leu Lys Glu Val Leu Gln Arg
[2289] 100 105 110

[2290] Pro Ala Ser Ile Met Glu Ser Asp Lys Gly Trp Thr Ser Ala Ser Thr
[2291] 115 120 125

[2292]  Ser Gly Lys Pro Arg Lys Asp Lys Ala Ser Gly Lys Leu Tyr Pro Glu
[2293] 130 135 140

[2294]  Ser Glu Glu Asp Lys Glu Ala Pro Thr Gly Ser Arg Tyr Arg Gly Arg
[2295] 145 150 155 160
[2296] Pro Cys Leu Pro Glu Trp Asp His Ile Leu Cys Trp Pro Leu Gly Ala
[2297] 165 170 175
[2298] Pro Gly Glu Val Val Ala Val Pro Cys Pro Asp Tyr Lys Tyr Asp Phe
[2299] 180 185 190

[2300] Asn His Lys Gly His Ala Tyr Arg Arg Cys Asp Arg Asn Gly Ser Trp
[2301] 195 200 205

[2302] Glu Leu Val Pro Gly His Asn Arg Thr Trp Ala Asn Tyr Ser Glu Cys
[2303] 210 215 220

[2304] Val Lys Phe Leu Thr Asn Glu Thr Arg Glu Arg Glu Val Phe Asp Arg
[2305] 225 230 235 240
[2306] Leu Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
[2307] 245 250 255
[2308] Gly Gly Gly Gly Ser Phe Ser Gly Ser Glu Ala Thr Ala Ala Ile Leu
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[2309] 260 265 270

[2310] Ser Arg Ala Pro Trp Ser Leu Gln Ser Val Asn Pro Gly Leu Lys Thr
[2311] 275 280 285

[2312]  Asn Ser Ser Lys Glu Pro Lys Phe Thr Lys Cys Arg Ser Pro Glu Arg
[2313] 290 295 300

[2314] Glu Thr Phe Ser Cys His Trp Thr Asp Glu Val His His Gly Thr Lys
[2315] 305 310 315 320
[2316] Asn Leu Gly Pro Ile Gln Leu Phe Tyr Thr Arg Arg Asn Thr Gln Glu
[2317] 325 330 335
[2318] Trp Thr Gln Glu Trp Lys Glu Cys Pro Asp Tyr Val Ser Ala Gly Glu
[2319] 340 345 350

[2320] Asn Ser Cys Tyr Phe Asn Ser Ser Phe Thr Ser Ile Ala Ile Pro Tyr
[2321] 355 360 365

[2322] Cys Ile Lys Leu Thr Ser Asn Gly Gly Thr Val Asp Glu Lys Cys Phe
[2323] 370 375 380

[2324] Ser Val Asp Glu Ile Val Gln Pro Asp Pro Pro Ile Ala Leu Asn Trp
[2325] 385 390 395 400
[2326] Thr Leu Leu Asn Val Ser Leu Thr Gly Ile His Ala Asp Ile Gln Val
[2327] 405 410 415
[2328] Arg Trp Glu Ala Pro Arg Asn Ala Asp Ile Gln Lys Gly Trp Met Val
[2329] 420 425 430

[2330] Leu Glu Tyr Glu Leu Gln Tyr Lys Glu Val Asn Glu Thr Lys Trp Lys
[2331] 435 440 445

[2332] Met Met Asp Pro Ile Leu Thr Thr Ser Val Pro Val Tyr Ser Leu Lys
[2333] 450 455 460

[2334] Val Asp Lys Glu Tyr Glu Val Arg Val Arg Ser Lys Gln Arg Asn Ser
[2335] 465 470 475 480
[2336] Gly Asn Tyr Gly Glu Phe Ser Glu Val Leu Tyr Val Thr Leu Pro Gln
[2337] 485 490 495
[2338] Met Ser Gln

[2339] <210> 52

[2340] <211> 257

[2341] <212> PRT

[2342] <213> ANILJ¥%l (artificial sequence)

[2343]  <220>

[2344]  <221> PEPTIDE

[2345] <222> ().. ()

[2346]  <223> A ERA

[2347]  <400> 52

[2348] Met Gln Arg Arg Leu Val Gln Gln Trp Ser Val Ala Val Phe Leu Leu
[2349] 1 5 10 15
[2350] Ser Tyr Ala Val Pro Ser Cys Gly Arg Ser Val Glu Gly Leu Ser Arg
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[2351] 20 25 30

[2352] Arg Leu Ala Val Ser Glu His Gln Leu Leu His Asp Lys Gly Lys Ser
[2353] 35 40 45

[2354] Ile Gln Asp Leu Arg Arg Arg Phe Phe Leu His His Leu Ile Ala Glu
[2355] 50 55 60

[2356] Ile His Thr Ala Glu Ile Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
[2357] 65 70 75 80
[2358] Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Asp Asp Val Met Thr Lys
[2359] 85 90 95
[2360] Glu Glu Gln Ile Phe Leu Leu His Arg Ala Gln Ala Gln Cys Glu Lys
[2361] 100 105 110

[2362] Arg Leu Lys Glu Val Leu Gln Arg Pro Ala Ser Ile Met Glu Ser Asp
[2363] 115 120 125

[2364] Lys Gly Trp Thr Ser Ala Ser Thr Ser Gly Lys Pro Arg Lys Asp Lys
[2365] 130 135 140

[2366] Ala Ser Gly Lys Leu Tyr Pro Glu Ser Glu Glu Asp Lys Glu Ala Pro
[2367] 145 150 155 160
[2368] Thr Gly Ser Arg Tyr Arg Gly Arg Pro Cys Leu Pro Glu Trp Asp His
[2369] 165 170 175
[2370] Ile Leu Cys Trp Pro Leu Gly Ala Pro Gly Glu Val Val Ala Val Pro
[2371] 180 185 190

[2372] Cys Pro Asp Tyr Lys Tyr Asp Phe Asn His Lys Gly His Ala Tyr Arg
[2373] 195 200 205

[2374] Arg Cys Asp Arg Asn Gly Ser Trp Glu Leu Val Pro Gly His Asn Arg
[2375] 210 215 220

[2376] Thr Trp Ala Asn Tyr Ser Glu Cys Val Lys Phe Leu Thr Asn Glu Thr
[2377]1 225 230 235 240
[2378] Arg Glu Arg Glu Val Phe Asp Arg Leu Thr Gly His His His His His
[2379] 245 250 255
[2380] His

[2381] <210> 53

[2382] <211> 249

[2383]  <212> PRT

[2384] <213> ANILJ¥%l (artificial sequence)

[2385] <220>

[2386]  <221> PEPTIDE

[2387] <222> ()..()

[2388] <223> FAEHA

[2389]  <400> 53

[2390] Met Ala Thr Gly Ser Arg Thr Ser Leu Leu Leu Ala Phe Gly Leu Leu
[2391] 1 5 10 15
[2392] Cys Leu Pro Trp Leu Gln Glu Gly Ser Ala Ala Val Ser Glu His Gln
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[2393] 20 25 30

[2394] Leu Leu His Asp Lys Gly Lys Ser Ile Gln Asp Leu Arg Arg Arg Phe
[2395] 35 40 45

[2396] Phe Leu His His Leu Ile Ala Glu Ile His Thr Ala Glu Ile Gly Gly
[2397] 50 55 60

[2398] Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly
[2399] 65 70 75 80
[2400] Gly Ser Asp Asp Val Met Thr Lys Glu Glu Gln Ile Phe Leu Leu His
[2401] 85 90 95
[2402] Arg Ala Gln Ala Gln Cys Glu Lys Arg Leu Lys Glu Val Leu Gln Arg
[2403] 100 105 110

[2404] Pro Ala Ser Ile Met Glu Ser Asp Lys Gly Trp Thr Ser Ala Ser Thr
[2405] 115 120 125

[2406] Ser Gly Lys Pro Arg Lys Asp Lys Ala Ser Gly Lys Leu Tyr Pro Glu
[2407] 130 135 140

[2408] Ser Glu Glu Asp Lys Glu Ala Pro Thr Gly Ser Arg Tyr Arg Gly Arg
[2409] 145 150 155 160
[2410]  Pro Cys Leu Pro Glu Trp Asp His Ile Leu Cys Trp Pro Leu Gly Ala
[2411] 165 170 175
[2412] Pro Gly Glu Val Val Ala Val Pro Cys Pro Asp Tyr Lys Tyr Asp Phe
[2413] 180 185 190

[2414] Asn His Lys Gly His Ala Tyr Arg Arg Cys Asp Arg Asn Gly Ser Trp
[2415] 195 200 205

[2416] Glu Leu Val Pro Gly His Asn Arg Thr Trp Ala Asn Tyr Ser Glu Cys
[2417] 210 215 220

[2418] Val Lys Phe Leu Thr Asn Glu Thr Arg Glu Arg Glu Val Phe Asp Arg
[2419] 225 230 235 240
[2420] Leu Thr Gly His His His His His His

[2421] 245

[2422] <210> 54

[2423] <211> 34

[2424]  <212> PRT

[2425] <213> ANT.JF%|(artificial sequence)

[2426]  <220>

[2427] <221> PEPTIDE

[2428] <222> ()..()

[2429] <223> PTH 1-34

[2430]  <400> 54

[2431] Ser Val Ser Glu Ile Gln Leu Met His Asn Leu Gly Lys His Leu Asn
[2432] 1 5 10 15
[2433] Ser Met Glu Arg Val Glu Trp Leu Arg Lys Lys Leu Gln Asp Val His
[2434] 20 25 30
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[2435]
[2436]
[2437]
[2438]
[2439]
[2440]
[2441]
[2442]
[2443]
[2444]
[2445]
[2446]
[2447]
[2448]
[2449]
[2450]
[2451]
[2452]
[2453]
[2454]
[2455]
[2456]
[2457]
[2458]
[2459]
[2460]
[2461]
[2462]
[2463]
[2464]
[2465]
[2466]
[2467]
[2468]
[2469]
[2470]
[2471]
[2472]
[2473]
[2474]
[2475]
[2476]

Asn

Phe

<210> 55
211> 28
<212> PR

213>

<220>

221>
222>
223>

<400> 55
Met Gly Thr Ala Arg Ile Ala Pro Gly Leu Ala Leu Leu Leu Cys Cys

1

T

SIGNAL

O..0
PTH ECD {35 Jik

5

NTJF%|(artificial sequence)

10

Pro Val Leu Ser Ser Ala Tyr Ala Leu Val Asp Ala

<210> 56
<211> 59

212>
<213>

<220>

221>
222>
223>

<400> 56
Met Gly Thr Ala Arg

1

Pro

Thr

Glu

Ser

65

Asp

Ala

Asp

Val

Tyr

Val

Lys

Lys

50

Asp

Lys

Pro

His

Pro

130
Arg

3

PRT
NTF%(artificial sequence)

Leu
Glu
35

Arg
Lys
Ala
Thr
Ile
115

Cys

Arg

20

PEPTIDE
0.0
PTHEZ fA 4=

Ser
20

Glu
Leu
Gly
Ser
Gly
100
Leu

Pro

Cys

5

Ser

Gln

Lys

Trp

Gly

85

Ser

Cys

Asp

Asp

Ile

Ala

Ile

Glu

Thr

70

Lys

Arg

Trp

Tyr

Arg

Ala

Tyr

Phe

Val

55

Ser

Leu

Tyr

Pro

Ile

135

Asn

Pro
Ala
Leu
40

Leu
Ala
Tyr
Arg
Leu
120

Tyr

Gly

25

Gly
Leu
25

Leu
Gln
Ser
Pro
Gly
105
Gly

Asp

Ser

78

Leu
10

Val
His
Arg
Thr
Glu
90

Arg
Ala

Phe

Trp

Ala

Asp

Arg

Pro

Ser

75

Ser

Pro

Pro

Asn

Glu

Leu

Ala

Ala

Ala

60

Gly

Glu

Cys

Gly

His

140

Leu

Leu

Asp

Gln

45

Ser

Lys

Glu

Leu

Glu

125

Lys

Val

Leu
Asp
30

Ala
Ile
Pro
Asp
Pro
110
Val

Gly

Pro

15

Cys
15

Val
Gln
Met
Arg
Lys
95

Glu
Val
His

Gly

Cys

Met

Cys

Glu

Lys

80

Glu

Trp

Ala

Ala

His
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[2477] 145 150 155 160
[2478] Asn Arg Thr Trp Ala Asn Tyr Ser Glu Cys Val Lys Phe Leu Thr Asn
[2479] 165 170 175
[2480] Glu Thr Arg Glu Arg Glu Val Phe Asp Arg Leu Gly Met Ile Tyr Thr
[2481] 180 185 190

[2482] Val Gly Tyr Ser Val Ser Leu Ala Ser Leu Thr Val Ala Val Leu Ile
[2483] 195 200 205

[2484] Leu Ala Tyr Phe Arg Arg Leu His Cys Thr Arg Asn Tyr Ile His Met
[2485] 210 215 220

