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I ) B2 A e AL R T R A P DR 52 A
(57) THE

AR W A AR 55 1 45 A BCMA (B4 Y j 34 bt
JE) H R S 40 JE B2 44 (CAR) o A BHIE I I 3 X
FhCAR) 22 5035 1) 4 925 401 0 . 4 R CAR TR A% 188 L AT
1l 251X FlCAR S0 f 28 4T B A% R 1 7 2% o AR
RBHIE I J 3% Be CARFNZ: (403 1) S 1% 40 B FH T3
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L. —Fh 55 20 M AP EC AR 25 6 S5 A3 28 — IS IR 45 M S AV A B N 15 5 e =3 45 R 3 ) B4
i B AT TR (BCMA) i S 1 4k & P B 52 44 (CAR) , e vp BT 3 4 g 40 &5 4 35 A 45 BB P A B
(scFv) , iR scFvAaLHE :

(a) EEEATAE (VH) X, FriRVHX B HEVHE #h g E X1 (VH CDR1) VHE MR EX2 (VH
CDR2) FIVHE #MEIX 3 (VH CDR3) s HoH ik VH CDRIFHSEQ ID NO:150. 15181527 28 &
R 7 5 ZH 5 s FTiRVH CDR2EHSEQ TD NO: 1538% 154 2 JE 8. 7 F1 41 1 s 7 HLFTIAVH CDR3HH
RIEIRIFHISEQ ID NO: 155/ R IR 7 5 4L ik, HHSEQ 1D NO: 150F1 1542 i Kabat fiy 44 5
25K E ,SEQ ID NO: 151 F 153k #EChothiafy &4 R4 KM€, 3F HSEQ ID NO: 1524242
Kabatfir £ 24t fiChothiafiy £ R G4 & ki e , LA K

BEWAZ (VL) X, Frid VLIX fFEVLE AR EX T (VL CDR1) JVLE AMREX2 (VL
CDR2) FAIVLE AR E X3 (VL CDR3) , H A ATIAVL CDRIHISEQ ID NO: 2091 & 1. /7 414
Js FTIRVL CDR2EHSEQ ID NO: 221/ % IR ¥ F14H 1t s 37 H AT iAVL CDR3EHSEQ ID NO:222
() PR 7 51 2 R

(b) VHIX, FrifVHIX 45 4%VH CDR1.VH CDR2AIVH CDR3; H:r1 frikVH CDRIHISEQ ID NO:
150 1518 152141 28 FE /8 /7 91 2H it s Tk VH CDR2FHSEQ ID NO-: 187K 18811 28 I 18 /T 51 2H i
I HFFRVH CDR3FH Z LR FHISEQ ID NO: 15540 k%, HirfSEQ 1D NO:150411884R #EKabat

fir % 25K 5E ,SEQ ID NO: 151 F1187HE#EChothiafy 4 R4 ki€ , 37 HSEQ ID NO:152
TE?}EKabath%%é}E*DChothlaﬁ%%é}E 1120 A K e 5 BA S

VLIX , AR VLIX A4 F5VL CDR1.VL CDR2FAVL CDR3, H:A1 AR VL CDR1HISEQ ID NO:249
() LR FE A 4L B s IR VL CDR2FHSEQ ID NO: 221 () 58 R g 5 HI 4 Ak ; I HLFTRVL CDR3H
SEQ TD NO: 22512 LR 7 51 4k 5

(c) VHIX, FrikVHIX £1H5VH CDR1.VH CDR2FIVH CDR3; H i FrikVH CDR1FSEQ ID NO:
150 15185 152141 28 FE 0 /5 51 2H i s Tk VH CDR2FHSEQ ID NO: 1658% 166/ 28 FE 08 /7 51 2H 1 s
I H B IRVH CDR3H Z LR FHISEQ ID NO: 15540 k%, HirfSEQ 1D NO:150411664R #EKabat

fir % 25 K5 ,SEQ ID NO: 151 #1654 3 Chothiafy 4 R4 ki€ , 3+ HSEQ ID NO:152
TE?}EKabat 7% ARG MIChothiafiy %4 R H Ak E , UL &

VLIX , AR VLIX A4 F5VL CDR1.VL CDR2FAVL CDR3, H:A AR VL CDR1HISEQ ID NO:226
() LR A 4L A% s IR VL CDR2FHSEQ 1D NO: 221 () 58 R g 5 HI 41 Ak ; 7 HFT iR VL CDR3H
SEQ TD NO: 227H)Z LR 7 F1 4 Fk 5

(d) VHIX, frikVHIX f54%VH CDR1.VH CDR2AIVH CDR3; H:r1 frikVH CDRIHISEQ ID NO:
1511568157 Z HE /8 7 HI2H B s FITIRVH CDR2HHSEQ ID NO: 1598% 1621 28 3 R 7 71 2H il
F HFTRVH CDR3FH & K2 /5 %1ISEQ ID NO: 16140 %, FHHSEQ ID NO: 156 f11594E #EKabat
fir % A8k 5E ,SEQ 1D NO: 151 F1162fR 4 Chothiafy 4 &% kM€, I HSEQ ID NO:157
HRHEKabat iy % R MChothiafy % KRG HIH S KHE , LA

VLIX , AR VLIX A4 F5VL CDR1.VL CDR2AAVL CDR3, H:r1 AR VL CDR1HISEQ ID NO:251
() FE G H 4L % TR VL CDR2HISEQ 1D NO: 2520 2 W2 5 #1 4 i% ; 3 HL PR VL CDR3
SEQ TD NO: 25312 LR T F1 4 Fk 5

(e) VHIX, FrikVHIX f1#5VH CDR1.VH CDR2AIVH CDR3; H:rp FrikVH CDR1HISEQ ID NO:
1511568 157 & FE 8 7 51 20 5 ; FTk VH CDR2HISEQ 1D NO: 1908k 191 (Y & FE B8 17> 51 2H il

2
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H HFTRVH CDR3FH & M2 /5 %ISEQ ID NO: 16144 /%, FHHSEQ ID NO: 156 f1191 MR #EKabat
fir % AR 5E ,SEQ 1D NO: 151 F1190fR #EChothiafy 44 R4k Hfi5E , I HSEQ ID NO:157
R HEKabat iy 4 24 MChothiafy 44 RGHIH A K HE , LA

VLIX , BTiRVLIX G #EVL CDR1.VL CDR2AIVL CDR3, H:r FrikVL CDR1HISEQ ID NO:262
() LR FF A 4L % IR VL CDR2FHSEQ ID NO: 252 5 R 5 HI4H Ak ; 3 H BT iR VL CDR3H
SEQ ID NO: 26312 MR 7 1 4H 1k 5

(f) VHIX, FrikVHIX f1#5VH CDR1.VH CDR2AIVH CDR3; H:rf FrikVH CDR1HISEQ ID NO:
150, 15185 152141 & 2 /5 ) 2H 5% s BTk VH CDR2EHSEQ 1D NO: 154 8% 1691 2 3L 8 15 51 2H ¥
I HFTRVH CDR3H & JEMR 7 51ISEQ 1D NO: 155415, HrFSEQ ID NO: 15011544 #EKabat
o 4 R4 kM5, SEQ 1D NO: 151 F1159k #8Chothiafy 4 R4 ki , 37 HSEQ 1D NO:152
R HEKabat iy 4 24 MChothiafy 44 RGHIH &K HE , LA

VLIX , BFiRVLIX G, #5VL CDR1.VL CDR2AIVL CDR3, H:r frikVL CDR1HISEQ ID NO:271
() LR A 4L % s IR VL CDR2FHSEQ ID NO: 221 () 5 R 5 HI 4 Ak s 3 HFT iR VL CDR3H
SEQ ID NO: 2721 2 /R T 1 4H 1k 5

(g) VHIX, FrikVHIX f1#5VH CDR1.VH CDR2AIVH CDR3; H:rf FrikVH CDR1HISEQ ID NO:
129.13088 131 [A1 5 /2 )5 B 4 B s FTiRVH CDR2EHSEQ ID NO: 1398% 1401 & 3L 8 15 511 4 A% 5
- HFTRVH CDR3FH & M2 /5 %1ISEQ ID NO: 13441 /%, FHHSEQ 1D NO: 129F11404E #EKabat
o % R4k Hi5E ,SEQ 1D NO: 1301139k #E Chothiafy £ R4 ki, 3 HSEQ 1D NO:131
R HEKabat iy % R4 MChothiafy 44 RGHIH A K HE , LA

VLIX , BTiRVLIX G $EVL CDR1.VL CDR2AIVL CDR3, H:rf FrikVL CDR1FHISEQ ID NO:217
2 EL G 7 5 2% ; BT VL CDR2HHISEQ ID NO: 2100 2 82 v 51 4H 3 ; I HLFTiRVL CDR3
SEQ ID NO: 216/ 2 MR 7 71 4H 1k 5

(h) VHIX, FrikVHIX f1#5VH CDR1.VH CDR2AIVH CDR3; H:rf FrikVH CDR1HISEQ ID NO:
15115685 1572 FE 08 /5 51 2H 5 s Ik VH CDR2FHSEQ ID NO: 158K 1591 28 FE 8 /7 51 2H 1 s
- HFriRVH CDR3 M & F/e /5 #1ISEQ 1D NO: 15541 % , Z:H1SEQ ID NO: 156 f1159HE 4 Kabat
fir % AR 5E ,SEQ 1D NO: 151 F1158fR 4 Chothiafy 4 &% kA€, I HSEQ ID NO:157
R HEKabat iy 4 248 MChothiafy 44 RGHIH A K HE , LA

VLIX , BFiRVLIX 6 #EVL CDR1.VL CDR2AIVL CDR3, H:r FriRkVL CDR1HISEQ ID NO:209
()R LR P % s IRV CDR2FHSEQ ID NO: 221 (1 & 208 FI4H % s 3 BTk VL CDR3H
SEQ ID NO: 225/ 2 M2 7 51 4H ik o

2. AUFIZELR 1 BCMAR 14 CAR , Horp ik VHIX (4 F5SEQ 1D NO: 33 Fr7n VHHR A7 AE [ VH
CDR1.VH CDR2FAVH CDR3; HFFIARVLIX A145SEQ ID NO:34f7RVLH fZLEMIVL CDR1.VL CDR2
FIVL CDR3;

HrHp4:4NVH CDR1.VH CDR2FHVH CDR3LA e BEANVL CDR1.VL CDR2FIVL CDR3MR#fEKabat
%5 240 Chothia% s R 40 BiKabati 5 R4 MChothiadw's KGRI A KA E

3. BUORIZLR1AIBCMARE 714 CAR , HeH BT IR VHIX ELHESEQ 1D NO: 112F7 7~ VHH AFE I VH
CDR1.VH CDR2AIVH CDR3; HFTAVLIX fLFESEQ ID NO:38F7RVLHAZERIVL CDR1.VL CDR2
FIVL CDR3;

HrH4:4NVH CDR1.VH CDR2FHIVH CDR3LA e BEANVL CDR1.VL CDR2FIVL CDR3MR#fEKabat
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%5 &40 .Chothiadi s R 40 BiKabat4i 5 R4 MChothiadw's KGRI A KA E

4. BUFE SR 1 BCMAKS P CAR , H: b BTk VHIX (45 SEQ ID NO: 112+ iR & L2 15 4
APTRVLIX A1F5SEQ 1D NO: 38H Fron S L /R 7 41

5. FUAIZESR 1A BCMAKE 1 CAR , Herb BT IR VHIX A H5SEQ 1D NO: 33F R~ & /e 541
I HFTRVLIX A $ESEQ 1D NO: 34FT R ISR F 51 .

6. BURIE R 1A 5H AT — I BCMARE 5 PECAR , FoHb

(a) FTidgUp A5 5% S 45 IS A5 CD3LAE 5 1 5 45 M RN/ 584 - 1 BBZE #4143 s A1/ 8K

(b) FITid 2F— 5 i s AL 458 A0 F5 CDS et 195 s 445 gk 5 A1/ %

(c) Fridk4m A ECAAR &5 B 45 F 3k L 58 — 5 M 45 A S RN A L Y A5 5 1 B 45 M T A
Z Ik L.

7. BURIER 1A 5H AT — I BCMARE 57 M CAR , i 45 -

(a) B _MPNAE TR FEMIE TR S 4N G5 S48 AH54-1BB
GE RGN/ Bk

(b) TE4H L A MAC AR 25 7 25 P IR 28— 5 R 2 P 3 2 1) 1) 2R 65 Ry A 3 i 3k 25 45 4
Bk H « NCDSaB4E TGl BEAFe v RITT e ; A1/ Bk

(c) CD20FEAL s A1k FTiRCD20 A AL 4ESEQ ID NO:3978(SEQ ID NO: 398/ (K] & ik
iR 7 %1 s AT 3% b BT iR BOMAF 5 4 CARELHESEQ TD NO: 396 AT R AL IR 7 41 5 F/ 5%,

(d) AP IR L A L

8. MUF|ZL K6 BOMAKE S 14 CAR , 3B AU FE -

(a) B _MPNAETHFEMIE TR TR S 4N (G5 S48 AHE4-1BB
GERG I AN/ B

(b) TE4H LA MAC AR 25 7 25 R IR 28— 5 R 2 Py 3 2 1) 1) 2R 465 Ry A 3 i ik 25 45 4
Bk H - NCDSaB4E TGl BEAFe v RITT a4k ; A1/ Bk

(c) CD20FEAL s A1k FTiRCD20E A AL 4ESEQ ID NO:3978(SEQ ID NO: 398/ (K] & ik
iR 17 %1 s AT 3% b BT iR BOMAKF 5 4 CARELHESEQ TD NO: 396 AT/ R IR 7 41 5 F1/ 5%,

(d) AP/ L A L

9. —FhZ AL IR , A5 S A AUR) 2 3R 1 25 84— T f) BOMAYF S 1 CARFI A B2 - 41 o

10. —FhRIB A, CFER R E RN 2% -

11— 48 50 1) G 2 A B , 7 G 4 i % T 2 8 B R 5K 1 22 8 AT — Tl BCMA KRR 57
PECAR.

12. BURIELR 119 2808 1) G 2 40

(a) G 73 —CAR; F1/BE

(b) IEEFEGIG E R 2 K0 2 AR /5

(c) EBEIFEWIA— DA WIRIE , Hod BTk Py YR R g B TCRa . TCRB CD52 4 K7
JR B ER S AR (GR) < i 480 M T B (dCKD  BR A e 6 7 s J A 5 AT/ R

(d) FHord prdk G e 4n 1S H R A

13 BRI BESR 120 48 50 1) e e BB, Forb BT iR S e i 4 U AR P P8 T - 1 (PD-
D.

14 BRI ZESR 11 2139 AT — T 28 29018 1Y) H 9% 20 PRLCE 1) % FH T BAH i A DG S K (1) Y6 7

4
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259 1 I

15 AR ZER 14 i, R BriR 299 TR T 2 VB 8

16. —Fh 254 &0 , B FEA R E SR 1138 1 39 (T — T 1) 48 2503 1 e s 4

17 AR R 11 28 13H AT — T0 ) 28 250 1) 4 958 240 i BRI 23R 16 1) 24 W) 406 W A i 4
25 ) FHI& , BTk 244 T 76 E AT 26 35 BOMA P 31 2k 4 i Py 5ok 552 e 0 ) e A K Bl %
TEXRT G H i 2R 15 BOMAF) 2% 14 241 M 117 %% A% B L AT 3R BOMA ) T4 200 P 1 5o 5 v 75 5 i
IR TR 5 T3k b L Hp BT I FH s 3 L () BT I K G it A% B SR AR 9T

18 BRI EE R LTI F& , oo i A% 1 28 Sk b i sl ik i o

19 — A 1 M0 T 72 41 A 2 TE BOMAKS: 57 P CARF 7%, (045 -

a. PRt S 40 ;

b. B Z b — P gm AR HE AR B SR 1 - 79 AT — T TR IR BOMARS 5 PECAR [ 2 A% HF G 51\
Fir i 4 i 5 A0

c. AR I NPT IR AL 2 /D — Pt AR PR £ X BCMATRI CARIK 2 A% IR -

20. AUFIESR 1 BOMARE S M CAR , H A AT IR BOMAKE = 4 CARELFESEQ 1D NO: 344 Ff 7 1Y)
AT .

21 BUHEE SR 20 BCMAR 5 MECAR , i AL FECD20R A7

22. BURER 211 BCMAKE 7 14 CAR , Horh ik CD20 K A7 A H5SEQ ID NO:3975(SEQ 1D
NO: 398 7~ I 2 FE R 7 471 o
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FLEBAARE A BN RV ER iR Z AR

% BB 4

[0001] A% B S Rtk &Pt JF 524 (CAR) o CARBE % | FH T A4 25 4 45 A s ) 28 Joi s 72 4 i
(R0 S A R B 7 P BT ) 22 39 7 IS 0o R A R AR R A R R e A 4 2 B M o 3 0 iR 11
CAR (BCMA%F S MECAR) o A g BB 1 B 4 RS BCMAK: 7 11 CAR ) 22 4% T 182 R £E H: 3 TH 2 1A BCMA
5 S 1 CAR I 29 25 1) A L o AR i BH R 0 % D53 2 4 R 3% 1T 3 R BOMARE 3= 1 CAR T 7
5 AR AR A 38 VA Y7 BAH 96K B 988 AR 1 0975 o A R BH IR 5 B B0 FE BOMAKS = 14 CAR ) 4
P2 A A (BCMAYSE 5 PECAR- TR L) + ELFEBCMARE 57 4 CAR - T4H A 1 2H 5470 - A FHiZ BOMARS 5+
PECAR-THH M F T4 77 5 3R IEBCMAR ) B 41 M AH DC [958 W iE) 1) 54

[0002] ‘& 7%

[0003] 2 % 1t By BiE 9 72 DA o [ 40 A 1) AR BR 9 R AIE 1) S 1 i (2 Bl tnLonial et
al.,Clinical Cancer Res.,77(6) :1264-1277 (2011)) MMH R FIIGY7 J7 38 <> S E 2%
fiig AR LT BT A I B s A 2 B R MPET: (Z L i0Ra jkumar ,Nature Rev.Clinical
Oncol,5 (8) :479-491 (2011)) »

[0004] 223k S ARAZ M LA AR 3 28 1 i A D 0 D 1) T4 P ) e 4k 3% 2 (2 7 A DRy e iE
I AR 2 (Z WLl Brenner et al.,Current Opinion in Immunology,22 (2) :
251-257 (2010) ;Rosenberg et al.,Nature Reviews Cancer,8 (4) :299-308 (2008)) . T4H
] A 3 AR A DL SR AR R A B B 52 A (CAR) | 2 70 T R 91308 40 RH T 200 L v7% A4 &5 ) 38 2 ok
R4 8 1 (W inEshhar et al.,Proc.Natl.Acad.Sci.USA,90 (2) :720-724 (1993) ,
and Sadelain et al.,Curr.Opin.Immunol,21 (2) :215-223(2009)) .

[0005] B 524 R (BCMACD269EE TNFRSF17) 2 itBg S48 JE Rl 1~ 3244 (TNFR) 8 5¢ 1 ) ik
1. BOMATE ST At (4516) Zy for B8 N T2 B bk 020988 wh 40 65 08 HY o 1 BE DR 70 BA O 15 3 e 4%
PEZRAE , Forp 78 2K REAH B AT 4 3 300 40 B 1Y) 2R 40 D 308 B¢ 1 - BOMA S 45 P B C A4S , 73 ) /2
HA TuMSE AT B B2 L 380 EXL - (BAFF) (PR A Bipk T4 48 i il 84 I8+~ (BLy'S) AHAPOLAH G
M F IS AE (TALL- 1)) FHE AT 16nMSEFI 7 (1) 3 5E 75 F BC A& (APRIL) - APRILEZBAFF5BCMA
(R 45 AR i35 ENF-kBE1k-1.c-Jun N- Rt Flp3842 54 5 vk A0 28 1 I B 10113 5 20 BT
K 77 A 2 P A7 R3S B 1) 15 5 - BOMAtH 2 A T3 M B i N0 2 BUbk E 4 a1 LA i
FLAE 22 M B 3 AR B A VAR ES R S e b B P T T B R B
() a0 R 40 1 LT BE AR (SLE) FHZE KR 4 5C 15 9 55 H B S 1 1, I BOMAR) fifa 2k
R AR A i B B S SR

[0006] 7 2 J 1B WEJR B 1B 00 T, 453 4 76 55 [ 2 W H 2924, 000187 i 441, 1X — H =
5 [E T2 W ) L VBORE (K 2915 % o P I AE4E 11, 000 NFE T 2 R ME B B L P 154 A A7 e 4
44% ,AFIE AL EUN50-554 H o B AT 2 kPR B BER 7697 32 B P 7R SR 41 I T2 RN/ B4
ARG B 2 B 12 (A9, A7 0 ) R g ke 8 P e SOl e &k AR/ B8 1 g A 00 o) 7] dann 0 5
K (VELCADE® ) B8R IR K) o SRT , 2 KA BER IR R AN 0, L 5
R I e 2 W i 24 1 R B A B R R, 2 Rk i R A B AR T 9 Lo L A
BCMA‘F 57 14: CAR FIBCMAA 77 ECAR - T4H A iy HLBCMAFE B » K BN R V6 97 771 o
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[0007] % BH LA

[0008]  $Zfit T 45 & BOMAMKI X & 40 J5 5244 (CAR) o iiF B 3 L6 BOMAKS S MECAR 4 ZE T4 i v 3¢
KIS 5 BOMAEE fith J5 A 0H0E TAI M . A R Hb , ASCHE LI BOMAKE S P CARZ: & N A& B A 1)
BCMA o IR A5 FI R 2 , A SCHE AL BOMAG: 552 CAR - THH i 7E 5 2 52« BOMAFR) 4 A 22 fisk FisF 358 3= Jit o
TEIE IR T PLER v A N/ B R R

[0009]  — T 1fl, AR BRI 1 — o 0 955 20 Jfa A/ O A 25 5 435 R 8 B — 5 B 65 ) S RN 4 i
WAS 5 % T 45 M 3 BOMASE ¢ MECAR , o 41 g 4P A 25 6 6 i 3 5 M I 03 () B BE PT AR
(VI) X, A () &F FHISYX MX, GLiX ZABKP; X, AT NELS (SEQ 1D N0:301)) -
GFTFX, SY (X JAGELS (SEQ 1D NO:302)) EUGFTFX, SYX,MX, (HLrX JAGELS X, NABLP; X, 2
T N8kS (SEQ ID NO:303)) M VHE ¥ EX 1 (CDR1) ; (ii) & A F 4
AX X, X,X,GX X X X YADX X, KG GLHIX T VT H\L\ABEC; X, &S\ D\G T I L F\MERV : X, 2G-
Y.L HDVALSEM: X, &S QT AFEIW; X AGERT : X, AN S WP Y WEKE s X STV ILL T ARV,
K\GELC: X/EF Y P W HEG; X, 9V . REEL : X, /2GELT (SEQ ID NO:305)) X X, X, X, XX, GLHX,
FESVALDAG T L FEIM; X, /26 Y L H DA LSERM: X, 2 S G FERW: X 2 GELS : X 2 GERT: X J2&
N.S.P.YEW (SEQ ID NO:306)) FJVH CDR2: 1 (ii1) & A FFAIVSPIX XXX, GLHX J2ABLY X,
HNABLS ; X, 726.Q L PELE (SEQ 1D NO:307)) ERYWPMX X, (FLHFX /&D.S TEA; X, 2 T .S L .PEL
D(SEQ ID N0:308)) HJVH CDR3; F1/8% (b) B4t n] 4% (VL) X, KB+ (i) &6 75
X X, XX, X X X XXX, X, X, GEAX ARG WLABEC s X, A PG L CEES ; X, &S GERR : X /2Q.C.
E\VERT : X, S \L PG AREKD : X 2V G T s X &S EDEP; X &SP F A ME VN DY : X A
I.T\V\E.S\AWM.Q. Y HEGR: X, JHYELF : X, AL WP X, A SELG (SEQ ID NO:309)) VL
CDRI: (ii) & 74X ASX,RAX, X RGHED: X, /&SI X, £ TEP (SEQ ID N0:310)) VL
CDR2; Al (111) £ FEFIQQYX, X, X,PX, T (LHX /&G Q\E L FA\S MK RELY; X, &S\ R.T- GV,
F.Y.D\AH.V.E.K8(C; X, 2W.FELS ;X HLELI (SEQ ID NO:311)) .EQQYX X,X,PX, (X Ky
G Q.ELFAS M RKEY ;X &S RVTVGARWVDVAVHLEKLCOFERY s X /W SERF : X A2 LKL
(SEQ ID NO:312)) ffJVL CDR3.

[0010]  53—TJ5 Tl , AR WSS 1 05 4 &1 O A &5 & 5 A 380 55— I 6 4 A 330 R 4 L Y
5T I T G5 SR BOMAMRY 57 14 CAR , L Hh 41 it A/ &5 HA 3k 0 46 B BEF v F BR (scFv) , FTi scFve
F5 HE g A AF (VH) X A4 vl 248 (VL) X, BT VHIX A5 5k 5 A F5SEQ 1D NO:33.72.39.76-
83.92. 2588 7~ 1 7 HI I VHIX 1] = ANCDR; IR VLIX A5 2K H A 45SEQ ID NO:34.73.40.
77.84.93. 18880/~ JF FIFIVLIX ] = ANCDR. 7F — L6 5 jiti 5 v, VHIX 7] LA FESEQ 1D
N0:33.72.39.76.83.92. 25587~ ) 7 1 s H B — N ELZ AN ASFECDR A (1) B 22k 1) FR <7 2
BRI I AR A, A1/ VL IX fE5ALFESEQ 1D NO:34.73.40.77.84.93. 185,80 F 7 [ 42 3t
W% 5 71 B H B — AN B 2 AN N FECDR P ) 22 i 8 1) S e TR BUA o AR 4

[0011]  #F— b J5 & , A SCHRAE A BOMAMKS S M CAR P 21 o &M i A 455 - 45 ) e 4 A ek
4% (a) EEERTAR (VH) X, HoA 4% (1) 24 SEQ ID NO:150.151.152.156.157.129.1308%131
B A VHE #h 4R 2 X 1 (CDR1) 5 (i) %A 153.154.187.188,165.166.162.159.190,
191.169.154.139.140. 132813317~ 5 FIMIVH CDR2; A1 (ii1) & 1551611348137 7R
JFFIIVH CD3; A1/85 (b) e AR X (VL) , HALHE (1) A SEQ 1D N0:209.249.226.251
262,271 21783777~ FEBIBIVL CDR1; (i1) %A SEQ 1D NO:221.25284 21017~ 5 FIHIVL
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CDR2; M1 (1i1) & SEQ ID N0O:222.225.227.253.263.272.2168¢214 7~ F #|f{JVL CDR3.
[0012] 7 — b J5 2, A SCHRAE A BOMAMKS S P CAR P 21 o &M i A 445 - 45 ) 4 4 A
45 () EHETAR (V) X, A $E (1) & FSEQ 1D NO:150. 1518152717 7 51 i VHEL Ak 52
[X1(CDR1) ; (i1) & 1538% 1541/~ FFIKIVH CDR2; A1 (111) &4 155/ F FIKIVH CD3;
A1/8% (b) BEETAZIX (VL) , HAHE (1) #ASEQ ID NO: 20917~ F4IRIVL CDRL; (ii) %A
SEQ ID NO:221Ff7~/FHIIVL CDR2, #1 (iii) & SEQ ID NO: 2221/~ AIHIVL CDR2,
[0013] 7 — b jii J5 & , A% SCHEAE A BOMAME S ME CAR P 21 o 4h i A 455 - 45 ) 4 4 A ek
45 (a) EHETAR (V) X, 45 (1) & FSEQ 1D NO:150. 151815217 7 51 i VHEL F Mk 52
[X1(CDR1) ; (ii) & A 187841887~ /F 5IHIVH CDR2: F1 (111) & 155H1 7R FE 4 VH CD3;
Ai/8% (b) BEERT AR X (VL) , HAdE (1) &HSEQ ID NO: 249/~ 7 4IHIVL CDRL; (ii) A
SEQ ID NO:221Ff7~FFIRIVL CDR2, A1 (iii) #ASEQ ID NO:225F77~JFFIHIVL CDR3.
[0014] 7 — b J5 2, A SCHRAE A BOMAKS S M CAR P 21 o &M i A 455 - 45 ) 4 4 A ek
45 () EHETAR (VH) X, 45 (1) &FSEQ 1D NO:150. 151815217 7 51 i VHEL F MR 58
[X1(CDR1) ; (ii) & A 1658516677~ /F 5 HIVH CDR2; F1 (111) &4 15517 FE 4 VH CD3;
Ai/88% (b) BEERT AR X (VL) , HoAdE (1) & HSEQ ID NO: 226787 4IHIVL CDRL; (ii) A
SEQ ID NO:221Ff7~FFIRIVL CDR2, A1 (1ii) ¥ SEQ ID NO:227F7~JFFIHIVL CDR3.
[0015] 7 — b J5 Z2 o , A SCHRAE A BOMAME S M CAR P 21 o &M i A 455 5 45 ) 4 44 A ek
FHE () EHEATAR (VH) X, HALHS (1) A SEQ 1D NO: 1561518157 F7~ 7 41 I VHH #h b
[X1(CDR1) ; (ii) &A 162815907~ 7 FIVH CDR2; 1 (iii) & A 16177 I VH CD3;
A1/8% (b) BEETTAZIX (VL) , HAHE (1) #ASEQ 1D NO:251Fr7nF4IRIVL CDRL; (i1) %A
SEQ ID NO:252Ff7~/FHIIVL CDR2, #1 (iii) & SEQ ID NO:2531 R FAIHIVL CDR3,
[0016] 7 — b J5 Z& o , A SCHRAE A BOMAMS 57 ME CAR P 21 o &M i A 455 - 45 ) g 4 A ek
FHE () EHEATAR (VH) X, HALHE (1) A SEQ 1D NO: 1561518157 F7~ 41 B VHE )
[X 1 (CDR1) ; (ii) &AH 1908191z~ F 4/ VH CDR2; 1 (iii) & A 16118 FFHIVH CD3;
Ai/88 (b) BEERT AR X (VL) , HAdE (1) &HSEQ ID NO:262f7~F4IHIVL CDRL; (ii) A
SEQ ID NO:252Ff7~/FHIIVL CDR2, #1 (iii) & A SEQ ID NO:263f1/FAIHIVL CDR3,
[0017]  #F— 6 J5 2 , A SCHRAE A BOMAMS S M CAR P 21 o &M i A 455 - 45 ) 4 4 A ek
45 () EHEAR (V) X, 45 (1) & FSEQ 1D NO:150. 151815217 7 51 i VHEL F Mk 52
[X1(CDR1) ; (ii) & A 1698515477~ /F 5IHIVH CDR2; F1 (111) &4 15517 FE 4 VH CD3;
A1/8% (b) BEETAZIX (VL) , HAHE (1) A SEQ ID NO:271Fr7RF4IRIVL CDRL; (i1) %A
SEQ ID NO:221Fi7RFEFIfIVL CDR2, A1 (iii) &4 SEQ ID NO: 27287~ F 4 IVL CDR3.
[0018] 7 — b jifi J5 Z& o , A% SCHEAE A BOMAMS S M CAR P 21 o &M i A 455 - 45 ) 4 4 A ek
FHE () EHEATAR (VH) X, HALHS (1) A SEQ 1D NO: 1291308131517~ 741 I VHH ) 5
[X1(CDRL) ; (i1) & A 1398140~ FHIMIVH CDR2; A1 (ii1) & A 134~ FFIIVH CD3;
Ai/8% (b) BEERTAZIX (VL) , HoAdE (1) &HSEQ ID NO: 217/~ 7 4IHIVL CDRL; (ii) A
SEQ ID NO:210Ff7~FFIRIVL CDR2, A1 (iii) #ASEQ ID NO:216F77~JFFIHIVL CDR3.
[0019]  #F— b jifi J5 & , A SCHRAE A BOMAMS S M CAR P 21 o 4h i A 455 - 45 ) 4 4 A ek
5 () EHEATAR (VH) X, HALHE (1) S SEQ 1D NO: 1291308113157~ 741 I VHE )
[X1(CDR1) ; (ii) & A 13280133 17~ /F5IHIVH CDR2: F1 (111) & A 137Hi~FE 4 VH CD3;
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/8% (b) BEER AR X (VL) , HAHE (1) A SEQ 1D NO:377F7 P 4IMIVL CDR1; (ii) &F
SEQ ID NO:210F7~FEFIfIVL CDR2, A1 (iii) &4 SEQ ID NO: 21487~ F 5 HIVL CDR3.
[0020]  7E—HESj )T R, MM NS 5 S MIBEFECDIC(E 5 7% T 45 Ml . /£ — 285k
5 R, AN (R 5 S MR 54 - I BBLE Mk . 7F — B8 7 R, CARPT BAE— 25
&7 — MM NS 5 R A A — LS T B, Bk A B 40 N 5 5 5 T A5 A 8T
LA $EA- 1 BBEE #3 o

[0021]  7E—S6sjifiJy S b, CAR ] DL/ H5 75 41 g AT 4 &5 & 45 M 3l RN 28 — 5 B 4 fg 3k 2
(A 22 S5 088 (stalk domain) ofE 85Kt J7 S8, 224538 mT LLik H : ACD8adREE \ 1gG1
BBERIFC v RITTask s .

[0022]  fE—LLSifiJy S8, 55— 8 I 45 M3k T DA 45 CD8 i %5 1S 46 Ay 45

[0023]  7F—dLsijifi /7y =, CAR T LLELHECD20K A

[0024] 7Lt 77 28, CAR AT DA AL HE AN Fp P4+ X BCMARY 3 — 4B B /e AR 45 & 451
o

[0025]  #F—ubsiifi Jr 2 v, BOMAKS S CAR AT LA 5 AnSEQ 1D NO: 396 7 & 3L R 7
Hlo

[0026]  FECARP)—Lesijifi 77 S 7 , A MU AMEC A 25 £ &5 A3k 55 — i JE s A el RN 4 i o9 {5 5
e SEEMAL T BN R

[0027]  fE—RLSIjtiJ7 S, CART DA 46 55 — 5 s 245 Ry i, L 28— 55 S 65 A S A 4 P 4
BoAR S G a5 i Ar T 56 — 2 Ik b, I HH A 58 g R 45 M B4R BB N A5 5 3% S a5t i T
2K, Hoh 2 — P IR A i S R H R oE A U TgESZ A& (FeeRT) H o (1) 5 B 446 Ay, 26
TS IR A FE R H FeeRTI v BRBEE 15 B 45 M35 . 78— L85t 77 28 b , CAR AT DL AL 5 2
=2k, HAFER A 2R B LRI T AR N 1E 5 i T A AR B s I A A, Hop
B = P IR A A L FE K [ FeeRTFK) y BIB4E ) 5 st 45 Ay 458

[0028]  7E 5 —TJ5 1, AR BHIRAE T 70 B 2 A% IR, HALHE Y i 40 A ST P I 1Y BCMAT 5+

HECARFI AL IR 751
[0029]  7EA— 5, A K HEEAE T REH A, ARG a1 A SCHTIR I BCMAKF 57 4 CARPL
REIZIR T 5 o

[0030]  7E 75— 5[l » AN Uk A HR At 1 48 S0IE 1) 4 928 AT Y, JF 7 40 5 T 0 AR SC P s 1)
BCMARE S PECAR o 75— L85 it 77 S H , 20 501 1) S P2 41 A vl DA BLFE AN RE S PR £ XS BCMAT 13—
CAR. 75— &SI Jit /7 S v, 48 c50its 1) B 2 41 i T DAL FE Gt % 22 IR0 2 A% P R o 78— L5k
77 S, H R 2 Ik 2ROR8.

[0031] 7 —LLsTifi/y 9, G e 40 B T DARTAE B 28 M TP EZ 2401 « 200 Pt 75 P Tk E2 &4 e 3
P TR EL 200 B S B 1 TR £ 4

[0032]  7E—usfii 7 S, 40 B0 I e g% A0 AT DAL FE R IR — AN a2 AN YRR L, Hop
ik A Y5 3 PR 4 A TCRa . TCRB L CD52 % Bz i I 2% 52 4 (GR) it S8 B H Bl (DCK) B A R
B EA, FInFEF e -1 (PD-1) .

[0033]  7E—Husjify S, s 4R M1 B 8 B o 7E — Se Sl S, s A B G
Ho

[0034]  7E 75— 7 1T » AR B FR AL 1 70 200 o 3 1 5 b 3028 2R SC P i (1) BOMAR 57 PECART 48
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O ) G e A, AR R 2T FH o AE — St )7 S i 29 TR 9T IE 3 BL T BB
AHIIENE « 2 R M BER % PE S AU A 8 (malignant plasma cell neoplasm) % @ &k
298 (Hodgkin' s lymphoma) « 2% 15 14 R E2 40 O A0 35 2 B %5 £ K298 (nodular lymphocyte
predominant Hodgkin’ s lymphoma) . &K % -5 4698 (Kahler’ s disease and
Myelomatosis) 340 A MG (plasma cell leukemia) «ZZ ZHfIJRE (plasmacytoma) BT
R AR I (B-cell prolymphocytic leukemia) - B4 A IMJHE (hairy cell
leukemia) \BAHMIAEEE A7 &Ik 298 (NHL) P B 40 AR 1 05 (AML) PP bk B2 4 g v 1
Jpi (CLL) = P bk U 40 P (3 i s (ALL) 8 14 8 400 PR 1% 10 0fm s (CML) 9960 12k bk 22 R
(follicular lymphoma)  fH =47 K WHKE Y8 (Burkitt’ s lymphoma) 21 2 X ik B2 983
(marginal zone lymphoma) . E4HMMEJE (mantle cell lymphoma) K ZH HE bk B2 955
(large cell lymphoma) HI fAB#KEE BF 40 Uitk B2 98 (precursor B-lymphoblastic
lymphoma) «E#EEH MK (myeloid leukemia) . FL/oRE W6 K E B &r B M AE
(Waldenstrom s macroglobulienemia) 5Ri% M KBANMUMEE & (diffuse large B cell
lymphoma) JEVEEWE I (follicular lymphoma) il Z X #EL 9 (marginal zone
lymphoma) Fh FEAH S W EE 2H 2L B2 988 (mucosa-associated lymphatic tissue
lymphoma) /)™ ZH it 6k B2 40 B R EZ 988 (small cell lymphocytic lymphoma) 2 g itk B2 J85
(mantle cell lymphoma) \{HZEEFME IR (Burkitt lymphoma) - i & MRS (M) KBAH
WL (primary mediastinal (thymic) large B-cell lymphoma) . ik E= 83 2% 2 g vbk B2 65
(lymphoplasmactyic lymphoma) . Waldenstrom E 3k & & i 5 (Waldenstrom
macroglobulinemia) k2 4510 2% X B4 Wk B2 J% (nodal marginal zone B cell
lymphoma) « i Z X 2L JE (splenic marginal zone lymphoma) - I PN KB i bk B2 J85
(intravascular large B-cell lymphoma) .5 &K ME HHEME B (primary effusion
lymphoma) HREL IR A A 28 i (1ymphomatoid granulomatosis) T/ 44N 1
KBAH ML S8 (T cell/histiocyte-rich large B-cell lymphoma) . Ji & M H XL &
G IR (primary central nervous system lymphoma) &R & 14 Kz oK v 1k K B2 At bk B2
Joi (BEAY) (primary cutaneous diffuse large B-cell lymphoma (leg type)) 4 ANEBV
PH P 5 v KB ik B2 98 (EBV positive diffuse large B-cell lymphoma of the
elderly) « & AEAHR IR IE M KB MUMRE J8F (diffuse large B-cell lymphoma associated
with inflammation) M N KBAH#MEE SRS (intravascular large B-cell lymphoma) .
ALKPH P KBAH A MR 988 (ALK-positive large B-cell lymphoma) 2% B4 g ik B J83
(plasmablastic lymphoma) HHVSAHIEZ i (rCastlemandi 5| #E ) RKBAH MR 98 (large
B-cell lymphoma arising in HHVS8-associated multicentric Castleman disease) \E
A /R T DR B bk £ 9 AR AT R AR R 2 98 < TR ) o TR AREAIE ) R 43 R BAH B bR 2 9% (B-cell
lymphoma unclassified with features intermediate between diffuse large B-cell
lymphoma and Burkitt lymphoma) A7 5R7E P4 KB~ 20 bk L J60 A2 2 7 <k L2 R e
[B] RFAE PR A 43 B B MR B2 98 (B-cell lymphoma unclassified with features
intermediate between diffuse large B-cell lymphoma and classical Hodgkin
lymphoma) « LA J At BT i AH IR EL 5

[0035]  7E 55— 50, AR BHER A T — Pholods e B 4r M i) 07 v, HLAHE - SR b S e 4 s IF
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TE A M R [ I8 22 /D — PP A% ST il [P BCMARE 14 CAR

[0036]  #F—LLsLiti 7 =, 1% T iR AHE SR AL G R AR A 5 K & D — P i T IR BOMARR 7 1
CARI Z2#Z B IR 5| N4HML s FF 45 ik Z i IR Rk T4l .