[2486] His Leu Phe Leu Ser Phe Met Leu Arg Ala Val Ser Ile Phe Val Lys
[2487] 225 230 235 240
[2488] Asp Ala Val Leu Tyr Ser Gly Ala Thr Leu Asp Glu Ala Glu Arg Leu
[2489] 245 250 255
[2490] Thr Glu Glu Glu Leu Arg Ala Ile Ala Gln Ala Pro Pro Pro Pro Ala
[2491] 260 265 270

[2492] Thr Ala Ala Ala Gly Tyr Ala Gly Cys Arg Val Ala Val Thr Phe Phe
[2493] 275 280 285

[2494] Leu Tyr Phe Leu Ala Thr Asn Tyr Tyr Trp Ile Leu Val Glu Gly Leu
[2495] 290 295 300

[2496] Tyr Leu His Ser Leu Ile Phe Met Ala Phe Phe Ser Glu Lys Lys Tyr
[2497] 305 310 315 320
[2498] Leu Trp Gly Phe Thr Val Phe Gly Trp Gly Leu Pro Ala Val Phe Val
[2499] 325 330 335
[2500] Ala Val Trp Val Ser Val Arg Ala Thr Leu Ala Asn Thr Gly Cys Trp
[2501] 340 345 350

[2502] Asp Leu Ser Ser Gly Asn Lys Lys Trp Ile Ile Gln Val Pro Ile Leu
[2503] 355 360 365

[2504] Ala Ser Ile Val Leu Asn Phe Ile Leu Phe Ile Asn Ile Val Arg Val
[2505] 370 375 380

[2506] Leu Ala Thr Lys Leu Arg Glu Thr Asn Ala Gly Arg Cys Asp Thr Arg
[2507] 385 390 395 400
[2508] Gln Gln Tyr Arg Lys Leu Leu Lys Ser Thr Leu Val Leu Met Pro Leu
[2509] 405 410 415
[2510] Phe Gly Val His Tyr Ile Val Phe Met Ala Thr Pro Tyr Thr Glu Val
[2511] 420 425 430

[2512] Ser Gly Thr Leu Trp Gln Val Gln Met His Tyr Glu Met Leu Phe Asn
[2513] 435 440 445

[2514] Ser Phe Gln Gly Phe Phe Val Ala Ile Ile Tyr Cys Phe Cys Asn Gly
[2515] 450 455 460

[2516] Glu Val Gln Ala Glu Ile Lys Lys Ser Trp Ser Arg Trp Thr Leu Ala
[2517] 465 470 475 480
[2518] Leu Asp Phe Lys Arg Lys Ala Arg Ser Gly Ser Ser Ser Tyr Ser Tyr
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[2519] 485 490 495
[2520] Gly Pro Met Val Ser His Thr Ser Val Thr Asn Val Gly Pro Arg Val
[2521] 500 505 510

[2522] Gly Leu Gly Leu Pro Leu Ser Pro Arg Leu Leu Pro Thr Ala Thr Thr
[2523] 515 520 525

[2524] Asn Gly His Pro Gln Leu Pro Gly His Ala Lys Pro Gly Thr Pro Ala
[2525] 530 535 540

[2526] Leu Glu Thr Leu Glu Thr Thr Pro Pro Ala Met Ala Ala Pro Lys Asp
[2527] 545 550 555 560
[2528] Asp Gly Phe Leu Asn Gly Ser Cys Ser Gly Leu Asp Glu Glu Ala Ser
[2529] 565 570 575
[2530] Gly Pro Glu Arg Pro Pro Ala Leu Leu Gln Glu Glu Trp Glu Thr Val
[2531] 580 585 590

[2532] Met

[2533] <210> 57

[2534] <211> 115

[2535]  <212> PRT

[2536] <213> NLF%l(artificial sequence)

[2537] <220>

[2538]  <221> PEPTIDE

[2539] <222> ()..()

[2540] <223> A& EA

[2541]  <400> 57

[2542] Met Ile Pro Ala Lys Asp Met Ala Lys Val Met Ile Val Met Leu Ala
[2543] 1 5 10 15
[2544] Ile Cys Phe Leu Thr Lys Ser Asp Gly Lys Ser Val Lys Lys Arg Ser
[2545] 20 25 30

[2546] Val Ser Glu Ile Gln Leu Met His Asn Leu Gly Lys His Leu Asn Ser
[2547] 35 40 45

[2548] Met Glu Arg Val Glu Trp Leu Arg Lys Lys Leu Gln Asp Val His Asn
[2549] 50 55 60

[2550] Phe Val Ala Leu Gly Ala Pro Leu Ala Pro Arg Asp Ala Gly Ser Gln
[2551] 65 70 75 80
[2552] Arg Pro Arg Lys Lys Glu Asp Asn Val Leu Val Glu Ser His Glu Lys
[2553] 85 90 95
[2554] Ser Leu Gly Glu Ala Asp Lys Ala Asp Val Asn Val Leu Thr Lys Ala
[2555] 100 105 110

[2556] Lys Ser Gln

[2557] 115

[2558] <210> 58

[2559] <211> 834

[2560]  <212> DNA
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[2561] <213> ANILJ¥%l (artificial sequence)

[2562] <220>

[2563] <221> gene

[2564] <222> ()..()

[2565]  <223> FhAEA

[2566]  <400> 58

[2567] aaaagtcacc atttaagggg tctgcagtcc aattcatcag ttgtctttag tttactcage 60
[2568] atcagctact aacatacctg aacgaagatc ttgttctaag acattgtatg tgaagatgat 120
[2569] acctgcaaaa gacatggcta aagttatgat tgtcatgttg gcaatttgtt ttcttacaaa 180
[2570] atcggatggg aaatctgtta agaagagatc tgtgagtgaa atacagctta tgcataacct 240
[2571] gggaaaacat ctgaactcga tggagagagt agaatggctg cgtaagaagce tgcaggatgt 300
[2572] gcacaatttt gttgecccttg gagectcctet agectcccaga gatgetggtt cccagaggee 360
[2573] ccgaaaaaag gaagacaatg tcttggttga gagccatgaa aaaagtcttg gagaggcaga 420
[2574] caaagctgat gtgaatgtat taactaaagc taaatcccag tgaaaatgaa aacagatatt 480
[2575] gtcagagttc tgctctagac agtgtaggge aacaatacat gctgctaatt caaagctcta 540
[2576] ttaagatttc caagtgccaa tatttctgat ataacaaact acatgtaatc catcactagc 600
[2577] catgataact gcaattttaa ttgattattc tgattccact tttattcatt tgagttattt 660
[2578] taattatctt ttctattgtt tattcttttt aaagtatgtt attgcataat ttataaaaga 720
[2579] ataaaattgc acttttaaac ctctcttcta ccttaaaatg taaaacaaaa atgtaatgat 780
[2580] cataagtcta aataaatgaa gtatttctca ctcattgcaa gtaaaaaaaa aaaa 834
[2581]  <210> 59

[2582] <211> 102

[2583]  <212> DNA

[2584] <213> ANT.J®%|(artificial sequence)

[2585]  <220>

[2586] <221> gene

[2587] <222> ()..()

[2588]  <223> FhAEA

[2589]  <400> 59

[2590] tctgtgagtg aaatacaget tatgcataac ctgggaaaac atctgaactc gatggagaga 60
[2591] gtagaatggc tgcgtaagaa gctgcaggat gtgcacaatt tt 102

[2592] <210> 60

[2593] <211> 31

[2594]  <212> PRT

[2595] <213> ANT.J®%|(artificial sequence)

[2596]  <220>

[2597]  <221> PEPTIDE

[2598] <222> ()..()

[2599] <223> A& EA

[2600]  <400> 60

[2601] Met Ile Pro Ala Lys Asp Met Ala Lys Val Met Ile Val Met Leu Ala
[2602] 1 5 10 15
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[2603] Ile Cys Phe Leu Thr Lys Ser Asp Gly Lys Ser Val Lys Lys Arg

[2604] 20 25 30

[2605] <210> 61

[2606] <211> 95

[2607]  <212> DNA

[2608]  <213> NL/¥%l(artificial sequence)

[2609] <220>

[2610] <221> gene

[2611]  <222> ()..()

[2612]  <223> AhAEA

[2613]  <400> 61

[2614] atgatacctg caaaagacat ggctaaagtt atgattgtca tgttggcaat ttgttttctt 60
[2615] acaaaatcgg atgggaaatc tgttaagaag agatc 95

[2616]  <210> 62

[2617]  <211> 2007

[2618]  <212> DNA

[2619] <213> ANT.F%l(artificial sequence)

[2620]  <220>

[2621]  <221> gene

[2622] <222> ()..()

[2623] <223 AhAEA

[2624]  <400> 62

[2625] ggagcggecag acgecgaggg ccggeggegg cggetgeeee gagggacgeg gecctaggeg 60
[2626] gtggcgatgg ggaccgeceg gatcgcacce ggectggege tcetgetetg ctgeccegtg 120
[2627] ctcagctecg cgtacgeget ggtggatgea gatgacgtca tgactaaaga ggaacagatc 180
[2628] ttcctgetge accgtgetca ggeccagtge gaaaaacgge tcaaggaggt cctgecagagg 240
[2629] ccagccagca taatggaatc agacaaggga tggacatctg cgtccacatc agggaagecce 300
[2630] aggaaagata aggcatctgg gaagctctac cctgagtctg aggaggacaa ggaggcaccc 360
[2631] actggcagca ggtaccgagg gegeccetgt ctgecggaat gggaccacat cetgtgetgg 420
[2632] ccgetgggge caccaggtga ggtggtgget gtgecectgte cggactacat ttatgactte 480
[2633] aatcacaaag gccatgccta ccgacgetgt gaccgcaatg gcagetggga getggtgect 540
[2634] gggcacaaca ggacgtggge caactacage gagtgtgtca aatttctcac caatgagact 600
[2635] cgtgaacggg aggtgtttga ccgectggge atgatttaca ccgtgggeta cteegtgtee 660
[2636] ctggegteece tcaccgtage tgtgetcate ctggectact ttaggegget gecactgecacg 720
[2637] cgcaactaca tccacatgca cctgttcctg tccttcatge tgegegecgt gagcatctte 780
[2638] gtcaaggacg ctgtgetcta ctectggegee acgettgatg aggetgageg cctcaccgag 840
[2639] gaggagctge gegecatege ccaggegece ccgecgeetg ccaccgecge tgecggetac 900
[2640] gcgggctgea gggtggetgt gaccttette ctttacttce tggecaccaa ctactactgg 960
[2641] attctggtgg aggggctgta cctgecacage ctcatcttca tggecttett ctcagagaag 1020
[2642] aagtacctgt ggggcttcac agtcttcgge tggggtetge cegetgtett cgtggetgtg 1080
[2643] tgggtcagtg tcagagctac cctggccaac accgggtget gggacttgag ctccgggaac 1140
[2644] aaaaagtgga tcatccaggt gcccatcctg gectccattg tgetcaactt catcctette 1200
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[2645] atcaatatcg tccgggtget cgeccaccaag ctgegggaga ccaacgecgg ceggtgtgac 1260
[2646] acacggcagc agtaccggaa gctgctcaaa tccacgetgg tgctcatgee cetetttgge 1320
[2647] gtccactaca ttgtcttcat ggccacacca tacaccgagg tctcagggac getctggecaa 1380
[2648] gtccagatge actatgagat gctcttcaac tccttccagg gattttttgt cgcaatcata 1440
[2649] tactgtttct gcaatggecga ggtacaaget gagatcaaga aatcttggag ccgetggaca 1500
[2650] ctggcactgg acttcaageg aaaggcacge agegggagea geagetatag ctacggecee 1560
[2651] atggtgtcce acacaagtgt gaccaatgtc ggccccegtg tgggactegg cctgececte 1620
[2652] agccccecgee tactgeccac tgeccaccacc aacggecacce ctcagetgee tggecatgee 1680
[2653] aagccaggga ccccagecct ggagacccte gagaccacac cacctgecat ggetgetece 1740
[2654] aaggacgatg ggttcctcaa cggetcctge tcaggectgg acgaggagge ctetgggect 1800
[2655] gagcggecac ctgecctget acaggaagag tgggagacag tcatgtgacc aggegetggg 1860
[2656] ggctggacct getgacatag tggatggaca gatggaccaa aagatgggtg gttgaatgat 1920
[2657] ttcccactca gggetgggge caagaggaaa aacagggaaa aaaagaaaaa aaaaagaaaa 1980
[2658] aggaaaagga aaaaaaaaaa aaaaaaa 2007

[2659] <210> 63

[2660]  <211> 477

[2661]  <212> DNA

[2662] <213> NLF%l(artificial sequence)

[2663] <220>

[2664] <221> gene

[2665] <222> ()..()