[0037]  #F—HEsLti 77 R, %07 VA RS TR A G 5 A 5 oK A /D — Fh 2 6 I IR BCMA Y 7 1
CARHY 2 R R 51 N AR I 5IN 22D —FhANE; R B XS BOMAR FACAR .

[0038]  #F 5y —J7 I, A K BRR A 1R T A 5 WM 40 AH OC B0 5 () 6 R 732, 1% T
EALHE SRR SR 1 B AT IR B BCMARE 5 P CARIR) S B 4 MY 5 DL K& v v 3k 28 i FH P ik
o PE LML

[0039]  7E 55— 71 , Ak B IR AL 5 & W) , HATE A STl (1) 48 50 (1) B 2 2
[0040]  7E 55— 7 1H » A K BRI TR 97 X B 15 3R IE BOMA [ S8 14 20 i AH 5% 19 i hE 1) 77
S AL ) 0 H A 7 50 Gt A R 1 AR SR ) A 4 A S P 28 X0 1Y) 5 4
(RGN E W) o A — Le ST SRR T RRE RS E o 7E — St 7 S, i E /2 1k H LAB
B FH D EIE « 22 1 B B R 2 P I A P g | E T IR R L T MR A A A A
T G R E IR R W P e A B R S SR AT 1 I S 4T PR  BAT i 4 bk B2 4 Y 3 It e L B 4
O 9 195  BAH A JE 28 75 RS 987 (NHL) S PR S8 40 A 2k 13 g (AMIL) P bR 28 4 14 7 fm
I3 (CLL) S PRIk EE 4 B (1 i ops (ALL) A8 14 Sl 40 B 14 (1 i ms (CML) 8 v P bk B 0 A1 B R IR
IR EE YR 32 5 DX bR L 9 2 A L IR 2L 9 O 4 PRLIAR E2 98 AT AR B 2L B AL vAR 2 98 i i
M7  BL R B W R4S K B Bk 8 1 IAE | /R 98 P X BT A bk B2 987 S8 VR P bk B 98T L 1 % X bR B
Je A R D IR 2 4 23 76K 2L 989 /I 200 PR VAR 28 44 R Uk £ 98 2 4 AR bk 2L 09 AP AR bR 9 i
PEGARE (M i) K BAH bk 2 98 Ik 2 968 2% A pk 12089 . Waldenstrom B BRER I IUAE L R E2 &5
120 25 X BZH oA U 6  JIR 0 % DX bR 2L 99 LA P DR B Ik 2988 S5 R M v H 1 IR 2 9 L i 2
IR0 FF PR 2 o TAM MG / 40 240 B =F = 1 K BT B vk E2 087  Js R ME FR AR A8 R T ik B0 L i
P 7 R TR I M R BN AE AR I8 (BRAY) (& 82 NEBVRH PRI M BN AR E 987 L 48R A0 S TR8
P K B 9 B 987 IR P K BAH 3 7 E5L 988« ALK B 24 K BH it 7 E5L 988 3% 58 4 it bk £ 3 L HHVS
R Z FrlaCas tlemandpg 5l S 1 K BAH A bk B2 98 « H A 7R 12 P B2 i bk 2 988 A LR F bk 2
Je8 2 (A () o [B)RFAE R A 73 S BAH Ak C2 98 EL A R 98 14 KB - 200 b vk T2 g R 20 ML 37 ik 12
I 14 HP [ADAREAIE 1) AR 70 SR BAT B bR B 98 LA S oA BT A S bR E I8

[0041]  7E 57— J7 1l , A K BRI T 78 B R IABOMA L) 514 41 B 1) Xk 52 A 40l e g A= K
RIBHITTE  AHE ) e oA 75 EE0 50 Gt F A R 1 An BRI 22 SR ) A0 46 A SC ik 48 20 1)
TIZ A 25 H G

[0042]  #£ 55— 711, A K B HR AL 1 765 G b 4 22 IR BCMARY 2% M 40 B i B A2 1 7 16, A
355 )0 HA 75 2000 06 G it A A0 () B 6 AR STk 1 28 50 1) S e R I () 25 M0 260
[0043]  7E 57— 71l , A K B T 78 B R IABOMA R 14 41 B (1) 0 2 A i 5 s vH IR 7
S BLFE )6 H A 7 B RN G A R I AFE A ST IR & OIS I R AR A A
Y.

[0044]  fE—ESH T R, FIRAE—J7 kit — D FE I H — Fhal 2 e T il in
SLREPUAR RN/ BATT 2450  AE — Le S T SRR, B e BE TR AT DL 9 dn g Ak B R 7 )
ok, BIHTPD- 1HUAREHTPD - L1PT A £ — L8t 7 B, Ll AT — 7 LI B 35 ) 4 G it
R HIVETT » Bl saA HiiE (Fludarabine) BREIEHIEE (clofarabine) o
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[0045]  [ff & fajik

[0046]  J&| 14 IR 1) ] F2 £EMML . SFrfJeg A5 rh FHBOMAE S MECAR - TVR YT 45 I L4 .

[0047]  J&| 241K 1) [&] F2 £EMo 1 p8 i Jeg A7 rh FHBOMAE S MECAR - TVR YT &5 I 4 .

[0048]  JREHTEIR

[0049]  ASCATFIH R IATRME T RSP0 Z 44 (CAR) FIELHEHF 571 455 BOMA (51 41 A BCMA)
(1 CARF) e e 4H i (CAR- TAH L) o AR WA SR MM 1 9 A IX LECARIK 2 #% H IR « B 5 IX £ECAR - T
PR 2L« LR ) 5 R P I BECARAICAR - T M P 77 155 o AR 2 IR 4R 73R 7 % & o
55 AR PEBCMA R 1K AH 5% () T i A7) A e S 1 7 9%

[0050] jEHEIA

[0051]  BRAE 534 Ui W, AR W IR S R SR AR S5k AR VG Bl N 1 73 7 A% (i B
FOR) A7 A AE P AR A S R G B S T R R R o T S R AE SR H 4 58 4 i
B, #lln,Molecular Cloning:A Laboratory Manual,second edition (Sambrook et al.,
1989) Cold Spring Harbor Press;0ligonucleotide SynthesisM.J.Gait,ed.,1984) ;
Methods in Molecular Biology,Humana Press;Cell Biology:A Laboratory Notebook
(J.E.Cellis,ed.,1998) Academic Press;Animal Cell Culture (R.I.Freshney,ed.,
1987) ; Introduction to Cell and Tissue Culture(J.P.Mather and P.E.Roberts,
1998) Plenum Press;Cell and Tissue Culture:Laboratory Procedures (A.Doyle,
J.B.Griffiths,and D.G.Newell,eds.,1993-1998) J.Wiley and Sons;Methods in
Enzymology (Academic Press, Inc.) ;Handbook of Experimental Immunology (D.M.Weir
and C.C.Blackwell,eds.) ;Gene Transfer Vectors for Mammalian Cells (J.M.Miller
and M.P.Calos,eds.,1987) ;Current Protocols in Molecular Biology (F.M.Ausubel
et al.,eds.,1987) ;PCR:The Polymerase Chain Reaction, Mullis et al.,eds.,
1994) ;Current Protocols in Immunology (J.E.Coligan et al.,eds.,1991) ;Short
Protocols in Molecular Biology Wiley and Sons,1999) ; Immunobiology (C.A. Janeway
and P.Travers,1997) ;Antibodies (P.Finch,1997) ;Antibodies:a practical approach
(D.Catty.,ed.,IRL Press,1988-1989) ;Monoclonal antibodies:a practical approach
(P.Shepherd and C.Dean,eds.,Oxford University Press,2000) ;Using antibodies:a
laboratory manual (E.Harlow and D.Lane (Cold Spring Harbor Laboratory Press,
1999) ;The Antibodies (M.Zanetti and J.D.Capra,eds.,Harwood Academic
Publishers,1995) »

[0052] & X

[0053] AP IR TE “4B Mo SMAC AR S5 & G A 47 F2 4R B8 45 & FO AR I S R Bl 22 ik . e ik
i, IZ SR RE 8 5 AR TR 1 AH ELAE R o 49, W DLk B 4 i MG A 25 - S5 IR 1R
A D 55 R 5 IR A A 5 ) S 4 L 440 i % T b B A0 PR A

[0054]  RAE “ZREE Myt B “BRBE S M AEAS S P R LA H L AR AR B9 s I A Ay 45
55 40 i A MG AR 45 G G5 R Sl e AT R ) AR AP S IR B 22 K o A i) b, 2R S5 A8 T Dy A A
GG 5 R SR AR B 22 1 RS PR AT AT i e

[0055]  Rif “4Hff N5 5 4% A7 R4 4% S RNAE T DIRE(E 501 91 S 4ii s T £ 1]
() ThRE ) 3 BT 47
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[0056] AR F I “FL 0T A2 FR T MY _E 1 [R) YR 4 & Be A A , L5 2L e AR s 7
PELE S, T A5 40 M ) 6 TR s S, B BN PR T 3845 o S o F B FEE AR PR TMHC T
K4 \BTLAFITo 1 1T A4 52 44 o HL ¥ o (1) S it 45 69, 45 CD27 . CD28 .CD8 . 4 - 1BB (CD137)
0X40.CD30.CD40PD-1.1COS Ik E= 41 i Dy R AH G BT i - 1 (LFA-1) LCD2.CD7.LIGHT \NKG2C.
B7-H3M1 5 CD83 55y e 1t &5 A A e Ak

[0057]  “JLANIAC AR R 48 PU R S IB AH M _E 10 2 1, LR S 4 A TN 1R VR L U
T TR T34 EEAF 5 2 40 IR AL LU NS 5 WA TCR/CD3E A1) 5 T g Ik i
MHCZ> FHIZE & A ST N 2, AR (EANER T 350S4 55 o JL I BRe A& T DL AL H6(H
ANFRF-CD7.B7-1 (CD80) B7-2 (CD86) \PD-L1.PD-L2.4-1BBL.0X40L .75 5 HY 1) g ic 4k
(ICOS-L) - 2 Jfu ] R B 43T (ICAM.CD30L.CD40.CD70.CD83  HLA-G MICA M1CB.HVEM. k2 55
FBRZAR 3/ TREILTIVILTA 45 A Tol 1 ECAAR 52 A4 (1) 3 s 71 B BT A4 AR 5714 45 A BT -H3 [ fic
A o FL RN AA SR R A4 5 T b A7 A8 1 SR 0 4R e e 5 S A, 1 i (EAN PR T
CD27.CD28.4BBB.0X40.CD30.CD40.PD-1.ICOS. k= 40 Thfig A S Hi - 1 (LFA-1) .CD2.
CD7.LTGHT \NKG2C.B7-H3 55 CD834F 5 11 &% A i e A4k

[0058]  “BifAk” 2 e Wi A T e Bk A 1 4 1 AT AR X 2 D — AN IR AT RURE
SEEHE (KA G Z AR G I 2 K56 I e Bk EE 1 4 WA SCRT L I ARE AN
AN AL 45 56 B 1) 22 e B B S R AR, T HLBLAE v Br (Bl WnFabFab’ \F (ab’) , Fv) | FLé
(scFv) FIZS Mo ide (B4 9 i g0 FNI% SefeiA) LA S B FE PRI & 8 DL R B4t
JR AR A R AR AT I B AR A B ) S B BRER 70 1 - DU B FE AR AT SR B 44, 491 N TG
TgABR TgM (B 2K) , If HHUARAN TR B8 AR 4 2 1 28 284 Bk TP ik SR 1 2 X R
SR T 5, S BREE A AT LA FC B AR A 28 8 o TR = R A Sy BREE (1 : TgA TgD.
TgE TgGAITgM, Hr JLA AT it —22 73 2 (R AP AY) , 5l anTgG1 . 1gG2.1gG3 1gG4 TgA1FH
TgA2 o X TN [F] S Y 1 G 8 3K A 1 1) S 78 [X 0 B PR a6 e sy Rl AR R AL e
25 TR B 1A 1) IV ok 55 g AR = 4 M TR AR T S

[0059]  ASCAE I PUARRIARTE “DUR &5 & 7 B 8P 45 635 07 f2 48 se Bk i —
BB AR R R 45 G 48 m PrE (B AnBCMA) [ RE ) - PLiR I B IR 45 6 Thie vl LLd
ot FE R B B AT  ARTE PRI “PUR 45 A 7 B R AFERI 4 S B SE L FEFab
Fab’ \F (ab’) , HVEARICHT £5 A4 3 AL R d Fr B EH U 5L B VL AT VHES A 3 AL I By Py
B BRI FUAR (dAb) Fr Bt (Ward et al.,Nature 341:544-546,1989) \F153 591K B 4b ik
5E X (CDR) »

[0060] iR IR APk 2 K S50 4 (B0, BOMAR ) “fhoeds &7 8 R 7 tEd 57 (FF
ARSCH R AT FH) 2 AR AT R B AR, e ELIX PR S PR 4 S BRI S 45 A T i e 2
AT R o 40 S - 505 2 4 B B o 1) e I8 B A L 5 2 A () 4T B B ) Joi BE K
BT | e SR ) B A AN/ Bl A v, WA H R IR T R R 45 &7 sl e 4557 .
BRGNS S BN FEEN ) (affinity) BEEE /1 (avidity) BE B
Gy /SRR T SR, MR T R et g5 A7 s R e 527 - il n , e 57 P s AL 2 S5 BCMA
RALEE G I PR R IXFER P, g5 A Z R AL L 255 H e BCMAR A7 8L EBCMAR A B A 3 &y
ISR I S5 71 R 5 RN/ ol B A S K R S ) [R] o I8 N 2 R, J8 ok Pl iz e S, il
S R S 4 A B R A TR (BG40 B R L) AT R S 1 Hb Bl A S Hh A A B T Ak
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AT BEANERE Ve BN St 25 6 5 B S R, R M AT BRSO — B TR
(RE B LLEFE) T —4iG J0EEA—E RS GEWREIL LS.

[0061]  HLAARH] “PI AR X" 22 4 Bl Bl ] & () P A e i P AR X sl A4 3 B W] AR [X o AR 4510
CL I, FBE AR B ) AT AR X 8% | B R N R AR X 1 = AN Ho A gk %€ (X (CDR) 3EFZ ) 1Y
AMHEZEX (FR) 4B - B B CDRBEFR 2 % M CR$5 7E — 2, JF H 5ok B 5 —BERICDR— e,
Z 55 TR S & 60 S BB B 20 P AT T € CORIIEOR - (1) F= T B Fh 4122
S W77 (BPKabat et al.Sequences of Proteins of Immunological Interest, (5th
ed.,1991,National Institutes of Health,Bethesda MD)) ; fll (2) B THiJR - ik E &Y
M) BT 57 (Al -lazikani et al.,1997,].Molec.Biol.273:927-948) . WA LA
F , CDRA] AFE i I AT — J7 ik s by Fh 77 iR IR 206 7€ LRI CDR.

[0062] W] AR £ Ky ek ¥y “CDR” A& W AR [X A 1) 2 A PR W 2 , FiARl #iKabat \Chothiaff] s X .
Kabat AMChothia by [ 4% 2 AbM . FZ A A1/ B0 5 8 SLBRATE— AR 408 23 i 14 CDRI € 75 7%
K% 5E  PUIKCDRT] LA 48 %€ 4 i Kaba t 28 N & W€ LK) AR X . 2 Ll iKabat et al.,
1992,Sequences of Proteins of Immunological Interest,5th ed.,Public Health
Service,NIH,Washington D.C..CDRHIAL &t r] LA % 52 N H Chothia®E N Fx W] A ) 45
PR (structural loop) 45i#4.Z W7l WChothia et al.,Nature 342:877-883,1989,CDR
W SE TR A 77 VAL FE “ADMSE X7, HJEKabat fiChothiaZ [ (4, 3 H fHf# FHOxford

Molecular’s AbMETAREMLER M BLAER) Accelrys®) T2 , Bl 2 T W2 B i 0 S 42 i )

CDR “Bfili g X, fEMacCallum et al.,J.Mol.Biol.,262:732-745,1996 42 H! . 7F 57— F
D7k FEAS SO AR N CDRIK “R 5 58 X, CDRFRI A B AT LAk % 58 0 SR 45 & 77 AR I8 T ik
(enthalpic contribution) F%%3& .2 WLl diMakabe et al.,Journal of Biological
Chemistry,283:1156-1166,2008. HACDRIA 5t & X o] GE A ™A% 1845 Fik T7ik 2 — B2
¥ SKabat CDRIJE/A>—FR5r 8BS, A ik BT TR0 8k 52 56 & BT 72 1) B 2 ml ik Sk 4H ml - &2
HFEANCORMN R R BLR &5 & BT TP BE 46 F B K o 4nAS ST A A, CDR ] LA 5 H A 4503 2
AT —J7 3% (G 1R BI A € LR CDR o A S ) 77325 1T DA FHAR A AT AT 1 28 5 3 58
X FICDR o 6045 22 T —ANCDRII AT AR 45 7€ S Jiti /7 52 , CDRAJ LAAR #5Kabat .Chothia PR # 4
J&  ADM A AN/ B 5 SCHR AR AT — AN SR Lo

[0063]  GnASCHT A, “H s REBUAR” R 4815 B B AR B — PR R Bk, RO ZH BORE ) B
AP AN, B T AT RE A B AR TR R AR IR AR o B [ 0 A v P S MR 1 15
FANPURAL A BhAh , S0l B R ET X AN [F] U 8 % GRAL) BIAS R HUA 1) 22 5 B o 44 i1l 771 4H
S5 B R T B BUARET X TR B B — e R RS B T FR TR EEAR R
FURTETPUARPIRFAE e ELAS A R S e B2l I AT o] 4 s 7 V2 P o 451, R A
B FH I B v [ Hu AR vl DL B 4 i Kohler and Milstein,Nature 256:495,197535iA
Fe AR J5 i A%, Bl mT DUE I an 38 [E R 54, 816, 56 74 I8 (1) H Z4H DNAJT ¥ il % o B b [
oAk AT LS FH I iMcCafferty et al.,Nature 348:552-554, 1990 ik (AR ™ 4=
FR W% AT A ST R 43 B HE R

[0064]  GnASCET L, “NIRAL” b 2 FaAE i G e Bk 8 1 e e BRER B B B (91
WiFv,Fab,Fab’,F (ab’) ;@& i) HALPUER 56 7 51) 193E N (B an ) Jris e, &6 &
DR E RN B ERER A 81 AR L, NIRALPUIAR 2 N BRE A (2R , Hdok
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H 52 AR B BN E X (CDR) FFRE AR H JE AR (B 4n /N6 R R Bl ) 1) B BT 75 R RE
S R A ANEE JJEICDR (BEARFTAE) ()52 B AR AE— 20T, N Bk H I Fv Ay 48
X (FR) B 4 AH S R HE N B IR AR o e oh s NUEAL HUAA AT DL AL 36 BEASE 2 AR Pk b AN 7E
51 NFTCDRESAE 28 77 21 Hh LR Bk it , T e A 955 3 — 22 Mgk A AR A i A2 P B I Bk o 18
NIEAHANG QFEEEA b e 1 22 20— A VI H 9 P A 1 7] AR 2 K 3, v A Bl A |
A B CDR X o0t 2 T IR L6 N S e 3k 8 1, I BT A BiEE A BT A IFRIX 2 A S 3k i
H A PP A1 RS o 5 AR b N 54 T4 HOOR B35 A e 3R B 3 e X B s5 i3E (Fe) 1 22 /b —
H3 3 H e N G BEERER B E X3S M4 (Fe) oI 2 HAA w0 99/58572H plrfiliik
EAIIF ¢ IX () oA o Ho A % 20 N WAL HT A B A T R a8 B U 1) — A~ 8 £ ~CDR
(CDR L1.CDR L2.CDR L3.CDR HI.CDR H28kCDR H3) , B #kA— 8 Z ANCDR“Fr4EH”
— AR E R PUAICDR.

[0065]  GASCHT L, “AHUAR” 72 48 FoAa XS BT B N7 A BRI 2 B 1R e F ) s L A/
B O 2 AR s AR N 53 8 SRR EAR S 2 I () FH T il 28 N B AR AT AR i 48 IR B
ANBURR XM E XSRS H 20— DM NEEZ R DD N2 IR ik . — X
) S5 A A B R AN E B 22 IR 4k o T LA ASE FH AR A3 L R 1) 25 A AR i 46 N iAo
FE— AN 7 ZE R MR B A2 ST P e 436 N oA , JHL v Pk W 17 4k ST 2 3638 N\ A (Vaughan
et al.,Nature Biotechnology,14:309-314,1996;Sheets et al.,Proc.Natl.Acad.Sci.
(USA) 95:6157-6162,1998 ;Hoogenboom and Winter,J.Mol.Biol.,227:381,1991;Marks
et al.,J.Mol.Biol.,222:581,1991) o AHFiAAtH W] LA G 5 0 20 75 A Y51k ik PRT I A o7
DR 5NN S 2 BR E 5 RE AT JRR 1A B P (9 2 R 905 S 38 R el 3 2 DR 2 R 40 0 B e 4 2k
TEH/INER) 14 o X B v AE S5 1 & R 55, 545,807.5,545,806.5,569,825.5,625, 1265,
633,425, 415,661,016 F 1A o 53, AN oA my DL i A 7 AR S SR 40 I 0 Hi 44 (1) N Btk
% 29 L 7 A SR i) 6 (bt SR BIAR 2 4 i P LA A4 55 M e DNAF) 504 ff o e 387 3545, Bl T
ARG AR A5 9%) o 2 WA UnCole et al.Monoclonal Antibodies and Cancer Therapy,
Alan R.Liss,p.77,1985;Boerner et al.,J.Immunol., 147 (1) :86-95,1991 1% H & F| 5
5,750,373,

[0066]  Rif “Wk GPUA” R IEHUARI T X FAIATAE B — M0 IF HAE € X 5 2IAT 4 H
F— MR BAnGUA R T AR X AT A B /NR PR IF BAEE X FAIATAE B AR
[0067]  RiE“Z K" L “FEK” B AN TR B 57 AR AR SCH R] B A H DA AR ARG P
PR BE , DL AN B (514 10- L0028 R) o B WT DA A e 14 B 23 ST, L mT DA B dE AR A ) 2
FEPR , AN/ B AT 4 A 2 L R P T o 12 R T I B O G A R RS I B T ) R R R 5 49 —
B B TE G BB AL IR AL S BEAL B IR AN BT A L B R AR BB AR , B a0 5 FR D 73 5 o
E XCHIEBLFRGI I & A B IR (BRI E R AR LR SS) 1 — Al 2 MR ) 2 ik, BA
JARIUE O R FL BB o N 2 B, 22 IR AT DA DL SR B R BE AR AE

[0068]  “BAMNHUAA” B4 TR — A PURG S AR (BN TgGEFab) o fE— L 1H LN, B
PUATTULRAE Z2 T — MRS G0 B S A ROk B AR PR .

[0069]  “ZAM IR B> T EIEM N PURS S AR (FINTe6) AE—IF T, IS S AL
RCEA AR PUE R P AR, A PuAR AT DL SRR R

[0070]  “X4F 5Pk (bispecific)”, “XWEHFF % (dual-specific) ” B “XNIhAE” Fidhk 2 B
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BN FPUR LA AL R AR Pk AR PR B AN PR 4 G AL S 45 & S AR
RAL, FTiR R AL T LAAEAE T MR A R & E B E

[0071] AR BHIIPTAAR AT LA FH AR S0 O AR F A A 7=, 491 n B 2H 1 R Sk TR AR F e R
B BUER B SRR I A A B S R 2 5 A H EH R (2 Wl inJayasena,S.D.,
Clin.Chem.,45:1628-50,1999and Fellouse,F.A.,et al,J.Mol.Biol.,373(4) :924-40,
2007) »

[0072] AR A 2 RN, A S H A8 I “2 IR 8RR & AT K E N H IR
B, IF HALFEDNAFIRNA o 4% H 1R 7T DA A2 Wit B2 BEAZ IR X WEAZ R A1 %) A% 7 R s
A/ H A, B4 AT I8 DNASE & il BRRNAZRE & B 45 N BE 1 (AT A « 2 4% H IR o] DAL 45
BRI AL TR , 9 a0 R A A% T IR S LR« W SR ATAE A% B R S5 A A2 ] DA E B 1) 41
R G T TR T A ] Re # A R b SR A 5 vl Lt — 2B i 2 i
R, ol sk S bR ic 2 0 SR A HAB SR AL A im A 4 1 o “iE” SRR — AN s 2 Nk
IRAFAE I AZ T IR A% 1 IR IR A 497 2 FS AN 7 g (1) B (f9) o, P R R IR 1 B TR — s T
P A A 2 25 B R I 55) R H A 1) B (9 G A AR IR 15 — R AR FR TR 55) 7% A P J 350
5y (pendant moiety) WNEE H it (FIAIAX BRI B3 2% PUAER 5 T K 58 -L- M2 PR &%) 1 TR LE
HABNF BFlan, iy ne khE s 2550 A0 R &8 18 A 77 (B a4 8 U4 &
WA B SE) BB e AR LS L B B IR (140, e Sk AR AE) LA AR
AT ) 2 AL TR - LLAL , 8 5 A7 AE -0 I AT ART 2 25 mT DA 48] G Rl I i 5 A gl P 5 4]
HUAR, A e R 4 3 B DR, Blagl v 1k DL 46 S80I AZ R ) B A/ B2 , B35 v DA 4%
A 22 AR SCREP 57 A3 R wiig OH AT DA A sk I A B4t fie 1 1 38 20 JiR 1 1 A AL 3 iy 2 4]
(capping group) #B7r U H Bt ] AAT A ibm e (R R [4] - 2 A HIRIE TT L5 A A
AICE O R B SRR 2 A B BB S A R, B an2” -0- FR AR - L 27 -0- @ T 2R L 27 -
R-BR2° - BB - I RIS  a - BUB- =k AW 22 m) S AR 487 Qe oz AT B A B B
SR HE LA S IR IR B S5 K B BB R RS A0 B B A A A R A1 s — A Bk
2 MR IR EE AT LA 55 A0 ) I B 2 A AR o 3 8 5 A ) I B B P L AE AN PR T DL SE it
75 &, Hh R s (phosphate) #2P (0) S CBRAR”) P (S) S (“AX”) + (0) NR2 (“BfgfL”) <P
(0)R-P(0) OR” . COERCH, (“FF #gE”) AR, Ferh AEANREGR b 37 12 el B o AR e
(1-200) T & A AR (-0-) B8 7% 52 I 2k IR e 2t IR 2L B 05 e 2t (araldyl) o HIEFT
H 2% TR I B R AUAH ] o AT R R & T A S8R K BT A 2 %1 1R » B HERNAFIDNA .

[0073]  4pACAIE L RN AT, HUAAR R “IH € X7 72 45 B a4 & i PUAR R B8 1 18 e X Bk B
FERTEE X o

[0074]  GnASCHT A, “FEAR Eai” ekl 2 /050 % 4l (R, A &5 4e8) , Sk & b
90% 4l , AR e th %2 /D95 %6 4, (H S AR i th 23 /D98 %6 4k, B il b 22 299 %6 4

[0075]  “fig A" G R A ARG 72, Kol L2 s D @ R T8 A ST R
ANVDRIEARI) 52K 18 A A FE AN E A 5, I B T 3 el s R,
Ja AT REA — 8 5 JE AR 25 A 40 i 52 4 AH R (FE TR 25 2 Bl R ZHDNA B A ) o 75 32 40 A 45
FHAS R B 1) 22 A% H R R P e e 1) 4 i

[0076]  4nATSCHTH, “GrE i 2 F8 1 MR DhRetE 2 5 3 sh A/ s AT S R/ Bld
S B 98 1N 25 P 4
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[0077]  GOARAUIE L AN, R1E “FeX” F T8 AR B AR CAR i X . “FeX” "I L&
RIRFHIFcIX BiAAAF e X o R S e 3k it H BAE I Fe X I A AT e A2 , (H N TgGE BEFclX
T W8 LM Cys226 8 NPro23047 B 1) 22 Jk iR ke ik SE e 21 R R Uiy o F e X 330 AR 1)
g5 ZKabat TREUR G K95 .Kabat et al.,Sequences of Proteins of
Immunological Interest,5th Ed.Public Health Service,National Institutes of
Health,Bethesda,Md. , 1991 % BEERER F HIFc[X 38 # AL 45 PIME € [X : CH2HICH3 .

[0078]  GrASTIRST H, “FeS2 4" F“FeR” $iiR | 45 & HiARFc X ()2 4K  ARIL I FeR2 R A
FPHINFeRo AN, LI FCRAZ S & TeGhtid (v 3244) JF HAHEFe v RT.Fe v RITAIFc v RITT
V2 ) B2 A 0,47 S5 A7 5 DR AR A R 8 32 A () AT AR BT 42 JE AU o Fe v RITSZ AR B 46Fe v RITA

ZERYIH FeREELL N Xk 4738 :Ravetch and Kinet,Ann.Rev.Immunol.,9:457-92,1991;
Capel et al.,Immunomethods,4:25-34,1994;and de Haas et al.,]J.Lab.Clin.Med.,
126:330-41,1995, “FeR” AL HH 7 5T BHA ToGHe A2 2 iR LAY BT 4 L2 AAFcRn (Guyer et
al.,J.Immunol.,117:587,1976;and Kim et al.,J.Immunol.,24:249,1994) ,

[0079] A SCOR TP IR ARG “Se57 485 — PRl Ly IR 45 & B (8L ) &5 &
T 77 G 5 hR e L TR 45 & 50 45 5 00 77 AR 0 AL, AR 1S4 28 — PR AFE R 15
BN, 5Pk 5 H R PR R AL 45 A L 7E 28— HURAAE LRI 5 D0 R vl ARG I 3l B A1 - 463 ok
GO G FE 58— HUARAFAE T 58 i 5 H R A7 1) 45 &t aT A M Hb A1) W] AR AE (AN
W MR U, 5 — HUAR AT DL iR 5 R AR A A, T B8 Ui AN ] 5 4
W5 H % BRI G55 o SR, 4B A0 44wl o U st 400 ) HL & i Ak 5 G (R Y Ao sl M A4k 1)
SEE I, TR S AN AR R B R B AN B, B RO B “AE X Se T S e & H IR
AL o 56 G FNAE S8 G BRI B0 48 70 AR R B H o AN 70X P 5 4 B 5w 4 R AR ML AR (9 2
RrRH A R AR B SR R AL B — o ) L A STURE R N GUR T AR SRR ) 2
FORBEAA , IX M E G F/ BT ST HURB B EA LA TN I BT T A ST A TF I T 1
[0080]  GrA ST AT FH, “HAK” 72 48 F T-i0 97 58 1 40 M0 | 240 1 R s 40 M RV B Pk S8 5
JEE NEE TR (HLA) AHZS R A4

[0081]  GuASCHr FH, “[Rl PP SR AR” 2 48 F T30 97 i3 I 4 M B4t B B AN 2 U B ik 78 3%
[[IEE SR LN

[0082]  GASCHTH, “VRIT” BRI i U E B R EE R 7k 9 T AR R B I,
o BT i R 5 SR H5 A AR T AT — i 2 Ao - kil (BSORBEEAR) b 200 o 5 e 400 ) 48
B 00V 1) IR 240 1) 2 WAL 4 BBl /)N 2 TR BCMA TS JI g 149 K /)N < 2 i BOMAH D 9. (91 ar o
iE) ek FHBCMAAE B (91 s he) 51 A FRPRER S 38 I S8 BOMAAH SG i (Bl andiehe) N\
(R A2 3% B 8/ VR T BOMARH R s (A shie) I 75 FR) G Ath 245 470 1) 771 5 S 2% BOMARH 5% 5 I
(AndEe i) 13 e 6 AR BCMARH IR (191 g iE) A/ BHE K S8 BOMAAE S s (151 G s i)
1 23 1 AEAF

[0083] 5 ANjiti FHBCMAHTAAR BRBCMAGTAALE S AHEL , “Bl ™ S g — Ml 22 MioRE R 1) ek 2 5
B35 o TG I B A T B R IR B 4R 2 I [

[0084]  WASCH A, 54 A GBI & VI A ORI E” 5CF AR 2 2 LS IAT:
] — Al 22 AT i ) B2 45 R R o kT T VA A T B A 6 R Y o R I
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DRUKS i 7 B B A AR T R T4, B AR B AR A o7 VA B A0/ AT e R O K
i AN P 9 K R S 1) 52 300 F) v 1) B R A8 6 TV T & , A B R 1) 25 SR B 5 I IR &6
R 45140 - ABCOMARH 5 5 B AE. (1] 40 22 4 1 1 i IR 1) — ol 22 AR R 1) A R B 1Kl
B IR IR YT O BT R I LB 2 R R G R S — A2 M R R/ BAE 47 B
BCMAAH I 193 ) 1E JiE o A7 R0 ] LA AE — (R B 22 (it F R it - O 1 A B ED H T, 25
WG V25 & VI A RORE 2 2 DA EL 2 Bl R) 6 58 B P BRI IR T B & A
It PR AT 6 H BT B AR ), 2450 S P ER 25 W AH & 0 A R8GRI & AT L ST LA 5 55— Mhg)
VA E P ER A G A5 S DR G, B RGRI R AT DALE Tt FH — Al 22 MG o7 70 1) A5
B, IF B AR 5 — el 2 AR R 45 S BT 45 R AT Re sl A 3RS, B — il ]
LA R LA RGRI 25 T

[0085]  “AMA” B XS R RN ALY, AN S AL S YIE AR EAIR T AR 5301 2 5)
B RN N ERFIRER

[0086]  WATLHT A, “BAE” 245 Ae W 15k ML AE 15 3 4 b R IBBOGER I — a2 A
2 RT3 B0 ) ) S A o B8 ) ST 491 A5 AR AN PR T B3 2044  PRDNABRRNA ZE 8 B A | JBoir il
For I TR AR A | 5 BH B 146 A 7V A 45 A I DNABRRNA R T8 20 44 L A9, F i Joi 44 F A DNA B RNA
FARFAR DL S8 EAZ 40 a0 A= 7 4

[0087]  dnASC T A, “FRikAEHIFE A" R 45T LR FL LR 7 91 - ik 42 1 e 51 A] LA
& AT B A S R BT B S R R BT, B O T R IR ] A 5 R e SR AL R
FIRT AR R o

[0088]  dnA ST H, “24 57 b AT e A2 B BUAAT B2 5 b AT A2 B T )T L4 2 5 A R
o3 A I SR VE IR B DR B AE P 1 O B 5 SR B S R G AN RS AT AT AL o S5 AL 45
B ANBR TAT AR bR 4 24 WD BOAA , 45 BBl 5 22k 7 b R VA V0 /K S 388 Gn ik / 7K L SLVBORT & A
B IR A7 o 105 700 B 18 At FH A0 128 3 771 2 W IR h 2 b 217K (PBS) Bl A= PR 267K
(0.9%) o B X M H AR (1) 2 & Pyl o 2 F) 7 R B (2 Wl iRemington” s
Pharmaceutical Sciences,18th edition,A.Gennaro,ed.,Mack Publishing Co.,
Faston,PA,1990; fliRemington,The Science and Practice of Pharmacy 21st Ed.Mack
Publishing,2005) .

[0089]  ASCAT FHRIARTE “k " R FR iR S HUE S5 & B R W 2

[0090]  ASCAT FHRARTE “k .~ R feTuik SHAR/ 5t 5 5 5 W B B 2 4

[0091] AT FHIGARIE K, S Fa Bk - B J5AH T A FH 00 ~F- 1 A 2

[0092]  ASCHE K “4)7 — /MEE S E RS (FIHR) £ X% 8 B0 S EAR B (1) 5L it 7 5 . 5]
1, 4 S “LIXT R A B X7 I A BV E SUE R RARE N

[0093] NP, FEASCH HTE T “BLHE” Prfiiid i) SE it 77 = AR 7, Spahak it |
PLHH...... MR M/ BCEEA B AR TR ) S ABASE It 7 2%

[0094] A W I J7 1T B S it 77 SR AR T PR A 73 2 BRI AR AT 36 7 S8 03 AR IR , AR K A A
AL HEFEAR T AN, S TR 7 12 2H B S R B AT A b B A R RE R i
it — A B2 AN AH 8 53 IR T 2H AR R 3 VAR B B AR P S SR R A ) R W A BRI AR ART 2 S
PR —AEE A

[0095]  BRARE53H & 3, AT R B T A HORARF R BA 5 A B P J 45U ) 5 4
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AN 38 5 B AR T AH [R5 S AE R AE M RIS OL T, AR UL B 5 (BLF5 5E S0 Ak AE AL
BH A5 AR L SR A5 A, B ] R0 357 B R FET ) AR ORI s L P IR B A
(integer) BRI 2 , (EAHERR AT A I Ath BEAR SRR 20 B FE B N SO AR, AR
NGB L, B BORE N AL

[0096]  ASCHEIR T /=BT VAR R, AN i 5 A B 18 AB AL B35 [R] 1 77 5 AR Rk ]
FH 25 2 0 1) iz e s A o A Dy ARSI e 451045 0 A X T A A B ) £

[0097]  BCMA%F 7 14 CAR J2 e il 28 F7 7%

[0098] %% BHRfE T 454 BCMA (5 ABCMA (541, SEQ ID NO:3548% %t 5 :Q02223-2)
(1K) CAR o A< STHE AL () BOMAKS: S5 1 CAR U 4% BB CAR FI 22 5 CAR o TRk CAR | FH B2 7 [ i 44k 11 4t 6
SEG R, B DL AEMHCRIR il (%) 77 2 A5 T2 i A e A4 R0 S S 1A B3 5 [ 22 BCMAIR) T BE /) - 3
MHCPR il P4 470 I R ) R 7~ R IE CAR 1) TAR B Rl 5 40 5 i T e R B HL R (R 68 77, AT &t i
IR 1B I 11 32 AL

[0099] 7 — b J5 & o, A% SCHRAE A CARFD 475 4 At /1 BC A7 45 4 45 Mg 3k, (451 , B4 45t ) AR
Jr B (scFv) ) 5 45 e 3 RN AT B PN A5 5 % 3 5 3o 78— S8 S it 5 0, A M A BC Ak 5
GERL I S RS M I A A R N S 5 i RS IR T AN 2 I, RIFE SR AR SRR T
ZHECARFN 2 K o 7E — Se st 77 R, ik 2 BECAREL 4 - 045 185 R 25 M el fn 22 /b — N i g o1
Be AR 55 & S5 MK 25— 22 K, DA R BL 5 5 T 245 A 3R 22 /0 — N R N (S 5 5% 5 45 i S 2
T2k, Hh Z RS AE— R LU R 2 HECAR.