[2666]  <223> A& EHA

[2667]  <400> 63

[2668] gatgacgtca tgactaaaga ggaacagatc ttcctgctge accgtgetca ggeccagtge 60
[2669] gaaaaacggc tcaaggaggt cctgcagagg ccagccagea taatggaatc agacaaggga 120
[2670] tggacatctg cgtccacatc agggaagccc aggaaagata aggcatctgg gaagctctac 180
[2671] cctgagtctg aggaggacaa ggaggcaccc actggcagea ggtaccgagg gegeceetgt 240
[2672] ctgcecggaat gggaccacat cctgtgetgg cegetggggg caccaggtga ggtggtgget 300
[2673] gtgccetgte cggactacat ttatgacttc aatcacaaag gccatgecta ccgacgetgt 360
[2674] gaccgcaatg gcagctggga getggtgect gggecacaaca ggacgtggge caactacage 420
[2675] gagtgtgtca aatttctcac caatgagact cgtgaacggg aggtgtttga ccgectg 477
[2676] <210> 64

[2677] <211> 714

[2678]  <212> DNA

[2679] <213> ANT.J®%|)(artificial sequence)

[2680]  <220>

[2681] <221> gene

[2682] <222> ()..()

[2683]  <223> kA EA

[2684]  <400> 64

[2685] ttttctggaa gtgaggccac agcagctatc cttagcagag caccctggag tctgcaaagt 60
[2686] gttaatccag gcctaaagac aaattcttct aaggagccta aattcaccaa gtgeccgttca 120
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[2687] cctgagecgag agactttttc atgccactgg acagatgagg ttcatcatgg tacaaagaac 180
[2688] ctaggaccca tacagctgtt ctataccaga aggaacactc aagaatggac tcaagaatgg 240
[2689] aaagaatgcc ctgattatgt ttctgctggg gaaaacaget gttactttaa ttcatcgttt 300
[2690] acctccatcg caatacctta ttgtatcaag ctaactagca atggtggtac agtggatgaa 360
[2691] aagtgtttct ctgttgatga aatagtgcaa ccagatccac ccattgecect caactggact 420
[2692] ttactgaacg tcagtttaac tgggattcat gcagatatcc aagtgagatg ggaagcacca 480
[2693] cgcaatgcag atattcagaa aggatggatg gttctggagt atgaacttca atacaaagaa 540
[2694] gtaaatgaaa ctaaatggaa aatgatggac cctatattga caacatcagt tccagtgtac 600
[2695] tcattgaaag tggataagga atatgaagtg cgtgtgagat ccaaacaacg aaactctgga 660
[2696] aattatggcg agttcagtga ggtgectctat gtaacacttc ctcagatgag ccaa 714
[2697] <210> 65

[2698] <211> 78

[2699] <212> DNA

[2700] <213> N4l (artificial sequence)

[2701]  <220>

[2702] <221> gene

[2703]  <222> ()..()

[2704]  <223> RhEEA

[2705]  <400> 65

[2706] atggctacag gctccecggac gtcectgete ctggettttg gectgetetg cetgecctgg 60
[2707] cttcaagagg gcagtgee 78

[2708] <210> 66

[2709] <211> 1488

[2710] <212> DNA

[2711]  <213> ANTL%(artificial sequence)

[2712]  <220>

[2713] <221> gene

[2714]  <222> ()..()

[2715] <223> A& EA

[2716]  <400> 66

[2717] atgatacctg caaaagacat ggctaaagtt atgattgtca tgttggcaat ttgttttctt 60
[2718] acaaaatcgg atgggtctgt gagtgaaata cagcttatge ataacctggg aaaacatctg 120
[2719] aactcgatgg agagagtaga atggctgcgt aagaagctge aggatgtgeca caattttggt 180
[2720] ggcggaggta gtggtggegg aggtageggt ggeggaggtt ctggtggegg aggttecgat 240
[2721] gacgtcatga ctaaagagga acagatcttc ctgctgcacc gtgetcagge ccagtgegaa 300
[2722] aaacggctca aggaggtcct gcagaggceca gccagcataa tggaatcaga caagggatgg 360
[2723] acatctgegt ccacatcagg gaagcccagg aaagataagg catctgggaa gctctaccct 420
[2724] gagtctgagg aggacaagga ggcacccact ggcagcaggt accgagggeg cccctgtetg 480
[2725] ccggaatggg accacatcct gtgetggeecg ctgggggeac caggtgaggt ggtggetgtg 540
[2726] ccctgtecgg actacattta tgacttcaat cacaaaggec atgcctaccg acgetgtgac 600
[2727] cgcaatggca gectgggaget ggtgectggg cacaacagga cgtgggecaa ctacagegag 660
[2728] tgtgtcaaat ttctcaccaa tgagactcgt gaacgggagg tgtttgaccg cctgggtgge 720
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[2729] ggaggtagtg gtggcggagg tageggtgge ggaggttctg gtggeggagg ttecttttet 780
[2730] ggaagtgagg ccacagcagc tatccttage agagcaccct ggagtctgeca aagtgttaat 840
[2731] ccaggcctaa agacaaattc ttctaaggag cctaaattca ccaagtgccg ttcacctgag 900
[2732] cgagagactt tttcatgcca ctggacagat gaggttcatc atggtacaaa gaacctagga 960
[2733] cccatacage tgttctatac cagaaggaac actcaagaat ggactcaaga atggaaagaa 1020
[2734] tgecectgatt atgtttetge tggggaaaac agetgttact ttaattcatc gtttacctcece 1080
[2735] atcgcaatac cttattgtat caagctaact agcaatggtg gtacagtgga tgaaaagtgt 1140
[2736] ttctctgttg atgaaatagt gcaaccagat ccacccattg ccctcaactg gactttactg 1200
[2737] aacgtcagtt taactgggat tcatgcagat atccaagtga gatgggaagc accacgcaat 1260
[2738] gcagatattc agaaaggatg gatggttctg gagtatgaac ttcaatacaa agaagtaaat 1320
[2739] gaaactaaat ggaaaatgat ggaccctata ttgacaacat cagttccagt gtactcattg 1380
[2740] aaagtggata aggaatatga agtgcgtgtg agatccaaac aacgaaactc tggaaattat 1440
[2741] ggcgagttca gtgaggtget ctatgtaaca cttcctcaga tgagccaa 1488

[2742] <210> 67

[2743]  <211> 1506

[2744]  <212> DNA

[2745] <213> ANT.J#%l(artificial sequence)

[2746]  <220>

[2747] <221> gene

[2748]  <222> ()..()

[2749]  <223> FhAEA

[2750]  <400> 67

[2751] atgatacctg caaaagacat ggctaaagtt atgattgtca tgttggcaat ttgttttctt 60
[2752] acaaaatcgg atgggaaatc tgttaagaag agatctgtga gtgaaataca gcttatgcat 120
[2753] aacctgggaa aacatctgaa ctcgatggag agagtagaat ggctgegtaa gaagctgcag 180
[2754] gatgtgcaca attttggtgg cggaggtagt ggtggcggag gtageggtgg cggaggttet 240
[2755] ggtggeggag gttccgatga cgtcatgact aaagaggaac agatcttcct getgecaccgt 300
[2756] gctcaggcce agtgegaaaa acggctcaag gaggtcctge agaggecage cagcataatg 360
[2757] gaatcagaca agggatggac atctgcgtcc acatcaggga agcccaggaa agataaggeca 420
[2758] tctgggaage tctaccctga gtctgaggag gacaaggagg cacccactgg cagcaggtac 480
[2759] cgagggegee cctgtetgee ggaatgggac cacatcetgt getggeeget gggggeacca 540
[2760] ggtgaggtgg tggctgtgee ctgtccggac tacatttatg acttcaatca caaaggecat 600
[2761] gcctaccgac getgtgaccg caatggeage tgggagetgg tgectgggea caacaggacg 660
[2762] tgggccaact acagcgagtg tgtcaaattt ctcaccaatg agactcgtga acgggaggtg 720
[2763] tttgaccgee tgggtggegg aggtagtget ggcggaggta geggtggegg aggttetggt 780
[2764] ggcggaggtt cecttttetgg aagtgaggec acagcageta tccttagcag agcaccctgg 840
[2765] agtctgcaaa gtgttaatcc aggcctaaag acaaattctt ctaaggagec taaattcacc 900
[2766] aagtgccgtt cacctgageg agagactttt tcatgccact ggacagatga ggttcatcat 960
[2767] ggtacaaaga acctaggacc catacagctg ttctatacca gaaggaacac tcaagaatgg 1020
[2768] actcaagaat ggaaagaatg ccctgattat gtttctgctg gggaaaacag ctgttacttt 1080
[2769] aattcatcgt ttacctccat cgcaatacct tattgtatca agctaactag caatggtggt 1140
[2770] acagtggatg aaaagtgttt ctctgttgat gaaatagtgc aaccagatcc acccattgec 1200
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[2771] ctcaactgga ctttactgaa cgtcagttta actgggattc atgcagatat ccaagtgaga 1260
[2772] tgggaagcac cacgcaatgc agatattcag aaaggatgga tggttctgga gtatgaactt 1320
[2773] caatacaaag aagtaaatga aactaaatgg aaaatgatgg accctatatt gacaacatca 1380
[2774] gttccagtgt actcattgaa agtggataag gaatatgaag tgcgtgtgag atccaaacaa 1440
[2775] cgaaactctg gaaattatgg cgagttcagt gaggtgctct atgtaacact tcctcagatg 1500
[2776] agccaa 1506

[2777] <210> 68

[2778]  <211> 1491

[2779] <212> DNA

[2780] <213> ANILJ¥%l (artificial sequence)

[2781]  <220>

[2782] <221> gene

[2783]  <222> ()..()

[2784]  <223> Rh&HEA

[2785]  <400> 68

[2786] atggctacag gctcceggac gtccctgete ctggettttg gectgetetg cetgeectgg 60
[2787] cttcaagagg gcagtgectc tgtgagtgaa atacagctta tgcataacct gggaaaacat 120
[2788] ctgaactcga tggagagagt agaatggctg cgtaagaage tgcaggatgt gcacaatttt 180
[2789] ggtggcggag gtagtggtgg cggaggtage ggtggeggag gttctggtgg cggaggttee 240
[2790] gatgacgtca tgactaaaga ggaacagatc ttcctgetge accgtgetca ggeccagtge 300
[2791] gaaaaacggc tcaaggaggt cctgcagagg ccagccageca taatggaatc agacaaggga 360
[2792] tggacatctg cgtccacatc agggaagccc aggaaagata aggcatctgg gaagctctac 420
[2793] cctgagtctg aggaggacaa ggaggcaccc actggcagea ggtaccgagg gegecceetgt 480
[2794] ctgceggaat gggaccacat cctgtgetgg cecgetggggg caccaggtga ggtggtgget 540
[2795] gtgceetgte cggactacat ttatgacttc aatcacaaag gccatgecta ccgacgetgt 600
[2796] gaccgcaatg gcagctggga getggtgect gggcacaaca ggacgtggge caactacage 660
[2797] gagtgtgtca aatttctcac caatgagact cgtgaacggg aggtgtttga ccgectgggt 720
[2798] ggcggaggta gtggtggegg aggtageggt ggcggaggtt ctggtggegg aggttecttt 780
[2799] tctggaagtg aggccacage agetatcctt agcagagecac cctggagtcet gcaaagtgtt 840
[2800] aatccaggcc taaagacaaa ttcttctaag gagcctaaat tcaccaagtg ccgttcacct 900
[2801] gagcgagaga ctttttcatg ccactggaca gatgaggttc atcatggtac aaagaaccta 960
[2802] ggacccatac agctgttcta taccagaagg aacactcaag aatggactca agaatggaaa 1020
[2803] gaatgccctg attatgtttc tgctggggaa aacagetgtt actttaattc atcgtttacc 1080
[2804] tccatcgcaa taccttattg tatcaagcta actagcaatg gtggtacagt ggatgaaaag 1140
[2805] tgtttctetg ttgatgaaat agtgcaacca gatccaccca ttgccctcaa ctggacttta 1200
[2806] ctgaacgtca gtttaactgg gattcatgca gatatccaag tgagatggga agcaccacge 1260
[2807] aatgcagata ttcagaaagg atggatggtt ctggagtatg aacttcaata caaagaagta 1320
[2808] aatgaaacta aatggaaaat gatggaccct atattgacaa catcagttcc agtgtactca 1380
[2809] ttgaaagtgg ataaggaata tgaagtgcgt gtgagatcca aacaacgaaa ctctggaaat 1440
[2810] tatggcgagt tcagtgaggt gctctatgta acacttcctc agatgageca a 1491

[2811]  <210> 69

[2812] <211> 963
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[2813]  <212> DNA

[2814] <213> ANT.J#%|(artificial sequence)

[2815]  <220>

[2816] <221> gene

[2817] <222> ()..()

[2818]  <223> kA EA

[2819]  <400> 69

[2820] atggctacag gctcccggac gtccetgete ctggettttg gectgetetg cetgecetgg 60
[2821] cttcaagagg gcagtgcctc tgtgagtgaa atacagctta tgcataacct gggaaaacat 120
[2822] ctgaactcga tggagagagt agaatggctg cgtaagaage tgcaggatgt gcacaatttt 180
[2823]  ggtggcggag gtagtggtag cggaggtage ggtggeggag gttctggtge cggaggttce 240
[2824] ttttctggaa gtgaggccac agcagctatc cttagcagag caccctggag tctgcaaagt 300
[2825] gttaatccag gcctaaagac aaattcttct aaggagccta aattcaccaa gtgccgttca 360
[2826] cctgagecgag agactttttc atgccactgg acagatgagg ttcatcatgg tacaaagaac 420
[2827] ctaggaccca tacagctgtt ctataccaga aggaacactc aagaatggac tcaagaatgg 480
[2828] aaagaatgcc ctgattatgt ttctgetggg gaaaacaget gttactttaa ttcatcgttt 540
[2829] acctccatcg caatacctta ttgtatcaag ctaactagca atggtggtac agtggatgaa 600
[2830] aagtgtttct ctgttgatga aatagtgcaa ccagatccac ccattgeccct caactggact 660
[2831] ttactgaacg tcagtttaac tgggattcat gcagatatcc aagtgagatg ggaagcacca 720
[2832] cgcaatgcag atattcagaa aggatggatg gttctggagt atgaacttca atacaaagaa 780
[2833] gtaaatgaaa ctaaatggaa aatgatggac cctatattga caacatcagt tccagtgtac 840
[2834] tcattgaaag tggataagga atatgaagtg cgtgtgagat ccaaacaacg aaactctgga 900
[2835] aattatggcg agttcagtga ggtgctctat gtaacacttc ctcagatgag ccaataaaag 960
[2836] ctt 963

[2837] <210> 70

[2838] <211> 741

[2839]  <212> DNA

[2840] <213> ANT./F%l(artificial sequence)

[2841]  <220>

[2842] <221> gene

[2843]  <222> ()..()

[2844]  <223> A EA

[2845]  <400> 70

[2846] atggctacag gctcceggac gtccetgete ctggettttg gectgetetg cetgeectgg 60
[2847] cttcaagagg gcagtgecte tgtgagtgaa atacagctta tgcataacct gggaaaacat 120
[2848] ctgaactcga tggagagagt agaatggctg cgtaagaage tgcaggatgt gcacaatttt 180
[2849] ggtggcggag gtagtggtag cggaggtage ggtggeggag gttetggtgg cggaggttee 240
[2850] gatgacgtca tgactaaaga ggaacagatc ttcctgetge accgtgetca ggeccagtge 300
[2851] gaaaaacggc tcaaggaggt cctgcagagg ccagccageca taatggaatc agacaaggga 360
[2852] tggacatctg cgtccacatc agggaagcce aggaaagata aggcatctgg gaagctctac 420
[2853] cctgagtctg aggaggacaa ggaggcaccce actggcagea ggtaccgagg gegeccetgt 480
[2854] ctgceggaat gggaccacat cctgtgetgg cecgetggggeg caccaggtga ggtggtgget 540
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[2855]
[2856]
[2857]
[2858]
[2859]
[2860]
[2861]
[2862]
[2863]
[2864]
[2865]
[2866]
[2867]
[2868]
[2869]
[2870]
[2871]
[2872]
[2873]
[2874]
[2875]
[2876]
[2877]
[2878]
[2879]
[2880]
[2881]
[2882]
[2883]
[2884]
[2885]
[2886]
[2887]
[2888]
[2889]
[2890]
[2891]
[2892]
[2893]
[2894]
[2895]
[2896]

gtgceetgte cggactacat ttatgacttc aatcacaaag gccatgecta ccgacgetgt 600

gaccgcaatg gcagctggga getggtgect gggcacaaca ggacgtggge caactacage 660

gagtgtgtca aatttctcac caatgagact cgtgaacggg aggtgtttga ccgectgace 720

ggtcatcatc accatcacca t 741

<210>
Q11>
212>
213>
220>
221>
222>
223> @A
<400>
atggctacag

71
17
DNA

cttcaagagg
ctgaactcga
ggtggceggag
gatgacgtca
gaaaaacggc
tggacatctg
cctgagtctg
ctgccecggaat
gtgceccetgte
gaccgcaatg
gagtgtgtca
210> 72

211> 756
<212> DNA
213>
220>
221>
222>
<223> ftE&
<400> 72

atgatacctg

gene

acaaaatcgg
aacctgggaa
gatgtgcaca
ggtggceggag
gctcaggcecce
gaatcagaca

tctgggaagce

O..

gcteceeggac
gcagtgcectce
tggagagagt
gtagtggtgg
tgactaaaga
tcaaggaggt
cgtccacatc
aggaggacaa
gggaccacat
cggactacat
gcagctggga
aatttctcac

O
E4E|

caaaagacat
atgggaaatc
aacatctgaa
attttggtgg
gttccgatga
agtgcgaaaa
agggatggac
tctaccctga

gtceetgete
tgtgagtgaa
agaatggctg
cggaggtagc
ggaacagatc
cctgcagagg
agggaagccce
ggaggcaccc
cctgtgetgg
ttatgacttc
gctggtgect

caatgagact

ggctaaagtt
tgttaagaag
ctcgatggag
cggaggtagt
cgtcatgact
acggctcaag
atctgcgtcce
gtctgaggag

NTJF%|(artificial sequence)

ctggettttg
atacagctta
cgtaagaagc
ggtggeggag
ttcetgetge
ccagccagca
aggaaagata
actggcagca
ccgetgggeg
aatcacaaag

gggcacaaca

cgtgaacggg

NTF%(artificial sequence)

atgattgtca
agatctgtga
agagtagaat
ggtggeggag
aaagaggaac
gaggtcctge
acatcaggga

gacaaggagg

88

gectgetetg
tgcataacct
tgcaggatgt
gttctggtgg
accgtgctcea
taatggaatc
aggcatctgg
ggtaccgagg
caccaggtga
gccatgecta
ggacgtgggce
aggtgtttga

tgttggcaat
gtgaaataca
ggctgegtaa
gtagcggtgg
agatcttcct
agaggccagc
agcccaggaa

cacccactgg

cctgeeetgg
120
180
240
300
360
420
480
540
600
660

gggaaaacat
gcacaatttt
cggaggttcce
ggcccagtge
agacaaggga
gaagctctac
gcgeeeetgt
ggtggtggcet
ccgacgetgt
caactacagc

ccgeetg 717

60

120
180
240
300
360
420
480

ttgttttett
gcttatgcecat
gaagctgcag
cggaggttct
gctgcaccegt
cagcataatg
agataaggca

cagcaggtac



CN 110546159 B F 5 = 70/72 T
[2897] cgagggegee cctgtetgee ggaatgggac cacatccetgt getggecget gggggeacca 540
[2898] ggtgaggtgg tggetgtgee ctgtececggac tacatttatg acttcaatca caaaggecat 600
[2899] gcctaccgac getgtgaccg caatggecage tgggagetgg tgectgggea caacaggacg 660
[2900] tgggccaact acagcgagtg tgtcaaattt ctcaccaatg agactcgtga acgggaggtg 720
[2901] tttgaccgee tgaccggtca tcatcaccat caccat 756

[2902] <210> 73

[2903] <211> 732

[2904] <212> DNA

[2905]  <213> ALJ¥%l(artificial sequence)

[2906]  <220>

[2907] <221> gene

[2908]  <222> ()..()

[2909] <223> A& EA

[2910]  <400> 73

[2911] atgatacctg caaaagacat ggctaaagtt atgattgtca tgttggcaat ttgttttctt 60
[2912] acaaaatcgg atgggaaatc tgttaagaag agatctgtga gtgaaataca gcttatgcat 120
[2913] aacctgggaa aacatctgaa ctcgatggag agagtagaat ggctgcgtaa gaagctgcag 180
[2914] gatgtgcaca attttggtgg cggaggtagt ggtggeggag gtageggtgg cggaggttet 240
[2915] ggtggeggag gttccgatga cgtcatgact aaagaggaac agatcttcct getgecaccgt 300
[2916] gctcaggece agtgegaaaa acggetcaag gaggtcctge agaggecage cagcataatg 360
[2917] gaatcagaca agggatggac atctgcgtcce acatcaggga agcccaggaa agataaggca 420
[2918] tctgggaage tctaccctga gtctgaggag gacaaggagg cacccactgg cagcaggtac 480
[2919] cgagggegee cctgtetgee ggaatgggac cacatcctgt getggecget gggggeacca 540
[2920] ggtgaggtgg tggctgtgee ctgtceggac tacatttatg acttcaatca caaaggccat 600
[2921] gcctaccgac getgtgaccg caatggeage tgggagetgg tgectgggea caacaggacg 660
[2922] tgggccaact acagcgagtg tgtcaaattt ctcaccaatg agactcgtga acgggaggtg 720
[2923] tttgaccgee tg 732

[2924] <210> 74

[2925] <211> 969

[2926]  <212> DNA

[2927]  <213> ALJ¥%l(artificial sequence)

[2928]  <220>

[2929] <221> gene

[2930] <222> ()..()

[2931] <223> A& EA

[2932]  <400> 74

[2933] atgatacctg caaaagacat ggctaaagtt atgattgtca tgttggcaat ttgttttctt 60
[2934] acaaaatcgg atgggaaatc tgttaagaag agatctgtga gtgaaataca gcttatgcat 120
[2935] aacctgggaa aacatctgaa ctcgatggag agagtagaat ggctgcgtaa gaagctgcag 180
[2936] gatgtgcaca attttggtgg cggaggtagt ggtggeggag gtageggtgg cggaggttet 240
[2937] ggtggcggag gttectttte tggaagtgag gccacagecag ctatccttag cagagcacce 300
[2938] tggagtctge aaagtgttaa tccaggecta aagacaaatt cttctaagga gectaaattc 360
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[2939] accaagtgcc gttcacctga gcgagagact ttttcatgec actggacaga tgaggttcat 420
[2940] catggtacaa agaacctagg acccatacag ctgttctata ccagaaggaa cactcaagaa 480
[2941] tggactcaag aatggaaaga atgccctgat tatgtttctg ctggggaaaa cagctgttac 540
[2942] tttaattcat cgtttacctc catcgcaata ccttattgta tcaagctaac tagcaatggt 600
[2943] ggtacagtgg atgaaaagtg tttctctgtt gatgaaatag tgcaaccaga tccacccatt 660
[2944] gcectcaact ggactttact gaacgtcagt ttaactggga ttcatgcaga tatccaagtg 720
[2945] agatgggaag caccacgcaa tgcagatatt cagaaaggat ggatggttct ggagtatgaa 780
[2946] cttcaataca aagaagtaaa tgaaactaaa tggaaaatga tggaccctat attgacaaca 840
[2947] tcagttccag tgtactcatt gaaagtggat aaggaatatg aagtgecgtgt gagatccaaa 900
[2948] caacgaaact ctggaaatta tggcgagttc agtgaggtge tctatgtaac acttcctcag 960
[2949] atgagccaa 969

[2950] <210> 75

[2951] <211> 1506

[2952]  <212> DNA

[2953] <213> NTLJF%|(artificial sequence)

[2954]  <220>

[2955] <221> gene

[2956] <222> ()..()

[2957]  <223> AhAEA

[2958]  <400> 75

[2959] atgatacctg caaaagacat ggctaaagtt atgattgtca tgttggcaat ttgttttctt 60
[2960] acaaaatcgg atgggaaatc tgttaagaag agatctgtga gtgaaataca gcttatgcat 120
[2961] aacctgggaa aacatctgaa ctcgatggag agagtagaat ggctgcgtaa gaagctgcag 180
[2962] gatgtgcaca attttggtgg cggaggtagt ggtggecggag gtageggtgg cggaggttet 240
[2963] ggtggcggag gttccgatga cgtcatgact aaagaggaac agatcttcct getgeaccgt 300
[2964] gctcaggece agtgegaaaa acggctcaag gaggtcctge agaggeccage cagcataatg 360
[2965] gaatcagaca agggatggac atctgcgtcc acatcaggga agcccaggaa agataaggca 420
[2966] tctgggaage tctaccctga gtctgaggag gacaaggagg cacccactgg cagcaggtac 480
[2967] cgagggegee ccetgtetgee ggaatgggac cacatcetgt getggeeget gggggeacca 540
[2968] ggtgaggtgg tggetgtgee ctgteccggac tacaagtatg acttcaatca caaaggecat 600
[2969] gcctaccgac getgtgaceg caatggecage tgggagetgg tgcctgggea caacaggacg 660
[2970] tgggccaact acagcgagtg tgtcaaattt ctcaccaatg agactcgtga acgggaggtg 720
[2971] tttgaccgee tgggtggegg aggtagtggt ggeggaggta geggtggegg aggttetggt 780
[2972] ggcggaggtt ccttttectgg aagtgaggece acagcageta tccttagecag agcaccctgg 840
[2973] agtctgcaaa gtgttaatcc aggcctaaag acaaattctt ctaaggagcc taaattcacc 900
[2974] aagtgcecgtt cacctgageg agagactttt tcatgccact ggacagatga ggttcatcat 960
[2975] ggtacaaaga acctaggacc catacagctg ttctatacca gaaggaacac tcaagaatgg 1020
[2976] actcaagaat ggaaagaatg ccctgattat gtttctgetg gggaaaacag ctgttacttt 1080
[2977] aattcatcgt ttacctccat cgcaatacct tattgtatca agctaactag caatggtggt 1140
[2978] acagtggatg aaaagtgttt ctctgttgat gaaatagtgc aaccagatcc acccattgee 1200
[2979] ctcaactgga ctttactgaa cgtcagttta actgggattc atgcagatat ccaagtgaga 1260
[2980] tgggaagcac cacgcaatge agatattcag aaaggatgga tggttctgga gtatgaactt 1320
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[2981] caatacaaag aagtaaatga aactaaatgg aaaatgatgg accctatatt gacaacatca 1380
[2982] gttccagtgt actcattgaa agtggataag gaatatgaag tgcgtgtgag atccaaacaa 1440
[2983] cgaaactctg gaaattatgg cgagttcagt gaggtgctct atgtaacact tcctcagatg 1500
[2984] agccaa 1506