[0100] 7% — L5t 75 & , BOMAKS 7P 2 BECARAE I T TR /=158 1 152 44 (FeeRT) o 7E AR
KA B R B P R A RIS B FceRT 51 R iU B o Fe e RTHZ FH B AN Iy g | B/ BAIY B
PR B R ) v AR R VU RAR E B WL 5 A TgELE & S5 e BN v WAL &
NGS5 S TTAM E — LB S 5 22 d , FeRa B4 1Y 21 i A1 &5 #4425 I 49 BOMA: S 14k 4
PN AR &5 25 R IR B o A — BU S 7 S, 22 BEBCMANY 7 1t CAR B 35 ¢ M 45 5 BCMAT
scFv.CD8aB 5 FNF cRBEE T TTAM. 7E — L85 it /5 2 , CART LA ALFE B ] LUASELFRFCR v %
[0101]  7E—LSTjiti /7 =9 , AN M AL AR5 & 25 M B 36 5 Al R MR B S i 12 1 L i
St B e BE PR B AR A T AR (VL) X N FE AT A8 (VH) [X ) scFv o il e {8 o 1 B IR e e
A1/ B E % W] AR (X SR 4 B R AR X B (Bird et al.,Science 242:423-426,1988) . i
Fe k) S22 B A Z LR T 51 (GGGGS) , (SEQ 1D NO:333) GSHESk , HAE— AN AR X 152
FeAR i 5 55— AR AR XA 2 3 R i < (A M 4 K 293 . Bnmo HoAth 7 21 i 432k © & & 1H I8
(Bird et al.,1988,[A I) 8% , #3k v U2 K01 2R 2 1K, AR I8 B0 46 20204 B 2D (1)
RIEIR I o 2 Sk mT LA B g AT A2 45 LA T 2071 1 Thse , 1 Bt 2 24 4 BB 5 380 3] 4k S
Fi b o s AR AR T] DL EE 2 B A B A o KT s PV A AR =, mT DU B Bh & A . T
scEvIFJ B A A=, vl LUK & A i scFvit) 2 A2 R I A& 1 B S N A& 18 40P, B¢
Hot XM, ) e BE R A L B B LB AR B, B R R A A, 45 a0 K B A R o
T IR R () scFv IR 22 4% 7 IR T LA I el o AR A 491 G oZe 2 22 A% P IR R 1) 4% o 1T LA Sl FH A 40
CL AT AR R B A BR 70 & BT A5 ) scFv

[0102]  #F—LLsjfi 77 S b, M/ BC AR 45 & 45 i B4 (a) VHIX, HAFE (1) &F 771
SYX MX, (L X f2ABLP; X, AT NS (SEQ ID NO:301)) \GFTFX,SY (FiH1X HGHELS (SEQ ID
NO0:302)) BRGFTFX SYXMX, GHrX JHGELS X, WABKP; X, /2T NS (SEQ ID NO:303)) frJVHE.
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FhRE X1 (CDR1) 5 (1) 7 P FIAX XXX, GX XX, X YADX X, KG GLHX STV T H\L.ABLC;
X, S DVGA T I L F W MERV; X &G YL HD AL SHEM: X, /&S Q. TVAFEW: X HGELT : X, ANL S
PLYWERF : X, S TV I L T ARV K\ GEEC; X /2F Y P OWLHERG : X 9V RERL : X 2 GELT (SEQ
ID NO:305)) X, X, X,X, XX, GLHX &SV I.D\G T L FaiM; X, /26 Y L H.D A SEM: X, /&S
G FEW; X GHS ; X /ZGHT: X &N.S.P.YELW (SEQ ID NO:306)) fJVH CDR2; Fl (iii) &4
FEFIVSPIX X, XX, GLHX A2ABLY : X, WABLS : X, /26 Q. LPELE (SEQ ID NO:307)) \ELYWPMX X,
(GLHX /ED S TEkA: X, 2 TS L.PEkD (SEQ ID NO:308)) fFJVH CDR3: A K& VLIX , HALHE (1) &
17 HIK XXX XXX XXX X X, GLHIX AZRVG WL ABRC X, A PG L CEES s X, /& S \GERR : X,
FEQC.EVELL: X, NS \L\P G AREED: X &V GELL; X /&S EDEP: X &S P F AMEVIN.D
Y XN TWVAEWSVAML QY HERR s X, W YEF : X, WL WEP s X, A SELG (SEQ ID NO:
309)) VL CDRL; (ii) &7H /751X ASX,RAX, GLHX AZGED; X, &Sk : X, &TakP (SEQ ID NO:
310)) VL CDR2: A1 (111) &7 K H1QQYX X, X,PX, T GLHX &G Q.EL FLAS\M. K RERY; X, /&
S\R.T GV F.Y.\DAHV\E.KSC; X, &W.FES: X ALELT (SEQ ID NO:311)) \EXQQYX, X, X,PX,
(HHIX GV QELF\ASMR.KERY : X, 2SR\ TG\R.V.DAH.E.K.C.FELY : X, & W.SELF: X,
AELELT (SEQ TD NO:312)) HIVL CDR3. £ — 2L J7 S i , VHAIVLIE 1 Stk # ShiE e e —
L o FE—SE S JT S, R L AHESEQ 1D NO: 333 I R 741

[0103]  7£ 55— 5 THi , $&4E 147 57 PR 45 A BOMAIKI CAR , 3 i CAR L5 41 P /1 G Ak 285 5 Z5 4 35k
200 A A 45 A S5 P IS < VHIX , L A SEQ 1D N0:2.3.7.8.24.25.26.27.28.29.30,
31.32.33.35.37.39.42.44.46.48.50,52.54.56.58.60.62.64.66.68.70.72.74.76.78,
83.87.92.78.95.97.99.101,104,106,110.112,114,118,120.122.,112,125.127.3138314
F7sVHF 5 [\IVH CDR1.VH CDR2AIVH CDR3; Al/BVLIX , & 45 4ISEQ 1D NO:1.4.5.6.9.
10.11,12,13.15.16.17.18,19,20.21.,22.23.34.36.38,40.41.43.45.47.49.51.53.57.
59.61.63.65.67.69.71.73.75.77.79,317.81.82.,84.85.86.88.89.90.91.93.94.96.98.
100,102.,103,105.107,108.109.111,113,115,116,117,119.121.123.124,126.128.315.
24316 T /RVLFFIIVL CDR1.VL CDR2HIVL CDR3.E—Lesii 7 2 , VIRIVL s 2 4 3k
AR AR ST SR, RS RAESEQ D NO: 333 7R (2R 751 o

[0104]  7£—Lesifi J7 S vh, AR W I CARBL S BA R L A AL — N8 73 B e 21 A/
RUFT AT EB 2 FHE 7 51 00 A0 M S MG 1A 45 15 S A sk AR L, 1 R 17 212 AR B
Kabat[f{CDRF 41, FALAA 7RI 7 812 iR 4 Cho thiaffJ CDR/F 41, B T L HECDR2F 51 (K Rk
AChothia CDR/F41, HAHL{A NKabat CDRFF51)

[0105] 1
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P6E01/P | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
6E01 VSSSYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQHYGSPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIASGMDY

K (SEQ ID NO: 1) WGQGTLVTVSS (SEQ ID NO: 2)

P6EO1/H | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
3.AQ VSSSYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQHYGSPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIAAQMDY

K (SEQID NO: 1) WGQGTLVTVSS (SEQ ID NO: 3)

LI.LGF/ | EIVLTQSPGTLSLSPGERATLSC_ EVQLLESGGGLVQPGGSLRLSCAASGFT
L3.KW/ | RASQSLGSFYLAWYQQKPGQAPRLLI | FGSYAMTWVRQAPGKGLEWVSAISGS

P6EOl | YGASSRATGIPDRFSGSGSGTDFTLTIS | GGNTFYADSVKGRFTISRDNSKNTLYLQ
RLEPEDFAVYYCKHYGWPPSFTFGQG | MNSLRAEDTAVYYCARVSPIASGMDY

TKVEIK (SEQ ID NO: 4) WGQGTLVTVSS (SEQ ID NO: 2)

LI.LGF/ | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
L3.NY/P | LGSFYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

[0106]

6E01 RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTEFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQHYNYPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIASGMDY
K (SEQ ID NO: 5) WGQGTLVTVSS (SEQ ID NO: 2)
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L1.GDF/ | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
L3.NY/P | VGDFYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

6E01 RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQHYNYPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIASGMDY
K (SEQ ID NO: 6) WGQGTLVTVSS (SEQ ID NO: 2)

LI.LGF/ | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
L3.KW/ | LGSFYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS
H3.AL | RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCKHYGWPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARARVSPIAALM
K (SEQ ID NO: 4) DYWGQGTLVTVSS (SEQ ID NO: 7)

LI.LGF/ | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
L3.KW/ | LGSFYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS
H3.AP | RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCKHYGWPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIAAPMDY
K (SEQ ID NO: 4) WGQGTLVTVSS (SEQ ID NO: 8)

LI.LGF/ | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
L3.KW/ | LGSFYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS
H3.AQ | RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCKHYGWPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIAAQMDY
K (SEQ ID NO: 4) WGQGTLVTVSS (SEQ ID NO: 3)

LI.LGF/ | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
L3.PY/H | LGSFYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS
3.AP RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQHYPYPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIAAPMDY
K (SEQ ID NO: 9) WGQGTLVTVSS (SEQ ID NO: 8)

LI.LGF/ | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
L3.PY/H | LGSFYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS
3.AQ RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQHYPYPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIAAQMDY
K (SEQ ID NO: 9) WGQGTLVTVSS (SEQ ID NO: 3)

LI.LGF/ | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
L3.NY/ | LGSFYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS
H3.AL | RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQHYNYPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIAALMDY
K (SEQ ID NO: 10) WGQGTLVTVSS (SEQ ID NO: 7)

L1.LGF/ | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
L3.NY/ | LGSFYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS
H3.AP | RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQHYNYPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIAAPMDY
K (SEQ ID NO: 10) WGQGTLVTVSS (SEQ ID NO: 8)

LI.LGF/ | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
L3.NY/ | LGSFYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS
H3.AQ | RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ

[0107]
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DFAVYYCQHYNYPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIAAQMDY
K (SEQ ID NO: 10) WGQGTLVTVSS (SEQ ID NO: 3)

L1.GDF/ | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT

L3.KW/ | VGDFYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

H3.AL RATGIPDRFSGSGSGTDFTLTISRLEPE GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCKHYGWPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIAALMDY
K (SEQ ID NO: 11) WGQGTLVTVSS (SEQ ID NO: 7)

L1.GDF/ | EIVLTQSPGTLSLSPGERATLSCRASQS [ EVQLLESGGGLVQPGGSLRLSCAASGFT

L3.KW/ | VGDFYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

H3.AP RATGIPDRFSGSGSGTDFTLTISRLEPE GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCKHYGWPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIAAPMDY
K (SEQ ID NO: 11) WGQGTLVTVSS (SEQ ID NO: 8)

L1.GDF/ | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT

L3.KW/ | VGDFYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

H3.AQ RATGIPDRFSGSGSGTDFTLTISRLEPE GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCKHYGWPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIAAQMDY
K (SEQID NO: 11) WGQGTLVTVSS (SEQ ID NO: 3)

L1.GDF/ | EIVLTQSPGTLSLSPGERATLSCRASQS [ EVQLLESGGGLVQPGGSLRLSCAASGFT

L3.PY/H | VGDFYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

3.AQ RATGIPDRFSGSGSGTDFTLTISRLEPE GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQHYPYPPSFTFGQGTKVEI MNSLRAEDTAVYYCARVSPIAAQMDY
K (SEQ ID NO: 12) WGQGTLVTVSS (SEQ ID NO: 3)

L1.GDF/ | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT

L3.NY/ VGDFYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

H3.AL RATGIPDRFSGSGSGTDFTLTISRLEPE GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQHYNYPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIAALMDY
K (SEQ ID NO: 13) WGQGTLVTVSS (SEQ ID NO: 7)

L1.GDF/ | EIVLTQSPGTLSLSPGERATLSCRASQS [ EVQLLESGGGLVQPGGSLRLSCAASGFT

L3.NY/ | VGDFYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

H3.AP RATGIPDRFSGSGSGTDFTLTISRLEPE GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQHYNYPPSFTFGQGTKVEI MNSLRAEDTAVYYCARVSPIAAPMDY
K (SEQ ID NO: 13) WGQGTLVTVSS (SEQ ID NO: 8)

L1.GDF/ | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT

L3.NY/ | VGDFYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

H3.AQ RATGIPDRFSGSGSGTDFTLTISRLEPE GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQHYNYPPSFTFGQGTKVEI MNSLRAEDTAVYYCARVSPIAAQMDY
K (SEQ IDNO: 14) WGQGTLVTVSS (SEQ ID NO: 3)

L3.KW/ | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT

P6EO1L VSSSYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS
RATGIPDRFSGSGSGTDFTLTISRLEPE GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCKHYGWPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIASGMDY
K (SEQ ID NO: 15) WGQGTLVTVSS (SEQ ID NO: 2)

L3.PY/P | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT

6E01 VSSSYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS
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RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQHYPYPPSFTFGQGTKVEI
K (SEQ ID NO: 16)

GGNTFYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARVSPIASGMDY
WGQGTLVTVSS (SEQ ID NO: 2)

L3.NY/P
6E01

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSSYLAWYQQKPGQAPRLLIYGASS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FGSYAMTWVRQAPGKGLEWVSAISGS

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQHYNYPPSFTFGQGTKVEI
K (SEQ ID NO: 17)

GGNTFYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARVSPIASGMDY
WGQGTLVTVSS (SEQ ID NO: 2)

L3.PY/L
1.PS/P6
EO1

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSSYPSWYQQKPGQAPRLLIY GASSR

EVQLLESGGGLVQPGGSLRLSCAASGFT
FGSYAMTWVRQAPGKGLEWVSAISGS

ATGIPDRFSGSGSGTDFTLTISRLEPEDF
AVYYCQHYPYPPSFTFGQGTKVEIK
(SEQ ID NO: 18)

GGNTFYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARVSPIASGMDY
WGQGTLVTVSS (SEQ ID NO: 2)

L3.PY/L
1.AH/P6
EO1

EIVLTQSPGTLSLSPGERATLSCRASQS
VSAHYLAWYQQKPGQAPRLLIYGASS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FGSYAMTWVRQAPGKGLEWVSAISGS

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQHYPYPPSFTFGQGTKVEI
K (SEQ ID NO: 19)

GGNTFYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARYSPIASGMDY
WGQGTLVTVSS (SEQ ID NO: 2)

L3.PY/L
1.FF/P6
EO1

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSFFLAWYQQKPGQAPRLLIYGASS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FGSYAMTWVRQAPGKGLEWVSAISGS

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQHYPYPPSFTFGQGTKVEI
K (SEQ ID NO: 20)

GGNTFYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARYSPIASGMDY
WGQGTLVTVSS (SEQ ID NO: 2)

L3.PY/L
1.PH/P6
EO1

EIVLTQSPGTLSLSPGERATLSCRASQS
VSPHYLAWYQQKPGQAPRLLIYGASS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FGSYAMTWVRQAPGKGLEWVSAISGS

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQHYPYPPSFTFGQGTKVEI
K (SEQ ID NO: 21)

GGNTFYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARVSPIASGMDY
WGQGTLVTVSS (SEQ ID NO: 2)

L3.PY/L
3.KY/P6
EO1

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSSYLAWYQQKPGQAPRLLIYGASS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FGSYAMTWVRQAPGKGLEWVSAISGS

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCKYYPYPPSFTFGQGTKVEI
K (SEQ ID NO: 22)

GGNTFYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARVSPIASGMDY
WGQGTLVTVSS (SEQ ID NO: 2)

L3.PY/L
3.KF/P6
EO1

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSSYLAWYQQKPGQAPRLLIYGASS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FGSYAMTWVRQAPGKGLEWVSAISGS

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCKFYPYPPSFTFGQGTKVEIK
(SEQ ID NO: 23)

GGNTFYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARVSPIASGMDY
WGQGTLVTVSS (SEQ ID NO: 2)

L3.PY/H
2.0R

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSSYLAWYQQKPGQAPRLLIYGASS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FGSYAMTWVRQAPGKGLEWVSAISGS

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQHYPYPPSFTFGQGTKVEI
K (SEQ ID NO: 16)

GGNTFYADQRKGRFTISRDNSKNTLYL
QMNSLRAEDTAVYYCARVSPIASGMD
YWGQGTLVTVSS (SEQ ID NO: 24)

L3.PY/H

EIVLTQSPGTLSLSPGERATLSCRASQS

EVQLLESGGGLVQPGGSLRLSCAASGFT
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VSSSYLAWYQQKPGQAPRLLIYGASS

FGSYAMTWVRQAPGKGLEWVSAIDYS

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQHYPYPPSFTFGQGTKVEI
K (SEQ ID NO: 16)

GGNTFYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARVSPIASGMDY
WGQGTLVTVSS (SEQ ID NO: 25)

L3.PY/H
2.YQ

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSSYLAWYQQKPGQAPRLLIYGASS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FGSYAMTWVRQAPGKGLEWVSAISYQ

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQHYPYPPSFTFGQGTKVEI
K (SEQ ID NO: 16)

GGNTFYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARVSPIASGMDY
WGQGTLVTVSS (SEQ ID NO: 26)

L3.PY/H
2LT

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSSYLAWYQQKPGQAPRLLIYGASS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FGSYAMTWVRQAPGKGLEWVSAISLT

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQHYPYPPSFTFGQGTKVEI
K (SEQ ID NO: 16)

GGNTFYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARVSPIASGMDY
WGQGTLVTVSS (SEQ ID NO: 27)

L3.PY/H
2HA

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSSYLAWYQQKPGQAPRLLIYGASS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FGSYAMTWVRQAPGKGLEWVSAISHA

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQHYPYPPSFTFGQGTKVEI
K (SEQ ID NO: 16)

GGNTFYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARVSPIASGMDY
WGQGTLVTVSS (SEQ ID NO: 28)

L3.PY/H
2.QL

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSSYLAWYQQKPGQAPRLLIYGASS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FGSYAMTWVRQAPGKGLEWVSAISGS

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQHYPYPPSFTFGQGTKVEI
K (SEQ ID NO: 16)

GGNTFYADQLKGRFTISRDNSKNTLYL
QMNSLRAEDTAVYYCARVSPIASGMD
YWGQGTLVTVSS (SEQ ID NO: 29)

L3.PY/H
3YA

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSSYLAWYQQKPGQAPRLLIYGASS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FGSYAMTWVRQAPGKGLEWVSAISGS

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQHYPYPPSFTFGQGTKVEI
K (SEQ ID NO: 16)

GGNTFYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARVSPIYAGMDY
WGQGTLVTVSS (SEQ ID NO: 30)

L3.PY/H
3.AE

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSSYLAWYQQKPGQAPRLLIYGASS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FGSYAMTWVRQAPGKGLEWVSAISGS

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQHYPYPPSFTFGQGTKVEI
K (SEQ ID NO: 16)

GGNTFYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARVSPIAAEMDY
WGQGTLVTVSS (SEQ ID NO: 31)

L3.PY/H
3.AQ

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSSYLAWYQQKPGQAPRLLIYGASS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FGSYAMTWVRQAPGKGLEWVSAISGS

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQHYPYPPSFTFGQGTKVEI
K (SEQ ID NO: 16)

GGNTFYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARVSPIAAQMDY
WGQGTLVTVSS (SEQ ID NO: 3)

L3.PY/H
3.TAQ

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSSYLAWYQQKPGQAPRLLIYGASS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FGSYAMTWVRQAPGKGLEWVSAISGS

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQHYPYPPSFTFGQGTKVEI
K (SEQ ID NO: 16)

GGNTFYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCTRVSPIAAQMDY
WGQGTLVTVSS (SEQ ID NO: 32)
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L3.PY/P | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
6E01 VSSSYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQHYPYPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIASGMDY
K (SEQ ID NO: 16) WGQGTLVTVSS (SEQ ID NO: 2)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
1.PS/H2. | VSSSYPSWYQOQKPGQAPRLLIYGASSR | FGSYAMTWVRQAPGKGLEWVSAISGS

QR ATGIPDRFSGSGSGTDFTLTISRLEPEDF | GGNTFYADQRKGRFTISRDNSKNTLYL
AVYYCQHYPYPPSFTFGQGTKVEIK | QMNSLRAEDTAVYYCARVSPIASGMD
(SEQ ID NO: 18) YWGQGTLVTVSS (SEQ ID NO: 24)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
1.PS/H2. | VSSSYPSWYQQKPGQAPRLLIYGASSR | FGSYAMTWVRQAPGKGLEWVSAIDYS

DY ATGIPDRFSGSGSGTDFTLTISRLEPEDF | GGNTFYADSVKGRFTISRDNSKNTLYLQ
AVYYCQHYPYPPSFTFGQGTKVEIK | MNSLRAEDTAVYYCARVSPIASGMDY
(SEQ ID NO: 18) WGQGTLVTVSS (SEQ ID NO: 25)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
1.LPS/H2. | VSSSYPSWYQQKPGQAPRLLIYGASSR | FGSYAMTWVRQAPGKGLEWVSAISYQ

YQ ATGIPDRFSGSGSGTDFTLTISRLEPEDF | GGNTFYADSVKGRFTISRDNSKNTLYLQ
AVYYCQHYPYPPSFTFGQGTKVEIK | MNSLRAEDTAVYYCARVSPIASGMDY
(SEQ ID NO: 18) WGQGTLVTVSS (SEQ ID NO: 26)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT

[or11] 1.PS/H2. | VSSSYPSWYQQKPGQAPRLLIYGASSR | FGSYAMTWVRQAPGKGLEWVSAISLT

LT ATGIPDRFSGSGSGTDFTLTISRLEPEDF | GGNTFYADSVKGRFTISRDNSKNTLYLQ
AVYYCQHYPYPPSFTFGQGTKVEIK | MNSLRAEDTAVYYCARVSPIASGMDY
(SEQ ID NO: 18) WGQGTLVTVSS (SEQ ID NO: 27)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
1.PS/H2. | VSSSYPSWYQQKPGQAPRLLIYGASSR | FGSYAMTWVRQAPGKGLEW VSAISHA

HA ATGIPDRFSGSGSGTDFTLTISRLEPEDF | GGNTFYADSVKGRFTISRDNSKNTLYLQ
AVYYCQHYPYPPSFTFGQGTKVEIK MNSLRAEDTAVYYCARVSPIASGMDY
(SEQ ID NO: 18) WGQGTLVTVSS (SEQ ID NO: 28)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
1.PS/H2. | VSSSYPSWYQQKPGQAPRLLIYGASSR | FGSYAMTWVRQAPGKGLEWVSAISGS

QL ATGIPDRFSGSGSGTDFTLTISRLEPEDF | GGNTFYADQLKGRFTISRDNSKNTLYL
AVYYCQHYPYPPSFTFGQGTKVEIK QMNSLRAEDTAVYYCARVSPIASGMD
(SEQ ID NO: 18) YWGQGTLVTVSS (SEQ ID NO: 29)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
1.PS/H3. | VSSSYPSWYQQKPGQAPRLLIYGASSR | FGSYAMTWVRQAPGKGLEWVSAISGS

YA ATGIPDRFSGSGSGTDFTLTISRLEPEDF | GGNTFYADSVKGRFTISRDNSKNTLYLQ
AVYYCQHYPYPPSFTFGQGTKVEIK | MNSLRAEDTAVYYCARVSPIYAGMDY
(SEQ ID NO: 18) WGQGTLVTVSS (SEQ ID NO: 30)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
.PS/H3. | VSSSYPSWYQQKPGQAPRLLIYGASSR | FGSYAMTWVRQAPGKGLEWVSAISGS
AE ATGIPDRFSGSGSGTDFTLTISRLEPEDF | GGNTFYADSVKGRFTISRDNSKNTLYLQ
AVYYCQHYPYPPSFTFGQGTKVEIK MNSLRAEDTAVYYCARVSPIAAEMDY
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(SEQ ID NO: 18) WGQGTLVTVSS (SEQ ID NO: 31)
L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
1.PS/H3. | VSSSYPSWYQQKPGQAPRLLIYGASSR | FGSYAMTWVRQAPGKGLEWVSAISGS
AQ ATGIPDRFSGSGSGTDFTLTISRLEPEDF | GGNTFYADSVKGRFTISRDNSKNTLYLQ
AVYYCQHYPYPPSFTFGQGTKVEIK MNSLRAEDTAVYYCARVSPIAAQMDY
(SEQ ID NO: 18) WGQGTLVTVSS (SEQ ID NO: 3)
L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
1.PS/H3. | VSSSYPSWYQQKPGQAPRLLIYGASSR | FGSYAMTWVRQAPGKGLEWVSAISGS
TAQ ATGIPDRFSGSGSGTDFTLTISRLEPEDF | GGNTFYADSVKGRFTISRDNSKNTLYLQ
AVYYCQHYPYPPSFTFGQGTKVEIK MNSLRAEDTAVYYCTRVSPIAAQMDY
(SEQ ID NO: 18) WGQGTLVTVSS (SEQ ID NO: 32)
L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
1.LAH/H2 | VSAHYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS
.QR RATGIPDRFSGSGSGTDFTLTISRLEPE GGNTFYADOQRKGRFTISRDNSKNTLYL
DFAVYYCQHYPYPPSFTFGQGTKVEI QMNSLRAEDTAVYYCARVSPIASGMD
K (SEQ ID NO: 19) YWGQGTLVTVSS (SEQ ID NO: 24)
L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
1.LAH/H2 | VSAHYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAIDYS
DY RATGIPDRFSGSGSGTDFTLTISRLEPE GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQHYPYPPSFTFGQGTKVEI MNSLRAEDTAVYYCARVSPIASGMDY
K (SEQ ID NO: 19) WGQGTLVTVSS (SEQ ID NO: 25)
L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
1.LAH/H2 | VSAHYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISYQ
YQ RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQHYPYPPSFTFGQGTKVEI MNSLRAEDTAVYYCARVSPIASGMDY
K (SEQ ID NO: 19) WGQGTLVTVSS (SEQ ID NO: 26)
L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
1.LAH/H2 | VSAHYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISLT
LT RATGIPDRFSGSGSGTDFTLTISRLEPE GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQHYPYPPSFTFGQGTKVEI MNSLRAEDTAVYYCARVSPIASGMDY
K (SEQ ID NO: 19) WGQGTLVTVSS (SEQ ID NO: 27)
L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
1.AH/H2 | VSAHYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISHA
HA RATGIPDRFSGSGSGTDFTLTISRLEPE GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQHYPYPPSFTFGQGTKVEI MNSLRAEDTAVYYCARVSPIASGMDY
K (SEQ ID NO: 19) WGQGTLVTVSS (SEQ ID NO: 28)
L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
1.LAH/H2 | VSAHYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS
.QL RATGIPDRFSGSGSGTDFTLTISRLEPE GGNTFYADQLKGRFTISRDNSKNTLYL
DFAVYYCQHYPYPPSFTFGQGTKVEI QMNSLRAEDTAVYYCARVSPIASGMD
K (SEQ ID NO: 19) YWGQGTLVTVSS (SEQ ID NO: 29)
L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
I.AH/H3 | VSAHYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS
YA RATGIPDRFSGSGSGTDFTLTISRLEPE GGNTFYADSVKGRFTISRDNSKNTLYLQ
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DFAVYYCQHYPYPPSFTFGQGTKVEI
K (SEQ ID NO: 19)

MNSLRAEDTAVYYCARVSPIYAGMDY
WGQGTLVTVSS (SEQ ID NO: 30)

L3.PY/L
1.AH/H3
AE

EIVLTQSPGTLSLSPGERATLSCRASOQS
VSAHYLAWYQQKPGQAPRLLIY GASS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FGSYAMTWVRQAPGKGLEWVSAISGS

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQHYPYPPSFTFGQGTKVEI
K (SEQ ID NO: 19)

GGNTFYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARVSPIAAEMDY
WGQGTLVTVSS (SEQ ID NO: 31)

L3.PY/L
1.AH/H3

AQ

EIVLTQSPGTLSLSPGERATLSCRASOQS
VSAHYLAWYQQKPGQAPRLLIY GASS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FGSYAMTWVRQAPGKGLEWVSAISGS

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQHYPYPPSFTFGQGTKVEI
K (SEQ ID NO: 19)

GGNTFYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARVSPIAAQMDY
WGQGTLVTVSS (SEQ ID NO: 3)

L3.PY/L
1.AH/H3
TAQ

EIVLTQSPGTLSLSPGERATLSCRASQS
VYSAHYLAWYQQKPGQAPRLLIY GASS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FGSYAMTWVRQAPGKGLEWVSAISGS

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQHYPYPPSFTFGQGTKVEI
K (SEQ ID NO: 19)

GGNTFYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCTRVSPIAAQMDY
WGQGTLVTVSS (SEQ ID NO: 32)

L3.PY/L
1.FF/H2.

QR

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSFFLAWYQQKPGQAPRLLIYGASS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FGSYAMTWVRQAPGKGLEWVSAISGS

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQHYPYPPSFTFGQGTKVEI
K (SEQ ID NO: 20)

GGNTFYADQRKGRFTISRDNSKNTLYL
QMNSLRAEDTAVYYCARVSPIASGMD
YWGQGTLVTVSS (SEQ ID NO: 24)

L3.PY/L
1.FF/H2.
DY

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSFFLAWYQQKPGQAPRLLIY GASS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FGSYAMTWVRQAPGKGLEWVSAIDYS

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQHYPYPPSFTFGQGTKVEI
K (SEQ ID NO: 20)

GGNTFYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARVSPIASGMDY
WGQGTLVTVSS (SEQ ID NO: 25)

L3.PY/L
1.FF/H2.

YQ

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSFFLAWYQQKPGQAPRLLIYGASS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FGSYAMTWVRQAPGKGLEWVSAISYQ

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQHYPYPPSFTFGQGTKVEI
K (SEQ ID NO: 20)

GGNTFYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARVSPIASGMDY
WGQGTLVTVSS (SEQ ID NO: 26)

L3.PY/L
1.FE/H2.
LT

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSFFLAWYQQKPGQAPRLLIYGASS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FGSYAMTWVRQAPGKGLEWVSAISLT

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQHYPYPPSFTFGQGTKVEI
K (SEQ ID NO: 20)

GGNTFYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARVSPIASGMDY
WGQGTLVTVSS (SEQ ID NO: 27)

L3.PY/L
1.FF/H2.
HA

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSFFLAWYQQKPGQAPRLLIYGASS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FGSYAMTWVRQAPGKGLEWVSAISHA

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQHYPYPPSFTFGQGTKVEI
K (SEQ ID NO: 20)

GGNTFYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARVSPIASGMDY
WGQGTLVTVSS (SEQ ID NO: 28)

L3.PY/L

EIVLTQSPGTLSLSPGERATLSCRASQS

EVQLLESGGGLVQPGGSLRLSCAASGFT
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1.FF/H2. | VSSFFLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

QL RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADQLKGRFTISRDNSKNTLYL
DFAVYYCQHYPYPPSFTFGQGTKVEI | QUNSLRAEDTAVYYCARVSPIASGMD
K (SEQ ID NO: 20) YWGQGTLVTVSS (SEQ ID NO: 29)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
1.LFF/H3. | VSSFFLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

YA RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQHYPYPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIYAGMDY
K (SEQ ID NO: 20) WGQGTLVTVSS (SEQ ID NO: 30)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
I.LFF/H3. | VSSFFLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

AE RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQHYPYPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIAAEMDY
K (SEQ ID NO: 20) WGQGTLVTVSS (SEQ ID NO: 31)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
|.FF/H3. | VSSFFLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

AQ RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQHYPYPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIAAQMDY
K (SEQ ID NO: 20) WGQGTLVTVSS (SEQ ID NO: 3)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
I.LFF/H3. | VSSFFLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

[0114] TAQ RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQHYPYPPSFTFGQGTKVEI | MNSLRAEDTAVYYCTRVSPIAAQMDY
K (SEQ ID NO: 20) WGQGTLVTVSS (SEQ ID NO: 32)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
1.PH/H2 | VSPHYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

.QR RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADQRKGRFTISRDNSKNTLYL
DFAVYYCQHYPYPPSFTFGQGTKVEI | QMNSLRAEDTAVYYCARVSPIASGMD
K (SEQ ID NO: 21) YWGQGTLVTVSS (SEQ ID NO: 24)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
1.PH/H2 | VSPHYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISHA

HA RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQHYPYPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIASGMDY
K (SEQ ID NO: 21) WGQGTLVTVSS (SEQ ID NO: 28)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
1.PH/H3 | VSPHYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

AE RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQHYPYPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIAAEMDY
K (SEQ ID NO: 21) WGQGTLVTVSS (SEQ ID NO: 31)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
I.PH/H3 | VSPHYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

AQ RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQHYPYPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIAAQMDY
K (SEQ ID NO: 21) WGQGTLVTVSS (SEQ ID NO: 3)
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L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
I.PH/H3 | VSPHYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS
TAQ | RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQHYPYPPSFTFGQGTKVEI | MNSLRAEDTAVYYCTRVSPIAAQMDY
K (SEQ ID NO: 21) WGQGTLVTVSS (SEQ ID NO: 32)
L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
3.KY/H2 | VSSSYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

QR RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADQRKGRFTISRDNSKNTLYL
DFAVYYCKYYPYPPSFTFGQGTKVEI | QMUNSLRAEDTAVYYCARVSPIASGMD
K (SEQ ID NO: 22) YWGQGTLVTVSS (SEQ ID NO: 24)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
3. KY/H2 | VSSSYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAIDYS

DY RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCKYYPYPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIASGMDY
K (SEQ ID NO: 22) WGQGTLVTVSS (SEQ ID NO: 25)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
3. KY/H2 | VSSSYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISYQ

YQ RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCKYYPYPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIASGMDY
K (SEQ ID NO: 22) WGQGTLVTVSS (SEQ ID NO: 26)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT

[0115] 3.KY/H2 | VSSSYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISLT
LT RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCKYYPYPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIASGMDY
K (SEQ ID NO: 22) WGQGTLVTVSS (SEQ ID NO: 27)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
3.KY/H2 | VSSSYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISHA

HA RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCKYYPYPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIASGMDY
K (SEQ ID NO: 22) WGQGTLVTVSS (SEQ ID NO: 28)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
3. KY/H2 | VSSSYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

.QL RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTEYADQLKGRFTISRDNSKNTLYL
DFAVYYCKYYPYPPSFTFGQGTKVEI | QMNSLRAEDTAVYYCARVSPIASGMD
K (SEQ ID NO: 22) YWGQGTLVTVSS (SEQ ID NO: 29)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
3. KY/H3 | VSSSYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

YA RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCKYYPYPPSFTFGQGTKVEI | MNSLRAEDTAVYYCARVSPIYAGMDY
K (SEQ ID NO: 22) WGQGTLVTVSS (SEQ ID NO: 30)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
3.KY/H3 | VSSSYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS
TAQ RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCKYYPYPPSFTFGQGTKVEI | MNSLRAEDTAVYYCTRVSPIAAQMDY
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K (SEQ ID NO: 22) WGQGTLVTVSS (SEQ ID NO: 32)
L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
3.KF/H2 | VSSSYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAIDYS

DY RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCKFYPYPPSFTFGQGTKVEIK | MNSLRAEDTAVYYCARVSPIASGMDY
(SEQ ID NO: 23) WGQGTLVTVSS (SEQ ID NO: 25)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
3.KF/H2 | VSSSYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISYQ

YQ RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCKFYPYPPSFTFGQGTKVEIK | MNSLRAEDTAVYYCARVSPIASGMDY
(SEQ ID NO: 23) WGQGTLVTVSS (SEQ ID NO: 26)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
3.KF/H2 | VSSSYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISLT

LT RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTEFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCKFYPYPPSFTFGQGTKVEIK | MNSLRAEDTAVYYCARVSPIASGMDY
(SEQ ID NO: 23) WGQGTLVTVSS (SEQ ID NO: 27)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
3.KF/H2 | VSSSYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

QL RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADQLKGRFTISRDNSKNTLYL
[0116] DFAVYYCKFYPYPPSFTFGQGTKVEIK | QMNSLRAEDTAVYYCARVSPIASGMD
(SEQ ID NO: 23) YWGQGTLVTVSS (SEQ ID NO: 29)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
3.KF/H3 | VSSSYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

YA RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCKFYPYPPSFTFGQGTKVEIK | MNSLRAEDTAVYYCARVSPIYAGMDY
(SEQ ID NO: 23) WGQGTLVTVSS (SEQ ID NO: 30)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
3.KF/H3 | VSSSYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

AE RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTEYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCKFYPYPPSFTFGQGTKVEIK | MNSLRAEDTAVYYCARVSPIAAEMDY
(SEQ ID NO: 23) WGQGTLVTVSS (SEQ ID NO: 31)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
3.KF/H3 | VSSSYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS

AQ RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCKFYPYPPSFTFGQGTKVEIK | MNSLRAEDTAVYYCARVSPIAAQMDY
(SEQ ID NO: 23) WGQGTLVTVSS (SEQ ID NO: 3)

L3.PY/L | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
3.KF/H3 | VSSSYLAWYQQKPGQAPRLLIYGASS | FGSYAMTWVRQAPGKGLEWVSAISGS
TAQ RATGIPDRFSGSGSGTDFTLTISRLEPE | GGNTFYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCKFYPYPPSFTFGQGTKVEIK | MNSLRAEDTAVYYCTRVSPIAAQMDY

(SEQ ID NO: 23) WGQGTLVTVSS (SEQ ID NO: 32)
P5A2 V | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
HVL VSSSYLAWYQQKPGQAPRLLMYDASI | FSSYAMNWVRQAPGKGLEWVSAISDSG
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RATGIPDRFSGSGSGTDFTLTISRLEPE | GSTYYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQQYGSWPLTFGQGTKVEI | MNSLRAEDTAVYYCARYWPMDIWGQ
K (SEQ ID NO: 34) GTLVTVSS (SEQ ID NO: 33)