91



CN 110546159 B W OB BB 1/15 i

K1
A: 46 ) 14A1
KDa
100
75 SDS-PAGE4-#7 :
50 e E TR Y-I
37 1. BFhE &
25 2. lue &AM
3. 21 EZ AR
20 4 dugE A
5. 8ue Z G
B: 454k &9 14A2b
KDa
100 SDS-PAGE% #7 :
;f; # B30 $ & 6 B IR
37 1. 10 EARK
2. KRS
25
20

92



CN 110546159 B

i

1z I

2/15 T

cAMP [pmol/mi]

700

UMR-106 cAMP 3| &

14A1 [nM]

14A2 [nM]

I P o

ﬁ)
K

K3

a) (SEQ ID NO 1, 11 %“ 9)SEQ ID NO 57

MIPAKDMAKVMIVMLAICFLTKSDGk s vkk rSVSEIQLMHNLGKHLN SMERVEWLRKKLODVHNFVALGAPLAPRDAGSQRFR

KKEDNVLVESHEKSLGEADKADVNVLTKAKSQ

b)

SEQ ID NO 58

1
61
121
18l
241
301
36l
421
481
541
601
661
721
781

ARAAGTCACC
ATCAGCTACT
ACCTGCAAAA

ATTTAAGGGG
AACATACCTG
GACATGGCTA

TCTGCAGTCC
AACGRAGATC
AAGTTATGAT

ARATTCATCAG
TTGTTCTARG
TGTCATGTTG

TTGTCTTTAG
ACATTGTATG
GCAATTTGTT

TTTACTCAGC
TGAAGATGAT
TTCTTACAAA

ATCGGATGGG

GTCAGAGTTC
TTAAGATTTC
CATGATAACT
TAATTATCTT
ATARAATTGC
CATAAGTCTA

aaatctgtta
CTGAACTCGA
GTTGCCCTTG
GAAGACAATG
GTGAATGTAT
TGCTCTAGAC
CRAGTGCCAA
GCAATTTTAA
TTCTATTGTT
ACTTTTARAC
AATARATGAA

agaagagaTC
TGGAGAGAGT

GAGCTCCTCT
TCTITGGTTGA
TAACTAAAGC
AGTGTAGGGC
TATTTCTGAT
TTGATTATTC
TATTCTTTTT
CTCTCTTCTA
GTATTTCTCA

TGTGAGTGAA
AGAATGGCTG
AGCTCCCAGA
GAGCCATGAA
TAAATCCCAG
AACAATACAT
ATAACARACT
TGATTCCACT
RAAAGTATGTT
CCTTAARATG
CTCATTGCAA

<4

ATACAGCTTA
CGTAAGAAGC
GATGCTGGTT
AAAAGTCTTG
TGAARATGAA
GCTGCTAATT
ACATGTRATC
TTTATTCATT
ATTGCATAAT
TAARACAARA
GTAAARARARMA

TGCATAACCT

CCCAGAGGCC
GAGAGGCAGA
AACAGATATT
CAAAGCTCTA
CATCACTAGC
TGAGTTATTT
TTATAAAAGA
ATGTAATGAT
RAAA

a) (SEQ ID No 54) SVSEIQLMHNLGKHLNSMERVEWLRKKLQDVHNE

b) SEQ ID NO 59
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TCTGTGAGTGAAATACAGCTTATGCATAACCTGGGAAAACATCTGAACTCGATGGAGAGAGTAGAATGGCTGCGTARGAAGCT
GCAGGATGTGCACAATTTT

c) (SEQ ID NO 1 #= SEQ ID NO 11) SEQ ID NO 60 MIPAKDMAKVMIVMLAICFLTKSDGksvkkr

d) SEQ ID NO 61
ATGATACCTGCARAAGACATGGCTARAGTTATGATTGTCATGTTGGCAATTTGTTTTCTTACAAAATCGGATGGGaaatc
tgttaagaagagatc

K5

a) (SEQ ID NO 56)

MGTARIAPGLALLLCCPVLSSAYALVDADDVMTKEEQIFLLHRAQAQCEKRLKEVLORPAS IMESDEGWTSASTSGKPREDKA
SGKLYPESEEDEEAPTGSRYRGRPCLPEWDHILCWPLGAPGEVVAVPCPDY IYDFNHKGHAYRRCDRNGSWE LVPGHNRTWAN
YSECVKFLTNETREREVFDRLGMIYTVGYSVSLASLTVAVLILAYFRRLHCTRNY IHMHLFLSFMLRAVSIFVKDAVLYSGAT
LDEAERLTEEELRAIAQAPPPPATAAAGYAGCRVAVTFFLYFLATNYYWILVEGLYLHSLIFMAFFSEKKYLWGFTVEFGWGLP
AVEVAVWVSVRATLANTGCWDLSSGNKKWIIQVPILASIVLNFILFINIVRVLATKLRETNAGRCDTRQQYRKLLKSTLVLMP
LFGVHYIVFMATPYTEVSGTLWQVOMHYEMLFNSFQGFEFVAIIYCFCNGEVQAEIKKSWSRWTLALDFKRKRARSGSSSYSYGP
MVSHTSVTNVGPRVGLGLPLSPRLLPTATTNGHPQLPGHAKPGTPALETLETTPPAMAAPKDDGFLNGSCSGLDEEASGPERP
PALLQEEWETVM

b) SEQ ID NO 62

1 GGAGCGGCAG ACGCCGAGGG CCGGCGGCGG CGGCTGCCCC GAGGGACGCG GCCCTAGGCG
61 GTGGCGATGG GGACCGCCCG GATCGCACCC GGCCTGGCGC TCCTGCTCTG CTGCCCCGTG
121 CTCAGCTCCG CGTACGCGCT GGTGGATGCA GATGACGTCA TGACTAAAGA GGAACAGATC
181 TTCCTGCTGC ACCGTGCTCA GGCCCAGTGC GAAAAACGGC TCAAGGAGGT CCTGCAGAGG
241 CCAGCCAGCA TAATGGAATC AGACAAGGGA TGGACATCTG CGTCCACATC AGGGAAGCCC
301 AGGAAAGATA AGGCATCTGG GAAGCTCTAC CCTGAGTCTG AGGAGGACAA GGAGGCACCC
361 ACTGGCAGCA GGTACCGAGG GCGCCCCTGT CTGCCGGAAT GGGACCACAT CCTGTGCTGG
421 CCGCTGGGGG CACCAGGTGA GGTGGTGGCT GTGCCCTGTC CGGACTACAT TTATGACTTC
481 AATCACAAAG GCCATGCCTA CCGACGCTGT GACCGCAATG GCAGCTGGGA GCTGGTGCCT
541 GGGCACAACA GGACGTGGGC CAACTACAGC GAGTGTGTCA AATTTCTCAC CAATGAGACT
601 CGTGAACGGG AGGTGTTTGA CCGCCTGGGC ATGATTTACA CCGTGGGCTA CTCCGTGTCC
661 CTGGCGTCCC TCACCGTAGC TGTGCTCATC CTGGCCTACT TTAGGCGGCT GCACTGCACG
721 CGCAACTACA TCCACATGCA CCTGTTCCTG TCCTTCATGC TGCGCGCCGT GAGCATCTTC
781 GTCAAGGACG CTGTGCTCTA CTCTGGCGCC ACGCTTGATG AGGCTGAGCG CCTCACCGAG
841 GAGGAGCTGC GCGCCATCGC CCAGGCGCCC CCGCCGCCTG CCACCGCCGC TGCCGGCTAC
901 GCGGGCTGCA GGGTGGCTGT GACCTTCTTC CTTTACTTCC TGGCCACCAA CTACTACTGG
961 ATTCTGGTGG AGGGGCTGTA CCTGCACAGC CTCATCTTCA TGGCCTTCTT CTCAGAGAAG
1021 AAGTACCTGT GGGGCTTCAC AGTCTTCGGC TGGGGTCTGC CCGCTGTCTT CGTGGCTGTG
1081 TGGGTCAGTG TCAGAGCTAC CCTGGCCAAC ACCGGGTGCT GGGACTTGAG CTCCGGGAAC
1141 AAAAAGTGGA TCATCCAGGT GCCCATCCTG GCCTCCATTG TGCTCAACTT CATCCTCTTC
1201 ATCAATATCG TCCGGGTGCT CGCCACCAAG CTGCGGGAGA CCAACGCCGG CCGGTGTGAC
1261 ACACGGCAGC AGTACCGGAA GCTGCTCAAA TCCACGCTGG TGCTCATGCC CCTCTTTGGC
1321 GTCCACTACA TTGTCTTCAT GGCCACACCA TACACCGAGG TCTCAGGGAC GCTCTGGCAA
1381 GTCCAGATGC ACTATGAGAT GCTCTTCAAC TCCTTCCAGG GATTTTTTGT CGCAATCATA
1441 TACTGTTTCT GCAATGGCGA GGTACAAGCT GAGATCAAGA AATCTTGGAG CCGCTGGACA
1501 CTGGCACTGG ACTTCAAGCG AAAGGCACGC AGCGGGAGCA GCAGCTATAG CTACGGCCCC
1561 ATGGTGTCCC ACACAAGTGT GACCAATGTC GGCCCCCGTG TGGGACTCGG CCTGCCCCTC
1621 AGCCCCCGCC TACTGCCCAC TGCCACCACC AACGGCCACC CTCAGCTGCC TGGCCATGCC
1681 AAGCCAGGGA CCCCAGCCCT GGAGACCCTC GAGACCACAC CACCTGCCAT GGCTGCTCCC
1741 AAGGACGATG GGTTCCTCAA CGGCTCCTGC TCAGGCCTGG ACGAGGAGGC CTCTGGGCCT
1801 GAGCGGCCAC CTGCCCTGCT ACAGGAAGAG TGGGAGACAG TCATGTGACC AGGCGCTGGG
1861 GGCTGGACCT GCTGACATAG TGGATGGACA GATGGACCAA AAGATGGGTG GTTGAATGAT
1921 TTCCCACTCA GGGCTGGGGC CAAGAGGAAA AACAGGGAAA AAAAGAAAAA AAAAAGAAAA

1981 AGGAAAAGGA AARAAAARRA ARAAARA

a) (SEQ ID NO 3)
DDVMTKEEQIFLLHRAQAQCEKRLKEVLQRPASIMESDKGWTSASTSGKPRKDKASGKLY PESEEDKEAPTGSRYR
GRPCLPEWDHILCWPLGAPGEVVAVPCPDYIYDFNHKGHAYRRCDRNGSWELVPGHNRTWANY SECVKFLTNETRE
REVFDRL

b) SEQ ID NO 63
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GATGACGTCA TGACTAAAGA GGAACAGATC TTCCTGCTGC ACCGTGCTCA GGCCCAGTGC GAARAACGGC
TCAAGGAGGT CCTGCAGAGG CCAGCCAGCA TAATGGAATC AGACAAGGGA TGGACATCTG CGTCCACATC
AGGGAAGCCC AGGAAAGATA AGGCATCTGG GAAGCTCTAC CCTGAGTCTG AGGAGGACAR GGAGGCACCC
ACTGGCAGCA GGTACCGAGG GCGCCCCTGT CTGCCGGAAT GGGACCACAT CCTGTGCTGG CCGCTGGGGG
CACCAGGTGA GGTGGTGGCT GTGCCCTGTC CGGACTACAT TTATGACTTC AATCACAAAG GCCATGCCTA
CCGACGCTGT GACCGCAATG GCAGCTGGGA GCTGGTGCCT GGGCACAACA GGACGTGGGC CARACTACAGC
GAGTGTGTCA AATTTCTCAC CAATGAGACT CGTGAACGGG AGGTGTTTGA CCGCCTG

K7

a) SEQ ID NO 64
TTTTCTGGAAGTGAGGCCACAGCAGCTATCCTTAGCAGAGCACCCTGGAGTCTGCAAAGTGTTAATCCAGGCCTARAGACAAR
TTCTTCTAAGGAGCCTAAATTCACCAAGTGCCGTTCACCTGAGCGAGAGACTTTTTCATGCCACTGGACAGATGAGGTTCATC
ATGGTACARAGAACCTAGGACCCATACAGCTGTTCTATACCAGAAGGAACACTCAAGAATGGACTCAAGAATGGARAGRATGE
CCTGATTATGTTTCTGCTGGGGAAARCAGCTGTTACTTTAATTCATCGTTTACCTCCATCGCAATACCTTATTGTATCAAGCT
AACTAGCAATGGTGGTACAGTGGATGAARAGTGTTTCTCTGTTGATGARATAGTGCAACCAGATCCACCCATTGCCCTCAACT
GGACTTTACTGAACGTCAGTTTAACTGGGATTCATGCAGATATCCAAGTGAGATGGGAAGCACCACGCAATGCAGATATTCAG
ARAGGATGGATGGTTCTGGAGTATGAACTTCARTACARAGAAGTARATGAAACTARATGGAAAATGATGGACCCTATATTGAC
AACATCAGTTCCAGTGTACTCATTGAAAGTGGATAAGGAATATGAAGTGCGTGTGAGAT CCAAACAACGAAACTCTGGAAATT
ATGGCGAGTTCAGTGAGGTGCTCTATGTAACACTTCCTCAGATGAGCCAA

b) (SEQ ID NO 7)
FSGSEATAAILSRAPWSLOQSVNPGLKTNSSKEPKFTKCRSPERETFSCHWTDEVHHGTKNLGPIQLEYTRRNTQEWTQEWKEC
PDYVSAGENSCYFNSSFTSIAIPYCIKLTSNGGTVDEKCFSVDEIVQPDPPIALNWTLLNVSLTGIHADIQVRWEAPRNADIQ
KGWMVLEYELQYKEVNETKWKMMDPILTTSVPVYSLKVDKEYEVRVRSKQRNSGNYGEFSEVLYVTLPQMSQ

<8

a) (SEQ ID NO 2)
MATGSRTSLLLAFGLLCLPWLQEGSA

b) SEQ ID NO 65
ATGGCTACAGGCTCCCGGACGTCCCTGCTCCTGGCTTTTGGCCTGCTCTGCCTGCCCTGGCTTCARGAGGGCAGTGCC

K9
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a) SEQ ID NO 66

atgatacctgcaaaagacatggctaaagttatgattgtcatgttggcaatttgttttcttacaaaatcggatgggTCTGTGAG
TGMATACAGCTTRTGCATAACC‘I'GGGAAAACATCTGAACTCGATGGAGAGAGTAGMTGGCTGCGTMGAAGCTGCAGGATG
TGCACRATT Trmmmmmmmammum
actaaagaggaacagatcttcctgctgcaccgtgctcaggcccagtgegaaaaacggctcaaggaggtcctgocagaggecage
cagcataatggaatcagacaagggatggacatotgogtocacatcagggaagecccaggaaagataaggcateotgggaagotet
accctgagtctgaggagg ggagg actgg ggt gagggcgcccctgtetgecggaatgggaccacate
cmmowmmomwouuttumotmntmw
tgcctaccgacgetgtgaccgcaatggcagotgggagetggtgoectgggcacaacaggacgtgggeccaactacagegagtgtyg
tcaaatttctcaccaatgagactogtgaacgggaggtgttitgacogootgGETEGCGGAGGTAGTGGTGGCGGAGGTAGCGGT
GGCGGAGGTTCTGGTGGCGGAGGTTCCT T T TCTGGAAGTGAGGCCACAGCAGCTATCCTTAGCAGAGCACCCTGGAGTCTGCA
AAGTGTTAATCCAGGCCTAARAGACARATTCTTCTAAGGAGCCTARATTCACCAAGTGCCGTTCACCTGAGCGAGAGACTTTTT
CATGCCACTGGACAGATGAGGTTCATCATGGTACARAGAACCTAGGACCCATACAGCTGTTCTATACCAGAAGGAACACTCAA
GAATGGACTCARGAATGGAAAGAATGCCCTGATTATGTTTCTGCTGGGGAARACAGCTGTTACTTTAATTCATCGTTTACCTC
CATCGCAATACCTTATTGTATCAAGCTAACTAGCAATGGTGGTACAGTGGATGAARAGTGTTTCTCTGTTGATGAAATAGTGC
AACCAGATCCACCCATTGCCCTCAACTGGACT TTACTGAACGTCAGTTTAACTGGGAT TCATGCAGATATCCAAGTGAGATGG
GAAGCACCACGCAATGCAGATATTCAGRAAGGATGGATGGTTCTGGAGTATGAACTTCAATACAAAGAAGTAAATGARACTAA
ATGGARAATGATGGACCCTATATTGACAACATCAGTTCCAGTGTACTCATTGAAAGTGGATAAGGAATATGAAGTGCGTGTGA
GATCCAAACAACGAAACTCTGGAAATTATGGCGAGT TCAGTGAGGTGCTCTATGTAACACT TCCTCAGATGAGCCAA*

p) (SEQID NO 12)

mipakdmakvmivmlaicfltksdgSVSEIQLMHNLGKHLNSMERVEWLRKKLODVHNFGGGGSGGGGSGGGGSGGGGSddvm
tkeegifllhragaqgoekrlkevlgrpasimesdkgwtsastsgkprkdkasgklypeseedkeaptgsryrgrpclpewdhi
lewplgapgevvavpopdyiydfnhkghayrredrngswelvpghnrtwanysecvkfltnetrerevidrlGGGGSGGGGSG
GGGSGGGGSFSGSEATAAILSRAPWSLOSVNPGLKTNSSKEPKFTKCRSPERETFSCHWTDEVHHGTKNLGPIQLFYTRRNTQ
EWTQEWKECPDYVSAGENSCYFNSSFTSIAIPYCIKLTSNGGTVDEKCFSVDEIVQPDPPIALNWTLLNVSLTGIHADIQVRW
EAPRNADIQKGWMVLEYELQYKEVNETKWKMMDPILTTSVPVYSLKVDKEYEVRVRSKQRNSGNYGEFSEVLYVTLPQMSQ*

K10

a) SEQ ID NO 67

atgatacctgcaaaagacatggctaaagttatgattgtcatgttggecaatttgttttcttacaaaatcggatgggaaatetgt
taagaagagaTCTGTGAGTGAAATACAGCTTATGCATAACCTGGGAAAACAT CTGAACT CGATGGAGAGAGTAGAATGGCTGC
GTAAGAAGCTGCAGGATGTGCACAATT TTGEGTGGCGGAGGTAGTGGTGGCGEGAGGTAGCEGETGGCEGCGAGGTTCTGETGGCGGA
mmqmmwagamtmmmmquwmm
ggtcctgocagaggocagocagcataatgg gacaagggatggacatctgegt tcagggaagoccaggaaagata
aggca WWMW‘WWWMGMWWWWMWNW
ccggaatgggaccacatoctgtgetggecgotgggggcaccaggtgaggtggtggetgtgocctgtocggactacatttatga
cttcaatcacaaaggccatgectacegacgotgtgaccgecaatggoagetgggagetggtgoctgggoacaacaggacgtggyg
ccaactacagegagtgtgteaaatttetcaccaatgagactegtgaacgggaggtgtttgaccgectgGGTGGCGGAGGTAGT
GGTGGCGEAGGTAGCGEGTGECGEAGETTCTGETGGCEGEGAGGTTCCTTTTCTGGAAGTGAGGCCACAGCAGCTATCCTTAGCAG
AGCACCCTGGAGTCTGCAAAGTGTTAATCCAGGCCTAAAGACAAATTCTTCTAAGGAGCCTARATTCACCAAGTGCCGTTCAC
CTGAGCGAGAGACTTTTTCATGCCACTGGACAGATGAGGTTCATCATGGTACAAAGAACCTAGGACCCATACAGCTGTTCTAT
ACCAGAAGGAACACTCAAGAATGGACT CAAGAATGGAARGRAATGCCCTGATTATGTTTCTGCTGGGGARAACAGCTGTTACTT
TAATTCATCGTTTACCTCCATCGCAATACCTTATTGTATCAAGCTAACTAGCAATGGTGGTACAGTGGATGARAAGTGTTTCT
CTGTTGATGAAATAGTGCAACCAGATCCACCCATTGCCCTCAACTGGACTTTACTGAACGTCAGTTTAACTGGGATTCATGCA
GATATCCAAGTGAGATGGGAAGCACCACGCAATGCAGATATTCAGAARAGGATGGATGGTTCTGGAGTATGAACTTCAATACAA
AGAAGTAAATGAAACTARATGGARAATGATGGACCCTATATTGACAACATCAGTTCCAGTGTACTCATTGARAGTGGATAAGG
AATATGAAGTGCGTGTGAGATCCAAACRACGAAACTCTGGARATTATGGCGAGTTCAGTGAGGTGCTCTATGTAACACTTCCTC
AGATGAGCCAA*

b) (SEQID NO 13)

mipakdmakvmivmlaicfltksdgksvkkrSVSEIQLMHNLGKHLN SMERVEWLRKKLODVHNFGGGGSGGGGSGGGGSGGE
GSddvmtkeeqifllhragagcekrlkevlgrpasimesdkgwtsastsgkprkdkasgklypeseedkeaptgsryrgrpel
pewdhilcwplgapgevvavpcpdyiydfnhkghayrred lvpghnrtwanysecvkfltnetrerevfdrlGGGGS
GGGGIGGGGSGGGGIFSGSEATAATLSRAPWSLOSVN PGLKTNSSICBPK FTKCRSPERETFSCHWTDEVHHGTKNLGPIQLFY
TRRNTQEWTQEWKECPDYVSAGENSCYFNSSFTSIAIPYCIKLTSNGGTVDEKCFSVDEIVQPDPPIALNWTLLNVSLTGIHA
DIQVRWEAPRNADIQKGWMVLEYELQYKEVNETEWKMMDPILTTSVPVYSLKVDKEYEVRVRSKQRNSGNYGEFSEVLYVTLP
QMSQ*

K11
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a) SEQ ID NO 68
atggctacaggctcccggacgtcecctgeteectggettttggectgetetgectgecctggettcaagagggcagtgecTCTGT
GAGTGARATACAGCTTATGCATAACCTGGGAAAACAT CTGARCTCGATGGAGAGAGTAGAATGGCTGCGTAAGAAGCTGCAGG
ATGTGCACAATTTTGGTGGCGGAGGT! TGGTGGCGGAGGTTCCgatgacgte
ammumammmmammwmncmwmmnme
goataatggaatc wmwwmwtwmwwww
totamobqwtotcm-mmmr “““ gagggeg tgtet ggg
-tmwmtwowuwmwwmmmwmwwwmnhma:wnwmmg
cecat gctgtgaccgeaatggeagetgggagetggtgoctgggeacaacaggacgtgggaecaactacagogagt
mttuMMwuacmmwmmtmmmwmmrm
GGTGGCGGAGGTTCTGGTGGCGGAGGTTCCT TT TCTGGAAGTGAGGCCACAGCAGCTATCCTTAGCAGAGCACCCTGGAGTCT
GCAAAGTGTTAATCCAGGCCTAARAGACARATTCTTCTAAGGAGCCTARATTCACCARGTGCCGTTCACCTGAGCGAGAGACTT
TTTCATGCCACTGGACAGATGAGGTTCATCATGGTACAAAGAACCTAGGACCCATACAGCTGTTCTATACCAGAAGGAACACT
CAAGAATGGACTCAAGAATGGARAGAATGCCCTGATTATGTTTCTGCTGGGGAAAACAGCTGTTACTTTAATTCATCGTTTAC
CTCCATCGCAATACCTTATTGTATCAAGCTAACTAGCAATGGTGGTACAGTGGATGAAAAGTGTTTCTCTGTTGATGAARTAG
TGCAACCAGATCCACCCATTGCCCTCAACTGGACTTTACTGAACGTCAGTTTAACTGGGATTCATGCAGATATCCARGTGAGA
TGGGAAGCACCACGCAATGCAGATATTCAGARAGGATGGATGGTTCTGGAGTATGAACTTCAATACARAGAAGTARATGAAAC
TAAATGGAARATGATGGACCCTATATTGACAACATCAGTTCCAGTGTACTCATTGAAAGTGGATAAGGAATATGAAGTGCGTG
TGAGATCCAAACAACGAAACTCTGGARATTATGGCGAGTTCAGTGAGGTGCTCTATGTAACACTTCCTCAGATGAGCCAAY

b) (SEQ ID NO 14)

matgsrtslllafgllclpwlgegsaSVSEIQLMHNLGKHLNSMERVEWLRKKLODVHNFGGGGSGGGGIGGGGSGGGGSddY
mtkeagifllhragagoekrlkevligrpasimesdkgwtsastsgkprkdkasgklypaseedkeaptgsryrgrpolpawdh
ilewplgapgevvavpepdyiydfnhkghayrrodrngswelvpghnrtwanysecvkfltnetrerevfdrlGGGGSGGGGS
GGGGSGGGESFSGSEATAAILSRAPWS LOSVNPGLKTNSSKEPKFTKCRSPERETFSCHWTDEVHHGTEKNLGPIQLFYTRRNT
QEWTQEWKECPDYVSAGENSCYFNSSFTSIAIPYCIKLTSNGGTVDEKCFSVDEIVQPDPPIALNWTLLNVSLTGIHADIQVR
WEAPRNADIQKGWMVLEYELQYKEVNETKWKMMDPILTTSVPVYSLKVDKEYEVRVRSKQRNSGNYGEFSEVLYVTLPQMSQ*