A02 Rd | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
4 0.6nM | VSVIYLAWYQQKPGQAPRLLMYDASI | FSSYAMNWVRQAPGKGLEWVSAISDSG
C06 RATGIPDRFSGSGSGTDFTLTISRLEPE | GSAWYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQQYQRWPLTFGQGTKVEI | MNSLRAEDTAVYYCARYWPMSLWGQ
K (SEQ ID NO: 36) GTLVTVSS (SEQ ID NO: 35)

A02 Rd | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
4 0.6nM | VSSSYLAWYQQKPGQAPRLLMYDASI | FSSYAMNWVRQAPGKGLEWVSAISDSG
C09 RATGIPDRFSGSGSGTDFTLTISRLEPE | GSMWYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQQYQSWPLTFGQGTKVEI | MNSLRAEDTAVYYCARYWPMSLWGQ
K (SEQ ID NO: 38) GTLVTVSS (SEQ ID NO: 37)

A02 Rd | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
4 6nM_ | VSDIYLAWYQQKPGQAPRLLMYDASI | FSSYAMNWVRQAPGKGLEWVSAISdFG

Cle6 RATGIPDRFSGSGSGTDFTLTISRLEPE | GSTYYADSVKGRFTISRDNSKNTLYLQ
(PSAC1 | DFAVYYCQQYQTWPLTFGQGTKVEI | MNSLRAEDTAVYYCARYWPMDIWGQ
6) K (SEQ ID NO: 40) GTLVTVSS (SEQ ID NO: 39)

A02 Rd | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
4 6nM_ | VSNLYLAWYQQKPGQAPRLLMYDASI | FSSYAMNWVRQAPGKGLEWVSAISDSG

[0117] Co3 RATGIPDRFSGSGSGTDFTLTISRLEPE | GSTYYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQQYQGWPLTFGQGTKVEI | MNSLRAEDTAVYYCARYWPMDIWGQ
K (SEQ ID NO: 41) GTLVTVSS (SEQ ID NO: 33)

A02 Rd | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
4 6nM VSAYYLAWYQQKPGQAPRLLMYDAS | FSSYAMNWVRQAPGKGLEWVSAITAS

Col IRATGIPDRFSGSGSGTDFTLTISRLEPE | GGSTYYADSVKGRFTISRDNSKNTLYL
DFAVYYCQQYERWPLTFGQGTKVEI | QMNSLRAEDTAVYYCARYWPMSLWG
K (SEQ ID NO: 43) QGTLVTVSS (SEQ ID NO: 42)

A02 Rd | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
4 6nM VSSLYLAWYQQKPGQAPRLLMYDASI | FSSYAMNWVRQAPGKGLEWVSAISDSG

C26 RATGIPDRFSGSGSGTDFTLTISRLEPE | GSTYYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQQYQVWPLTFGQGTKVEI | MNSLRAEDTAVYYCARYWPMSLWGQ
K (SEQ ID NO: 45) GTLVTVSS (SEQ ID NO: 44)

A02 Rd | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
4 6nM | VSSSYLAWYQQKPGQAPRLLMYDASI | FSSYAMNWVRQAPGKGLEWVSAISdSG

C25 RATGIPDRFSGSGSGTDFTLTISRLEPE | GSRWYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQQYLDWPLTFGQGTKVEI | MNSLRAEDTAVYYCARYWPMTPWGQ
K (SEQ ID NO: 47) GTLVTVSS (SEQ ID NO: 46)

A02 Rd | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
4 6nM_ | VSSSYLAWYQQKPGQAPRLLMYDASI | FSSYAMNWVRQAPGKGLEWVSAVLAS

C22 RATGIPDRFSGSGSGTDFTLTISRLEPE | GGSTYYADSVKGRFTISRDNSKNTLYL
DFAVYYCQQYQVWPLTFGQGTKVEI | QMNSLRAEDTAVYYCARYWPMTPWG
K (SEQ ID NO: 49) QGTLVTVSS (SEQ ID NO: 48)

A02 Rd | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
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4 6nM_
Cl19

VSVIYLAWYQQKPGQAPRLLMY DASI

FSSYAMNWVRQAPGKGLEWVSAISdSG

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYLAWPLTFGQGTKVEI
K (SEQ ID NO: 51)

GSRWYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARYWPMSDWGQ
GTLVTVSS (SEQ ID NO: 50)

A02 Rd
4 0.6nM
€03

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSSYLAWYQQKPGQAPRLLMYDASI

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYAMNWVRQAPGKGLEWVSAISdSG

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYFTWPLTFGQGTKVEIK
(SEQ ID NO: 53)

GSKWYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARYWPMSLWGQ
GTLVTVSS (SEQ ID NO: 52)

A02 Rd
4 6nM
Cco7

EIVLTQSPGTLSLSPGERATLSCRASQS
VSPYYLAWYQQKPGQAPRLLMYDASI

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYAMNWVRQAPGKGLEWVSAIGGS

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYERWPLTFGQGTKVEI
K (SEQ ID NO: 55)

GGSLPYADSVKGRFTISRDNSKNTLYL
QMNSLRAEDTAVYYCARYWPMDSWG
QGTLVTVSS (SEQ ID NO: 54)

A02 Rd
4 6nM
C23

EIVLTQSPGTLSLSPGERATLSCRASQS
VSVEYLAWYQQKPGQAPRLLMYDASI

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYAMNWVRQAPGKGLEWVSAISdSG

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYARWPLTFGQGTKVEI
K (SEQ ID NO: 57)

GSGWYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARY WPMSLWGQ
GTLVTVSS (SEQ ID NO: 56)

A02 Rd
4 0.6nM
CI8

EIVLTQSPGTLSLSPGERATLSCRASQS
VSEIYLAWYQQKPGQAPRLLMYDASI

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYAMNWVRQAPGKGLEWVSAVLAS

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYFGWPLTFGQGTKVEI
K (SEQ ID NO: 59)

GGSTYYADSVKGRFTISRDNSKNTLYL
QMNSLRAEDTAVYYCARYWPMSLWG
QGTLVTVSS (SEQ ID NO: 58)

A02 Rd
4 6nM
C10

EIVLTQSPGTLSLSPGERATLSCRASQS
VEMSYLAWYQQKPGQAPRLLMYDAS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYAMNWVRQAPGKGLEWVSAISdSG

IRATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYAHWPLTFGQGTKVEI
K (SEQ ID NO: 61)

GSCWYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARYWPMTPWGQ
GTLVTVSS (SEQ ID NO: 60)

A02 Rd
4 6nM
C05

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSSYLAWYQQKPGQAPRLLMYDASI

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYAMNWVRQAPGKGLEWVSAIFaSG

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYQRWPLTFGQGTKVEI
K (SEQ ID NO: 63)

GSTYYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARYWPMTPWGQ
GTLVTVSS (SEQ ID NO: 62)

A02 Rd
4 0.6nM
C10

EIVLTQSPGTLSLSPGERATLSCRASQS
VSAQYLAWYQQKPGQAPRLLMYDAS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYAMNWVRQAPGKGLEWVSAISgW

IRATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYOQRWPLTFGQGTKVEI
K (SEQ ID NO: 65)

GGSLPYADSVKGRFTISRDNSKNTLYL
QMNSLRAEDTAVYYCARYWPMDSWG
QGTLVTVSS (SEQ ID NO: 64)

A02 Rd
4 6nM
Co4

EIVLTQSPGTLSLSPGERATLSCRASQS
VSAIYLAWYQQKPGQAPRLLMYDASI

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYAMNWVRQAPGKGLEWVSAIMsS

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQOQYOQVWPLTFGQGTKVEI
K (SEQ ID NO: 67)

GGPLYYADSVKGRFTISRDNSKNTLYL
QMNSLRAEDTAVYYCARYWPMALWG
QGTLVTVSS (SEQ ID NO: 66)
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A02 Rd
4 0.6nM
€26

EIVLTQSPGTLSLSPGERATLSCGPSQS
VSSSYLAWYQQKPGQAPRLLMYDASI

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYAMNWVRQAPGKGLEWVSAILmS

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYOQSWPLTFGQGTKVEI
K (SEQ ID NO: 69)

GGSTYYADSVKGRFTISRDNSKNTLYL
QMNSLRAEDTAVYYCARYWPMSLWG
QGTLVTVSS (SEQ ID NO: 68)

A02 Rd
4 0.6nM
13

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSSYWAWYQQKPGQAPRLLMYDAS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYAMNWVRQAPGKGLEWVSAISdSG

IRATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYESWPLTFGQGTKVEIK
(SEQ ID NO: 71)

GYRYYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARYWPMSLWGQ
GTLVTVSS (SEQ ID NO: 70)

A02 Rd
4 0.6nM
ol

(PSACI)

EIVLTQSPGTLSLSPGERATLSCRGGQS
VSSSYLAWYQQKPGQAPRLLMYDASI

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYAMNWVRQAPGKGLEWVSAILSSG

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYQSWPLTFGQGTKVEI
K (SEQ ID NO: 73)

GSTYYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARYWPMDIWGQ
GTLVTVSS (SEQ ID NO: 72)

A02 Rd
4 6nM
Co8

EIVLTQSPGTLSLSPGERATLSCRASQS
VSFIYLAWYQQKPGQAPRLLMYDASI

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYAMNWVRQAPGKGLEWVSAILASG

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYGSWPLTFGQGTKVEI
K (SEQ ID NO: 75)

GSTYYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARY WPMSPWGQ
GTLVTVSS (SEQ ID NO: 74)

P5C1_ V

(PC1)

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSTYLAWYQQKPGQAPRLLIYDASS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYPMSWVRQAPGKGLEWVSAIGGSG

RAPGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYSTSPLTFGQGTKVEIK
(SEQ ID NO: 77)

GSTYYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARYWPMDSWGQ
GTLVTVSS (SEQ ID NO: 76)

C01 Rd
4 6nM_
C24

EIVLTQSPGTLSLSPGERATLSCRASQS
VSPEYLAWYQQKPGQAPRLLIYDASS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYPMSWVRQAPGKGLEWVSAIGGSG

RAPGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYSVWPLTFGQGTKVEIK
(SEQ ID NO: 79)

GSLPYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARYWPMDSWGQ
GTLVTVSS (SEQ ID NO: 78)

C01 Rd
4 6nM
C26

EIVLTQSPGTLSLSPGERATLSCRASQS
VSAIYLAWYQQKPGQAPRLLIYDASSR

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYPMSWVRQAPGKGLEWVSAIGGSG

APGIPDRFSGSGSGTDFTLTISRLEPEDF
AVYYCQQYSAWPLTFGQGTKVEIK
(SEQ ID NO: 317)

GSLPYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARYWPMDSWGQ
GTLVTVSS

(SEQ ID NO: 78)

C01 Rd
4 6nM
Cl10

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSYYLAWYQQKPGQAPRLLIYDASSR

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYPMSWVRQAPGKGLEWVSAIGgSG

APGIPDRFSGSGSGTDFTLTISRLEPEDF
AVYYCQQYSTWPLTFGQGTKVEIK
(SEQ ID NO: 79)

GSLPYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARYWPMDSWGQ
GTLVTVSS (SEQ ID NO: 78)

C01 Rd
4 0.6nM
e

EIVLTQSPGTLSLSPGERATLSCRASQS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYPMSWVRQAPGKGLEWVSAIGgSG

VSSTYLAWYQQKPGQAPRLLIYDASS
RAPGIPDRFSGSGSGTDFTLTISRLEPE

GSLPYADSVKGRFTISRDNSKNTLYLQ
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DFAVYYCQQYSRWPLTFGQGTKVEIK | MNSLRAEDTAVYYCARYWPMDSWGQ
(SEQ ID NO: 81) GTLVTVSS (SEQ ID NO: 78)
C01 Rd | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
4 6nM VSPIYLAWYQQKPGQAPRLLIYDASSR | FSSYPMSWVRQAPGKGLEWVSAIGgSG
C20 APGIPDRFSGSGSGTDFTLTISRLEPEDF | GSLPYADSVKGRFTISRDNSKNTLYLQ
AVYYCQQYSAFPLTFGQGTKVEIK MNSLRAEDTAVYYCARY WPMDSWGQ
(SEQ ID NO: 82) GTLVTVSS (SEQ ID NO: 78)
C0l1 Rd | EIVLTQSPGTLSLSPGERATLSCWLSOQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
4 6nM_ | VSSTYLAWYQQKPGQAPRLLIYDASS | FSSYPMSWVRQAPGKGLEWVSAIGgSG
Cl12 RAPGIPDRFSGSGSGTDFTLTISRLEPE GWSYYADSVKGRFTISRDNSKNTLYLQ
(PCIC12 | DFAVYYCQQYSEWPLTFGQGTKVEIK | MNSLRAEDTAVYYCARYWPMDSWGQ
) (SEQ ID NO: 84) GTLVTVSS (SEQ ID NO: 83)

C01 Rd | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
4 0.6nM | VSSTYLAWYQQKPGQAPRLLIYDASS | FSSYPMSWVRQAPGKGLEWVSAIGgSG
C16 RAPGIPDRFSGSGSGTDFTLTISRLEPE | GSLPYADSVKGRFTISRDNSKNTLYLQ

DFAVYYCQQYSSWPLTFGQGTKVEIK | MNSLRAEDTAVYYCARYWPMDSWGQ
(SEQ ID NO: 85) GTLVTVSS (SEQ ID NO: 78)

C01 Rd | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT

4 0.6nM | VSSIFLAWYQQKPGQAPRLLIYDASSR | FSSYPMSWVRQAPGKGLEWVSAIGgSG

_Co9 APGIPDRFSGSGSGTDFTLTISRLEPEDF | GSLPYADSVKGRFTISRDNSKNTLYLQ
AVYYCQQYSAWPLTFGQGTKVEIK MNSLRAEDTAVYYCARYWPMDSWGQ
(SEQ ID NO: 86) GTLVTVSS (SEQ ID NO: 78)

C01 Rd | EIVLTQSPGTLSLSPGERATLSCACSQS | EVQLLESGGGLVQPGGSLRLSCAASGFT

4 6nM | VSSTYLAWYQQKPGQAPRLLIYDASS | FSSYPMSWVRQAPGKGLEWVSATVgSG

C09 RAPGIPDRFSGSGSGTDFTLTISRLEPE | GSIGYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQQYSAWPLTFGQGTKVEIK | MNSLRAEDTAVYYCARYWPMDSWGQ
(SEQ ID NO: 88) GTLVTVSS (SEQ ID NO: 87)

C0l1 Rd | EIVLTQSPGTLSLSPGERATLSCRASCD | EVQLLESGGGLVQPGGSLRLSCAASGFT
4 0.6nM | VSSTYLAWYQQKPGQAPRLLIYDASS | FSSYPMSWVRQAPGKGLEWVSAIGgSG
Co03 RAPGIPDRFSGSGSGTDFTLTISRLEPE | GSLPYADSVKGRFTISRDNSKNTLYLQ

DFAVYYCQQYMRSPLTFGQGTKVEIK | MNSLRAEDTAVYYCARYWPMDSWGQ
(SEQ ID NO: 89) GTLVTVSS (SEQ ID NO: 78)

C01 Rd | EIVLTQSPGTLSLSPGERATLSCRASEA | EVQLLESGGGLVQPGGSLRLSCAASGFT

4 0.6nM | VPSTYLAWYQQKPGQAPRLLIYDASS | FSSYPMSWVRQAPGKGLEWVSAIGgSG

- C06 RAPGIPDRFSGSGSGTDFTLTISRLEPE | GSLPYADSVKGTISRDNSKNTLYLQMN
DFAVYYCQQYSAFPLTFGQGTKVEIK | SLRAEDTAVYYCARYWPMDSWGQGTL
(SEQ ID NO: 90) VTVSS (SEQ ID NO: 78)

C01 Rd | EIVLTQSPGTLSLSPGERATLSCCSSQS | EVQLLESGGGLVQPGGSLRLSCAASGFT

4 6nM_ | VSSTYLAWYQQKPGQAPRLLIYDASS | FSSYPMSWVRQAPGKGLEWVSAIGeSG

Cco4 RAPGIPDRFSGSGSGTDFTLTISRLEPE GSLPYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQQYSAFPLTFGQGTKVEIK MNSLRAEDTAVYYCARYWPMDSWGQ
(SEQ ID NO: 91) GTLVTVSS (SEQ ID NO: 78)

COMBO | EIVLTQSPGTLSLSPGERATLSCRASVR | EVQLLESGGGLVQPGGSLRLSCAASGFT

"Rd4 0. | VSSTYLAWYQQKPGQAPRLLMYDASI | FSSYAMNWVRQAPGKGLEWVSAISdSG

35



CN 107980046 B -I'R HH :F; 31/135 L

LT

Ptk S5 U

6nM C2 | RATGIPDRFSGSGSGTDFTLTISRLEPE | GSRWYADSVKGRFTISRDNSKNTLYLQ
2 DFAVYYCQQYMKWPLTFGQGTKVEI | MNSLRAEDTAVYYCTRYWPMDIWGQG
(COM22 | K (SEQ ID NO: 93) TLVTVSS (SEQ ID NO: 92)

)
COMBO | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
Rd4 6n | VSAAYLAWYQQKPGQAPRLLMYDAS | FSSYPMSWVRQAPGKGLEWVSAIGgSG
M C21 | IRATGIPDRFSGSGSGTDFTLTISRLEPE | GSLPYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQQYMCWPLTFGQGTKVEI | MNSLRAEDTAVYYCARYWPMDSWGQ
K (SEQ ID NO: 94) GTLVTVSS (SEQ ID NO: 78)
COMBO | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
Rd4 6n | VSSSYWGWYQQKPGQAPRLLMYDAS | FSSYPMSWVRQAPGKGLEWVSAIGgSG
M C10 | IRATGIPDRFSGSGSGTDFTLTISRLEPE | GSIHYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQQYQCWPLTFGQGTKVEI | MNSLRAEDTAVYYCARYWPMDSWGQ
K (SEQ ID NO: 96) GTLVTVSS (SEQ ID NO: 95)
COMBO | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
Rd4 0. | VSSTYLAWYQQKPGQAPRLLMYDASI | FSSYPMSWVRQAPGKGLEWVSAHIgSG
6nM CO | RATGIPDRFSGSGSGTDFTLTISRLEPE | GSTYYADSVKGRFTISRDNSKNTLYLQ

4 DFAVYYCQQYQSWPLTFGQGTKVEI | MNSLRAEDTAVYYCARY WPMDSWGQ
K (SEQ ID NO: 98) GTLVTVSS (SEQ ID NO: 97)

COMBO | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
Rd4 6n | VSSpYLAWYQQKPGQAPRLLMYDASI | FSSYPMSWVRQAPGKGLEWVSAIGgSG
M C25 | RATGIPDRFSGSGSGTDFTLTISRLEPE | GSTYYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQQYQSWPLTFGQGTKVEI | MNSLRAEDTAVYYCARYWPMDPWGQ
K (SEQ ID NO: 100) GTLVTVSS (SEQ ID NO: 99)
COMBO | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
Rd4 0. | VSSSYLAWYQQKPGQAPRLLMYDASI | FSSYPMSWVRQAPGKGLEWVSAIGgSG
6nM C2 | RATGIPDRFSGSGSGTDFTLTISRLEPE | GSLPYADSVKGRFTISRDNSKNTLYLQ

[0121]

1 DFAVYYCQQYQSWPLTFGQGTKVEI | MNSLRAEDTAVYYCARY WPMDSWGQ
K (SEQ ID NO: 38) GTLVTVSS (SEQ ID NO: 78)

COMBO | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
Rd4 6n | VSPIYLAWYQQKPGQAPRLLMYDASI | FSSYPMSWVRQAPGKGLEWVSAIGGSG

M CI1 RATGIPDRFSGSGSGTDFTLTISRLEPE | GSLGYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQQYKAWPLTFGQGTKVEI | MNSLRAEDTAVYYCARYWPMDSWGQ
K (SEQ ID NO: 102) GTLVTVSS (SEQ ID NO: 101)

COMBO | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
"Rd4 0. | VSYLYLAWYQQKPGQAPRLLMYDASI | FSSYPMSWVRQAPGKGLEWVSAIGGSG
6nM C2 | RATGIPDRFSGSGSGTDFTLTISRLEPE | GSLPYADSVKGRFTISRDNSKNTLYLQ

0 DFAVYYCQOQYMEWPLTFGQGTKVEI | MNSLRAEDTAVYYCARYWPMDSWGQ
K (SEQ ID NO: 103) GTLVTVSS (SEQ ID NO: 78)

COMBO | EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT

Rd4 6n | VSAQYLAWYQQKPGQAPRLLMYDAS | FSSYPMSWVRQAPGKGLEWVSAIFASG
M C09 | IRATGIPDRFSGSGSGTDFTLTISRLEPE | GSTYYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQOYQAWPLTFGQGTKVELI | MNSLRAEDTAVYYCARYWPMDSWGQ
K (SEQ ID NO: 105) GTLVTVSS (SEQ ID NO: 104)
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COMBO
"Rd4 6n
M CO8

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSSYLAWYQQKPGQAPRLLMYDASI

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYPMSWVRQAPGKGLEWVSAIGGSG

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYQKWPLTFGQGTKVEI
K (SEQ ID NO: 107)

TWTYYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARYWPMDSWGQ
GTLVTVSS (SEQ ID NO: 106)

COMBO
“Rd4 0.
6nM Cl

EIVLTQSPGTLSLSPGERATLSCRASQS
VSAVYLAWYQQKPGQAPRLLMYDAS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYPMSWVRQAPGKGLEWVSAIGGSG

IRATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYRAWPLTFGQGTKVEI
K (SEQ ID NO: 108)

GSLPYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARYWPMDSWGQ
GTLVTVSS (SEQ ID NO: 78)

COMBO
Rd4 0.
6nM_CO0

EIVLTQSPGTLSLSPGERATLSCRASIA
VSSTYLAWYQQKPGQAPRLLMY DASI

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYPMSWVRQAPGKGLEWVSAIGGSG

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYMVWPLTFGQGTKVEI
K (SEQ ID NO: 109)

GSLPYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARYWPMDSWGQ
GTLVTVSS (SEQ ID NO: 78)

COMBO
Rd4 0.
6nM_C2

EIVLTQSPGTLSLSPGERATLSCRPRQS
VSSSYLAWYQQKPGQAPRLLMYDASI

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYPMSWVRQAPGKGLEWVSALFEGS

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYQDWPLTFGQGTKVEI
K (SEQ ID NO: 111)

GGSTYYADSVKGRFTISRDNSKNTLYL
QMNSLRAEDTAVYYCARYWPMDSWG
QGTLVTVSS (SEQ ID NO: 110)

COMBO
“Rd4 0.
6nM_C2

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSSYLAWYQQKPGQAPRLLMYDASI

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYPMSWVRQAPGKGLEWVSAIGGSG

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYQSWPLTFGQGTKVEI
K (SEQ ID NO: 38)

GSLPYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARYWPMDIWGQ
GTLVTVSS (SEQ ID NO: 112)

COMBO
"Rd4 0.
6nM_CO

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSTYLAWYQQKPGQAPRLLMYDASI

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYPMSWVRQAPGKGLEWVSAIGGSG

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYQEWPLTFGQGTKVEI
K (SEQ ID NO: 113)

GSLPYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARYWPMDIWGQ
GTLVTVSS (SEQ ID NO: 112)

COMBO
Rd4 6n
M CI2

EIVLTQSPGTLSLSPGERATLSCRASQS
VSASYLAWYQQKPGQAPRLLMYDASI

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYPMSWVRQAPGKGLEWVSAALGS

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYMSWPLTFGQGTKVEI
K (SEQ ID NO: 115)

GGSTYYADSVKGRFTISRDNSKNTLYL
QMNSLRAEDTAVYYCARYWPMDSWG
QGTLVTVSS (SEQ ID NO: 114)

COMBO
Rd4 0.
6nM_C3

EIVLTQSPGTLSLSPGERATLSCRASQS
VSYMYLAWYQQKPGQAPRLLIYDASI

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYPMSWVRQAPGKGLEWVSAIGGSG

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYKSWPLTFGQGTKVEI
K (SEQ ID NO: 116)

GSTYYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARYWPMDSWGQ
GTLVTVSS (SEQ ID NO: 76)

COMBO
Rd4 0.
6nM_Cl

EIVLTQSPGTLSLSPGERATLSCRASQS
VSALYLAWYQQKPGQAPRLLMYDASI

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYPMSWVRQAPGKGLEWVSAIGGSG

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYYGWPLTFGQGTKVEI

GSLPYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARYWPMDIWGQ
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K (SEQ ID NO: 117)

GTLVTVSS (SEQ ID NO: 112)

COMBO
"Rd4 6n
M C07

EIVLTQSPGTLSLSPGERATLSCRASQP
ISSSYLAWYQQKPGQAPRLLMYDASI

RATGIPDRFSGSGSGTDFTLTISRLEPE

DFAVYYCQQYQGWPLTFGQGTKVEI
K (SEQ ID NO: 119)

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYPMSWVRQAPGKGLEWVSAIGGSG
GSLPYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARYWPMADWGQ
GTLVTVSS (SEQ ID NO: 118)

COMBO
Rd4 6n
M C02

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSSYLAWYQQKPGQAPRLLMYDASI

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYAMNWVRQAPGKGLEWVSAISDSG

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYEFWPLTFGQGTKVEIK
(SEQ ID NO: 121)

GFVYYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARYWPMDSWGQ
GTLVTVSS (SEQ ID NO: 120)

COMBO
"Rd4 0.
6nM_CO

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSTYLAWYQQKPGQAPRLLMYDASI

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYAMNWVRQAPGKGLEWVSAIGGS

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYMSWPLTFGQGTKVEI
K (SEQ ID NO: 123)

GGSTYYADSVKGRFTISRDNSKNTLYL
QMNSLRAEDTAVYYCARYWPMSLWG
QGTLVTVSS (SEQ ID NO: 122)

COMBO
Rd4 0.
6nM _Cl1

EIVLTQSPGTLSLSPGERATLSCRASQG
ISSTYLAWYQQKPGQAPRLLMYDASI

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYPMSWVRQAPGKGLEWVSAIGGSG

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYAYWPLTFGQGTKVEI
K (SEQ ID NO: 124)

GSLPYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARYWPMDIWGQ
GTLVTVSS (SEQ ID NO: 112)

COMBO
Rd4 6n
M C22

EIVLTQSPGTLSLSPGERATLSCRASQS
VSSSYLAWYQQKPGQAPRLLMYDASI

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYAMNWVRQAPGKGLEWVSACLDS

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQOQYQGWPLTFGQGTKVEI
K (SEQ ID NO: 126)

GGSTYYADSVKGRFTISRDNSKNTLYL
QMNSLRAEDTAVYYCARYWPMDSWG
QGTLVTVSS (SEQ ID NO: 125)

COMBO
“Rd4 0.
6nM Cl1

EIVLTQSPGTLSLSPGERATLSCRASQS
VSVRYLAWYQQKPGQAPRLLMYDAS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FSSYPMSWVRQAPGKGLEWVSAALGS

IRATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQQYGSWPITFGQGTKVEIK
(SEQ ID NO: 128)

GGSTYYADSVKGRFTISRDNSKNTLYL
QMNSLRAEDTAVYYCARYWPMSLWG
QGTLVTVSS (SEQ ID NO: 127)

P6DY

EIVLTQSPGTLSLSPGERATLSCRASOQS
VSSSYPSWYQQKPGQAPRLLIY GASSR

EVQLLESGGGLVQPGGSLRLSCAASGFT
FGSYAMTWVRQAPGKGLEWVSAIDYS

ATGIPDRFSGSGSGTDFTLTISRLEPEDF
AVYYCQHYPYPPSFTFGQGTKVEIK
(SEQ ID NO: 18)

GGNTFYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARVSPIASGMDY
WGQGTLVTVSS (SEQ ID NO: 25)

P6AP

EIVLTQSPGTLSLSPGERATLSCRASQL
GSFYLAWYQQKPGQAPRLLIYGASSR

EVQLLESGGGLVQPGGSLRLSCAASGFT
FGSYAMTWVRQAPGKGLEWVSAISGS

ATGIPDRFSGSGSGTDFTLTISRLEPEDF
AVYYCQHYNYPPSFTFGQGTKVEIK
(SEQ ID NO: 80)

GGNTFYADSVKGRFTISRDNSKNTLYLQ
MNSLRAEDTAVYYCARVSPIAAPMDY
WGQGTLVTVSS (SEQ ID NO: 8)

AT
5

EIVLTQSPGTLSLSPGERATLSC
KXo XX X5 XXX XoX 10X 1 X 2 WYQQK
PGQAPRLLMY X 3ASX 4JRAXsGIPDRFS

EVQLLESGGGLVQPGGSLRLSCAASGFT
FX,SYX;MX;WVRQAPGKGLEWVSAX X
X6 X7GXsXoX 10X 11 YADX 52X ;3 KGRFTISR
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GSGSGTDFTLTISRLEPEDFAVYYCX,s | DNSKNTLYLQMNSLRAEDTAVYYCAR
X17YX 15X oPPSFTFGQGTKVEIK, | VSPIX4XsX;sMDYWGQGTLVTVSS, i
X, & R, G. W, A, B C; Xy & X, R GEHS X & AKP; Xy 2
AP, G. L, C, 8 S; X5 & S.G. |T. N, 88 X421 V, T, H, L.
B R; Xy £ Q. C.E. V.8 L Xs |A. B C X5 £ 8S.D.G. T, I. L.
2 S P.G. AR, B D; X¢ 2 V. |F. M, 88 V; X¢ & G. Y. L. H. D,
G. I. 80 L; Xy & S. E. D. P, B{ A. S, B M; X; 2 S, Q. T. AL F.
G; Xg & S. P. F. A. M, E. V. BOW; Xg /& G B T: Xo & N. S,
N.D. B Y; Xo 2. T V. E+ Sv |[P. Y. W, B F; X;0 & S. T. I. L.
A. M. Q. Y. H. R, Bl F; X;o 2 Y |T. A. R. V., K. G, 8 C; X;, £ F.
W F; X £ L. W, 5 P; X, 52 Y. P. W, H. 3 G; X;; & V. R, 5
Ay Sy B GiXp3 A2 GEUD: Xig /2 S|Li X3 20G6HT: Xuit A BLY: Xis
L Xis &2 T 3Py Xe 2 QB Ks | & ABS: PR X6 Gy Q. L. Py
X7 H B Y; Xig & G N, 5 P; % E(SEQIDNO:313); ik
PLE Xo /& S« W, B Y(SEQIDNO: | EVQLLESGGGLVQPGGSLRLSCAASGFT
315); 8K FX,SYX,MX;WVRQAPGKGLEWVSAX,X
EIVLTQSPGTLSLSPGERATLSC sXeX7GXXoX 10X 11 YADX 12X 3 KGRFTISR
XXX X X5 X6 XX XoX 10X 11 X12WYQQK | DNSKNTLYLQMNSLRAEDTAVYYCAR
PGQAPRLLMYX3;ASX 4RAX,sGIPDRFS | YWPMX,sX;sWGQGTLVTVSS, Hr X,
GSGSGTDFTLTISRLEPEDFAVYYCQQ | /& G 8k S; X, /& A 8( P; X5 & T.
YX,6X17X1sPXoFGQGTKVEIK, i X, | N, B S; Xy #& I. V. T. H. L. A,
& Ry Gy W, A, B0 Cy X, /2 A, w C; Xs £ S, D, G, T. I, L, F,
P. G. L. C. 3¢ S; X5 /& S. G. 8 |[M. 20 V; X¢ /& G. Y. L. H. D. A.
R: Xg 4 Q. C. E. V. B I X5 & S. B M; X7 /& S. Q. T. A, F. B
S. L. P. G. A.R. B D; X; 2 W; Xg 72 G 80 T: Xo /& N. S, P,
V. G, B I; X; & S, E. D, 8 P; Y-.W. ®F Xo&2S.T. L L. T,
Xg A& S+ P. F. AL M. E. V. N, A, R, V., K. G, 20 C: Xy, 42 F. Y.
D. 8 Y: Xo /&2 I. T. V. E. S. A. |P. W. H. 8 G: X;» £ V. R. B L;
M. Q. Y. H. 8¢ R: Xjp /2 Y 5 X3 & G B T: Xis#& Dy Sy T. BE
F; X; & L. W, B P; X, £ A, A; DB X5 4 I, S. L. P, 5% D(SEQ
S, B Gy Xi3 /& G D; Xie &£ S ID NO: 314)

L Xps £ T e P X6 72 G, Q.
E. L. F. A. S, M. R, K, B Y;
X7 & S R. T. G- R. V. D. A,
H. E. K. C. F. 2 Y; X;3s & W.
S. B F; BLK X & L B¢ I(SEQID
NO: 316)

P4G4 EIVLTQSPGTLSLSPGERATLSCRASQS | EVQLLESGGGLVQPGGSLRLSCAASGFT
VSSSYLAWYQQKPGQAPRLLIYGASS | FSSYAMSWVRQAPGKGLEWVSAISASG
RAYGIPDRFSGSGSGTDFTLTISRLEPE | GSTYYADSVKGRFTISRDNSKNTLYLQ
DFAVYYCQHYGSPPLFTFGQGTKVEI | MNSLRAEDTAVYYCARLSWSGAFDNW
K (SEQ ID NO: 401) GQGTLVTVSS (SEQ ID NO: 378)

PIA1l | EIVLTQSPGTLSLSPGERATLSCRASQN | EVQLLESGGGLVQPGGSLRLSCAASGFT

VSSSYLAWYQQKPGQAPRLLIYGASY

FRSYAMSWVRQAPGKGLEWVSAISGSG
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LT

Pik ik

RATGIPDRFSGSGSGTDFTLTISRLEPE
DFAVYYCQHYGSPPSFTFGQGTKVEI
K (SEQ ID NO: 379)

GSTFYADSVKGRFTISRDNSKNTLYLQM
NSLRAEDTAVYYCATVGTSGAFGIWG
QGTLVTVSS (SEQ ID NO: 380)

AR AL T & X BCMA [ CARZH g 40 BiC 4

ok A gk

B A=A

3R CDREL 73 (4% Chothia

Kabat CDRANCDRIZfk[X) o CDRIX [l % 56 4= 7 AR I 1) 52 ARG [l P o B >4 A, 7F — LE 50 it
J7 %9, CDRAJ LA &Kabat fChothiaCDRI A & (HHR K “HACR” 8L “Y 2 CDR”) o 7E— L& 5Tl
75 %, CDRfEKabat CDR. £E & St /7 2+, CDR/&Chothia CDR.#ef)i& i, fEAG LT —
ANCDRIF) SEJit 77 28, CDRAT LA /&Kabat .Chothia 20 & CORER H A & AR — Fh . 2324t 1
R SCHRAL A CDR 41 ) 52451

[0127]

[0128]

%2
=HE
BTG CDRHI CDRH2 CDRH3
P6E0I SYAMT (SEQ ID NO: 129) | AISGSGGNTFYADS | VSPIASGMDY
XF T DA R R M B A (Kabat); VKG (SEQ ID NO: | (SEQ ID NO:
P6E01/P6E0] GFTFGSY (SEQ ID NO: | 132) (Chothia) 134)
L1.LGF/L3.KW/P6EO1 130) (Chothia); SGSGGN (SEQ ID
L1.LGF/L3.NY/P6EO1 GFTFGSYAMT (SEQ ID | NO:133) (Kabat)
L1.GDF/L3.NY/P6EO1 NO: 131) (/i)
L3.KW/P6EOI
L3.PY/P6EOI
L3.NY/P6EO1
L3.PY/L1.PS/P6EOI
L3.PY/L1.AH/P6EOI
L3.PY/L1.FF/P6EO1
L3.PY/L1.PH/P6EOI
L3.PY/L3.KY/P6EOI :
L3.PY/L3.KF/P6EOL ;  H
L3.PY/P6EOI.
H3.AQ SYAMT (SEQ ID NO: 129) | AISGSGGNTFYADS | VSPIAAQMDY
Sof T LA R B e A (Kabat); VKG (SEQ ID NO: | (SEQ ID NO:
P6E01/H3.AQ: GFTFGSY (SEQ ID NO: | 132) (Chothia) 135)
L1.LGF/L3.KW/H3.AQ; 130) (Chothia); SGSGGN (SEQ ID
L1.LGF/L3.PY/H3.AQ GFTFGSYAMT (SEQ ID | NO:133) (Kabat)

NO: 131) (&)
H3.AL SYAMT (SEQ ID NO: 129) | AISGSGGNTFYADS | VSPIAALMDY
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KT LA B B A (Kabat); VKG (SEQ ID NO: | (SEQ ID NO:
L1.LGF/L3.KW/H3.AL: GFTFGSY (SEQ ID NO: | 132) (Chothia) 136)
L1.LGF/L3.NY/H3.AL; il | 130) (Chothia); SGSGGN (SEQ ID
L1.GDF/L3.NY/H3.AL. GFTFGSYAMT (SEQ ID | NO:133) (Kabat)

NO: 131) (§7F#)
H3.AP SYAMT (SEQ ID NO: 129) | AISGSGGNTFYADS | VSPIAAPMDY
b8 o Y R N T TR (Kabat); VKG (SEQ ID NO: | (SEQ ID NO:
L1.LGF/L3.KW/H3.AP; GFTFGSY (SEQ ID NO: | 132) (Chothia) 137)
L1.LGF/L3.PY/H3.AP: 130) (Chothia): SGSGGN (SEQ ID
L1.LGF/L3NY/H3.AP: GFTFGSYAMT (SEQ ID | NO:133) (Kabat)
L1.GDF/L3.KW/H3.AP; NO: 131) (F &)
L1.GDF/L3NY/H3.AP:
P6AP.
H2.QR SYAMT (SEQ ID NO: 129) | AISGSGGNTFYADQ | VSPIASGMDY
ST BA N B B (Kabat); RKG (SEQ ID NO: | (SEQ ID NO:
L3.PY/H2.QR GFTFGSY (SEQ ID NO: | 138) (Chothia) 134)

[0129] L3.PY/L1.PS/H2.QR 130) (Chothia); SGSGGN (SEQ ID

L3.PY/L1.AH/H2.QR GFTFGSYAMT (SEQ ID | NO:133) (KABAT)

L3.PY/L1.FF/H2.QR ;| NO:131) (7))

L3.PY/LI.PH/H2.QR ; Al

L3.PY/L3.KY/H2.QR.

H2.DY SYAMT (SEQ ID NO: 129) | AIDYSGGNTFYADS | VSPIASGMDY
N BA R B e (Kabat); VKG (SEQ ID NO: | (SEQ ID NO:
L3.PY/H2.DY; P6DY; GFTFGSY (SEQ ID NO: | 139) (Chothia) 134)
L3.PY/L1.PS/H2.DY: 130) (Chothia); DYSSGN (SEQ ID
L3.PY/LI.AH/H2.DY: GFTFGSYAMT (SEQ ID | NO:140) (KABAT)
L3.PY/L1.FF/H2.DY; NO: 131) (F &)

L3.PY/L3.KY/H2.DY;: I

L3.PY/L3.KF/H2.DY.