K12

a) SEQ ID NO 69
atggctacaggctccecggacgteectgetectggettttggectgetetgectgecctggettcaagagggecagtgecTCTGT
GAGTGAAATACAGCTTATGCATAACCTGGGAAAACATCTGAACTCGATGGAGAGAGTAGAATGGCTGCGTAAGAAGCTGCAGG
ATGTGCACAATTTTGGTGGCGGAGGTAGTGEGTGGCGGAGGTAGCGGTGGCGEAGGTTCTGEGTGGCGGAGGTTCCTTTTCTGGA
AGTGAGGCCACAGCAGCTATCCTTAGCAGAGCACCCTGGAGTCTGCAMAGTGTTAATCCAGGCCTARAAGACAAATTCTTCTAA
GGAGCCTAAATTCACCAAGTGCCGTTCACCTGAGCGAGAGACTTTTTCATGCCACTGGACAGATGAGGTTCATCATGGTACAA
AGAACCTAGGACCCATACAGCTGTTCTATACCAGAAGGAACACTCAAGAATGGACT CAAGAATGGAAAGAATGCCCTGATTAT
GTTTCTGCTGGGGAAAACAGCTGTTACTTTAATTCATCGTTTACCTCCATCGCAATACCTTATTGTATCARGCTAACTAGCAR
TGGTGGTACAGTGGATGAARAGTGTTTCTCTGT TGATGARATAGT GCAACCAGATCCACCCATTGCCCTCAACTGGACTTTAC
TGAACGTCAGTTTAACTGGGATTCATGCAGATATCCAAGTGAGATGGGAAGCACCACGCAATGCAGATAT TCAGAAAGGATGG
ATGGTTCTGGAGTATGAACTTCAATACAAAGAAGTAAATGAAACTAAATGGAARATGATGGACCCTATATTGACAACATCAGT
TCCAGTGTACTCATTGAAAGTGGATAAGGAATATGAAGTGCGTGTGAGATCCAAACAACGAAACTCTGGARATTATGGCGAGT
TCAGTGAGGTGCTCTATGTAACACTTCCTCAGATGAGCCAAtaaaagctt™

b) (SEQID NO 15)
matgsrtslllafglliclpwlgegsaSVSEIQLMHNLGKHLNSMERVEWLRKKLODVHNFGGGGSGGGGSGGGGSGGGGSFSG
SEATAAILSRAPWSLQSVNPGLKTNSSKEPKFTKCRSPERETFSCHWTDEVHHGTKN LGPI QLFYTRRNTQEWTQEWKECPDY
VSAGENSCYFNSSFTSIAIPYCIKLTSNGGTVDEKCFSVDEIVQPDPPIALNWTLLNVSLTGIHADIQVRWEAPRNADIQKGW
MVLEYELQYKEVNETKWKMMDPILTTSVFVYSLKVDKEYEVRVRSKQRNSGNYGEFSEVLYVTLPOMSQ*

K13
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a) SEQ ID NO 70

atggctacaggctcccggacgtcectgetcctggettttggectgetetgectgecctggettcaagagggcagtgecTCTGT
GAGTGAAATACAGCTTATGCATAACCTGGGAAAACATCTGAACTCGATGGAGAGAGTAGAATGGCTGCGTAAGARGCTGCAGG
ATGTGCACAATTTTGGTGGCGGAGGT 'GGAGGTTCCgatgacgte
atgactaaagaggaacagatcttcctgetgecacegtgetcaggeccagtgegaaaaacggote ggaggtcct gaggcc
wmmmmmumuwtmm“mmmamnmtuwumw“
totaccctgagtctgaggagg ggagg gcagg taccgagggcgeccctgtetgecggaatgggaccac
atcctgtgetggecgetgggggeaccaggtyaggtagtagetgtgecatgtecggactacatttatgact teaatcacaaagy
ccatgectaccgacgctgtgaccgcaatggcagetgggagetggtgoctgggcacaacaggacgtgggecaactacagegagt
gtgtcaaatttctcaccaatgagactegtgaacgggaggtgtttgacegectyg

accggtCATCATCACCATCACCAT*

b) (SEQ ID NO 17)
matgsrtslllafgllclpwlgegsaSVSEIQLMENLGKHLNSMERVEWLRKKLQDVHNFGGGGSGGGGSGGGGSGGGGSddv

mtkeegifllhragagcekrlkevligrpasimesdkgwtsastsgkprkdkasgklypeseedkeaptgsryrgrpclpewdh
ilewplgapgevvavpcpdyiydfnhkghayrredrngswelvpghnrtwanysecvkfltnetrerevfdrlTGHHHHHH*

K14

a) SEQ ID NO 71
atggctacaggctcccggacgtccctgetectggettttggectgetetgectgecctggcttcaagagggcagtgecTCTGT
GAGTGAAATACAGCTTATGCATAACCTGGGARRACAT CTGAACT CGATGGAGAGAGT AGAATGGCTGCGTAAGAAGCTGCAGS
ATGTGCACAATTTTGGTGGCGGAGGTAGTGGTGGCEGGAGCTAGCGGTGGCGGAGGTTCTGGTGGCGGAGGTTCCgatgacgte
atgactaaagaggaacagatcttcctgetgecacegtgetcaggeccagtgegaaaaacggetcaaggaggtectgeagaggee
agccagcataatggaatcagacaagggatggacatctgegtecacatcagggaageccaggaaagataaggcatetgggaage
toctaccctgagtotgaggagg ggaggcac tggcagcaggtaccgagggegeccctgtotgoeggaatgggaccac
atcctgtgctggocgotgggggcaccaggtgaggtggtggoctgtgocctgtecoggactacatttatgacttcaatcacaaagg
ccatgcctaccgacgotgtgaccgcaatggcagetgggagetggtgeotgggeacaacaggacgtgggocaactacagegagt
gtgtcaaatttctcaccaatgagactcgtgaacgggaggtgtttgacegectg®

b) (SEQID NO 16)
matgsrtslllafgllclpwlqgegsaSVSEIQLMENLGKHLNSMERVEWLRKKLQDVHNFGGGGSGGGGSGGGGSGGGGSddv
mtkeeqgifllhragagcekrlkevligrpasimesdkgwtsastsgkprkdkasgklypeseedkeaptgsryrgrpclpewdh
ilowplgapgevvavpcpdyiydfnhkghayrrodrngswelvpghnrtwanysecvkfltnetrerevfdrl*

<15

a) SEQ ID NO 72

atgatacctgcaaaagacatggctaaagttatgattgtcatgttggcaatttgttttcttacaaaatcggatgggaaatctgt
taagaagagaTCTGTGAGTGARATACAGCT TATGCATAACCTGGGAAAACATCTGAACTCGATGGAGAGAGTAGAATGGCTGC
GTAAGAAGCTGCAGGAT GTGCACAATTT TGGTGGCGGAGGTAGTGGTGGCGGAGGTAGCGGTGGCGGAGGTTCTGGTGGCGGA
GGTTCCgatgacgtcatgactaaagaggaacagatcttectgetgecacegtgetecaggeccagtgegaaaaacggetcaagga
ggtcctgeagaggccagocagocataatggaatcagacaagggatggacatctgogtocacatcagggaagoccaggaaagata
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aggcatctgggaagctctacccoctgagtcetgaggaggacaaggaggcacccactggeagcaggtacegagggegeccotgtetyg
ccggaatgggaccacatcctgtgotggecgetgggggeaccaggtgaggtggtggotgtgecctgtecggactacatttatga
ctteoaatcacaaaggccatgectaccgacgetgtgacegoaatggeagetgggagotggtgoctgggoacaacaggacgtggy

ccaactacagcgagtgtgtcaaatttctcaccaatgagactegtgaacgggaggtgtttgacegectgaccggt CATCATCAC
CATCACCAT™*

b) (SEQ ID NO 18)

mipakdmakvmivmlaicfltksdgksvkkrSVSEIQLMHNLGKELNSMERVEWLRKKLQDVHNFGGGGSCGGCCSCCCESCGE
GSddvmtkeeqgifllhragaqgcekrlkevlqgrpasimesdkgwtsastsgkprkdkasgklypeseedkeaptgsryrgrpel
pewdhilowplgapgevvavpopdyiydfnhkghayrredrngswelvpghnrtwanysecvkfltnetrerevfdr1TGHHH
HHH*

K16

a) SEQ ID NO 73
atgatacctgcaaaagacatggctaaagttatgattgtcatgttggcaatttgttttcttacaaaatcggatgggaaatctgt
taagaagagaTCTGTGAGTGRAATACAGCTTATGCATARCCTGGGARARCATCTGAACTCGATGGAGAGAGTAGAATGGCTGC
GTAAGAAGCTGCAGGAT GTGCACAATT TTGGTGGCGGAGGTAGTGGTGGCGGAGGTAGCGGTGGCGGAGGTTCTGGTGGCGGA
GGTTCCgatgacgtcatgactaaagaggaacagatcttoctgetgcacegtgotcaggecoccagtgogaaaaacggctoaagga
ggtoctgecagaggecagecagecataatggaatcagacaagggatggacatectgegteocacatcagggaageccaggaaagata
aggcatctgggaagctctaccotgagtotgaggaggacaaggaggcaccecactggocagoaggtacegagggegoceetgtotyg
ccggaatgggaccacatcctgtgetggecgotgggggeaccaggtgaggtggtggotgtgecctgtecggactacatttatga
cttcaatcacaaaggccatgoctaccgacgotgtgacegcaatggcagetgggagetggtgoctgggcacaacaggacgtggy
cmouumammtttammawaqacmwﬂweww'

b) (SEQ ID NO 19)

mipakdmakvmivmlaicfltksdgksvkkrSVSEIQLMHNLGKHLN SMERVEWLRKKLQDVHNFGGGGSGGGGSGGGGSGGG
GSddvmtkeeqifllhragaqcekrlkevlgrpasimesdkgwtsastsgkprkdkasgklypeseedkeaptgsryrgrpocl
pewdhileowplgapgevvavpcpdyiydfnhkghayrredrngswelvpghnrtwanysecvkfltnetrerevidrl*

17

a) SEQ ID NO 74
atgatacctgcaaaagacatggctaaagttatgattgtcatgttggcaatttgttttcttacaaaatcggatgggaaatctgt
taagaagagaTCTGTGAGTGAAATACAGCTTATGCATAACCTGGGAAARCATCTGAACTCGATGGAGAGAGTAGAATGGCTGC
GTARGAARGCTGCAGGATGTGCACAATTTTGGTGGCGGAGGTAGTGGTGGCGGAGGTAGCGGTGGCGGAGGTTCTGGTGGCGGA
GGTTCCTTTTCTGGARAGTGAGGCCACAGCAGCTATCCTTAGCAGAGCACCCTGGAGTCTGCARAGTGTTAATCCAGGCCTARR
GACAAATTCTTCTAAGGAGCCTAAATTCACCAAGTGCCGTTCACCTGAGCGAGAGACTTTTTCATGCCACTGGACAGATGAGG
TTCATCATGGTACAARGAACCTAGGACCCATACAGCTGTTCTATACCAGAAGGAACACTCAAGAATGGACTCAAGAATGGAAR
GAATGCCCTGATTATGTTTCTGCTGGGGARRACAGCTGTTACTTTAATTCATCGTTTACCTCCATCGCAATACCTTATTGTAT
CAAGCTAACTAGCAATGGTGGTACAGTGGATGAARAGTGTTTCTCTGTTGATGARATAGTGCAACCAGATCCACCCATTGCCC
TCAACTGGACTTTACTGAACGTCAGTTTAACTGGGAT TCATGCAGATATCCAAGTGAGATGGGAAGCACCACGCAATGCAGAT
ATTCAGARAGGATGGATGGTTCTGGAGTATGAACTTCAATACARAGAAGTAAATGARACTAAATGGARAATGATGGACCCTAT
ATTGACAACATCAGTTCCAGTGTACTCATTGAAAGTGGATAAGGAATATGAAGTGCGTGTGAGAT CCARACAACGAAACTCTG
GAAATTATGGCGAGTTCAGTGAGGTGCTCTATGTAACACT TCCTCAGATGAGCCAA*

b) (SEQ 1D NO 20)

mipakdmakvmivmlaicfltksdgksvkkrSVSEIQLMHNLGKHLNSMERVEWLRKKLQDVHNFGGGGSGGGGSGGGGSGEE
GSFSGSEATAAILSRAPWSLOSVNPGLKTNSSKEPKFTKCRSPERETFSCHWTDEVHHGTKNLGPIQLFYTRRNTQEWTQEWK
ECPDYVSAGENSCYFNSSFTSIAIPYCIKLTSNGGTVDEKCFSVDEIVQPDPPIALNWTLLNVSLTGIHADIQVRWEAPRNAD
IQKGWMVLEYELQYKEVNETKWEKMMDPILTTSVPVYSLKVDKEYEVRVRSKQRNSGNYGEFSEVLYVTLPQMSQ*