H2.YQ SYAMT (SEQ ID NO: 129) | AISYQGGNTFYADS | VSPIASGMDY
KT LA R B RE U (Kabat); VKG (SEQ ID NO: | (SEQ ID NO:
L3.PY/H2.YQ: GFTFGSY (SEQ ID NO: | 141) (Chothia) 134)
L3.PY/L1.PS/H2.YQ: 130) (Chothia); SYQGGN (SEQ ID
L3.PY/LI.AH/H2.YQ: GFTFGSYAMT (SEQ ID | NO:142) (KABAT)
L3.PY/L1.FF/H2.YQ; NO: 131) (§7F#)

L3.PY/L3.KY/H2.YQ; !

L3.PY/L3.KF/H2.YQ.
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H2.LT SYAMT (SEQ ID NO: 129) | AISLTGGNTFYADS | VSPIASGMDY
T DL R B BE A (Kabat); VKG (SEQ ID NO: | (SEQ ID NO:
L3.PY/H2LT GFTFGSY (SEQ ID NO: | 143) (Chothia) 134)
L3.PY/L1.PS/H2.LT 130) (Chothia); SLTGGN (SEQ ID
L3.PY/LI.AH/H2.LT GFTFGSYAMT (SEQ ID | NO:144) (KABAT)
L3.PY/LI.FF/H2.LT NO: 131) (&)
L3.PY/L3.KY/H2LT ; A
L3.PY/L3.KF/H2.LT.
H2.HA SYAMT (SEQ ID NO: 129) | AISHAGGNTFYADS | VSPIASGMDY
AT PA R FOR BB (Kabat); VKG (SEQ ID NO: | (SEQ ID NO:
L3.PY/H2.HA; GFTFGSY (SEQ ID NO: | 145) (Chothia) 134)
L3.PY/L1.AH/H2.HA: 130) (Chothia); SHAGGN (SEQ ID
L3.PY/L1.FE/H2.HA: GFTFGSYAMT (SEQ ID | NO:146) (KABAT)
L3.PY/LI.PH/H2.HA; NO: 131) (/)
L3.PY/L3.KY/H2.HA.
H2.QL SYAMT (SEQ ID NO: 129) | AISGSGGNTFYADQ | VSPIASGMDY
XF T RA T s R A (Kabat); LKG (SEQ ID NO: | (SEQ ID NO:
L3.PY/H2.QL GFTFGSY (SEQ ID NO: | 147) (Chothia) 134)
L3.PY/L1.PS/H2.QL 130) (Chothia); SGSGGN (SEQ ID
L3.PY/L1.AH/H2.QL GFTFGSYAMT (SEQ ID | NO:133) (KABAT)

[0130] L3.PY/L1.FF/H2.QL ;| NO: 131) (%)
L3.PY/L3.KY/H2.QL ; Hl
L3.PY/L3.KF/H2.QL.
H3.YA SYAMT (SEQ ID NO: 129) | AISGSGGNTFYADS | VSPIYAGMDY
0 N T (Kabat); VKG (SEQ ID NO: | (SEQ ID NO:
L3.PY/H3.YA GFTFGSY (SEQ ID NO: | 132) (Chothia) 148)
L3.PY/L1.PS/H3.YA 130) (Chothia); SGSGGN (SEQ ID
L3.PY/LI.AH/H3.YA GFTFGSYAMT (SEQ ID | NO:133) (Kabat)
L3.PY/LI.FF/H3.YA ;| NO:131) (1)
L3.PY/L3.KY/H3.YA:; H
L3.PY/L3.KF/H3.YA.
H3.AE SYAMT (SEQ ID NO: 129) | AISGSGGNTFYADS | VSPIAAEMDY
X T BA R B o B b A (Kabat); VKG (SEQ ID NO: | (SEQ ID NO:
L3.PY/H3.AE GFTFGSY (SEQ ID NO: | 132) (Chothia) 149)
L3.PY/L1.AH/H3.AE 130) (Chothia); SGSGGN (SEQ ID
L3.PY/L1.FF/H3.AE : | GFTEGSYAMT (SEQ ID | NO:133) (Kabat)
L3.PY/LI.PH/H3.AE ; Al | NO: 131) (%)
L3.PY/L3.KF/H3.AE.
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H3.TAQ SYAMT (SEQ ID NO: 129) | AISGSGGNTFYADS | VSPIAAQMDY
K- LA B B A (Kabat); VKG (SEQ ID NO: | (SEQ ID NO:
L3.PY/H3.TAQ; GFTFGSY (SEQ ID NO: | 132) (Chothia) 135)
L3.PY/L1.PS/H3.TAQ 130) (Chothia); SGSGGN (SEQ ID
L3.PY/L1.AH/H3.TAQ GFTFGSYAMT (SEQ ID | NO:133) (Kabat)

L3.PY/L1.FF/H3.TAQ ;| NO: 131) (@)
L3.PY/LI.PH/H3.TAQ; A
L3.PY/L3.KF/H3.TAQ.
P5A2 VHVL I SYAMN (SEQ ID NO: | AISDSGGSTYYADS | YWPMDI (SEQ
A02 Rd4 6nM CO03 150) (Kabat); VKG ID NO: 155)
GFTFSSY (SEQ ID NO: | (SEQ ID NO: 153)
151) (Chothia); (Chothia)
GFTFSSYAMN (SEQ ID | SDSGGS (SEQ ID
NO: 152) (/&) NO: 154) (Kabat)
COMBO Rd4 0.6nM C17; | SYPMS (SEQ ID NO: 156) | AIGGSGGSLPYADS | YWPMDI (SEQ
COMBO Rd4 0.6nM Cl4; | (Kabat); VKG ID NO: 155)
COMBO Rd4 0.6nM C29; | GFTFSSY (SEQ ID NO: | (SEQ ID NO: 158)
gl 151) (Chothia); (Chothia)
COMBO Rd4 0.6nM C09 GFTFSSYPMS (SEQ ID | GGSGGS (SEQ ID
NO: 157) (1" /&) NO: 159 ) (Kabat)
CO1 Rd4 6nM C04 SYPMS (SEQ ID NO: 156) | AIGGSGGSLPYADS | YWPMDS (SEQ

[0131] CO1 Rd4 0.6nM C03 (Kabat); VKG ID NO: 161)
CO01 Rd4 0.6nM CO06 GFTFSSY (SEQ ID NO: | (SEQ ID NO: 158)
COMBO Rd4 0.6nM C02; | 151) (Chothia): (Chothia)

COMBO Rd4 6nM C21 GFTFSSYPMS (SEQ ID | GGSGGS (SEQ ID

CO01 Rd4 6nM C26 NO: 157) (¥ %) NO: 159 ) (Kabat)

COMBO Rd4 0.6nM C19 ;

CO01 Rd4 6nM C24

CO01 Rd4 6nM C20

CO01 Rd4 0.6nM C09

COMBO Rd4 0.6nM C21 ;

CO1 Rd4 0.6nM C04 C27;

CO01 Rd4 0.6nM C16

CO01 Rd4 6nM C10

COMBO Rd4 0.6nM C20

PSC1 VHVL  (PCl) Al | SYPMS (SEQ ID NO: 156) | AIGGSGGSTYYADS | YWPMDS (SEQ

COMBO Rd4 0.6nM C30 (Kabat); VKG ID NO: 161)
GFTFSSY (SEQ ID NO: | (SEQ ID NO: 162)
151) (Chothia); (Chothia)

GFTFSSYPMS (SEQ ID
NO: 157) (" }#)

GGSGGS (SEQ ID
NO: 159 ) (Kabat)

A02 Rd4 0.6nM_C06

SYAMN (SEQ
150) (Kabat);

ID NO:

AISDSGGSAWYAD
SVKG

YWPMSL (SEQ
ID NO: 164)
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GFTFSSY (SEQ ID NO:
151) (Chothia);
GFTFSSYAMN (SEQ ID
NO: 152) (¥7}#)

(SEQ ID NO:
(Chothia)
SDSGGS (SEQ ID
NO: 154) (Kabat)

163)

A02 Rd4 0.6nM C09

SYAMN (SEQ ID NO:
150) (Kabat);

GFTFSSY (SEQ ID NO:
151) (Chothia);
GFTFSSYAMN (SEQ ID
NO: 152) (¥ /%)

AISDSGGSAWYAD
SVKG

(SEQ ID NO:
(Chothia)
SDSGGS (SEQ ID
NO: 154) (Kabat)

163)

YWPMSL (SEQ
ID NO: 164)

A02 Rd4 0.6nM C16;
A02 Rd4 6nM C16 (PSA16)

SYAMN (SEQ ID NO:
150) (Kabat);

GFTFSSY (SEQ ID NO:
151) (Chothia);
GFTFSSYAMN (SEQ ID
NO: 152) (&)

AISDFGGSTYYADS
VKG

(SEQ ID NO: 165)
(Chothia)

SDFGGS (SEQ ID
NO: 166) (Kabat)

YWPMDI (SEQ
ID NO: 155)

A02 Rd4 6nM_COI

SYAMN (SEQ ID NO:
150) (Kabat):

GFTFSSY (SEQ ID NO:
151) (Chothia);
GFTFSSYAMN (SEQ ID
NO: 152) (i)

AITASGGSTYYADS
VKG

(SEQ ID NO:
(Chothia)
TASGGS (SEQ ID
NO: 168) (Kabat)

167)

YWPMSL (SEQ
ID NO: 164)

A02 Rd4 6nM C26

SYAMN (SEQ ID NO:
150) (Kabat);

GFTFSSY (SEQ ID NO:
151) (Chothia);
GFTFSSYAMN (SEQ ID
NO: 152) (&%)

AISDSGGSTYYADS
VKG

(SEQ ID NO:
(Chothia)
SDSGGS (SEQ ID
NO: 154) (Kabat)

153)

YWPMSL (SEQ
ID NO: 164)

A02 Rd4 6nM C25

SYAMN (SEQ ID NO:
150) (Kabat);

GFTFSSY (SEQ ID NO:
151) (Chothia);
GFTFSSYAMN (SEQ ID
NO: 152) (" }#)

AISDSGGSRWYADS
VKG

(SEQ ID NO:
(Chothia)
SDSGGS (SEQ ID
NO: 154) (Kabat)

169)

YWPMTP (SEQ
ID NO: 170)

A02 Rd4 6nM (22

SYAMN (SEQ ID NO:
150) (Kabat);

GFTFSSY (SEQ ID NO:
151) (Chothia);
GFTFSSYAMN (SEQ ID
NO: 152) (&%)

AVLDSGGSTYYAD
SVKG

(SEQ ID NO: 171)
(Chothia)

LDSGGS (SEQ ID
NO: 172) (Kabat)

YWPMTP (SEQ
ID NO: 170)

A02 Rd4 6nM CI19

SYAMN (SEQ ID NO:
150) (Kabat);

GFTFSSY (SEQ ID NO:
151) (Chothia);
GFTFSSYAMN (SEQ ID
NO: 152) (" }i£)

AISDSGGSRWYADS
VKG

(SEQ ID NO:
(Chothia)
SDSGGS (SEQ ID
NO: 154) (Kabat)

169)

YWPMSD (SEQ
ID NO: 173)
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A02 Rd4 0.6nM _CO03

SYAMN (SEQ ID NO:
150) (Kabat):

GFTFSSY (SEQ ID NO:
151) (Chothia);
GFTFSSYAMN (SEQ ID
NO: 152) (&%)

AISDSGGSKWYAD
SVKG (SEQ ID NO:
174) (Chothia)
SDSGGS (SEQ ID
NO: 154) (Kabat)

YWPMSL (SEQ
ID NO: 164)

A02 Rd4 6nM_C07

SYAMN (SEQ ID NO:
150) (Kabat);

GFTFSSY (SEQ ID NO:
151) (Chothia);
GFTFSSYAMN (SEQ ID
NO: 152) (#"}%)

AIGGSGGSLPYADS
VKG(SEQ ID NO:
158) (Chothia)
GGSGGS (SEQ ID
NO: 159 ) (Kabat)

YWPMDS (SEQ
ID NO: 161)

A02 Rd4 6nM C23

SYAMN (SEQ ID NO:
150) (Kabat);

GFTFSSY (SEQ ID NO:
151) (Chothia);
GFTFSSYAMN (SEQ ID
NO: 152) (&)

AISDSGGSGWYAD
SVKG (SEQ ID NO:
175) (Chothia)
SDSGGS (SEQ ID
NO: 154) (Kabat)

YWPMSL (SEQ
ID NO: 164)

A02 Rd4 0.6nM CI8

SYAMN (SEQ ID NO:
150) (Kabat);

GFTFSSY (SEQ ID NO:
151) (Chothia);
GFTFSSYAMN (SEQ ID
NO: 152) (&%)

AVLDSGGSTYYAD
SVKG

(SEQ ID NO: 171)
(Chothia)

LDSGGS (SEQ ID
NO: 172) (Kabat)

YWPMSL (SEQ
ID NO: 164)

A02 Rd4 6nM C10

SYAMN (SEQ ID NO:
150) (Kabat);

GFTFSSY (SEQ ID NO:
151) (Chothia);
GFTFSSYAMN (SEQ ID
NO: 152) (&)

AISDSGGSCWYADS
VKG (SEQ ID NO:
176) (Chothia)
SDSGGS (SEQ ID
NO: 154) (Kabat)

YWPMTP (SEQ
ID NO: 170)

A02 Rd4 6nM C05

SYAMN (SEQ ID NO:
150) (Kabat);

GFTFSSY (SEQ ID NO:
151) (Chothia);
GFTFSSYAMN (SEQ ID
NO: 152) (" /i)

AIFASGGSTYYADS
VKG

(SEQ ID NO: 177)
(Chothia)

FASGGS (SEQ ID
NO: 178) (Kabat)

YWPMTP (SEQ
ID NO: 170)

A02 Rd4 0.6nM _C10

SYAMN (SEQ ID NO:
150) (Kabat);

GFTFSSY (SEQ ID NO:
151) (Chothia):
GFTFSSYAMN (SEQ ID
NO: 152) (/&)

AISGWGGSLPYADS
VKG

(SEQ ID NO: 304)
(Chothia)

SGWGGS (SEQ ID
NO: 179) (Kabat)

YWPMDS (SEQ
ID NO: 161)

A02 Rd4 6nM C04

SYAMN (SEQ ID NO:
150) (Kabat);

GFTFSSY (SEQ ID NO:
151) (Chothia);

AIMSSGGPLYYADS
VKG

(SEQ ID NO: 180)
(Chothia)

YWPMAL (SEQ
ID NO: 182)
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GFTFSSYAMN (SEQ ID
NO: 152) (#"/&)

MSSGGP (SEQ ID
NO: 181) (Kabat)

A02 Rd4 0.6nM_C26

SYAMN (SEQ ID NO:
150) (Kabat);
GFTFSSY (SEQ ID NO:
151) (Chothia):
GFTFSSYAMN (SEQ ID

AILMSGGSTYYADS
VKG

(SEQ ID NO: 183)
(Chothia)

LMSGGS (SEQ ID

YWPMSL (SEQ
ID NO: 164)

NO: 152) (#}i#) NO: 184) (Kabat)
A02 Rd4 0.6nM C13 SYAMN (SEQ ID NO: | AISDSGGYRYYADS | YWPMSL (SEQ
150) (Kabat); VKG ID NO: 164)
GFTFSSY (SEQ ID NO: | (SEQ ID NO: 183)
151) (Chothia); (Chothia)
GFTFSSYAMN (SEQ ID | SDSGGY (SEQ ID
NO: 152) (FJ&) NO: 186) (Kabat)
A02 Rd4 0.6nM CO1 SYAMN (SEQ ID NO: | AILSSGGSTYYADS | YWPMDI (SEQ
(PSACI) 150) (Kabat); VKG ID NO: 155)
GFTFSSY (SEQ ID NO: | (SEQ ID NO: 187)
151) (Chothia); (Chothia)

GFTFSSYAMN (SEQ ID

LSSGGS (SEQ ID

NO: 152) (7J#) NO: 188) (Kabat)

A02 Rd4 6nM CO8 SYAMN (SEQ ID NO: | AILDSGGSTYYADS | YWPMSP (SEQ
150) (Kabat); VKG (SEQ ID NO: | ID NO: 189)
GFTFSSY (SEQ ID NO: | 160) (Chothia)
151) (Chothia); LDSGGS (SEQ ID
GFTFSSYAMN (SEQ ID | NO: 172) (Kabat)
NO: 152) (7J#)

C01 Rd4 6nM Cl12
(PCIC12)

SYPMS (SEQ ID NO: 156)
(Kabat);

GFTFSSY (SEQ ID NO:
151) (Chothia);
GFTFSSYPMS (SEQ ID
NO: 157) (§7F#)

AIGGSGGWSYYAD
SVKG

(SEQ ID NO: 190)
(Chothia)

GGSGGW (SEQ ID
NO: 191) (Kabat)

YWPMDS (SEQ
ID NO: 161)

C01 _Rd4 6nM _C09 SYPMS (SEQ ID NO: 156) | ATVGSGGSIGYADS | YWPMDS (SEQ
(Kabat): VKG ID NO: 161)
GFTFSSY (SEQ ID NO:| (SEQ ID NO: 192)
151) (Chothia); (Chothia)
GFTFSSYPMS (SEQ ID | VGSGGS (SEQ ID
NO: 157) (/%) NO: 193) (Kabat)
COMBO Rd4 0.6nM C22 SYAMN (SEQ ID NO: | AISDSGGSRWYADS | YWPMDI (SEQ
(COM22) 150) (Kabat); VKG ID NO: 155)
GFTFSSY (SEQ ID NO: | (SEQ ID NO: 169)
151) (Chothia); (Chothia)

GFTFSSYAMN (SEQ ID
NO: 152) (§7F#)

SDSGGS (SEQ ID
NO: 154) (Kabat)

COMBO Rd4 0.6nM C10

SYPMS (SEQ ID NO: 156)
(Kabat):

AIGGSGGSIHYADS
VKG (SEQ ID NO:

YWPMDS (SEQ
ID NO: 161)
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GFTFSSY (SEQ ID NO:
151) (Chothia);
GFTFSSYPMS (SEQ ID
NO: 157) (%)

194) (Chothia)
GGSGGS  (SEQ ID
NO: 159) (Kabat)

COMBO Rd4 0.6nM C04

SYPMS (SEQ ID NO: 156)

(Kabat);

GFTFSSY (SEQ ID NO:
151) (Chothia);
GFTFSSYPMS (SEQ ID

NO: 157) (¥ }#)

AHIGSGGSTYYADS
VKG (SEQ ID NO:
195) (Chothia)
IGSGGS (SEQ ID
NO: 196) (Kabat)

YWPMDS (SEQ
ID NO: 161)

COMBO Rd4 0.6nM C25

SYPMS (SEQ ID NO: 156)
(Kabat);

GFTFSSY (SEQ ID NO:
151) (Chothia);
GFTFSSYPMS (SEQ ID
NO: 157) (F/#)

AIGGSGGSTYYADS
VKG

(SEQ ID NO: 162)
(Chothia)

GGSGGS (SEQ ID
NO: 159 ) (Kabat)

YWPMDP (SEQ
ID NO: 197)

COMBO Rd4 6nM (21

SYPMS (SEQ ID NO: 156)
(Kabat);

GFTFSSY (SEQ ID NO:
151) (Chothia);
GFTFSSYPMS
NO: 157) (/&)

(SEQ ID

AIGGSGGSLPYADS
VKG

(SEQ ID NO: 158)
(Chothia)

GGSGGS (SEQ ID
NO: 159 ) (Kabat)

YWPMDS (SEQ
ID NO: 161)

COMBO Rd4 6nM Cl1

SYPMS (SEQ ID NO: 156)
(Kabat);

GFTFSSY (SEQ ID NO:
151) (Chothia):

GFTFSSYPMS

NO: 157) (#7 &)

(SEQ ID

AIGGSGGSLGYADS
VKG

(SEQ ID NO: 198)
(Chothia)

GGSGGS (SEQ ID
NO: 159 ) (Kabat)

YWPMDS (SEQ
ID NO: 161)

COMBO Rd4 6nM (09

SYPMS (SEQ ID NO: 156)
(Kabat);

GFTFSSY (SEQ ID NO:
151) (Chothia);
GFTFSSYPMS (SEQ ID
NO: 157) (#" /%)

AIFASGGSTYYADS
VKG

(SEQ ID NO: 177)
(Chothia)

FASGGS (SEQ 1ID
NO: 178) (Kabat)

YWPMDS (SEQ
ID NO: 161)

COMBO Rd4 6nM_C08

SYPMS (SEQ ID NO: 156)
(Kabat);

GFTFSSY (SEQ ID NO:
151) (Chothia):
GFTFSSYPMS (SEQ ID
NO: 157) (#7 &)

AIGGSGTWTYYAD
SVKG

(SEQ ID NO: 199)
(Chothia)

GGSGTW (SEQ ID
NO: 200) (Kabat)

YWPMDS (SEQ
ID NO: 161)

COMBO Rd4 0.6nM C23

SYPMS (SEQ ID NO: 156)
(Kabat);

GFTFSSY (SEQ ID NO:
151) (Chothia);
GFTFSSYPMS (SEQ ID

ALFGSGGSTYYADS
VKG

(SEQ ID NO: 201)
(Chothia)

FGSGGS

YWPMDS (SEQ
ID NO: 161)
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NO: 157) (§"J&)

(SEQ ID NO: 202)

(Kabat)
COMBO Rd4 0.6nM C12 | SYPMS (SEQ ID NO: 156) | AALGSGGSTYYAD | YWPMDS (SEQ
(Kabat): SVKG (SEQ ID NO: | ID NO: 161)
GFTFSSY (SEQ ID NO: | 203) (Chothia)

151) (Chothia);
GFTFSSYPMS (SEQ ID
NO: 157) (¥ &)

LGSGGS (SEQ ID
NO: 204) (Kabat)

COMBO Rd4 6nM C07 SYPMS (SEQ ID NO: 156) | AIGGSGGSLPYADS | YWPMAD (SEQ
(Kabat); VKG ID NO: 205)
GFTFSSY (SEQ ID NO: | (SEQ ID NO: 158)
151) (Chothia); (Chothia)
GFTFSSYPMS (SEQ ID | GGSGGS (SEQ ID
NO: 157) (F7 /&) NO: 159 ) (Kabat)

COMBO Rd4 6nM C02 SYAMN (SEQ ID NO: | AISDSGGFVYYADS | YWPMDS (SEQ
150) (Kabat); VKG ID NO: 161)
GFTFSSY (SEQ ID NO: | (SEQ ID NO: 206)
151) (Chothia); (Chothia)

GFTFSSYAMN (SEQ ID
NO: 152) (7))

SDSGGF (SEQ ID
NO: 207 ) (Kabat)

COMBO Rd4 6nM_C05

SYAMN (SEQ ID NO:
150) (Kabat):

GFTFSSY (SEQ ID NO:
151) (Chothia);
GFTFSSYAMN (SEQ ID
NO: 152) (1" f&8)

AIGGSGGSTYYADS
VKG

(SEQ ID NO: 162)
(Chothia)

GGSGGS (SEQ ID
NO: 159 ) (Kabat)

YWPMSL (SEQ
ID NO: 164)

COMBO Rd4 6nM (22

SYAMN (SEQ ID NO:
150) (Kabat):
GFTFSSY (SEQ ID NO:
151) (Chothia);
GFTFSSYAMN (SEQ 1D

ACLDSGGSTYYAD
SVKG (SEQ ID NO:
208) (Chothia)
LDSGGS (SEQ ID
NO: 172 ) (Kabat)

YWPMDS (SEQ
ID NO: 161)

NO: 152) (&%)
COMBO Rd4 6nM Cl1 SYPMS (SEQ ID NO: 156) | AALGSGGSTYYAD | YWPMSL (SEQ
(Kabat); SVKG (SEQ ID NO: | ID NO: 164)

GFTFSSY (SEQ ID NO:
151) (Chothia);
GFTFSSYPMS (SEQ ID
NO: 157) (1" }&8)

203) (Chothia)
LGSGGS (SEQ ID
NO: 204) (Kabat)

HHEILA A

SYX MX,, HiX & AL
P; FMX,ZT. N, 2S
(Kabat) (SEQ ID NO: 301)

GFTEX,SY, HPX, 2 G
5(S (Chothia) (SEQ ID NO:
302)

GFTFX,SYX,MX;, 4
X, A&EGES: XoitA BiP:

AX X X5X4G XXX
XgYADXoXo)KG, H
X AZL V. T, H.
L. A, 8% C; Xy
S e Do Ty Ly
L. F. M., 8(V: X,
E G. Y. L. H.
D. A. SEiM; X,f

VSPIX; X,X;MD
Y, KX, 2A
BHY;: X, ZADK
S: MIX;&Z&G.
Q. L. P. HE
(SEQ ID NO:
307)

YWPMX,X,, 3
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FX3ZT. N, 20 S (SEQ | S. Q. T. A, F. 8 | fX, /& D. S.
ID NO: 303) (&) W: Xoft GEIT: X¢[T. BRA; HIX,
N, S« P. Y. [®# I. S+ L.
W. B F; X;#&S. | P. D (SEQID
T. I. L. T. A. | NO:308)
R. V. K. G. HC;
XgeF. Y. P. W,
H. 8(G; X2V,
R. BEL; FIX,0/£G
B T (Chothia) (SEQ
ID NO: 305)
X XoX3 Xy XsXgr
X &8~ V. In Ds
G- Ts Ls Fs B
M: X,#G. Y. L.
H. D. A, S.
M X; 28, G,
F. 8% W; X 2Gu
S: Xs&GHT: Ml
Xs &N, S+ P, Y.
W (Kabat) (SEQ ID
NO: 306)
P4G4 SYAMS (SEQ ID NO: 381) | SASGGS (SEQ ID | LSWSGAFDN
[0137] (Kabat); NO: 383) (Kabat) (SEQ ID NO:
GFTFSSY (SEQ ID NO: | AISASGGSTYYADS | 385)
151) (Chothia); VKG (SEQ ID NO:
GFTESSYAMS (SEQ ID | 384) (Chothia)
NO: 382) (7 }#%)
PIALl SYAMS (SEQ ID NO: 386) | SGSGGS (SEQ ID | VGTSGAFGI
(Kabat); NO: 389) (Kabat) (SEQ ID NO:
GFTFRSY (SEQ ID NO: | AISGSGGSTFYADS | 391)
387) VKG (SEQ ID NO:
GFTFRSYAMS (SEQ ID | 390) (Chothia)
NO: 388)
L2233
BT G CDRLI CDRL2 CDRL3
P6EO1 RASQSVSSSYLA  (SEQ | GASSRAT (SEQ ID | QHYGSPPSFT
KT BA R B BE BT ID NO: 209) NO: 210) (SEQ ID NO:
P6E01/P6EO] n 211)
P6E01/H3.AQ.
LI.LGF/L3.KW RASQSLGSFYLA GASSRAT (SEQ ID | KHYGWPPSFT
it BA T BT [ i - (SEQ ID NO: 212) NO: 210) (SEQ ID NO:
L1.LGF/L3.KW/P6E01 213)
L1.LGF/L3.KW/H3.AL
LI.LGF/L3.KW/H3.AP; f
L1.LGF/L3.KW/H3.AQ
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L1.LGF/L3.NY RASQSLGSFYLA GASSRAT (SEQ ID | QHYNYPPSFT
KT BA R B BE U (SEQ ID NO: 212) NO: 210) (SEQ ID NO:
L1.LGF/L3.NY/P6EO1; 214)
L1.LGF/L3.NY/H3.AL;

L1.LGF/L3.NY/H3.AP; #I

L1.LGF/L3.NY/H3AQ

L1.GDF/L3.NY RASQSVGDFYLA GASSRAT (SEQ ID | QHYNYPPSFT
ST EA N B B (SEQ ID NO: 215) NO: 210) (SEQ ID NO:
L1.GDF/L3.NY/P6E01 214)
L1.GDF/L3.NY/H3.AL

L1.GDF/L3.NY/H3.AP; A

L1.GDF/L3.NY/H3.AQ

L1.LGF/L3.PY RASQSLGSFYLA GASSRAT (SEQ ID | QHYPYPPSFT
KT BA R B BE U (SEQ ID NO: 212) NO: 210) (SEQ ID NO:
L1.LGF/L3.PY/H3.AP; HI 216)
L1.LGF/L3.PY/H3.AQ

L1.GDF /L3.KW RASQSVGDFYLA GASSRAT (SEQ ID | KHYGWPPSFT
b0 i R W O N 2 R (SEQ ID NO: 215) NO: 210) (SEQ ID NO:
L1.GDF /L3.KW/H3.AL; 213)

L1.GDF /L3.KW/H3.AP;

L1.GDF /L3.KW/H3.AQ

L1.GDF /L3.PY/H3.AQ RASQSVGDFYLA GASSRAT (SEQ ID | QHYPYPPSFT

[0138]

(SEQ ID NO: 215) NO: 210) (SEQ ID NO:
216)
L3.KW/P6EO1 RASQSVSSSYLA  (SEQ | GASSRAT (SEQ ID | KHYGWPPSFT
ID NO: 209) NO: 210) (SEQ ID NO:
213)
L3.PY RASQSVSSSYLA  (SEQ | GASSRAT (SEQ ID | QHYPYPPSFT
ST EA R B BE A ID NO: 209) NO: 210) (SEQ ID NO:
L3.PY/P6EO] 216)
L3.PY/H2.QR
L3.PY/H2.DY
L3.PY/H2.YQ
L3.PY/H2.LT
L3.PY/H2.HA
L3.PY/H2.QL
L3.PY/H3.YA
L3.PY/H3.AE
L3.PY/H3.AQ
L3.PY/H3.TAQ
L3.NY/P6EOL RASQSVSSSYLA  (SEQ | GASSRAT (SEQ ID | QHYNYPPSFT
ID NO: 209) NO: 210) (SEQ ID NO:
214)
L3.PY/L1.PS RASQSVSSSYPS GASSRAT (SEQ ID | QHYPYPPSFT
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P6DY;

L3.PY/L1.PS/H2.QR
L3.PY/L1.PS/H2.DY
L3.PY/LL.PS/H2.YQ
L3.PY/L1.PS/H2.LT
L3.PY/L1.PS/H2.HA
L3.PY/L1.PS/H2.QL
L3.PY/L1.PS/H3.YA
L3.PY/L1.PS/H3.AE
L3.PY/L1.PS/H3.AQ
L3.PY/L1.PS/H3.TAQ;:

% T LU B R A
L3.PY/L1.PS/PGEOI

(SEQ ID NO: 217)

NO: 210)

(SEQ ID NO:

216)

L3.PY/L1.AH

[0139]

X T LA B B A
L3.PY/L1.AH/P6EOI
L3.PY/LI.AH/H2.QR
L3.PY/LI.AH/H2.DY
L3.PY/LI.LAH/H2.YQ
L3.PY/LI.LAH/H2.LT
L3.PY/LI.AH/H2.HA
L3.PY/L1.AH/H2.QL
L3.PY/LI.LAH/H3.YA
L3.PY/L1.AH/H3.AE
L3.PY/L1.AH/H3.AQ
L3.PY/L1.AH/H3.TAQ

RASQSVSAHYLA
(SEQ ID NO: 218)

GASSRAT (SEQ ID
NO: 210)

QHYPYPPSFT
(SEQ ID NO:
216)

L3.PY/LL.FF

XF 5 BT B BT A
L3.PY/LL.FF/P6EO1

L3.PY/L1.FF/H2.QR
L3.PY/L1.FF/H2.DY
L3.PY/LL.FF/H2.YQ
L3.PY/LL.FF/H2.LT

L3.PY/L1.FF/H2. HA
L3.PY/LL.FF/H2.QL
L3.PY/LL.FF/H3.YA
L3.PY/L1.FF/H3.AE
L3.PY/L1.FF/H3.AQ
L3.PY/L1.FF/H3.TAQ

Al

RASQSVSSFFLA
(SEQ ID NO: 219)

GASSRAT (SEQ ID
NO: 210)

QHYPYPPSFT
(SEQ ID NO:
216)

L3.PY/L1.PH

Xf 1 LT B R A
L3.PY/L1.PH/P6EOL;

RASQSVSPHYLA
(SEQ ID NO: 219)

GASSRAT (SEQ ID
NO: 210)

QHYPYPPSFT
(SEQ ID NO:
216)
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L3.PY/L1.PH/H2.QR;
L3.PY/L1.PH/H2.HA:
L3.PY/L1.PH/H3.AE;
L3.PY/LI.PH/H3.AQ;: A
L3.PY/L1.PH/H3.TAQ
L3.PY/L3.KY RASQSVSSSYLA GASSRAT (SEQ ID | KYYPYPPSFT
Xt BA R B B (SEQ ID NO: 209) NO: 210) (SEQ ID NO:
L3.PY/L3.KY/P6EO1 220)
L3.PY/L3.KY/H2.QR
L3.PY/L3.KY/H2.DY
L3.PY/L3.KY/H2.YQ
L3.PY/L3.KY/H2.LT
L3.PY/L3.KY/H2.HA
L3.PY/L3.KY/H2.QL ;
L3.PY/L3.KY/H3.YA ; A
L3.PY/L3.KY/H3.TAQ
L3.PY/L3.KF RASQSVSSSYLA GASSRAT (SEQ ID | KFYPYPPSFT
At F LR O 5 B T 44 : | (SEQ ID NO: 209) NO: 210) (SEQ ID NO:
L3.PY/L3.KF/H2.DY : 220)
L3.PY/L3.KF/H2.YQ
L3.PY/L3.KF/H2.LT
[0140]
L3.PY/L3.KF/H2.QL
L3.PY/L3.KF/H3.YA
L3.PY/L3.KF/H3.AE ;
L3.PY/L3.KF/H3.AQ ;: Al
L3.PY/L3.KF/H3.TAQ
P5A2 VHVL (P5A) RASQSVSSSYLA DASIRAT QQYGSWPLT
(SEQ ID NO: 209) (SEQ ID NO: 221) (SEQ ID NO:
222)
A02 Rd4 0.6nM C06 RASQSVSVIYLA DASIRAT QQYQRWPLT
(SEQ ID NO: 223) (SEQ ID NO: 221) (SEQ ID NO:
224)
A02 Rd4 0.6nM C09; RASQSVSSSYLA DASIRAT QQYQSWPLT
COMBO Rd 0.6nM (29; (SEQ ID NO: 209) (SEQ ID NO: 221) (SEQ ID NO:
il 225)
COMBO Rd4 0.6nM C21
A02 Rd4 6nM Cl16 RASQSVSDIYLA DASIRAT QQYQTWPLT
(PSAC16) (SEQ ID NO: 226) (SEQ ID NO: 221) (SEQ ID NO:
227)
A02 Rd4 6nM CO03 RASQSVSNIYLA (SEQ ID | DASIRAT QQYQGWPLT
NO: 228) (SEQ ID NO: 221) (SEQ ID NO:
229)
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A02 Rd4 6nM COI RASQSVSAYYLA DASIRAT QQYERWPLT
(SEQ ID NO: 230) (SEQ ID NO: 221) (SEQ ID NO:
231)
A02 Rd4 6nM C26 RASQSVSSIYLA DASIRAT QQYQVWPLT
(SEQ ID NO: 232) (SEQ ID NO: 221) (SEQ ID NO:
233)
A02 Rd4 6nM C25 RASQSVSSSYLA DASIRAT QQYLDWPLT
(SEQ ID NO: 209) (SEQ ID NO: 221) (SEQ ID NO:
234)
A02 Rd4 6nM C22 RASQSVSSSYLA DASIRAT QQYQVWPLT
(SEQ ID NO: 209) (SEQ ID NO: 221) (SEQ ID NO:
233)
A02 Rd4 6nM C19 RASQSVSVIYLA DASIRAT QQYLAWPLT
(SEQ ID NO: 223) (SEQ ID NO: 221) (SEQ ID NO:
236)
A02 Rd4 0.6nM C03 RASQSVSSSYLA DASIRAT QQYFTWPLT
(SEQ ID NO: 209) (SEQ ID NO: 221) (SEQ ID NO:
237)
A02 Rd4 6nM C07 RASQSVSPYYLA DASIRAT QQYERWPLT
(SEQ ID NO: 238) (SEQ ID NO: 221) (SEQ ID NO:
231)
A02 Rd4 6nM (23 RASQSVSVEYLA DASIRAT QQYARWPLT
(SEQ ID NO: 239 ) (SEQ ID NO: 221) (SEQ ID NO:
[0141]
240)
A02 Rd4 0.6nM CI8 RASQSVSEIYLA DASIRAT QQYFGWPLT
(SEQ ID NO: 241) (SEQ ID NO: 221) (SEQ ID NO:
242)
A02 Rd4 6nM C10 RASQSVEMSYLA DASIRAT QQYAHWPLT
(SEQ ID NO: 243) (SEQ ID NO: 221) (SEQ ID NO:
244)
A02 Rd4 6nM CO5 RASQSVSSSYLA DASIRAT QQYQRWPLT
(SEQ ID NO: 209) (SEQ ID NO: 221) (SEQ ID NO:
224)
A02 Rd4 0.6nM C10 RASQSVSAQYLA DASIRAT QQYQRWPLT
(SEQ ID NO: 245) (SEQ ID NO: 221) (SEQ ID NO:
224)
A02 Rd4 6nM C04 RASQSVSAIYLA DASIRAT QQYQVWPLT
(SEQ ID NO: 235) (SEQ ID NO: 221) (SEQ ID NO:
233)
A02 Rd4 0.6nM C26 GPSQSVSSSYLA DASIRAT QQYQSWPLT
(SEQ ID NO: 246) (SEQ ID NO: 221) (SEQ ID NO:
225)
A02 Rd4 0.6nM CI13 RASQSVSSSYWA DASIRAT QQYESWPLT
(SEQ ID NO: 247) (SEQ ID NO: 221) (SEQ ID NO:
248)
A02 Rd4 0.6nM COI RGGQSVSSSYLA DASIRAT QQYQSWPLT
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(PSACI) (SEQ ID NO: 249) (SEQ ID NO: 221) (SEQ ID NO:
225)
A02 Rd4 6nM CO08 RASQSVSFIYLA DASIRAT QQYGSWPLT
(SEQ ID NO: 250) (SEQ ID NO: 221) (SEQ ID NO:
222)
P5C1 VHVL (PCl) RASQSVSSTYLA DASSRAP QQYSTSPLT
(SEQ ID NO: 251) (SEQ ID NO: 252) (SEQ ID NO:
253)
COl Rd4 6nM C24 RASQSVSPEYLA DASSRAP QQYSVWPLT
(SEQ ID NO: 254) (SEQ ID NO: 252) (SEQ ID NO:
255)
C01 Rd4 6nM C26 RASQSVSAIYLA DASSRAP QQYSAWPLT
(SEQ ID NO: 235) (SEQ ID NO: 252) (SEQ ID NO:
256)
C01 Rd4 6nM C10 RASQSVSSVYLA DASSRAP QQYSTWPLT
(SEQ ID NO: 257) (SEQ ID NO: 252) (SEQ ID NO:
258)
COl Rd4 0.6nM C27 RASQSVSSTYLA DASSRAP QQYSRWPLT
(SEQ ID NO: 251) (SEQ ID NO: 252) (SEQ ID NO:
259)
€01 Rd4 6nM C20 RASQSVSPIYLA DASSRAP QQYSAFPLT
(SEQ ID NO: 260) (SEQ ID NO: 252) (SEQ ID NO:
261)
[0142] -
CO1 Rd4 6nM Cl12 WLSQSVSSTYLA DASSRAP QQYSEWPLT
(PCIC12) (SEQ ID NO: 262) (SEQ ID NO: 252) (SEQ ID NO:
263)
COl Rd4 0.6nM C16 RASQSVSSTYLA DASSRAP QQYSSWPLT
(SEQ ID NO: 251) (SEQ ID NO: 252) (SEQ ID NO:
264)
CO1 Rd4 0.6nM C09 RASQSVSSIFLA DASSRAP QQYSAWPLT
(SEQ ID NO: 265) (SEQ ID NO: 252) (SEQ ID NO:
256)
C01 Rd4 6nM C09 ACSQSVSSTYLA DASSRAP QQYSAWPLT
(SEQ ID NO: 266) (SEQ ID NO: 252) (SEQ ID NO:
256)
CO1 Rd4 0.6nM CO3 RASCDVSSTYLA DASSRAP QQYMRSPLT
(SEQ ID NO: 267) (SEQ ID NO: 252) (SEQ ID NO:
268)
CO01 Rd4 0.6nM C06 RASEAVPSTYLA DASSRAP QQYSAFPLT
(SEQ ID NO: 269) (SEQ ID NO: 252) (SEQ ID NO:
261)
CO1 Rd4 0.6nM C04 CSSQSVSSTYLA DASSRAP QQYSAFPLT
(SEQ ID NO: 270) (SEQ ID NO: 252) (SEQ ID NO:
261)
COMBO Rd4 0.6nM C22 | RASVRVSSTYLA DASIRAT QQYMKWPLT
(COM22) (SEQ ID NO: 271) (SEQ ID NO: 221) (SEQ ID NO:
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272)
COMBO Rd4 6nM C21 RASQSVSAAYLA DASIRAT QQYMCWPLT
(SEQ ID NO: 273) (SEQ ID NO: 221) (SEQ ID NO:
274)
COMBO Rd4 6nM C10 RASQSVSSSYWG DASIRAT QQYQCWPLT
(SEQ ID NO: 275) (SEQ ID NO: 221) (SEQ ID NO:
276)
COMBO Rd4 0.6nM C04 | RASQSVSSTYLA DASIRAT QQYQSWPLT
(SEQ ID NO: 251) (SEQ ID NO: 221) (SEQ ID NO:
225)
COMBO Rd4 6nM €25 RASQSVSSPYLA  (SEQ | DASIRAT QQYQSWPLT
ID NO: 277) (SEQ ID NO: 221) (SEQ ID NO:
225)
COMBO Rd4 6nM Cl1 RASQSVSPIYLA DASIRAT QQYKAWPLT
(SEQ ID NO: 260) (SEQ ID NO: 221) (SEQ ID NO:
278)
COMBO Rd4 0.6nM C20 | RASQSVSYLYLA DASIRAT QQYMEWPLT
(SEQ ID NO: 279) (SEQ ID NO: 221) (SEQ ID NO:
280)
COMBO Rd4 6nM C09 RASQSVSAQYLA DASIRAT QQYQAWPLT
(SEQ ID NO: 245) (SEQ ID NO: 221) (SEQ ID NO:
281)
[0143] COMBO Rd4 6nM_CO08 RASQSVSSSYLA DASIRAT QQYQKWPLT
(SEQ ID NO: 209) (SEQ ID NO: 221) (SEQ ID NO:
282)
COMBO Rd4 0.6nM C19 | RASQSVSAVYLA DASIRAT QQYRAWPLT
(SEQ ID NO: 283) (SEQ ID NO: 221) (SEQ ID NO:
284)
COMBO Rd4 0.6nM C02 | RASIAVSSTYLA DASIRAT QQYMVWPLT
(SEQ ID NO: 285) (SEQ ID NO: 221) (SEQ ID NO:
286)
COMBO Rd4 0.6nM C23 | RPRQSVSSSYLA DASIRAT QQYQDWPLT
(SEQ ID NO: 287) (SEQ ID NO: 221) (SEQ ID NO:
288)
COMBO Rd4 0.6nM C09 | RASQSVSSTYLA DASIRAT QQYQEWPLT
(SEQ ID NO: 251) (SEQ ID NO: 221) (SEQ ID NO:
289)
COMBO Rd4 6nM CI12 RASQSVSASYLA DASIRAT QQYMSWPLT
(SEQ ID NO: 290) (SEQ ID NO: 221) (SEQ ID NO:
291)
COMBO Rd4 0.6nM C30 | RASQSVSYMYLA DASIRAT QQYKSWPLT
(SEQ ID NO: 292) (SEQ ID NO: 221) (SEQ ID NO:
293)
COMBO Rd4 0.6nM Cl14 | RASQSVSAIYLA DASIRAT QQYYGWPLT
(SEQ ID NO: 235) (SEQ ID NO: 221) (SEQ ID NO:
294)
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COMBO Rd4 6nM C07 RASQPISSSYLA DASIRAT QQYQGWPLT
(SEQ ID NO: 295) (SEQ ID NO: 221) (SEQ ID NO:
229)
COMBO Rd4 6nM C02 RASQSVSSSYLA DASIRAT QQYEFWPLT
(SEQ ID NO: 209) (SEQ ID NO: 221) (SEQ ID NO:
296)
COMBO Rd4 0.6nM C05 RASQSVSSTYLA DASIRAT QQYMSWPLT
(SEQ ID NO: 251) (SEQ ID NO: 221) (SEQ ID NO:
291)
COMBO Rd4 0.6nM C17 RASQGISSTYLA DASIRAT QQYAYWPLT
(SEQ ID NO: 297) (SEQ ID NO: 221) (SEQ ID NO:
298)
COMBO Rd4 6nM C22 RASQSVSSSYLA DASIRAT QQYQGWPLT
(SEQ ID NO: 209) (SEQ ID NO: 221) (SEQ ID NO:
229)
COMBO Rd4 0.6nM Cl11 RASQSVSVRYLA DASIRAT QQYGSWPIT
(SEQ ID NO: 299) (SEQ ID NO: 221) (SEQ ID NO:
300)
B ILE | XiXoXsXaXsXeX7XsXoX10 | XiASXoRAX;, LA | X XoYX3X4PPS
XX HPXJER. G, | X £GHD: X, &S | FT, HPX ZQ
W. A, BC; XA, | BRI A XGRET 8P | 8iK; X, /2HEK
P. G. L. C. B(S: Xs# | (SEQID NO: 310) Y X; &G,
[0144] S. G, Lil(:\R. X 2Q. C. N, 8{P; ’H—lt}h
E. V. BI; Xs/&S. P. &S, W, By
G. A. R, 3D; X (SEQ ID NO:
V. G, I, BiL; XS, 311
E. D. P. B{G; Xg/S. QQYX XoX3PXs
P, F, A, M, E, V., T, KX, A£G,
N. D. 8Y; X¢f&I. T. Q. E. L. F,
V. E. FS. A, M. Q A, S. M. K,
Y. H. BR; XY B¢ R. B(Y; X, #&
F; X, 7&L. W, kp; # Sk Ra T Gk
X7E=A. S, 3G (SEQ ID V. F. Y. D.
NO: 309) A, H, V. E,
K. 3C; X3kt
W. F. #&S; Al
XEL B (SEQ
ID NO: 312)
P4G4 RASQSVSSSYLA  (SEQ | GASSRAY (SEQ ID | QHYGSPPLFT
ID NO: 209) NO: 392) (SEQ ID NO:
393)
PIAIL RASQNVSSSYLA  (SEQ | GASYRAT (SEQ ID | QHYGSPPSFT
ID NO: 379) NO: 395) (SEQ ID NO:
211)
P6AP RASQLGSFYLA (SEQ ID | GASSRAT (SEQ ID | QHYNYPPSFT
[0145] NO: 377) NO: 210) (Zsli? ID NO:
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[0146] 7 B 045 %08 2 LT 2 ) AR K I CARARN 22 JIR ) AR A (R A2 1, L4 D g b 4% R I CAR,
FLEAT AN S 25 R i LA o ) A L B 9 5 s AL 1 375 P AT/ B AT T B AR o 49, ) A
RIHEIR 7 51 R AL LLRAG B AT X BOMASYI B 25 21 AT (K AR o 25 JO 10 A2 1 1 A A8k 1) R S
B, AT EAEBLVEARIA Lo BRI 22 BRI S 451 B0 45 BAT R R IR AR 1) P~y UG 2 ik —
AN B A LA AR D RE T P A U R Y B R BN TN B iy (M 9) 22 o FL A
PRI 70 BUE AL 2SR

[0147] G ELWR A (1 3 N AL LM — NI R 25 A 1 1 A B 22 SR A 11 2 iR 28 2
AN/ BRI - RS R £ 5 LA SRR B2 A BB R PR AR I 17 51 Y AN o AR i 4 N (10 SIC it 1) €975
FAN- R S P 2 P ik 1 A B 5 SR A AR R Rl 5 R AR o UAAR 201 1) LAt 3 A\ AR AR 4
PUPRIRIN- BC - A iy 5 i 5 2 JOR Rt AN T 384 A4 £ MLV 34 (1 2 52300

[0148]  HUARAR IR BAT 2 b — AR IR IR EDUR T BR 25, OF HAE LA Bl AN
PRI I o AR AL SR S ) AL AR i AR X, (Bt 5 R T FRAS AL o O 7 BUARAE BT “fR T
AT Bbm AL 222 PR B Y o G RS ) BROAC S B A i PE R AR AL, U RT BL I AERR2 . T
PR TR BRI A N T 225 R SR R rp Bk — 25 FR 1 58 22 S S P (R AR A I 0 8 7420 o
[0149] 2. 1: Z AR

SR Ak

(RARGFAEREER) | RN B AR

Ala (A) Val Val; Leu; Ile

Arg (R) Lys Lys; Gln; Asn

Asn (N) Gln Gln; His; Asp, Lys; Arg

Asp (D) Glu Glu; Asn

[0150] Cys (C) Ser Ser; Ala

Gln (Q) Asn Asn;  Glu

Glu (E) Asp Asp; Gln

Gly (G) Ala Ala

His (H) Arg Asn; Gln; Lys; Arg

lle (1) fon Leu; Vei: : I\\/Iet: Ala;
Phe; IESEM
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JF IR bR A

(RARGFERZER) | RTIUR ABIPEEA
Est&m M lle; Val;

Leu (L) Tle EMER: oy Vi
Met; Ala; Phe

Lys (K) Arg Arg:; Gln; Asn

Met (M) Leu Leu; Phe; Ile
Leu; Val; Ile; Ala;

Phe (F) Tyr

[0151] Tyr

Pro (P) Ala Ala

Ser (S) Thr Thr

Thr (T) Ser Ser

Trp (W) Tyr Tyr; Phe

Tyr (Y) Phe Trp; Phe; Thr; Ser

val (V) Leu [le; Leu; Met; Phe;
Ala;  ESEEEE

[0152]  {E—Sbsuji )y Zerf, AR R T CAR, AL 4% 45 & BOMALL A2 5 i Ab H3A (I CAR 3%
Gr 5 BCMA M 45 A 1 4 i A lC A4 &5 A 45 /38, B FEP6E0L/P6EOL \P6EOT/H3 . AQ.\L1.LGF/
L3.KW/P6E01;L1.LGF/L3.NY/P6E01.L1.GDF/L3.NY/P6E01.L1.LGF/L3.KW/H3.AL.L1.LGF/
L3.KW/H3.AP.L1.LGF/L3.KW/H3.AQ.L1.LGF/L3.PY/H3.AP.L1.LGF/L3.PY/H3.AQ.L1.LGF/
L3.NY/H3.AL.L1.LGF/L3.NY/H3.AP.L1.LGF/L3.NY/H3.AQ.L1.GDF/L3.KW/H3.AL.L1.GDF/
L3.KW/H3.AP.L1.GDF/L3.KW/H3.AQ.L1.GDF/L3.PY/H3.AQ.L1.GDF/L3.NY/H3.AL.L1.GDF/
L3.NY/H3.AP.L1.GDF/L3.NY/H3.AQ.L3.KW/P6E01.L3.PY/P6E0L.L3.NY/P6EOL .

[0153]  L3.PY/L1.PS/P6E01.L3.PY/L1.AH/P6E01.L3.PY/L1.FF/P6E01.L3.PY/L1.PH/
P6E01.L3.PY/L3.KY/P6E01.L3.PY/L3.KF/P6E01.L3.PY/H2.QR.L3.PY/H2.DY.L3.PY/
H2.YQ.L3.PY/H2.LT.L3.PY/H2.HA.L3.PY/H2.QL.L3.PY/H3.YA.L3.PY/H3.AE.L3.PY/
H3.AQ.L3.PY/H3.TAQ.L3.PY/P6EO1.L3.PY/L1.PS/H2.QR.L3.PY/L1.PS/H2.DY.L3.PY/
L1.PS/H2.YQ.L3.PY/L1.PS/H2.LT.L3.PY/L1.PS/H2.HA.L3.PY/L1.PS/H2.QL.L3.PY/
L1.PS/H3.YA.L3.PY/L1.PS/H3.AE.L3.PY/L1.PS/H3.AQ.L3.PY/L1.PS/H3.TAQ.L3.PY/
L1.AH/H2.QR.L3.PY/L1.AH/H2.DY.L3.PY/L1.AH/H2.YQ.L3.PY/L1.AH/H2.LT.L3.PY/
L1.AH/H2.HA\L3.PY/L1.AH/H2.QL.L3.PY/L1.AH/H3.YA\L3.PY/L1.AH/H3.AE.L3.PY/
L1.AH/H3.AQ.L3.PY/L1.AH/H3.TAQ.L3.PY/L1.FF/H2.QR.L3.PY/L1.FF/H2.DY.L3.PY/
L1.FF/H2.YQ.L3.PY/L1.FF/H2.LT.L3.PY/L1.FF/H2.HA.L3.PY/L1.FF/H2.QL.L3.PY/
L1.FF/H3.YA.L3.PY/L1.FF/H3.AE.L3.PY/L1.FF/H3.AQ.L3.PY/L1.FF/H3.TAQ.L3.PY/
L1.PH/H2.QR.L3.PY/L1.PH/H2.HA.L3.PY/L1.PH/H3.AE.L3.PY/L1.PH/H3.AQ.L3.PY/
L1.PH/H3.TAQ.L3.PY/L3.KY/H2.QR.L3.PY/L3.KY/H2.DY.L3.PY/L3.KY/H2.YQ

[0154]  L3.PY/L3.KY/H2.LT.L3.PY/L3.KY/H2.HA.L3.PY/L3.KY/H2.QL.L3.PY/L3.KY/
H3.YA

[0155]  L3.PY/L3.KY/H3.TAQ.L3.PY/L3.KF/H2.DY.L3.PY/L3.KF/H2.YQ.L3.PY/L3.KF/
H2.LT
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[0156] L3.PY/L3.KF/H2.QL.L3.PY/L3.KF/H3.YA.L3.PY/L3.KF/H3.AE.L3.PY/L3.KF/
H3.AQ

[0157]  L3.PY/L3.KF/H3.TAQ.P5A2 VHVL.AO2 Rd4 0.6nM C06.A02 Rd4 0.6nM C09

[0158]  A02 Rd4 6nM C16.A02 Rd4 6nM C03.A02 Rd4 6nM CO1.A02 Rd4 6nM C26

[0159]  A02 Rd4 6nM C25.A02 Rd4 6nM C22.A02 Rd4 6nM C19.A02 Rd4 0.6nM C03
[0160]  A02 Rd4 6nM CO7.A02 Rd4 6nM C23.A02 Rd4 0.6nM C18.A02 Rd4 6nM C10
[0161]  A02 Rd4 6nM C05.A02 Rd4 0.6nM C10.A02 Rd4 6nM C04.A02 Rd4 0.6nM C26
[0162] A02 Rd4 0.6nM C13.A02 Rd4 0.6nM CO1.A02 Rd4 6nM CO8.P5C1 VHVL.CO1
Rd4 6nM C24.C01 Rd4 6nM C26.C01 Rd4 6nM C10.CO1 Rd4 0.6nM C27

[0163] CO1 Rd4 6nM C20.C01 Rd4 6nM C12.C01 Rd4 0.6nM C16.C01 Rd4 0.6nM C09
[0164]  CO1 Rd4 6nM C09.C01 Rd4 0.6nM C03.CO1 Rd4 0.6nM C06.CO1 Rd4 6nM C04
[0165]  COMBO Rd4 0.6nM C22.COMBO Rd4 6nM C21.COMBO Rd4 6nM C10.COMBO Rd4
0.6nM_C04.COMBO Rd4 6nM_C25.COMBO Rd4 0.6nM_C21.COMBO Rd4 6nM_C11.COMBO Rd4
0.6nM_C20.COMBO _Rd4 6nM_C09.COMBO Rd4 6nM_CO8.COMBO Rd4 0.6nM_C19.COMBO Rd4
0.6nM_CO02.COMBO Rd4 0.6nM_C23.COMBO Rd4 0.6nM C29.COMBO_Rd4 0.6nM_C09.COMBO
Rd4 6nM C12.COMBO_Rd4 0.6nM C30.COMBO Rd4 0.6nM_C14.COMBO Rd4 6nM_CO07.COMBO
Rd4 6nM_C02.COMBO_Rd4 0.6nM CO05.COMBO _Rd4 0.6nM_C17.COMBO Rd4 6nM_C22.COMBO
Rd4 0.6nM_C11.0rCOMBO Rd4 0.6nM_C29.

[0166]  fE—Sbs )i J7 S, AR B4R AL 1Ry 7 1 45 5 BCMARI CAR , FiHh CAR .45 15 7 SEQ
ID NO:33Ff7~FHIKIVHIX ; F1/8% 5 4 SEQ 1D NO: 34Ff 7~ 5 K VLIX o £E — L6 5 i 5 2,
AR A B T SR 45 A BCMARRICAR , JeHH CARTLE 4 4 SEQ D N0:33.72.39.76.83.92.25
S8 HT N BIHIVHIX s F1/805 A SEQ 1D NO:34.73.40.77.84.93. 18580 H1 7~ FFIHIVLIX .
TE—SESRt T 2, AR ISRt 1 CAR , HoAUFE 2 T-CDREE it X (1) £ X BCMA$L A4 () Ft & CDR
#0593 - CORAE fith [X. S HUAAR DX I3, 2 DX IR T PRS0 S 1 e 57 7 o — RO 156 , COREZ it [X 49,
FECDRH 1) 5 B o7 B A 29 SR LA LR IFHUAA L S 45 e PR PR & A PR E5 M ) Vernierdls o 2
filiMakabe et al.,J.Biol.Chem.,283:1156-1166,2007 . CDRFZ A X f) I 5E 5 4= 7E A 4TIk
G ENLE

[0167] 4 ST HT I I BCMAE S 1 CAR XS BCMA (451 41 ABCMA (41, (SEQ 1D NO:354)) {4k
BRI (K FTELNZ]0. 0022 £16500nM. /£ — L8277 o, S5 & 26 M 28 L FIIAE —
/N :6500nm.6000nm-5986nm.5567nm-5500nm+4500nm-4000nm+3500nm-3000nm+2500nm-
2134nm.2000nm. 1500nm+ 1000nm+ 750nm+500nm+400nm~ 300nm+ 250nm. 200nM. 193nM. 100nM,
90nM.50nM.45nM.40nM.35nM.30nM.25nM.20nM.19nm+ 18nm+17nm.16nM. 15nM.10nM.8nM,
7.50M.7nM.6.5nM.6nM.5.5nM.5nM.4nM.3nM.2nM.1nM.0.5nM.0.3nM.0.1nM.0.01nM.BL
0.002nM. 7E— 2852 77 &, 455 2R /T BU R B4R — 1> :6500nm.6000nm 5500nm
5000nm+4000nm.3000nm+2000nm+1000nm.900nm.800nm+250nM.200nM. 100nM.50nM.30nM.
20nM.10nM.7.5nM.7nM.6.5nM.6nM.5nM.4.5nM.4nM.3.5nM.3nM.2.5nM.2nM.1.5nM. 1nM&EY,
0.5nM.

[0168] AR #E A< BH I CARII 40 i N A5 5 % R 45 M35 07 Sr A M SO A 45 & S5 i I S ¥ 4 5
ZJEHIAMNAE 55 T T B0 o 0 AT e N N (B T R T A IR R A O
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FIB CARIR) G 28 20 LIV 22 7 — 1B 85 2508 1 DR I BE 7 o 491 4, T4 BRI % S D g vl LA 72
1T 3 e v B BV 1 B R AN R R T

[0169]  FE—2esjiFy S, H T CARFIZH B A5 5 % 3 45 A 3] LA 20 B 5 5 47, 491 e
AR T T2H A Z AR FNSL R 2 4k CeAT— Bt E N TESUR 2 526 2 5 R shiE 5% S)
(10 40 i 5 7 1) 5 DA B AT ART 3% 6 7 270 P 9T A ) B AR AR L K LA [R) D) B8 B8 0 AT AT & 5T
o S PN 15 5 5 T A M R T A [R] R B R A P SRS 5 5 5 7 1 < AR S sht R A
PERIGHE B 7 515 CA S TR DLt Jif A i P D7 XA FH DA B A Ik 4 s AL IS 5 1 7 41
WA A5 5 5% 5 7 50 0 DA FE AR O TTAMPR) 5 28 52 AR B8 B R IS 24 P I 45 5 3 S 3L
TTAMSZ FVE syk/zapT 0248 i 2 R W I 1) 445 6 57 A TR 85 o 52 7 119 LS /A9 JR 08 A 300 P B A )
5 BT A R B R B TTAME S48 AT DAL HE ST A2 TCRE . FeR v WFcRB\FcRe .CD3
¥ .CD38.CD3e . CD5.CD22.CD79a . CD79bFICD66d ) A PR sl 11 S 451 o 7E — LB 52 i 5 22+ , CARFY)
MMM AE 5 e R 45 AT DL AL FECDILE 5% S 45 i, H 2 FER /7 #1155 SEQ 1D NO: 324/
NIRRT EA EDLT0% , ik % 80% , HALLEZE 490 % .95% 97 % 3k99 % {1 5 51
FHTRN M o 7E— S8 Sl 77 S, AR BRI CARI A 9 5 5 5% 5 45 M I B 38 L o) T 1 45 44
o

[0170]  7E—Uesujii 77 v, AR W CARII 4 i N 15 5 % 5 &5 M 3l B0 45 2L 8 0 71— 358
53, Fi% H LA F41BB (GenBank : AAA53133.) 1] i Bt FfICD28 (NP_006130. 1) [1J Fi Bt o 7E — 4551
77 ZE A B CARI Al N 15 5 4% S 45 i IS B35 1) 2 B R 7 41 5 SEQ 1D NO: 323 FISEQ
ID NO:327fR @ BT I HA 2 /D70% ik 2 /080% , BALIE % 290% .95% 97 % BY,
99 % [ 17 F1 AR 1

[0171]  CARYEYH M A 22 1M B |3 o Xk, CAR W] DA, 45 5 st 4 4 33 A5 S A JT A CARFR &
S LS IR A LR RE T (o) FEAHM R 1 3R IA , 0128 S 32 4 . , 451 4nH AN PR 17K 2 4 i
B H SRR (NK) 40, A1 (b) SRS & 25 MM N5 5% S S B EAE -, T4
5 G P2 T 5o I 200 UL P 0 L 2 o 5 5 A 5l T AT AR R SR R B B R R o 1 B
SR T DART AR B AT AR G B 1 BB IR (1 o A D AR PR il M S 451, 185 8 22 Jok T DA & T4 i
S AA R 0 a7 S B |y BRSE I, 40 B CD3E AW 2K, TL- 252 441 p55 (a%E) \p75
(B%) BY v , FeSZ AR MWV IE 5% , K A& Fe v 2R TTTECDER [ - B3 , 195 s 45 A48 m] LA 72 B ik
[, I HL AT DL 3 A S K AR 2 , Wi R AR o 78— LS Sl R b, ik i S 45 44
AT H NCD8aHE (fFl 4INP_001139345. 1) o 5 45 e 38 n] LAk — 20 3G A7 T A M ST 4 25
i 235 W R Pl i 5 B 45 ) 3k 2 T) P 25 85 M 3 o 25 45 R 3 mT DAL G 2 18 300N & TR , fL 1%
10- 100NN 4R , Fe ik 25 - 50N Z IR IR - 2K X 3k ] DAATAE B RARAELERT 70 T A iR B —
43, 51>k H CD8 . CDABL.CD28 1 il 41 X (1 4= 3B 8k — 5 43 » R H Prdc i i X (1) 43 uk— 6
93 o B ZE 4 F 3R] DS X B T RARAFAE I 25 7 B 6 BT H1, B3 T LAAR 56 4 6 i 25
73 o FE— BB S 5 R, AT Id 25 45 #4802 A\ CDSa B i) — 343 (41 ,NP_001139345. 1) . {E
N ARSI 7 S H, BT I 5 A 3 R e 2 M kB 46 N CD8 i (1) — 351 43 » At ik b I
BFEEEESEQ 1D NO: 318 L 751 5 />70% , it 2 /080 % , ALk 2 /190% .95% «
97 % 5499 % I 7 B AR R 14 o 75— Le S 77 S8 P, AR STA FF IR CAR AT DL AL HE R 7 M 45 -5 BCMAT
Y1 A/ A &5 A 435 P 3 CD8 o N A B NI JIBS 45 M35k L CD3 LS 5 1 S 45 #4  Fl4- 1BBAS 5 4%
SeE k.
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[0172]  R3F&ML 1 AT T A S FF HICARI 7~ 1 P4 45 435k 7 51
[0173] %3 :CARZH 2y 7 51tk 2 77

Gk HERFF) SEQ ID
NO:
CDS8o {55 5tk MALPVTALLLPLALLLHAARP 318
FeyRIa #¢4% GLAVSTISSFFPPGYQ 319
CD8o £t TTTPAPRPPTPAPTIASQPLSLRPEACRPAAGGAVHTRGLDFACD 320
1gGl #ik EPKSPDKTHTCPPCPAPPVAGPSVFLFPPKPKDTLMIARTPEVTCV 321

VVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQV
YTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYK

[0174] TTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHY
TQKSLSLSPGK
CD8a i (TM) | IYIWAPLAGTCGVLLLSLVITLYC 322
gk
41BB 41155 | KRGRKKLLYIFKQPFMRPVQTTQEEDGCSCRFPEEEEGGCEL 323

¥ 345K (1SD)
CD3C 4B AMES | RVKFSRSADAPAYQQGQNQLYNELNLGRREEYDVLDKRRGRDP 324
L HH(ISD) | EMGGKPRRKNPQEGLYNELQKDKMAEAYSEIGMKGERRRGKG
HDGLYQGLSTATKDTYDALHMQALPPR

7y E H/ERFH SEQ ID

NO:

FceRI ¢-TM-IC FFIPLLVVILFAVDTGLFISTQQQVTFLLKIKR TRKGFRLLNPHPKP 325

(FeeRI o EFZHEA | NPKNN

2 i P9 45 R

FceRIB-AITAM MDTESNRRANLALPQEPSSVPAFEVLEISPQEVSSGRLLKSASSPP 326

(FceRI B 4t LHTWLTVLKKEQEFLGVTQILTAMICLCFGTVVCSVLDISHIEGDI

T ITAM) FSSFKAGYPFWGAIFFSISGMLSISERRNATYLVRGSLGANTASSI

AGGTGITILIINLKKSLAYIHIHSCQKFFETKCFMASFSTEIVVMML
FLTILGLGSAVSLTICGAGEELKGNKVPE

41BB-IC (41BB }t | KRGRKKLLYIFKQPFMRPVQTTQEEDGCSCRFPEEEEGGCEL 327
4G K A
CD28-IC (CD28 #& | RSKRSRGGHSDYMNMTPRRPGPTRKHYQPYAPPRDFAAYRS 328
B Ry )
FceRIy-SP (f5 5 JIk) | MIPAVVLLLLLLVEQAAA 329
FceRI y-AITAM LGEPQLCYILDAILFLYGIVLTLLYCRLKIQVRKAAITSYEKS 330
(FceRI y §E
& ITAM)
GSG-P2A GSGATNFSLLKQAGDVEENPGP 331
(GSG-P2A ¥iHiithk
BEEK 2 1K)
GSG-T2A GSGEGRGSLLTCGDVEENPGP 332
(GSG-T2A Ktk
BEER £ IK)

(0176 3 CE A AL DL BB S IRERTE S, 7o S e e 0 LR, T
ST R M3 15 G ST L1 8 FURE 5 BOUARE S-PECAR o BL AL — ol 5
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A0 AL AR S5 A 285 A8, DA &5 A S mp AN [E) T, DA T 485 55 G 28 400 P oty A T 6
[E—ANSE 7 S H , R ANIC AR 45 6 25 R 38 mT DL e BB T A R B B I 22 ik I, 3 AT 1
AT DL I 823k 0 o 7E — SE STt T B, BT IR AN IR 1) 4 B A O A 45 A 45 AL 4T DL B T R R
CARIIAN ) 5 I 22 JIK b o fE — L8 st 77 G2, A B0 S CARIP) BF A4, B FRCARELFE A [A] 1 2
FfL A A 85 G 5 M 3o SR o, AR R BH U T — PSS s A M ) T v, 0 HE SR L G 2 At 5
TE 20 Jf3 3 T 2 T8 I IR CARFE A, R Fh CARELFE AN 5] 1 20 P A1 B A 25 45 45 M 338 7 o) — AN LA
SEHE T G AR B B — PSS S s A v LR B A G AT A K 2 5 2H R CARTE
IR 22 BRI 2 R R 51 NI BB Y, B FhCAR L4 AN 5] F 21 it AT 44 45 4 &35 #4358 o CAR P B A
HARMR B DPIFR = DU TR /S FhEEE 2 FHCAR , 45 FhCARCLFE AN [ () 4 Hfa /1 EC A4 25
B 45 W o HR 4R A R BH B AN TR] PR 40T AR TE A 45 A 85 3k AT DA I i ] e 45 A B AN TR G
P 5 AT 184 558 4 925 200 FH 5 TE AN T BE o A R IR P 2 43 B 1R S % D, LA RS CARBE A4 , B
CARELFE AN [B] 1 40 M A MG A 285 45 &8 K 3

(01771 FE 73—, AR AR T J i A STk AT —CARFI 2 IR Z A% T IR - 2% T IR
A DLIE R A AT 2 A VR A IR A

[0178]  7E 75— 5 Tl » A% Uk B SR AL GLHE AR s BH (P AT A] 20 B 1) 454 (B an 25 el &4) - 1
— LBt 7 S A ELEE S A GRS AR SRR I AT — CARI 22 A% EF IR 10 400 Pl » 7 L B S i
g HEYEFELLRSEQ ID NO:367HISEQ ID NO:368H F R £ H R — B
[0179]  PSAEEHE A AF[X

[0180]  GAGGTGCAGCTGCTGGAATCTGGCGGAGGACTGGTGCAGCCTGGCGGCTCTCTGAGACTGTCTTGTGC
CGCCAGCGGCTTCACCTTCAGCAGCTACGCCATGAACTGGGTGCGCCAGGCCCCTGGCAAAGGCCTGGAATGGGTG
TCCGCCATCAGCGATAGCGGCGGCAGCACCTACTACGCCGATAGCGTGAAGGGCCGGTTCACCATCAGCCGGGACA
ACAGCAAGAACACCCTGTACCTGCAGATGAACAGCCTGCGGGCCGAGGACACCGCCGTGTACTACTGTGCCANATA
CTGGCCCATGGACATCTGGGGCCAGGGAACCTTGGTCACCGTCTCCTCA (SEQ ID NO:367)

[0181]  PSARREER[AF[X

[0182]  GAGATCGTGCTGACACAGAGCCCTGGCACCCTGAGCCTGTCTCCAGGCGAAAGAGCCACCCTGTCCTG
CAAAGCCAGCCAGAGCGTGTCCAGCAGCTACCTGGCCTGGTATCAGCAAAAGCCCGGCCAGGCTCCCCGGCTGCTG
ATGTACGATGCCAGCATCAGAGCCACCGGCATCCCCGACAGATTTTCCGGCTCTGGCAGCGGCACCGACTTCACCC
TGACCATCAGCAGACTGGAACCCGAGGACTTCGCCGTGTACTACTGCCAGCAGTACGGCAGCTGGCCCCTGACATT
TGGCCAGGGCACAAAGGTGGAGATCAAA (SEQ ID NO: 368)

[0183] R ESLitiy A, HEWEFELL FSEQ 1D NO:369FISEQ 1D NO:3709 Frini £
BAFR — B pi

[0184]  P5ACI H 4 A] AR [X

[0185]  GAGGTGCAGCTGCTGGAATCTGGCGGAGGACTGGTGCAGCCTGGCGGCTCTCTGAGACTGTCTTGTGC
CGCCAGCGGCTTCACCTTCAGCAGCTACGCCATGAACTGGGTGCGCCAGGCCCCTGGTAAAGGTTTGGAATGGGTT
TCTGCTATTCTGTCGTCTGGTGGTTCTACTTACTATGCCGATTCTGTTAAGGGTAGATTCACCATTTCTAGAGACA
ACTCTAAGAACACCTTGTACTTGCAAATGAACTCCTTGAGAGCTGAAGATACTGCTGTTTATTACTGTGCTAGATA
CTGGCCAATGGATATTTGGGGTCAAGGTACTCTGGTCACCGTCTCCTCA (SEQ ID NO:369)

[0186]  PSAC1HHE R AR [X

[0187]  GAGATCGTGCTGACACAGAGCCCTGGCACCCTGAGCCTGTCTCCTGGTGAAAGAGCTACTTTGTCTTG
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TAGAGGGGGTCAATCCGTTTCCTCTTCTTATTTGGCTTGGTATCAACAAAAACCAGGTCAAGCTCCAAGATTATTG
ATGTACGATGCTTCTATTAGAGCCACCGGTATTCCAGATAGATTTTCTGGTTCTGGTTCCGGTACTGATTTCACTT
TGACTATCTCTAGATTGGAACCAGAAGATTTCGCTGTTTACTACTGTCAACAATATCAGTCTTGGCCATTGACTTT
TGGTCAAGGTACAAAGGTTGAAATCAAA (SEQ ID NO:370)

[0188]  fEH e sijifiy b, A& EHELL FSEQ 1D NO:371MISEQ ID NO:3727 Ai/nf £
BB — i

[0189]  PC1EEEA[AF[X

[0190]  GAGGTGCAGCTGCTGGAATCTGGCGGAGGACTGGTGCAGCCTGGCGGCTCTCTGAGACTGTCTTGTGC
CGCCAGCGGCTTCACCTTCAGCAGCTACCCTATGAGCTGGGTGCGCCAGGCCCCTGGCAAAGGACTGGAATGGGTG
TCCGCCATCGGAGGCTCTGGCGGCAGCACCTACTACGCCGATAGCGTGAAGGGCCGGTTCACCATCAGCCGGGACA
ACAGCAAGAACACCCTGTACCTGCAAATGAACAGCCTGCGGGCCGAGGACACCGCCGTGTACTACTGTGCCAGATA
CTGGCCCATGGACAGCTGGGGCCAGGGAACTTTGGTCACCGTCTCCTCA (SEQ ID NO:371)

[0191]  PC1EREER[AF[X

[0192]  GAGATCGTGCTGACACAGAGCCCTGGCACCCTGAGCCTGTCTCCAGGCGAAAGAGCCACCCTGTCCTG
CAAAGCCAGCCAGAGCGTGTCCAGCACATACCTGGCCTGGTATCAGCAAAAGCCCGGCCAGGCTCCCCGGCTGCTG
ATCTACGATGCCTCTTCTAGAGCCCCTGGCATCCCCGACAGATTCAGCGGCTCTGGCAGCGGCACCGACTTCACCC
TGACCATCAGCAGACTGGAACCCGAGGACTTCGCCGTGTACTACTGCCAGCAGTACAGCACCAGCCCCCTGACCTT
TGGCCAGGGCACAAAGGTGGAGATCAAA (SEQ TD NO:372) .

[0193] R sty &, A& AFELL FSEQ 1D NO:373HISEQ 1D NO: 3747 Froni £
BB — i

[0194]  PC1CI2E £ A AF[X

[0195]  GAGGTGCAGCTGCTGGAATCTGGCGGAGGACTGGTGCAGCCTGGCGGCTCTCTGAGACTGTCTTGTGC
CGCCAGCGGCTTCACCTTCAGCAGCTACCCTATGAGCTGGGTGCGCCAGGCCCCTGGTAAAGGTTTGGAATGGGTT
TCTGCTATTGGTGGTTCAGGTGGTTGGAGTTATTATGCCGATTCTGTTAAGGGTAGATTCACCATTTCTAGAGACA
ACTCTAAGAACACCTTGTACTTGCAAATGAACTCCTTGAGAGCTGAAGATACTGCTGTTTATTACTGTGCTAGATA
CTGGCCAATGGATTCTTGGGGTCAAGGTACTCTGGTCACCGTCTCCTCA (SEQ ID NO:373)

[0196]  PC1C12%% %% AT AF[X

[0197]  GAGATCGTGCTGACACAGAGCCCTGGCACCCTGAGCCTGTCTCCTGGTGAAAGAGCTACTTTGTCTTG
TTGGTTGTCTCAATCTGTTTCCTCTACTTACTTGGCTTGGTATCAACAAAAACCAGGTCAAGCTCCAAGATTATTG
ATCTACGATGCTTCTTCTAGAGCACCAGGTATTCCAGATAGATTTTCTGGTTCTGGTTCCGGTACTGATTTCACTT
TGACTATCTCTAGATTGGAACCAGAAGATTTCGCTGTTTACTACTGCCAACAATACTCTGAGTGGCCATTGACTTT
TGGTCAAGGTACAAAGGTTGAAATCAAA (SEQ ID NO:374) .

[0198] R sty &, A& FE L FSEQ ID NO:375HISEQ 1D NO: 376 Frorit £
BAR — i

[0199]  COM22 EE B AJ AF [X

[0200]  GAGGTGCAGCTGCTGGAATCTGGCGGAGGACTGGTGCAGCCTGGCGGCTCTCTGAGACTGTCTTGTGC
CGCCAGCGGCTTCACCTTCAGCAGCTACGCCATGAACTGGGTGCGCCAGGCCCCTGGTAAAGGTTTGGAATGGGTT
TCTGCTATTTCTGATTCTGGTGGTTCTAGGTGGTATGCCGATTCTGTTAAGGGTAGATTCACCATTTCTAGAGACA
ACTCTAAGAACACCTTGTACTTGCAAATGAACTCCTTGAGAGCTGAAGATACTGCTGTTTATTACTGTACGCGGTA
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CTGGCCAATGGATATTTGGGGTCAAGGTACTCTGGTCACCGTCTCCTCA (SEQ ID NO:375)

[0201]  COM22% %% ] 25 [X.