K418
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a) SEQ ID NO 75

atgatacctgcaaaagacatggctaaagttatgattgtcatgttggcaatttgttttcttacaaaatcggatgggaaatctgt
taagaagagaTCTGTGAGTGAAATACAGCTTATGCATAACCTGGGAAARCATCTGAACTCGATGGAGAGAGTAGAATGGCTGC
GTAAGAAGCTGCAGGATGTGCACAATTTT
GGTTCCgatgacgtcatgactaaagaggaacagatcttoctgotgcaccgtgetocaggoccagtgogaaaaacggotocaagga
ggtcctgcagaggecagecageataatggaatcagacaagggatggacatetgegtecacatcagggaagoccaggaaagata

aggcatctgggaagctctaccctgagtotgaggaggacaaggaggcacccactggcageaggtaccgagggegocectgtety
ccggaatgggaccacatcctgtgotggecgetgggggoaccaggtgaggtggtggetgtgecctgtecggactacaagtatga
cttcaatcacaaaggccatgoctaccegacgetgtgacegecaatggeagetgggagetggtgoctgggeacaacaggacgtggg
ccaactacagcgagtgtgtcaaatttctcaccaatgagactegtgaacgggaggtgtttgacegectgGGTGGCGGAGGTAGT
GGTGGCGGAGGTAGCGGTGGCGGAGGTTCTGGTGGCGGAGGTTCCTTTTCTGGAAGTGAGGCCACAGCAGCTATCCTTAGCAG
AGCACCCTGGAGTCTGCAAAGTGTTAATCCAGGCCTAAAGACAAATTCT TCTAAGGAGCCTAAATTCACCAAGTGCCGTTCAC
CTGAGCGAGAGACTTTTTCATGCCACTGGACAGATGAGGTTCATCATGGTACARAGAACCTAGGACCCATACAGCTGTTCTAT
ACCAGARAGGAACACTCAAGAATGGACTCAAGAATGGAAAGAATGCCCTGATTATGTTTCTGCTGGGGAAAACAGCTGTTACTT
TAATTCATCGTTTACCTCCATCGCAATACCTTATTGTATCAAGCTAACTAGCAATGGTGGTACAGTGGATGAARAGTGTTTCT
CTGTTGATGAARTAGTGCAACCAGATCCACCCATTGCCCTCAACTGGACTTTACTGAACGTCAGTTTAACTGGGATT CATGCA
GATATCCARGTGAGATGGGAAGCACCACGCAATGCAGATATTCAGARAGGATGGATGGTTCTGGAGTATGAACTTCAATACAA
AGAAGTARATGAAACTAAATGGARAATGATGGACCCTATATTGACAACATCAGTTCCAGTGTACTCATTGAAAGTGGATAAGG
AATATGAAGTGCGTGTGAGATCCAAACAACGAAACTCTGGAAATTATGGCGAGT TCAGTGAGGTGCT CTATGTAACACTTCCT
CAGATGAGCCAA*

b) (SEQID NO 21)

mipakdmakvmivmlaicfltksdgksvkkrSVSEIQLMHNLGKHLNSMERVEWLRKKLQDVHNFGGGGSGGGGSGGGGSGEE
GSddvmtkeeqgifllhragagcekrlkevlgrpasimesdkgwtsastsgkprkdkasgklypeseedkeaptgsryrgrpel
pewdhilowplgapgevvavpcepdykydfnhkghayrredrngswelvpghnrtwanysecvkfltnetrerevfdr 1GGGGS
GGGGSGGGEGSGGGGSFSGSEATAAILSRAPWSLOSVNPGLKTNSSKEPKFTKCRSPERETFSCHWTDEVHHGTKNLGPIQLFY
TRRNTQEWTQEWKECPDYVSAGENSCYFNSSFTSIAIPYCIKLTSNGGTVDEKCFSVDEIVQPDPPIALNWTLLNVSLTGIHA
DIQVRWEAPRNADIQKGWMVLEYELQYKEVNETKWKMMDPILTTSVEVYSLKVDKEYEVRVRSKQRNSGNYGEFSEVLYVTLP
QMSQ*

19
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a) SEQ ID NO 39
atggctacaggctcccggacgtccctgetectggettttggectgetetgectgecctggettcaagagggcagtgecTCTGT
GAGTGAAATACAGCTTATGCATAACCTGGGARAACATCTGAACTCGATGGAGAGAGTAGRATGGCTGCGTAAGAAGCTGCAGG
ATGTGCACAATTTTGG! TCTGGTGGCGGAGGTTCCgatgacgte
atgactaaagaggaacagatcttoctgotgeaccgtgetecaggeccagtgogaaaaacggetcaaggaggtectgocagaggee
agccagcataatggaatcagacaagggatggacatctgegtocacatecagggaageccaggaaagataaggeatetgggaage
tctaccctgagtctgaggaggacaaggaggcacccactggcagcaggtaccgagggegeccctgtotgeoggaatgggaccae
atcctgtgetggecgetgggggcaccaggtgaggtggtggetgtgecctgteoggactacaagtatgacttcaatcacaaagy
ccatgectaccgacgetgtgaccgecaatggeagetgggagetggtgectgggecacaacaggacgtgggecaactacagegagt
gtgtcaaatttctcaccaatgagactegtgaacgggaggtgtttgacegectgGGTGGCGGAGGTAGTGGTGGCGGAGGTAGC
GGTGGCGGAGGTTCTGGTGGCGGAGGTTCCTTTTCTGGAAGTGAGGCCACAGCAGCTATCCTTAGCAGAGCACCCTGGAGTCT
GCAAAGTGTTAATCCAGGCCTAAAGACAAATTCTTCTAARGGAGCCTAAATTCACCAAGTGCCGTTCACCTGAGCGAGAGACTT
TTTCATGCCACTGGACAGATGAGGTTCATCATGGTACAARAGAACCTAGGACCCATACAGCTGTTCTATACCAGAAGGAACACT
CARGAATGGACTCAAGAATGGAAAGAATGCCCTGATTATGTTTCTGCTGGGGAARRACAGCTGTTACTTTAATTCATCGTTTAC
CTCCATCGCAATACCTTATTGTATCAAGCTAACTAGCAATGGTGGTACAGTGGATGAAAAGTGTTTCTCTGTTGATGARATAG
TGCAACCAGATCCACCCATTGCCCTCAACTGGACTTTACTGAACGTCAGTTTAACTGGGATT CATGCAGATATCCAAGTGAGA
TGGGAAGCACCACGCAATGCAGATATTCAGAARAGGATGGATGGTTCTGGAGTATGAACTTCAATACAAAGAAGTARATGARAC
TARATGGARAATGATGGACCCTATATTGACAACATCAGTTCCAGTGTACTCAT TGAAAGTGGATAAGGAATATGAAGTGCGTG
TGAGATCCARACAACGAARACTCTGGAAATTATGGCGAGTTCAGTGAGGTGCTCTATGTAACACTTCCTCAGATGAGCCARY

b) (SEQ ID NO 22)

matgsrtslllafgllclpwlgegsaSVSEIQLMHNLGKHLNSMERVEWLRKKLODVHNFGGGGSGGGGSGGGGSGGGGSddv
mtkeeqifllhragagecekrlkevlqgrpasimesdkgwtsastsgkprkdkasgklypeseadkeaptgsryrgrpclpewdh
ilcwplgapgevvavpcpdykydfnhkghayrrodrngswelvpghnrtwanysecvkfltnetrerevfdrlGGGGSGGGGES
GGGGSGGGGSFSGSEATARILSRAPWSLOSVNPGLKTNSSKEPKFTKCRSPERET FSCHWTDEVHHGTKNLGPIQLEYTRRNT
QEWTQEWKECPDYVSAGENSCYFNSSFTSIAIPYCIKLTSNGGTVDEKCFSVDEIVQPDPPIALNWTLLNVSLTGIHADIQVR
WEAPRNADIQKGWMVLEYELQYKEVNETKWKMMDPILTTSVPVYSLKVDKEYEVRVRSKQRNSGNYGEFSEVLYVTLPQMSQ*

K420

a) SEQ ID NO 38

atgatacctgcaaaagacatggctaaagttatgattgtcatgttggcaatttgttttcttacaaaatcggatgggaaatctgt
taagaagagaTCTGTGAGTGAAATACAGCTTATGCATAACCTGGGAARACATCTGAACTCGATGGAGAGAGTAGARTGGCTGC
GTAAGAAGCTGCAGGATGTGCACAATT TTGGTGGCGGAGGTAGTGGT GGCGGAGGTAGCGGTGGCGGAGGTTCTGGTGGCGGA
GGTTCantgaogtoatqant-nnqngqa-u.gntcttuotgctguuaogtgctcaqqaucaqtgag-llllaqqctuaaqqu
ggtcctgcagagg gccagcataatggaatcagacaagggatggacatctgegtocacatcagggaage ta
-maf-ctmmctonmotaaetctcmmamwmmaommmtammwammmw

ccggaatgggaccacatcctgtgetggecgetgggggcaccaggtgaggtggtggetgtgoooctgtoeggactacaagtatga
cttcaatcacaaaggccatgoctaccgacgotgtgaccgcaatggoagetgggagotggtgoctgggeacaacaggacgtggg
ccaactacagegagtgtgtcaaatttotcaccaatgagactogtgaacgggaggtgtttgacegectgaccggt CATCATCAC
CATCACCAT*

b) (SEQ ID'NO 23)

mipakdmakvmivmlaicfltksdgksvkkrSVSEIQLMHNLGKHLNSMERVEWLRKKLQDVHNFGGGGSGGGGSGGGEGIGGEE
GSddvmtkeeqifllhragqaqcekrlkevlgrpasimesdkgwtsastsgkprkdkasgklypeseedkeaptgsryrgrpel

pewdhilcwplgapgevvavpepdykydfnhkghayrrodrngswelvpghnrtwanysecvkfltnetrerevfdrlTGHHH
HHH

K21
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a) SEQ ID NO 6
atggctacaggctcccggacgtecectgetecectggettttggectgetetgectgecctggettcaagagggecagtgeeTCTGT
GAGTGAAATACAGCTTATGCATAACCTGGGAAAACATCTGAACTCGATGGAGAGAGTAGAATGGCTGCGTAAGAAGCTGCAGG
ATGTGCACAATTTTGGTGGCGCGAGGTAGTGGTCGCGGAGGTAGCGETGGCGGAGETTCTGCTGGCGGAGGTTCCgatgacgte
atgactaaagaggaacagatottocotgotgoacogtgotcaggoocagtgogaaaaacgg ggaggtcctgocagaggee
agccagcataatggaatcagacaagggatggacatcotgegtoccacatcagggaageccaggaaagataaggeatetgggaage
tctaccctgagtctgaggaggacaaggaggcacccactggcageaggtaccgagggegeccetgtetgecggaatgggaccac
atootgtgotggecgetgggggeaccaggtgaggtggtggetgtgecctgtocggactacaagtatgacttcaatcacaaagy
ccatgcctaccgacgetgtgaccgcaatggcagetgggagetggtgectgggecacaacaggacgtgggecaactacagegagt
gtgtcaaatttctcaccaatgagactcgtgaacgggaggtgtttgacegectgaccggtCATCATCACCATCACCAT

b) (SEQID NO 24)

matgsrtslllafgllclpwlgegsaSVSEIQLMHNLGKHLNSMERVEWLRKKLOQDVHN FGGGGSGGGGSGGGGIGGEGGSddv
mtkeeqifllhraqaqcekrlkevligrpasimesdkgwtsastsgkprkdkasgklypeseadkeaptgsryrgrpclpewdh
ilcwplgapgevvavpcpdykydfnhkghayrredrngswelvpghnrtwanysecvkfltnetrerevfdrl TGCHHHHHHE*

22

(SEQID NO 9)

SVSEIQLMHNLGKHLNSMERVEWLRKKLODVHNFVALGAPLAPRDAGSQRPRKKEDNVLVESHEKSLGE
ADKADVNVLTKAKSQ

£23

(SEQID NO 40): PTHrP (1-36)
AVSEHQLLHDKGKSIQDLRRRFFLHHLIAEIHTAEI

K24

(SEQ ID NO 41): PTHrP1Z 5 & 7/
MQRRLVQQWSVAVFLLSYAVPSCG

K425

(SEQID NO 4): PTHrP#T ik

rsveglsrrl

%26
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