[0202]  GAGATCGTGCTGACACAGAGCCCTGGCACCCTGAGCCTGTCTCCTGGTGAAAGAGCTACTTTGTCTTG
TTGGTTGTCTCAATCTGTTTCCTCTACTTACTTGGCTTGGTATCAACAAAAACCAGGTCAAGCTCCAAGATTATTG
ATCTACGATGCTTCTTCTAGAGCACCAGGTATTCCAGATAGATTTTCTGGTTCTGGTTCCGGTACTGATTTCACTT
TGACTATCTCTAGATTGGAACCAGAAGATTTCGCTGTTTACTACTGCCAACAATACTCTGAGTGGCCATTGACTTT
TGGTCAAGGTACAAAGGTTGAAATCAAA (SEQ ID NO:376) .

[0203]  RIAEARAZ AL EIRH SRt HAEA SO gt — B ik

[0204]  7£ 5 —J5 0, AR AL 1 il A SOk B AT AR 2 A% BRI 702

[0205]  E{FAr[ixX L8731 B AMY 2 % H R A E AR KA . 2% H TR AT L2 58 (ks
B S0 BN, I H AT LA AEDNA R ALIY , cDNABL A 1)) BRRNAY - RNAZ> TEL 35 5
& F 9 H P % — 177 206 82T DNASS T HIHnRNAS> -, BN & A 2 F IImRNAZ: T« 53
SN G i B E 2 b 7 21 P MBS S AR AE T AR KA 2 2 H RN, IF B2 H R LAME
AN 5 HE 5N BSCHR A BLE S

[0206]  Z A% H IR VT LA EFE R IR 7 41 (B b A sl H 38 20 1 A U5 1) 5 BT DA 4 1 A
FP BRI AR « 2% R AR A5 — N B AU TR0 S SR 2 A0/ 5504 N, 545 P 2 ) 22 JI )
Gt I8 5 A AR T R SR e 28 s A 93 7 AN /D> o o P 0 i 22 JOR FR) 728 S 7 A1 ) 55 Wi 3 8 7
PAANAS STHTR BEAT VAt o B2 A4 5 i b R SR AA B HL 5 73 (1) 22 4% R e 2 A ade i Yo ) 2 70
2970% HIAH R, BRI 22 20 2980 % AR R 14 , {H BB A de 28 /> 2590 %6 1 AR 1 , S pIt e &8 />
295 % 1 AH A 4

[0207] 4 SRPRAMZ IR PP 51 B 2 e B HEAT EESF BAIK B 40 BT 1) e A B2 AR ]
AP 2 K% H R 7 9 80 22 R e ZA PR O “RETRD o AN e 21 2 8] Fe) B B0 o s ok 76 B B
F1 b BB PR 3R BEAT , DA VR AL 458 e F1 ARBUE: B J 3 DX 45 o AR ST F R “EL st o 117 2 4
2 /DZ120/ G H Y30 275, 540 = A50M&I AL B v B Herh mTELE AN P 41 e e it
L S5 4 e 271 5 A0 ) B30 1) AR B 1K 2 2% e B HEAT EL 3L

[0208]  F 3L B Fr 21 e A B X FT RAASE LR N S B0 A= 15 B 7 B fF (DNASTAR,
Inc. ,Madison,WI) fjLasergene Bt Megal i gnfEF3E1T . ZFE PRI T DL 2% ik
H IR B LRI EL 65 %8 :Dayhoff,M.0.,1978,A model of evolutionary change in
proteins-Matrices for detecting distant relationships.In Dayhoff,M.0. (ed.)
Atlas of Protein Sequence and Structure,National Biomedical Research
Foundation,Washington DC Vol.5,Suppl.3,pp.345-358;Hein J.,1990,Unified
Approach to Alignment and Phylogenes pp.626-645Methods in Enzymology vol.183,
Academic Press,Inc.,San Diego,CA;Higgins,D.G.and Sharp,P.M.,1989,CABIOS 5:
151-153;Myers,E.W.and Muller W.,1988,CABIOS 4:11-17;Robinson,E.D.,1971,
Comb.Theor.11:105;Santou,N.,Nes,M.,1987,Mol.Biol.Evol.4:406-425;Sneath,
P.H.A.and Sokal,R.R.,1973,Numerical Taxonomy the Principles and Practice of
Numerical Taxonomy,Freeman Press,San Francisco,CA;Wilbur,W.J.and Lipman,D.]J.,
1983,Proc.Natl.Acad.Sci.USA 80:726-730,

[0209] ey, JEad 7E 2 /D200 B IR LU BT 1B BE B0 A e A LU R P 21U SR A 5E P 81
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FIFEMEE b, Hdh 5 T A A 3 325 751 ARG RE A InekEise) Mtk
AT 1 R 2 AZ IR B 2 TR 7 A1 ) 38 40 o] LAALd5 20 96 B /2D B N5 2 15% \B10212%
[ Bk ok (RR, R 1) o 38 7 PR A 510 R A7 L B4 A I9) A R i ek B8 2 ik g ke 22 1) 67
Ko L= A DE A7 B ROR V50 o b B DT TS A7 B BBk UL 2% e Hl b 1) o B 80 (R
KN S R EE R LL100, LA Az 3 F1 AR A M b

[0210] At m] DL Bl 3 Ay 3k dh 5 R SR B DR B 340 40 B B AMAR S AR [ Y o X 1) 22 A% EF R
KRB B PR 25 A N 5 R IR TE R D R SR BUARFIDNA T 51 (B EL AN 7 51) 2758 .
[0211] A3 1) “r &8 2% 261 A 4E 65 X SSCL0.5% SDS . 1. 0mM EDTA (pHS. 0) [ ¥4 VK H i
Beis s 7E50°C-65°C .5 X SSCR ARAC i s AR J5 & 0. 1% SDSI)2 X 0.5 X F10. 2 X SSCHE
65°C T BRI IR & 2057 B

[0212]  GnARSCHT I, i BE S S5 A B TR A SRR R - () 8 AR RS 0 B AT sl R B
%, BINFES0°C R 0. 016ME AL 4H/0. 00 1I5MAT AR BR AN /0 . 1 % 1 e B FR 4 5 (2) #E 428t
P2 rp A B AR P57, A B R, 0 B £E42°C R 50 % (IRAR /4R FR) FR A% 50 . 1% 4 ik A &
/0. 1% 58 RENE /0. 1% 58 207 ML el /pH - 6 . 511 50mMA R AN 22 i A7 50mME AL 4  75mM
FPE RN ; B (3) 7E42°C F ¥ FH50 % I Ef% .5 X SSC (0. 75M NaCl.0.075MFT 2 ER M) « 50mM
R4 (pH6.8) 0. 1% H=ME L HM .5 X Denhard t i ¥ « i 75 I A HH 1) i 47 85 FDNA (50ug/ml) .
0.1% SDSFHL0 % i ik 7 ZE 0% , LA S #E42°C R FH0. 2 X SSC (FALEN/ Fr i TR #) AI{ES5°CF H
50 % F I e 6%, ARG 7655 °C R #EAT H & A EDTAM0. 1 X SSCAH A 1o P48 WE It s AR N 1A
FER B ] iR A 75 LR 1 IR RS 5 R B A LIS M R K RS R 5

[0213]  AAI T AR N GO AR , BT B AR S I I, AV 2 A ST IR 1) £
JR B R T R 7 51 o 3 6 22 A% IR AR (1) — S AT R AR (R (W A% T IR I 1) 2L A e /N 1 [
P R Wt , BT 2R A P 22 5 AR A 1) 2 A% A IR e A R W R 5 FE I« IR AL L ES
A SCHRALIR 22 A% A IR 7 51 10 225 (R 1) S5 o7 SE DR PR AR R WA (1) Y T o o S SR DR - — ek &
ANGEAR () WA TR ) S5 2 AN IR/ B AR T 5073 1 P 8 25 R« BT 45 31 [ mRNA RN 28 1 5
A DAEAS 0 B U (1) 5 A BRI BE o T DA FBR AR R (G0 2452 7 38 A/ s8R 2 )7 1)
L) %5 5 S AL A

[0214] Ak B 2 A% IR W] LA F AL 2% & 1l B4 J7 VB PCRIR TS o AL 22 2 AL IR & T
J7 V25 AR AT BRI AN 75 BEAE I VR R IR o A AT AR N B RT DAsE FH A SCHR AL 4 A
P MEDNAA B AR 7= A2 BT 75 [IDNAJT 411«

[0215] R 7 Ml FHEH 7 iEHI& 2R, iT LUK & B BT 7 50 2 A% RGN\ B 53E 1
B, FF TR A 5 NG TE AR AT E IR, WA — PR 2 1%
IR AT DL 3@ ik A 45U ) A AT A 7 30 N 2115 AN o JE i B N A B R L
F- 8260 5 fL 9 NAME 2 R RFE AL A . — 51N AMRZ R T LLE N IR &
AR (n JFORL) CRFFTE 2 P P B8 21 15 2 40 DR A b o e 36 1) 2 A% R mT LAE L A
AR BN 7 v A B 4 5 oK - 2 L inSambrook et al., 1989,

[0216] B3, PCR AUV & HIDNAJT F1] . PCRAEZ A& A AR F1 1), I HLA IR T 26 H L H 54,
683,195.4,800,159.4,754,065F14,683,2029, LA JZPCR: The Polymerase Chain
Reaction,Mullis et al.eds.,Birkauswer Press,Boston,1994.

(02171 mTRL3E I A AE B 3 A B ) 70 B IR DNAJ R4 Hfli A\ 5038 10 g £ 4 P R 3R AT
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RNA o 24 211 i 52 1] 3 ELDNARE % 5% ERNAR 5 7] LA B A S04 AN 53 BRI 777753 BSRNA , 451
fnSambrook et al.,1989,[d FpTiA,

[0218] W DAAR Fi A v 5 AAE) 50 1 S P 8, B mT DA [ AR A3k T R4 1) K i T 4%
M o RV SR 3 1) o B A T LI 0 T e FH 10 i S At e i AR A, (A P I o B A Al o R
A BRI HIRTEE 7 0T DU R B 1 A% 2 P DD A B B e A/ Blm] DA T e 4%
B BRI B I 0 b0 2 R . B 38 1 S 9 B S TR R 41 B 9 2, 1 WpUC 18, pUC1 9,
Bluescript (i fpBSSK+) M HATA 4 \mp18.mp19.pBR322.pMBI.ColE1pCR1 RP4 . I 17 4
DNA . F1 5 AR AR UnpSA3 FIpAT28 o 31X £ DL Je VT 22 A v i 24 ] A 7 ol (4 3% 7 4B i oRad
StrategeneflInvitrogenikfd .

[0219]  RIAHARIEH 2 5 A MR AL ) 2 A% H R I o] B0 2 A% T IR A AR . IX Bk
FE IR ER AR DA ZBALE i 5 4T B A R 9B IAA (episome) BRAE 94 €4 RDNAK) 4 3643 2 0] & il
(1 o 3 B RIE B AR AR T TORL i B 38U B FEPCT A TS W0 87/044627 24 FF (1) i
3 EE R AE DI B 00 S R R SR IR B L BUAR L 7l AT DL (R R T BL R H
=N AS T T A EHE 2 — AN B MR EE R A 38 1 e s as o (n B 3
T IR LR N T FRIE BRI , I8 T Rk 2 R R e A, ) A b
UNE RN = YU =W 2 S et o LA

[0220] &5 RSN 22 1% 7 R 1) 35 4R v DL IE I AT AT 38 2 1) 7 46 5N TG £ 400, L HG 5
FUs A58 FH A4S S A S T R 45 L DEAE - ) 58 W B L Ath 42 JoR 1 e % s o 2 b 5 M oA 2
G (5 a1, 254 A B G P R T A P 7)o 5 N IR PR B 22 A% T IR 1) I8 3 0 o L T 1
AN RRAE .

[0221] YR AR ST A T HIBCMARE S MECARI 2 A% T IR v AAFAE T RIS G Rk 2 igk (9l
FAF 5IN4H T 1 32 40 B 1 50 B T G B AT = 40 M 1A An T bR 0 B 28 AR 110 998 3 28
SR B T4 Gl FL AN 1 A M 1 At 0 2 R R R ) oA — LS T B, 2
T R B AR 1T DAL HE G A A% AR B B 2 A% R 3 315 491 i AELAS PR T S i 2 A K 1 )7 41« 7
AN AZ TR 7 7 000 1 B 28 95 5 310 70 b 6 5 ) 2A K 5 B A L — S 35 A 1 “BRER” B R —
A T AN E 25 05 G b5 1 PR AN SRR < 1A T UK EE (2 0L (Donnelly and Elliott 2001;
Atkins,Wills et al.2007;Doronina,Wu et al.2008)) . “ZHE-F” 2 F5mRNA I (5{DNA%Y T
[ CEE B (9 B AZ PR B Al — AN E IR FR TR L 1) = MR - TR I, 24 2 R HE S (19 2A
SEIE T 5153 FFT B L i mRNA A PR BN 2T 42 (0 S T 1S 6 1 PR A 22 K o 3% oA W 4k )k R
B A8 28 J T, 6 H.C R0 T B LA SRR R 1 B A A RNAGm D 1 T LFR B 1 T
[0222] N TG ES IR Z Bk 5 NTE AN 43 W IR AR, 1 — BB St 7 /P, IE 2 M H IR T4
AR A R AL A AT T R B (RTS8 IR T S SR A1) o HE S T A AT R
VB Hh % 2 1) 5 BEAZ TR 13 1 » BRI A 7 51 L IE B 14D 1) 15 A B 3% 2 1 2 6 LA KB & B 22 K 5
NTE FANII 73 W I AR o 4 WS 5 7 BT 8 AL T G i B 80 2 IR AR 7 5105 ity » IR
Be 53 WA T 5 7 A AT UL TS B A R 7 5 AR A2 B (S W iWelch et al.,
U.S.Patent No.5,037,743;Holland et al.,U.S.Patent No.5,143,830) . {F U852t
Z B S INEFEWISEQ ID NO: 3188329 T/~ I 28 F: MR 7 41 o AR UIBELAR N GUF IR R, 4
T 10 AL B AD  15 FE , TR X S 2 A R 4 T A AT e AH 24 KK P B AR 55 o 76— BB St 7
Zerh, AR B AR T 41 2 T 76 0 SLEh W 40 i vh 2632 1 ek 25 S -, e A T 76 A\ 48
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HHZRIA o BERD T A0 AR i 7RI T 271 AR 8 7R 25 2 )P 14 v 3 08 1Y) 22k IR o 2 DL ) %
B 55388 7 L) ek ) v R 3k T R AT Hh A0 1Y) B B S e, LG SIS B R 1 e R AT o )
T Fr gt ) & 24 1R »

[0223]  #F LSt 7 S, AR A KB 2 4% B IR 035k 3 LU R 7 41 : SEQ 1D
NO: 1397 . AR IH M K 2 MR AL 35 5% EH SEQ 1D NO: 1397 7 4 B A E/070%
W /D80% AL E 90 % 95 % .97 % 5L 99 % 1] 7 41 AH I 1

[0224]  pfidh e e AH I 77 V2%

[0225]  ZRSCHRML 7 T G v 97 (1) e g5 AR BRI i 2% 7 ¥ o AE — BB S T B 1% T VA
FEBAR 5 AR & B CAR BTN G % 40 B FF 4 S A o 76— e St 7 R, AR R B I — Fhd i
T B AR 71, CLHE < SR At 2 M I 7E 40 R 1T R0 & /D — Fhoin b il (1) CAR » 5 4 % A
1 J7 v IR T 5 anPCT & R i A 5 W0/2014/039523.W0/2014/184741.W0/2014/
191128.W0/2014/184744F1W0/2014/184143 , F A= Py 2381tk 5] I ANASL - 75— L8 5 it
J7EZH TR - N ERTIR R 2 b — FhgwmbS CARIY 2 % IR 5 L4l , FEAE 4R i R
K2R -

[0226]  #F—Lesjii )7 b, 2L ERAAAE T B R a8k b LI R AR e R IA .

[0227]  #E—LL STt /7 9, 1% 5k m] DL adE— 2D H i e 3 /b — /N B R OV 1 s AR B A
(2008, 22/ — /N 55 (K] B ok 25 (K] 32 4 S (AN B -1 TCRIT 2H 43« 4 928 4100 i 3510 1 L W HLA S [T
A/ B0 R 2 5 B A (B AnPDCD1 B CTLA-4) o JE R 23 B 721845 H I JE AN LA Th g v 2R
H R AR IE A —Be S 7 B, A i I R 3 DA — 4, 1 anfH AR T TCRa L TCR
B.CD52.GR.PD- 1 FICTLA-4 . £ — L5t 77 R, 1% 7 A A dE @ i a4 A 5 N Re g i i ik
FEVEDNA V) 1 5He 10 428 P Hib 50 258 (R 2R 7% B A A ) A% R N DI S A — Fh e 22 Pk IR 2R - 7
— LS T S, WA DB AZ IR N VIl AT DL 181 U Sk 0 1 RE RN, T A% BRI (TALE - 1%
PR ) Bk CasOFZ IR N DI .

[0228]  fE—RLSIjti Ty R, BN MEAL S5 A I S5 0 A DI IR IR P9 D0 — s FH DA 1 5 3
SRR I R R TE (R BE 7o 1 2, B 4/ P 4 A 5 A4 38 mT DA & DNA AR i 0 T 14 - DNA R 3 im T i )
B 1] 12 S A5 0 45 5 - 3 AL IR A VI 3 -5 A TR AMII \5- 3" B ME AL IR A VI .5 FER A R N
VI (flap endonuclease) \ffigl iR (hosphatase) 7K il FIASAR FE A1 DNASR &
il o 3X P Ao 85 AL ) Al PR S P St g 0 3 0 B DA — 2R B 1 A A IR el R o A R 3
HIREAL TG PEAT A - hExoT (EXO1_HUMAN) B £FExol (EXO1_YEAST)  KJ#AT #Exol . ATREX2.
/N TREXT . ATREX1 4 TREXT . KB TREXT TdT CGR i it S8 A% H ER % 72 ifg) A DNA2 i BEDNA2
(DNA2_YEAST) o fE—%&5iti 77 2, BN AL S5 138 T LR A 3 -5 - A% IR M AT 14 5 LA
JAE— Bt 77 =, B iR BA I A Ak 45 A 3802 TREX, B R 1B TREX 244 4k 45 #4380 (W02012/
058458) o 7 —LE STt 77 ZEH , T IR {4 A0 45 A4 338 el R BE TREX 22 IR 2 i o 201 71 10 42 A4, &85 44 80T
UL S IRERAL A B H R G R A A 7E— sl oy b, 4 G an iR B2 S B A M 4L
SErIERL G .

[0229]  fE—RLsijfi 7 b 1% BTG R Ab SINEE 2D 5EIR T 5 —5
[F 5 ) 7 FU T SN AZ R I 2 3R, A3 BE AL IR 17 51 AN AN IR A% R 2 8] AR R E 4, o AF — S
Jiti 77 ZE R, B SIS A% R 70 i) B 46 S BB AL IR 17 #1157 DX 38R 3 X 3 [ Y ) 58— B 40 A6 —
57 o SMEAZ BRI VT LA BLFE AL T 55— 8B 40 FIEE 80 70 Z IR I 28 =38, A B 3G S ¥R
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JF A5 X I AN3” X 3[R s o 75 SEAX IR 17 I V) B 2 5, R BEAL R 5 9 AR A% R 2 W)
I I 5 A A A — SRSty R R, v AR AR R o A e 22/ 250bp KT 29100bp .
R T-29200bp ) [F1YE 7 51 o AN AZ IR 7T L2 51 i {H AN PR T+ 29200bp 22 26000bp , AR 1L 2
1000bp 22 £72000bp » 3 52 (1) 4% B2 [ Y5 P4 A2 - W7 2447 55 F 0 A0 1 e 0 38 IX 3k, I HLAF 51N
HIAZ R 7 5L T P A 2 T

[0230] 7 —uEsiji 5 EH , B R AR IR BLHE 5 BT I )1 e 1 0 IR0 5 ) 38— X8 s T2k
VIR E LR — HE KA /51 : TCRa . TCRBCD52 .\ Fi Ji7 Ji i 25 32 44 (GR) « it 280 I8 T i iy
(DCK) Al et 25 fi B 1 (B AR P RSB T2 -1 (PD-1)) 5 LA S5 V)] R 9510 77 51 [ Y5 ) 26—
X 2% TR 5I NP BR T LA 5| NBURIA M A V) EIX IR W VI 2 w57 82 5 5 0R] i 3E 4T
R I o R AR T A ) BEAZ TR T AU (AL B, IX P SIS AL R 1T FH T rs bR 2 L, 9 4, 24 40U
KR AL T 225 (R 1 JFF T8 5] 3 AE P B, B850 N8I D JBR N R ) 3 51 B 2 TR o 3 st A58 FH X 9 114 1 U
RZBR I 7 548 N BT DA TS 1 S R 30 3o A 1 B 35 48 2 R (1 D A BIR 1) i it 491 4] S5 AL
FEPR A ) (B B RE T PR IE R Rk (FF ol PR 1 St 0 0 3 328 4) R R R
TEBR e o 7F — LB S 7 2, 3% 4 TCRa . TCRB CD52 . GR DCK A G e A% 7 i 25 13 1 32 [R] ) 2k
T T DATE F R S P TALE - A% T i 48 ) PRS2 IR 2L A7 B A AT, v i R 3 R TALE - I 1R
B A AL DI, I H A B AN BR AR R L FE 22 /D — AN [R5 X SR — Rl ol [R] PR S 2
(RS 4536 [ DA — 2 308 1) L BR] 2 0% ) 5 #1) - TCRa . TCRB L CD52 . GRDCK « 2 A 56 l B 4 o 72
— LU it 7 e, S IR AT DR YR B R sl 3 o A 2 T TALE - 2% TR It 1t 44 ¢ ik [)
SR I ELRE S B ) — MR o 22 DR R T LA 7 M 20 A R R A L AR SR TR 2 9

[0231]  FE—2esjfify S, iR 5 i A —FhEl 2 Fhik B DL A0S0 S R 23 < TCRa
TCRB.CD52GR DCK AN Gt e Ao A sl H ) o 7E — LSt 7 2, JE PRI A 2k v mT LA Jd it ) 400 i vh
FINZ D> — P V) EIZIR A VI RS20, 57540 A V) BIAX R P9 DI BEARE S M 1o 240 Pl S [
SRR ) 7 A0 A DI s F HAT G, ) 4 M AR O BTN ELEE S TR T A AR I AR — X
S, AR A N A 5 R L1 1 RS D0 U A0 DR ) B XK AR AZ IR 5 e BTN
AMERZIR (3L R i o A 2 /b —Fhgmid 2 /b — M B br B4 E A R INEZ IR TP
Gl o FE— L5l 7 R, ANIR 2 T IR T AU 4 B A B g it 5 DA S — B H R R : TCR
a . TCRB.CD52.GRDCK AN J2E 46 25 s 2 1 o

[0232] £ 55— 7 HI, AR B 40 M IR 25 B ] LA $ < 388 3 o 48 /b — ot 3 58 B 28 00 i 771
SRR TR SRV SRAB AR TAR M, DA K& s A 346 b £ G 2 F IR B A7 AE T 97 38 40 B o S 9% ) 770 2
SRS JUFRAE FE ML 2 —$00 ] 5 328 T B8 10 sl 7)o G 928 $000 1) 5500 mT LA 9k 2> i 928 I 25 (1) 2 R/ B
DAL (voraci ty) o G % 7R 1R AR PR i) 14 S it 451 60 355 A 1R A9 42 Tl TR T o) 7] R 0 B 2R
S~ T A 25 - 2 R BT 7 JULEF — T R ot Sl 0 o) 1) P TR D T ) 7)o S [
et R G 2 F P U A o — LS 4 i 2 P G P2 1 ) 7)o #  DNA R AR FH o FE AL P LI
o R T 24 e 3 e 0 ) B 4 B ) B0 R A A FH o RR R A A BH ) 5 v e VR e A T A P
(180 7, 28 70 ) 51 A 50 2 Vi 1) B 28 Y T SR T T4 B G B I 40 2 o 4 IR ) 2 S e 451, 3%
IVHRA] 51 ) 08 s ] A A2 G 8 PRI R ) B2 A, AN AEASFR “T-CD52 Bl 7 i i R 32 44 (GR) JFKBPZX
TR JEE DAL s B3RP P 1 R R Rl £ o

[0233]  7E—uBsiif /7 b, 1% 7 VA B B B FE TE SR AL e UE A v Rk — PP
DIRIL IR N VIR H 51558 V) B ER N DIBEERE SR (A — Pl 3 DR v i D081, AT A8 H A
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FERRIE A — S B, UE M 1) 7 LB AE UL R 2P IR i 2 b — A SRR TR A, 51
L= E A0 3% TR ECR B L VRRE i 5 278 43 3 08 G T2 U0 1) R B ) T8 i v £ 2 A 5 1) T4 P
T N RE 8 18 DNAY) F13% B 11 2R 7% B A VDB R A VDI , D0 168 ek XU Dk 2 2 i 47 92 411
L HE DA, DL S B A0 , A e £ S e AR R AE T

[0234]  #F—EsLjti 77 R, i 7 VAR HE SR AL T A0, 45 Gn ok B 4 % 72 M sl ok B IR
ritn 5 FE TEH I 326 3 8 DT, JHG v Pkt e [R] 26 506 B 2 1001 1) P 2888 5 P 9 RS 36 G DNA D) )08 B 4 2%
TR UIRIAZ IR N V) ) A% R e G T AL, 0 e 388k SOV 7 2588 2 3 S 2 FU0 1 R B ) B A
TR A VIEIZIR N VIl RIS BTN b DL S SEAR A, AT M 7E S B R AR AR T o
[0235]  #F—HEsjti 77 R, M VIFIAX IR N V) gy M 42 7] CD5 2B GR o ££ — L S it 7 52
Hh, G643 T KO I 2 DR A CD5 2 , LA A e 8 M6 o7 A0 4 2 7] CD5 2950 J 19 N VA i o 7
— B R, B T UG I FE R G LGR , H H G % f0 VA T G R B SS I EE , 45 4
FERNA AE—LE ST 7 ZEH , e 45 FH T 2R 1) 25 (R 2 FRBP S e 4k [R] R 3 s AR A, 9 HL 598
G YT BFEFK506 , AR At v 3 m] 8l 52 &R (fujimycin) o £ — 850 77 S, FKBP A Jik
BRI R 078 A FKBP1 280 H AR A o £ — S8 St 77 S8 b, a8 T KO I B DR SR 3R B B X 2
DRI i SR B AR AR, I H Az a7 B M A T 3R

[0236]  fE—LLsjtiJ7 2, WA VIFIARZ IR N UG vT DL 451 Gan oK S Bl A% BRI B i 1% R T
BUTALE- #% R (TALEN) o fE— 28500t 77 S8, M I BIRZ IR N VIR 2 TALE - =X BRI

[0237]  ARSCEFRAL 7 IE TR in T M TAR M I OUE 7732, Horp iz i 4 -l 2 /0
o ERGEX P B RV RS AEAB I TN o 72— SL S 7 S vh , S e G A A B 2 9 iPD - 1
A/ BECTLA-4 o 7E— LS 7 S, AR AS U4 B 1) 77 v A0 46 < e A 22 /D — Pl G 2 A 28 0
WA R RAB R TN ; HE 4 BG40 . S i & i R E AR TR P AT 1 (PD-1, 1
FROWPDCD1EKCD279, F 15 :NM-005018) 4R 5 M Tk 2 4R B b iR 4 (CTLA-4, tHFRNCD152,
GenBank& it 5 AF414120.1) \LAG3 (2 FK ACD223, & ic 5 :NM-002286.5) . Tim3 (tLFR N
HAVCRZ2 , GenBank & 3% 5 : JX049979. 1) \BTLA ({#xAHCD272, &5 :NM-181780. 3) \BY55 (&
R NCD160,GenBank &35 : CR541888.1) TIGIT (B HFRNVSTM3, Bl 5 :NM-173799) .B7H5
(R ACL00r 54, /N vistadi PR 1[I, Bt 5 :NM-022153. 1) \LATR1 (B #%ACD305,
GenBank® i 5 :CR542051.1) .SIGLEC10 (GeneBank & i 5 : AY358337.1) .2B4 (B Fx N
CD244, it 5 : NM-001166664 . 1) , H BBl 5 528 A M o 451 &l , CTLA- 42 75 HE LLCDAFICDST
YN B b R ) 40 O 2R T AR 5 28R FLEC AR (BT - 1FIBT-2) ST Rt 4 _FH &0, TAIH
T AN N - D RE A ]

[0238] 7 —LLsji 7 ZRH , Frid B T SosE 4 i v B HE DL R AP R 1 2 b — A SR AT
AHHR, 5 G0k E 40 B R TR R EITLVRRE &b s 170 TAR B 51 N BE % 38 i DNAY) Bk M 2R v
(IR VI ERL IR N DI, A0 188 ik SOUEE T 2 2 10 S e Ao A i i L D2 PR 5 R S8 4 o 76—
BE STt T 2, FriR D7 VA B S SR AL TR, 5] an >k B 40 M R IRk B A s Fgn b Ee
% 188 1 DNA Y FZe 138 14 2 37 (R W A D) FIAZ TR A V706 1) % R 2 G P iR T L, D0 e 368 5 004 B
b5 G B AU B RN A VIR IR N VIR a8 BT s 9 MG 40 o 75— 28
SEH 7 S WA DIEIRL R A D) Bg R S PR 22 5 AT A 18- PD-1,CTLA-4,LAG3 Tim3,
BTLA.BY55.TIGIT-B7H5.LATR1SIGLEC10.2B4.TCRaFITCRB. 7F — L& st 7 & , W A5 V) &
%R N DTG AT DL RS BB A% R I B FB AL IR I - BRTALE - =L IR g o 75— L8 St 77 P, WA V)
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FIRZIR A V)G /& TALE - 12 R TG .

[0239] 7 —HEsjiti 77 R, AN B AT AR ol i T R M R A B VR 9T o AR IR AR St T SR
H, BT L DL R 7 AR A, Bl 7 A R - AE TR A b A 2 D — Fh g b5 T 40 i 52 1
(TCR) 2H. 7311 B DA 2 3% 5 FF 4 BT o 7E — BE STt 7 S, 1% 7 VR IR B AL S MR AR T P F 1t
(A v ik — AR DRI AL IR N VI , A 45458 V) FIAZ R N DBERE 5 Ve A — B ) B [
R IR, AT A H FR 2 R 2R3 o AE — B8 S 7 S, Brid F T S0 4a i i) D7 ik s LA R
R 20— AR TN, 1 a0k B 40 B TR B B IILVBORE i 5 7] TR 51 N RE RS 38
I DNAY) e 338 11 SR 05 O A% A ) FIAZ R N D)l , 0176 300 5 U DT 288 22 /D — Fh g i T 400 i 52 4
(TCR) H 77 B 2L A, FF4 MG 241 e

[0240] 7 —Esjti 77 R, Pk 77 5 B - SR AR TR M , 4 dn >k B 40 i 3% 7= ) ek B i
FE it s FH 4 5 B8 4% 308 1k DNA D)0 438 1 2R 37 ) s A7 D) R A% R PN DD 1) A% IR e G I ik T4 Y
03 T8 sk U T 2 22 /D — P AL TR R 52 44 (TCR) ZH 23 I 22 (R s 4 B DI B IR ) DI R 1A
FITHHAE A 5 X6 78 H 41 A 2 T AN FRIE TCRI L AL TAR B R AT 43 1k s DA e b 8 41

[0241]  7E— LU S U7 S, Wi A VI EIRZ R N DTG AT DL R RS0 B A% BR I8 £ 15 1% TR I8 5
TALE - #% PRI o £ — S8 St 7 S, Wi A7 DI BIAZ IR N V)il 2 TALE - BX R g o AE — L St 77 52
1, TALE - 1% 2 Bl 1R 1) FF D15 9w b TCRa B TCRBIX) ¥ 41 o £E — L85 77 S8 v , TALE - % R B .45
#HSEQ ID N0:334.335.336.337.338.339.3408%34 1 Ft 7 ) & 318 7 1) 1) 22 Bk 2 41|
TALE- ¥4 R 22 ik 77 411 -

[0242] Repeat TRAC TO1-L

[0243]  LTPQQVVATASNGGGKQALETVQRLLPVLCQAHGLTPQQVVAIASNNGGKQALETVQRLLPVLCQAHG
LTPQQVVATASNGGGKQALETVQRLLPVLCQAHGLTPEQVVATASHDGGKQALETVQRLLPVLCQAHGLTPEQVVA
TASHDGGKQALETVQRLLPVLCQAHGLTPEQVVAIASHDGGKQALETVQRLLPVLCQAHGLTPEQVVAIASNIGGK
QALETVQALLPVLCQAHGLTPEQVVATASHDGGKQALETVQRLLPVLCQAHGLTPEQVVATASNIGGKQALETVQA
LLPVLCQAHGLTPQQVVAIASNNGGKQALETVQRLLPVLCQAHGLTPEQVVATIASNIGGKQALETVQALLPVLCQA
HGLTPQQVVAIASNGGGKQALETVQRLLPVLCQAHGLTPEQVVAIASNIGGKQALETVQALLPVLCQAHGLTPQQV
VATASNGGGKQALETVQRLLPVLCQAHGLTPEQVVAIASHDGGKQALETVQRLLPVLCQAHGLTPQQVVAIASNGG
GRPALE (SEQ ID NO:334)

[0244] Repeat TRAC TO1-R

[0245]  LTPEQVVATASHDGGKQALETVQRLLPVLCQAHGLTPQQVVAIASNGGGKQALETVQRLLPVLCQAHG
LTPEQVVATASHDGGKQALETVQRLLPVLCQAHGLTPEQVVATASNIGGKQALETVQALLPVLCQAHGLTPQQVVA
TASNNGGKQALETVQRLLPVLCQAHGLTPEQVVAIASHDGGKQALETVQRLLPVLCQAHGLTPQQVVAIASNGGGK
QALETVQRLLPVLCQAHGLTPQQVVATASNNGGKQALETVQRLLPVLCQAHGLTPQQVVATASNNGGKQALETVQR
LLPVLCQAHGLTPQQVVAIASNGGGKQALETVQRLLPVLCQAHGLTPEQVVATIASNIGGKQALETVQALLPVLCQA
HGLTPEQVVAIASHDGGKQALETVQRLLPVLCQAHGLTPEQVVAIASNIGGKQALETVQALLPVLCQAHGLTPEQV
VATASHDGGKQALETVQRLLPVLCQAHGLTPQQVVAIASNNGGKQALETVQRLLPVLCQAHGLTPQQVVAIASNGG
GRPALE (SEQ ID NO:335)

[0246] Repeat TRBC TO1-L

[0247]  LTPQQVVATASNNGGKQALETVQRLLPVLCQAHGLTPQQVVAIASNGGGKQALETVQRLLPVLCQAHG
LTPQQVVAIASNNGGKQALETVQRLLPVLCQAHGLTPQQVVAIASNGGGKQALETVQRLLPVLCQAHGLTPQQVVA
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TASNGGGKQALETVQRLLPVLCQAHGLTPQQVVATASNGGGKQALETVQRLLPVLCQAHGLTPQQVVATASNNGGK
QALETVQRLLPVLCQAHGLTPEQVVATASNIGGKQALETVQALLPVLCQAHGLTPQQVVATASNNGGKQALETVQR
LLPVLCQAHGLTPEQVVATASHDGGKQALETVQRLLPVLCQAHGLTPEQVVATASHDGGKQALETVQRLLPVLCQA
HGLTPEQVVATASNIGGKQALETVQALLPVLCQAHGLTPQQVVAIASNGGGKQALETVQRLLPVLCQAHGLTPEQV
VATASHDGGKQALETVQRLLPVLCQAHGLTPEQVVATASNIGGKQALETVQALLPVLCQAHGLTPQQVVATASNGG
GRPALE (SEQ ID NO:336)

[0248] Repeat TRBC TO1-R

[0249]  NPQRSTVWYLTPQQVVATASNNGGKQALETVQRLLPVLCQAHGLTPQQVVATASNGGGKQALETVQRL
LPVLCQAHGLTPQQVVATIASNNGGKQALETVQRLLPVLCQAHGLTPQQVVATASNNGGKQALETVQRLLPVLCQAH
GLTPEQVVATASHDGGKQALETVQRLLPVLCQAHGLTPEQVVATASHDGGKQALETVQRLLPVLCQAHGLTPQQVV
ATASNGGGKQALETVQRLLPVLCQAHGLTPQQVVAIASNGGGKQALETVQRLLPVLCQAHGLTPQQVVATASNGGG
KQALETVQRLLPVLCQAHGLTPQQVVATIASNGGGKQALETVQRLLPVLCQAHGLTPQQVVATASNNGGKQALETVQ
RLLPVLCQAHGLTPQQVVATASNNGGKQALETVQRLLPVLCQAHGLTPQQVVATIASNNGGKQALETVQRLLPVLCQ
AHGLTPQQVVATASNGGGKQALETVQRLLPVLCQAHGLTPQQVVATIASNNGGKQALETVQRLLPVLCQAHGLTPQQ
VVATASNGGGRPALE (SEQ ID NO:337)

[0250] Repeat TRBC T02-L

[0251]  LTPEQVVAIASHDGGKQALETVQRLLPVLCQAHGLTPEQVVATASHDGGKQALETVQRLLPVLCQAHG
LTPEQVVATASHDGGKQALETVQRLLPVLCQAHGLTPEQVVATASNIGGKQALETVQALLPVLCQAHGLTPEQVVA
TASHDGGKQALETVQRLLPVLCQAHGLTPEQVVAIASHDGGKQALETVQRLLPVLCQAHGLTPEQVVATASHDGGK
QALETVQRLLPVLCQAHGLTPQQVVATASNNGGKQALETVQRLLPVLCQAHGLTPEQVVATASNIGGKQALETVQA
LLPVLCQAHGLTPQQVVATASNNGGKQALETVQRLLPVLCQAHGLTPQQVVATASNNGGKQALETVQRLLPVLCQA
HGLTPQQVVATASNGGGKQALETVQRLLPVLCQAHGLTPEQVVATASHDGGKQALETVQRLLPVLCQAHGLTPQQV
VATASNNGGKQALETVQRLLPVLCQAHGLTPEQVVATIASHDGGKQALETVQRLLPVLCQAHGLTPQQVVATASNGG
GRPALE (SEQ ID NO:338)

[0252] Repeat TRBC T02-R

[0253]  LTPQQVVAIASNNGGKQALETVQRLLPVLCQAHGLTPQQVVATASNNGGKQALETVQRLLPVLCQAHG
LTPQQVVATASNNGGKQALETVQRLLPVLCQAHGLTPEQVVATASNIGGKQALETVQALLPVLCQAHGLTPQQVVA
TASNNGGKQALETVQRLLPVLCQAHGLTPEQVVATASNIGGKQALETVQALLPVLCQAHGLTPQQVVATASNGGGK
QALETVQRLLPVLCQAHGLTPEQVVATASHDGGKQALETVQRLLPVLCQAHGLTPQQVVATASNGGGKQALETVQR
LLPVLCQAHGLTPEQVVATASHDGGKQALETVQRLLPVLCQAHGLTPQQVVATASNGGGKQALETVQRLLPVLCQA
HGLTPQQVVATASNNGGKQALETVQRLLPVLCQAHGLTPEQVVAIASHDGGKQALETVQRLLPVLCQAHGLTPQQV
VATASNGGGKQALETVQRLLPVLCQAHGLTPQQVVATASNGGGKQALETVQRLLPVLCQAHGLTPQQVVATASNGG
GRPALE (SEQ ID NO:339)

[0254] Repeat CD52 T02-L

[0255]  LTPQQVVAIASNGGGKQALETVQRLLPVLCQAHGLTPEQVVATASHDGGKQALETVQRLLPVLCQAHG
LTPEQVVATASHDGGKQALETVQRLLPVLCQAHGLTPQQVVATASNGGGKQALETVQRLLPVLCQAHGLTPEQVVA
TASHDGGKQALETVQRLLPVLCQAHGLTPEQVVATASHDGGKQALETVQRLLPVLCQAHGLTPQQVVATASNGGGK
QALETVQRLLPVLCQAHGLTPEQVVATASNIGGKQALETVQALLPVLCQAHGLTPEQVVATASHDGGKQALETVQR
LLPVLCQAHGLTPQQVVATASNGGGKQALETVQRLLPVLCQAHGLTPEQVVATASHDGGKQALETVQRLLPVLCQA
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HGLTPEQVVATASNIGGKQALETVQALLPVLCQAHGLTPEQVVATASHDGGKQALETVQRLLPVLCQAHGLTPEQV
VATASHDGGKQALETVQRLLPVLCQAHGLTPEQVVATASNIGGKQALETVQALLPVLCQAHGLTPQQVVATASNGG
GRPALE (SEQ ID NO:340)

[0256] Repeat CD52 T02-R

[0257]  LTPQQVVATASNGGGKQALETVQRLLPVLCQAHGLTPQQVVATASNNGGKQALETVQRLLPVLCQAHG
LTPEQVVATASHDGGKQALETVQRLLPVLCQAHGLTPQQVVATASNGGGKQALETVQRLLPVLCQAHGLTPEQVVA
TASHDGGKQALETVQRLLPVLCQAHGLTPQQVVATASNGGGKQALETVQRLLPVLCQAHGLTPQQVVATASNGGGK
QALETVQRLLPVLCQAHGLTPEQVVATASNIGGKQALETVQALLPVLCQAHGLTPEQVVATASHDGGKQALETVQR
LLPVLCQAHGLTPEQVVATASHDGGKQALETVQRLLPVLCQAHGLTPQQVVATASNGGGKQALETVQRLLPVLCQA
HGLTPQQVVATASNNGGKQALETVQRLLPVLCQAHGLTPQQVVATASNGGGKQALETVQRLLPVLCQAHGLTPEQV
VATASNIGGKQALETVQALLPVLCQAHGLTPEQVVATASHDGGKQALETVQRLLPVLCQAHGLTPQQVVATASNGG
GRPALE (SEQ ID NO:341)

[0258]  7E 55— 5 THI , BAEAERANML ) 55— 20 3R T DU 3 S TCRa SR B TAH MR I 7 7%, B4
¥pTa (WHFR ApreTCRa) B THREAR (R 51 N T, F-4 B4 , (T35 HhJi L ) CD3 B &4
TE— B85 77 R, 1% i ) FgRAS & /b — A pTa i BERIAZ BRI Y 41 i DL SZ FFCD3R
[ #2325 s b) W4 Pk pTa R 3 240 s Fle) I BG4, A 126 i 38 i I CD3E &40

[0259] bRt 1 il 4% T e % 6y 7 B TAN ML) 7 v, B FE Ty 3G A VA R D 3R AE — ik
St 5 B, pTa Z A% B 7 51 o] LARE AL 5 N B [F] Y8 840 5N o 75— Le STt 7 R+, 4
AT LA 5 TCRaZE Rl 1 26 AH 2%

[0260]  m] DAfsf FpTaff AN A Dhae A5 44 o IRk B “ThRe A 4R” 2 18 5 B AN KB i B 4 - AH
LA 737 o pTaBIL ThEE AR RN “ Fr B A& 4870 1 BATAT M B, B bE 4K pTa it i1 IR o 7 — £
St 7 S, pTaB My B A8 4 0T LU 481 Gn 4= 4 p Ta B C A By 2% f p Ta it 4% « CoR i i 2K Y p Tt
/> CR B (1) — AN B2 N 2 o A D9 R PR ) M St 9], C - R g 6 2 R p Ta i AR i 2 B 1 Sl COR
Ui K] 1848627892 1108 114/ e o BRI 2 B 1R 7 711 2 A ] LA i 2% 4% 4 i UK FRIDNA SR
1l 2% o IS 1) B8 728 B0 45 451 Gn 8 SRR T 41 PN T R R P 2 B N BA R ot mT DL R S H N
FHARHIATAT 2 A DA B S AR AR, SR 1) B A W A EL A BAEE IR P R0l 2 Dh Re 4
CO3E AW AEMER St 77 B, a0 B TR , 7EAF I pTafR A Hp 5] N2 b — A RAF
PASZ I — 54K o /B S AR BR il P S it 451, SR AR Bk A vl DL 22 /b2 A pTadk I W46RD22A
K24A\R102ABER117A, B f8 FICLUSTALW /7 V£ fEpTa K G Bl [m] R4 b LL o A B A de an b pir
I 1) pTa sl H AR AR AL HE TR AL TR FEWA6R B TR AL HR FED22A K24A \R102AFIRL 1 7A o 7E — LE St 7
Zrh AR AR RR M SE A5, i pTa sl ARk 515 557 3 45 My I8imh & , 45 nCD28 ., 0X40 . ICOS |
CD27.CD137 (4-1BB) MCD8. Ul b ik 1) pTa B AR 44 1) 24 i 4 25 #4485 7] LA 5 TCRa B 1 1Y) B
RltG , 5 0l A2 TCRa () 175 445 ) 338 R 248 L P 465 ) 488 o p Ta 38 A 9, ] LA 5 TCRa ) 40 i P 485 g J
PAN

[0261]  f#F—8eszifi 5 S5, pTahiiAS AT BA 55 41 i AN IC AR 45 & 45 A Sk il & o (F — BB St 58
Hh, pTa sl H Ty 8 AR U 50 45 T8 e 22 PR 32 Sk B2 (1) SE T 5 s S P B T B AR K R B mT AR
BUFE FE v 45 B B SRR DL B B (scFv) @il e o

[0262] R ¥ “TCRawk & T TN 2 Fa ik = DhREPETCRaBERIA 1) 43 BS I TAH AL - 3X 7] LA JE i
AN B T B SE B, A R AR PR ) St 5], 368 ek o T4 e s 3 L 7 LA i R T AN SRR AT A
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DGR TCRa , B I i c40is T A 45 HLAE L3R i b= AR R /D i DR METCRa g , Bl0@ I HUsE
TYH Sk 26 325 575 T 2 B B 26 T R TCRa%i  TCRafBi [ 4H o A B8 F-d 1 CD3 & & 38 . [R1 1k
N T FERRIE AN A #E I 70 V TCRadf [ 20 i ¥ 38 48 , K p Ta Bl L Dh e AR 4R 5| N A A, AT R
IhEEMECD3E AW . 1 — L85t /7 b, iZ 7 VA A 45 17 BTk TAR AR A 51\ e 5 18 i DNA ) 1
T 32 B VR 2R VS — w0 T i 52 44 (TCR) 2H 73 JE R s A V) B RZ BR N VI « 75— e S il 7 &8
W, WA VIEIZ IR N VIR 2 TALE - (4 BRI

[0263]  #£ 5 —J7 [ , 8 I AR ST 77 5 3RA9 1 48 40 1 T4 i T 5 XUy e e P A B i« 157
W, T M R DA FE it 38 R8T B R B M OUURE S M AR, B0 A i FH 2 A S AR P
fith o XA 7 PR DU BLFE 2 A AN R LR BT AN AT AR X, AR A 28 o0 1 40 P el 3 7 i o
AR R B ] 4 S T 1), RURE S M A T 1508 Jifeg b 25420 F0pk 2 48 P e =, 491 anfE AN PR T
CD3, FF H B A 5 € [a) FB0E AL AT 95 A TR B HE ST g 108 77

[0264]  #F LSyt J7 R, S A AR A A B I 22 Ik 2 4% 5 IR AT LA 2 B 51 N4l L)
mRNA , 51 3@ i L 5 FL o AE — B85t 7 =P, ey toPul se 3 AR A 85 I 3% A0 i 40 it DL K+
BHazk 2 A v S S B UL E R E DL /N AE T 380k B sy e R R I 26 A

[0265] AR SCIbHEAE T R G TAM M) J7 15 o AE —SE STt /7 R, 1% 7 VA B HE - T4 i S5RNA
Bl I A TAN A N DL R4 Agile PulseF A : (a) Mk, Hod R YU N 292250 %
300V/ K ; (b) Bkih 38 FE0. Ims; (c) 25 5% (a) A1 (b) B HL ik v 22 18] 49 fik v 18] B8 090 . 2 22
10ms ; (d) B bk, e R Y L 9 292250 23000V L ik i 58 & £100ms , BL Kz 5 58 (b) [ Ha Jik e
53505 () B 28— H ik 2 TR] B Bk v 18] B 249 79 100ms 5 A1 (e) DY AN FL bk, LA R 245325V
Fik 7 58 B 2980 . 2ms 5 BA S2 4 L BK R AN 22 18] 1) ik e 1] B A 2ms o 76— L8 52l 7 e, — Fol
FEGETAN I J7 7% , B4 A8 o T Y 55 RNARE A I 1) TE0 it I e DA S A i Agile Pulse
A1 s (a) B ik, Hee R £92250.2300..2350.2400.2450.2500. 255024002450 2500
2600.2700.280029005%3000V/JE K ; (b) ikt ¥ BEO. Ims s () 225 (a) A (b) i HEL ik i 2 ]
[ K R B B 2990, 2.0.5.1.2.3.4.5.6.7.8.9510ms ; (d) H ik, He e R VB A Z12250 . 41
2250.2300.2350.2400.2450.2500.2550.2400.2450.2500.2600.2700.2800.2900%3000V
ik 3 5 B 29 100ms , BA S 25 B8 (b) (1) H Fik v 5 20 B8 (c) 1R 56 — i Jhk v 2 D) 1) ik e ) B £
100ms ; A1 (e) PUANHL ik, FLHL R 249 8325V ik 58 B 2980 . 2ms , LA R 44 L Rk &g S 22 [
(1) Jik v ) B S 2ms o PEAS B HH A T BLFETE IR E 6 Rl A AT B B 2 FL A AT DL AR
QIO RN BT & & B A T o A2 — SESETt T 2, L PR A 5200, 01 = 491 . 07
TGRS

[0266] 7 et 77 22, AR 9 AR RR il 14 S i 5], RNAGw A A6 VI RIAZ IR N VIl #% G )
ERLIR N VIR — Fpep A& an e - TALE - TR  CAR 22 BE & DL 32 AR 1) 22 /b — Fh4H 4y

ol D RE AR AMNIEAX R A/ B — A A A 5 R 8

[0267]  ZCUER R 4l

[0268] 7 i WH I HE A A 355 A ST AT 3R (A AR CAR 22 4% 7 R 1) 8 SL3E 1) 4 A Y o — B 52
Jiti 77 G HR AT DLIE G JSORE B4R CARVE 9 JE (R 5] N A 928 0l o 7E — L STt 7 R H , SR 3%
PIE T DA i e ic , LA Ao i A i 40 i i 25 58 FH/ Blde 4%

[0269]  TEX4ZMADCARZ IR 2 A% F R 5I N4 5 » v] LAZE A0 i b B A2 & s CAR 2 K . Bl 3
AT CLYEZN B AN A2 F=CAR 2 K, S8 J5 4 0 51N AT o 22 1 T R A R A 5 N AT M 1) 7 ¥ 7 A 4

“pTa
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B R o AE S S T v, W] DAAE AR E B A T7 1R 22 A% TR A A AR A B A )
SR A A E A S Ty S b, BRI Ak 7 vk T B RN Rk 2 AZ R AR, I H 2 T
R AL A AR B B A ) SR PR AH b AR L e STt 7 S8 b, T DA R B R TV 2%
iR T DB AT AT 38 1 792 51 ON AT, 451 T B 2F 9 B ek Ak (91 Gl e SR 5 W IR EF) 5 IR R
PRSE BRI e AL 7 VA AL, ) (AN PR T S8 4 5 PR 2 LB ORL 25 1 - 2 % PR o] DAL 4
TEHAAR R, 51 a0 TORL 2k R B30T B 3044

[0270]  ACCEFRME 1@ Bk AR SCHRAIR A S0 A 7 VR IR AR 1 4y
— s R, Ay B A L FE 2 D —Fhan b AT IR CAR . 7E — 4%
B FECARIIFEAAR , BEFRCARBLFEAS ] (1) 40 i /M EC AR &5 & 45 He3
[0271]  ASCIE3RAE TR FIRAT— 72 3R1T 10 40 B 1 S % 40 .« R 6 332 e U DNA TR AT
1] G 32 20 R AT - 3R B R P CARFY B 1R o 78— SRS 77 R, S I 2 TN A . 75— 28
ST R, S AR ET AT AR B A0 E AN R T 4R AR T A R DU AR T am AR JE IR
JiE T2 5 LR b N T 40 BT I T 0 A N L R T AR I S 2 R T AR
2 e T 2 A B o T 2 A o AR MR 19 N 2 2 CD 34+ 41 L« 43 5 1) 40 ks T DA i A S HR 4
F SR A0 SR 20 P L R K 40 L W NK 4 A BAR A Bl e B DA B TR A - S PETIbR S 40 P i P 25
PAET 6K £ 0 U5 P2 T 2 A P sl D 1 TR L2 0 o A — e STt 7 b, 4B mT AT AE
LR A 4T A : CDA-+T bk B2 400 i ACDS+T bk B 41 A

[0272]  FEH™ AN AL AE G 2 B, 40 M SR YR AT DL IS ik & AR RR i 1 77 72 A FR 3 Ab 3R A . A
Fi BT DA 22 AEBR 1)1 SR YR IR, 045 A1 ) I S A% 40 B B 5 L bR 2 45 AL 23 5 7 L i i 2
SR BB GLIRAL I L ZR IS K T e AR R 2H SR R o 7E — S Sy e, i) DUAE AR
AR N 30T HATE AR AR AT B P TARAE R o AE— LB STt 7 S8 Hh , 4R AT LAAT AR g e
HEAR R B2 A EE R B B W B ) B AR S T R A T DL 2
PRAS R R BUREAIE (1) 40 ML 1 VR & B — 35840

[0273]  ASCIEHRBEAR B AR AT b3k 77 vk ME A0 T 40 R 3R A5 () 40 i 3 o A SCIEHE 3 1 0k B %%
G TT B A PR SAB R 41 o 75— Lo S 5 R, BRI A R B 1 0 5 140 400 P B4
TSCARK) ZAZH TR -

[0274] A< WA (1) G2 240 i mT A6 T 400 PRI a8 A% A2 2 T B S i A9 3, 38 s
W N HER 5, A B AR R T35 [ £ 516,352,694 6,534,055 6,905,680 6,692,964 5,
858,358:6,887,466:6,905,681:7,144,575:7,067,318;7,172,869:7,232,566;7,175,
843:5,883,223:6,905,874:6,797,514:6,867,041 ; F135 [H & F|H 15 A JF520060121005, T
YT AL AT AR R A Bl N 338 LG8, AR BE B T4 B AT LA Wi it 5 1 CD3TCRE. & 4 AT
2 i 2 1T 1R Ay 1 DA P AR TAH 0TS A5 5 Il R e fk >k 3G o 491, w7 DA P o Gn 4%
BT ARAARA23187 bR 12- A B REBR IR 13 - 2 FRTEE (PMA) BK AT 22 70 24Uk 42 R AR A i v 2%
(PHA) FOAL 2 SR = A T S (5 5

[0275] 7 —uEsij 5 & A, TAM BB v DLd b 78 AR 41 5 491 i i D3P Ak L BRI Pt S 45 &
Jr B B AE R T B A PTCD2fi A 4 fir i i, Bl0E i 5 R B B CI0E A1) (9l 4n , & &40
) E RIS 5 TR I ok . A T LRI T A R 1 B o1, S A5 A A B
I3 FRIBCAR o 51 40, 7238 & T HITR T AR B BG 58 1) 2620, TR M n] 5 HiCD3Bifk FHiCD284t
Pk o 3 T TR B % 5% 1 2% AR R0 AT e 5 A S 58 AN 77 B 0 75 DR 1 & a1 77 2k (91 1

B0 AN A A R o TE
SEt T SR 2 B 4
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Minimal Essential Mediai{RPMI Media 1640.8%X-vivo5. (Lonza)) , L LERHFE T
FEIE (B4 s N RIE) A& -2 (IL-2) JJH & IFN- v JIL-4.IL-7.GM-CSF.IL-
10.IL-2.IL- 15\ TGFpAINF , BUAGIREL A N 51 & A1 F T 40 AR K s hnssl . & T4
i A= K R 0 75 4 (AN B T 2R T 9 1 7] NI 2R B K A SR 7R N - 2015 - - B =0 ER
2-FHEE LR e IR HE AT LA FERPMT 1640, A1M-V . DMEM.MEM.a-MEM.F-12.X-Vivo 1fIX-Vivo
20.0Optimizer 8 INZEEER TN R R A AN 24 A2 25 TG IV B B4 h 78 1 I3 (BRI R) 8 — 4
BB IS A/ B — 8 S 2 DA T M A A AN 3 0 4 B DR 1~ - o A R 491 G 75 85 3R R
BRI EFEIE LI RE FE W, T ANTE B R B R AN B 7R b - BE AN B AR R R AR K
FIT 06 55 (0 S5 AT A9 3 > (R FE (911 37 °C) FIERE (9 4, 23 <05 %6 C0,) « & 55 T AN (7]
JST ) P T B P B8 IR HE AN (O REAE

[0276]  fE—ESLH )7 SEH , AR B ) AR M mT DL JE I 5 2H 2R sl 4 B L 35 7k i 3 - 4 A ie
AT CATEAR N3 18, 51 Gn 704 2 i it FH 22 153 2 Sa B i I R 4

[0277]  #E—2Bsi 7 v AR IR AR B ) 7 B I 4E i B0 35 e B DL R I — Bl R E SR A
CD52.GR.PD-1.CTLA-4.LAG3.Tim3.BTLA.BY55.TIGIT.B7H5.LAIR1.SIGLEC10.2B4 HLA.TCR
aFITCRBFN/ 5K IECAR . ZHECARAI/ B pTak JE K] . 75— LS 7 b, 40 35 1) 41 B F6 g i
A ZHECART) Z KM ZAZ IR o 7 — LL STt 77 SHh , AR B A K BH (1) 75 8 ) 4R i A0 35 08 H A
I (R P A 2k i L R : CD52RIGR L CD52F1TCRa . CDR52 FITCRBGRFATCRa .GRANTCRB TCRa FATCR
B.PD-1MITCRa.PD- 1 F1ITCRB.CTLA-4F1TCRa,CTLA-4HITCRB.LAG3FITCRa LAG3FMITCRB . Tim3
AITCRa . Tim3ATCRB.BTLAFITCRa .BTLAFITCRBBY55 FITCRa \BY5S5TCRB. TIGITAITCRa , TIGIT
FITCRB.B7H5FITCRaBTH5 FITCRB LATR1 FITCRaLATR1FAITCRBSIGLEC10FITCRaSIGLEC10
FITCRB2B4FITCRa , 2B4 FITCRBAN /B FRIXCAR 2 FECARFIp T KL [A]

[0278]  #F ULt /7 vk, I8 it 2R3 TCRa I8 [K Al / 5 TCRBIE K] , TCRYEAR 35 A & BH 1) 41 fg
HOANERAE FH o 7E — 85Tt 7 S, 3R 4L 7 MAMESRAG A1 I A0 M 773, e rh ik 4 i
FAMAL T FEA LA R &Y MHC) 5 546 S8 8 ML T F EZH LM EEE &)
(MHC) 15 F 1% SIS E M LB A & T 18 1% 07 3K % LB 10 I 4R f bl B 46 7E
AR BTG B A o AR SCA TR AR B A M mT T ia 97 6 A 7 R R, AT rE 32
YUY (UvG) HE R AR HEY)907E 9% (GVHD) 5 IR 7E A R B RO VE L N 1 — FiiG T o He A
BN EE T X PUE 2By Hv6) HE R MY PUE 325 (GvHD) 7%, LfEE
o 1) B i it A KB S A K TCRa R / B TCR B K] F 28 44 ) 40 kL K v o7 P ik
Ho

[0279]  fE—uEsjifi )y b, 0l 1) e SR 4l B X —Fhak 2 Fiib T 9 BB Btk fbyr 44
AT DA 18] G A i IR R AL (PNA) AT 488 4 928 20 o & T 0k 40k 1 S 22 Vi 7 FAR T 46
Er BV IEVRTT o 7B M IR PNABLHE , 451 B ek B 28 6 1 S0V 32 s 7 Y2 R Ba] ik Ji T  PNA
18 S8 I (ACK) AR A BB R PNA . R R PNART = B FRPNA . E AT =B RR 2h 0 5
ATPFE 4+ F T DNAE B, AE N T30, 9 BB 5 5 = R B R AE P I A% BB A% 1 IR AL S B (RNR)
() R 1) o A SCHE AL T /B0 45 2R 75 19 dCK 2 [R] (1) BOMAR: 57 14 CAR - T Y o 75 — L& 52 it /7 58
w38 I 451 AnmRNA S 28 L FH 2 b T dCK S DR ) AR5 S 1 TAL - X TR g 1Y) 22 A% 1 R e AL T2 ok
#H1] 4% d CK i 4% 20 . o dCK i B4 BCMAKR 3 11 CAR - T4 g X PNA (B0, 35 451 401 5. 25 s Y R/ e s r
VEE) LA B0 3 o 4 T i %o BOMA 35 2 400 P F1h) 40 B 25 k0 1k
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[0280]  7F skt 7 S Hh , AR BH I 70 5 1) 4 M B4 i &R mT DA B HE p Ta Bl T R AR 44 . 78
— LSy R, B 4 B A g AR T I A TCRa S [R] 2k 3 SR gk — 20 AT BAE A 1
[0281]  fE—LEsjfi 7 S+, CAR- TAH ML CLFE S b H R 2 K 2 A% H IR , 4l ANRQRS - 2 WL 451
Iwo2013153391A, HAH N 2@ IS 51 I AR AEOHE Z LT RRICAR-THIM A+, B R 2
JEAECAR - TEH LIV 3R 11 R IA o 7E — LLSETt 7 S, H AR Z KB HESEQ ID NO: 342 7 () 2 i
2R

[0282]  CPYSNPSLCSGGGGSELPTQGTFSNVSTNVSPAKPTTTACPYSNPSLCSGGGGSPAPRPPTPAPTIAS
QPLSLRPEACRPAAGGAVHTRGLDFACDIYIWAPLAGTCGVLLLS LVITLYCNHRNRRRVCKCPRPVV (SEQ ID
NO:342)

[0283] X Z MKk mT LAE &It R B 3615 5 K. £ — LS 77 2+, A 2% 2 I35 SEQ
ID NO: 4007~ R IEIR T 51 -

[0284]  MGTSLLCWMALCLLGADHADACPYSNPSLCSGGGGSELPTQGTFSNVSTNVSPAKPTTTACPYSNPSL
CSGGGGSPAPRPPTPAPTIASQPLSLRPEACRPAAGGAVHTRGLDFACDIYIWAPLAGTCGVLLLSLVITLYCNHR
NRRRVCKCPRPVV (SEQ ID NO:400)

[0285] 4 £ BRAECAR - TAN ML) 3R T Rk I, F 2 H bt 5 2 BRIIRE AL &5 & F 24
MU . 2 T — DRI ZE B Tl LS A AR R IE R B 2 K. 2 IR BAREAL AT
DA &5 B B 1) 2B BT 4% o BOMAYF S5 14 CAR - T4 it ) JIRI 54w LA AE AR P8 22, 4 e i )
B it P R 22 1 BT o IS 2 % 1 A0 TR ) 1 58 T R R L I A% 1) 0 PR R A PR R T 31 7 A
RAEH, FA A PR T R 0 4, 4] dan =S ks 00 28 AN W 4252 1 2 /K P I

[0286] 7 —L6S i 5 22, CAR- TZH M 2E scFv P AL 3 4 s 5 1k o Ak TR S 1) 5L A A S e £
6 58 1R A o 2 WA BnPCT B 4% “mAb-DRIVEN CHIMERIC ANTIGEN RECEPTOR SYSTEMS FOR
SORTING/DEPLETING ENGINEERED IMMUNE CELLS”, J-20164F1 H25H 4258, HiAx 3B N 25 i@t
Sl FFHANASL X FER RALA BT 43 106 £/ 8 sk 2D CAR - T MY . R A2 ] DL B A 453k 4 A1)
AEATT £ H 2R AL o 75— Se St 7 S H , A AT DL gl fbE T B2 97 B 38 1Y) B2 S e Ak 1 2
R BT E AR )2 E BBy BT R 5 B CD20R AT o 75— R8sl 7 R rh , RATEHESEQ 1D NO:
39THT = LR [T 1)

[0287]1  CPYSNPSLC (SEQ ID NO:397)

[0288]  fE—bsijifi f7 =rh , ®ALAL T-CARKN « BIUHEASER T, A7 ] LLAL T CARI scFv A4
HE 2 [A] o AF — HE St 7 SR, a8 Sk 2 I 1) AR [R] AL A0 P o 2451 a] LLAECAR R A5 A o 45l
AFEUISEQ ID NO: 398/~ & AL IR [T 51 1) 22 K AT AFE AL T-CAR P () 5 T A8 [X AR B 2 [H]
fH.

[0289]  GSGGGGSCPYSNPSLCSGGGGSCPYSNPSLCSGGGGS (SEQ ID NO:398)

[0290] 7 —HESji )T S, RALRE F A Bk v DL S 40 i 55 1 25 W 28 < i vT DL et A
H ERAME RS0 R IR AH 43 1 22 208 B B R A i3 CDCAH I 74 o 7E — 28 STt /7 %2+, CAR -
TR AR A s v DA E T A5 FH R 00 2 o7 A 0 A ik 2 248 R 115

[0291] A7 N

[0292]  J&@ IS IR T ESRAR I 3 5 0 A M BRATT A 13 I 4 2 1A A BRI 4 B JR T DL AR 2
W o A — e STl T S b, X MG M RT T8 97 I o £E — S8 St T b JEiE A& 2 R M R B
9o Wk S A B R AT G U EE R 5 Tk UK O A AR A R A I R R P A
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&R 2 4T B 1 I 95 2% 20 988 BT At 2/ vk B2 40 i 13 L9 B 4T B 1 I s S BAM A A 2 A 4 vk
B2y (NHL) SR BESH AP 3 I (AML) Pe ek bR 2 40 i 12 (1 s (CLL) < 2 bk B2 41 i 19 o
Jo3 (ALL) A2V R 40 A M (1 i ps (ML) 08 v Pk bR L R A1 2 e PR VPR EE R L 1 % X VbR 2L 9T - 2 4
PR E2L 8 DR A A9k 20988 T AR BIpk 2 R 40 e vbR EEL 0 i R R 1 I PL /R S e iR IR EE Bk R
1 IMTAE 5%V 14 DR B PO Ik 2L 98 98 96 P 9 L R 30 5 DX VPR EEL 90 il S A D bR 2L 2 2R E2L 98
ZINHE K £ 4 LA 2 8 2 0 B Uk 2 R AT AR R R R I A (i ) K B A opk E2 98
RES IR S 2 AR L R - Waldenstrom B BRE ) IUAE L 96K 2 453200 2% [X B Jf bR 24 9 JI i 2% X
TREELIR L I PN DR BT B AR E2 98T iR R 95 HE P 9K EEL 9 9K B R A9 PRI 25 s T4 A / 4L 2R 4 g
F= 5 1) ORBAT AR bR EL 8 S PE HR AR 28 R e bk BT S A 1 12 JER 7 2 4k DK BT A ok 2L 9 (BB
RY) A NEBVRHMETRIZ M R BAR B IAR 98 « 28 0 AH 5 /R I8 M K BAR BBk T2 98 I 7 9 DK BAH
JL AR EL 98 ALK PH 4 R B4 Aok 2 97 2% BE 20 B bk T2 989 VHHVAH G 22 0 Cas t L emandii 51 2
KB iR B2 98 B A 9k v 1 BT At vk 24 88 AR A1 2 R ok B 988 -2 ] 1 ) R AAE 1) R 29 B4
oIk B 987 LA R 98 4 KB - 44T A bR E2 R AR 448 L A 4 VPR EEL 87 %)+ TR) SRR AAE 1 A 3 SR BT A bk
ELRT DA At B2 Pt AH Gk EL 98T

[0293] 7 — LSt 7 Z2 v, R4 A A BH 1) 43 B8 1) 40 PR AT AE B 43 5 1) A P ) 4 i 22 T
Tl T AEX A 75 20 B3 s T R E R 259)

[0294] AT At TIRIT BB vk AR — S T B iz VA B R A T W
REIRBEA K I S B AR o AE — SO S T R, 17 VR R AR AR B 1) B AT S g% 4
it FH 280 HA 7 B B B P IR

[0295]  fE—RLSIytiJ7 2 HH , AR B B TR M vT DA 28 [y 4 PN i B ) T A 38 9 HL o] DA e 8
BRI TA]

[0296] A BABIIE T 7712 0] DL ol 38 VR M B PR « AS A BRI 7 v AT DL B R e iR 9T
1R — 43 B R Tt S AR G B VR 97 () — 0 03 o AR I IR i) o FH T ) v e A S 2 968 97 o AT LA AE
FRUETT SRR B BRI TR B % A0 9 AR R Fh S 40 B B VR A0 A, AR 408 = 230047 &= ), AT 72
A E] DU FH 22— N2 S B3 1 CAR - TAH MY o IX A R CAR - THH B 7 vk vl DAAE N “BRLE O Ve 97
RN

(02971 W LAY By A FF 1 7 v — s FH ) 4 B AE 1T T 7R 350 20 Hh i o ¥ 97 T iR 97 2
D AFN B i (1) B o BT LAV T I SRR B, AN H AN R T8 KBk O 40 R S e, B FEAE —
IR SERE o AR BH () CARFNCAR - TZH BRLYE 7 1) Je R ) 28 28 A0 43 (AN BIR T 2 1 ot o 8o 1
RES g o 3 B0 S N MR /R AL LR/ Jehie o £ — L8 S 7 2R VR T P DA Z S — Fb
2 Fhidk 5 CL R — L X RRE TV  PURIE T ST I VAR R R 9T R SR AT AR VA
J7 IR RVR T VBRI TT OB IR T AU IR IT

[0298]  fE—RLsiytiJ7 2 HH , AT LIKHE T it A T b AT S B M ve 7 1 B Sibs b, AR B
M0 A T R T Gt R 3K A 7 2 01 ) 751) 52 A4 1) 25 AT 2 35 T A58 L0 28 20— b B e 410 7 B A
PV ) 20 A B AR A o AEIX T T, B B AR YR T N BT AR R R N s BN AR PR A K
HF AT 200 P o R 90 A D B P 40 e i 240 P e 1 ot FH mT A DA ART O (S 1 07 gk AT B i 4k
W NS VEST N VI AN BB A o A SC R IR 1 285 it ] DLE o 75k P Bk L P v 53
R RN IR A IRES Y VRE N LA BRI N i R o AE AN S T ZE R, AR R B A
M2 & AR e J8 st 7 ok PR 9 St
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(02991  7£— Gty 22 o, 240 0l 200 P FeE A it P T DA 0355 it PR 491 £ 249 10" 22 291074 i/
kg B, RLFE 7E 1230 [l N 10 P A 240 o 50 ) B 0 o AE — S8 St 7 S8, 241 i e 4 A 1 it
A DAL 3 P 29 10° 28 10N 40/ kg M5 26, 4097 70 1% 30 1] N 160 A5 4 PR 80 10 S 85048 T LA LA
— ik 2 PR B it P 4 M SR A M e o 7R — LS R, BT A A5 1 A0 i m DA DL B — 5]
il FH o 7E — SE St T R, FTIR A R I 4 i v DLAE — B[] DL 22 T —Fh i 750 5 i FH
Jit i T) 657 L 2 U 4 P00 2 P S Bk T R 3 T I PACBR 00« 200 e B 40 PR 7 T DA AAATE A K
PRARAS i P B AR o SR AN TR AN [R]  EUR R R 5 8 O RE 1 25 78 A SR AL A
R HE 1) B U L A AR 3 A Y R P9 & A R A TR BRI VR 7 BRI R 2 A 1) 5 e FH 17 7)==
W U T 252 38 1 AT % AT 8 | [R)IREYR T B RS Cln SR A1) |, Y8 97 A 256 0 75 RUUR
PO AR Jof o F — LSt 77 2P, A8 250 A 40 PR B 2L 5 0 I 2 i B 4/t FH ) 4 B 7 — S s
Tt 77 e, it FH AT DA bk A it P o £E — S8 S5t 7 e, T DL e I A iR A v S Tt
[0300] 75 A J BH (1) — M S it 7 58 A, K 40 e 5 A AT 50 (W) AR DG VR T 7 SRS (B, 2
AT [RIB B 2 J5) it T 583 SRR AR T 1 B S R HuAARyE 97 L CCR245 1741 (41 4 INC -
8761) PR EIBIT FUZ MBI A EA AR -2 P B I (AR NARA-C) BN MS 3 1)
nataliziimab¥g¥7 BN 4 B it B (K efaliztimabya J7 BERPML B 1 HAth VA T o 7 — e sk
Tt 77 S, K BOMARS 7 M CAR - TAH i 15 DL R — il 22 Fope & it FH T+ 283 - PiPD- 1k (il
nivolumab.pembrolizumab.E(PF-06801591) .PLPD-L1$i4Ak (4541, avelumab.atezolizumab
midurvalumab) - HLOX40FL /A (5 4PF-04518600) #14- 1BBHiAA (5 41PF-05082566) HIMCSF
Pufk (PD-0360324) HIGITRILAR I/ BLPLTIGITHIfA o £ — LSt 77 b, KR FESEQ 1D
NO: 396 Fr 7 Z 12 7 H1 i BCMAKE 5 1 CAR S5 HUPD - L1Hi R ave lumabBk & i FH T 8.3 . 78 7 b
(1) S it 7 8 H S AR B R T M v DA 55 AT T80T S 928 $ ) 550 an I A B 2R L B P MR 4 | R 4
WRERA | F T R 19 FHFK 506 Pt AR B L2 4 128 Y il 771 4l CAMPATH  HLCD3fr Ak s I Ath oAy 7732 . 4
M EE 2R ISR PR TR R VFK506 . B8 M %5 3= SOF AR IR S 18 B \FRI01228 41 L A 1
1/ B R B VAT o 3 B8 245 04100 ) A 44 5 TR 122 T R T PR 7 1 2% FFK506) 3410 ) e A= K [
T HFIE S FIREZENpT0S6HHE (FFMH%E %) (Henderson,Naya et al.1991;Liu,
Albers et al.1992;Bierer,Hollander et al.1993) .fE 7 —/ 5L 7 b, A8 & BH ) 20
M2 AP0 BER AR (40, 2 /T S [FIB 852 Ji5)  TEH My Ry 7 458 P AL TT 7 an s A Fiie
ANBUHIRTT (XRT) FRBEBE A% « BP0 AA anOK T3 B CAMPATH o /£ — S8 5 it 5 Z& Fh , A % B 1) 41 i
AW AEBA B VHRE T (114055 CD20 J B2 A 2455751, 49 R i tuxan) it FH o 481 41, 76— /> S it
J5 e, i Gonr LUl I s A A TR AT AR VR T SR JE EAT A0 B LT 0 B A AR o A
St 7 S AEREHE T, X RS2 AR B B A7 38 G 5 A R ) v o A — S R R T
RZ AT G Y B 4.

(03011 FHI&:

[0302] AR BHIEFRAL T T AT ER A& AR AR & e A, B
B3 G I BOMARY 77 1 CAR I 2 A% IR , BCELFE 28 SCHTIR I Jm b BOMASRE 57 P CAR ) 22 A% HF R 1
22 KU R S 2 A, DA R AR 4 AR ST IR (149 A e B 0 AT A g v A8 FH D 0 BH ) ol X S 150 P
PALHE F T B3R IGTT M IR T 0 28 550 1 G 2 40 i ) it FH i o

[0303]  ASCRTIR I T2 28 5UIE 1) e 938 241 M 140 s P 1740 15 B 10 36 5 0 958 ¢ T LA YA 7 1 57
it 5 At I AR 145 I A A v DO B R 2 E L e (9, 2R 2 a) BT
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B B o AE AR i B ) 5 SR AR P 100 B 58 e AEARAE b B R A T (540, A AE
A R AREK) B TSR , (AR ATLES T Ul B (40, g 1 5RO 22 A7 il 451 1 i )
W2 AT DLEESZ Y o

[0304] 7% BH )k 7 & A AE A ) AL e v o & 18 B B 2R A R A AN PR T /N e B L B
2 (), 25 35 ) SR v A B R AR) S5 b nT DA R E I & T S e 2 B A A YA
5, AN N 2% B 3 E (B0, 544y BOE W R RS E A E T LR A
TR AT (A, 25 25 T LA B K P VA T 8 B A R A B T VA S ) 2 1) ZE 1 /NI o
AT LR TE B N I (1, 25 2% 1T DA ik N 3 S8 B B B B S R S R 2R )
FHI/NR) AH A& 2D —FE R ZBCMAPUIA . 25 #4338 n] DLALEHE 38 — 25935 P77
[0305] 74 AT LA AT st S (AL A ZH A, 0 an 22 BRI RS B o B N LB G A
AT A% Bl 25 28 AR A 25 Bl A 6 4 0T o

[0306]  $2 (LA LTt (514 FH Ui B H 1, A = B DL AT 77 2CBR il 4% & B ) 96 Bl o SEBR
b BR T AR ST R AR () IR 2 Ab, A B ) & FRAE cORE T AR S R N 51K AT IR
ARAFIH L, FF LI AE T AR ZE R B B A

[0307] AR EHMIARR M B T-20164F2 HIH FrjE 71 5 [E 4 55 7= Y e H 0 (ATCC) H
B A ATCCIR R 5 PTA- 1228341 A= M i ek 2 0. 45 Jm i BCMARE 7 14 CART 22 1% 1 B 1) 24 - 1%
PRy MR A Bl B A T8 R 7 1) sk A2 0 DR A7 AT I8 0 2% 20 (A 128 i 0 2% 29) 7 FE it
AT IX T PR ORI . H AR 4E R 30 ORI ) A A A% 1835 72 W) o % AR TE A4 HH ATCCAR
I8 Ak i 5% 297 (1) 2 B A, I 5N r MR Sifi 4 BR 24 W] S5 ATCCZ T8] Y B, 3X AT A R 72
FHOR 3 B L R AU B AEATA] 35 (B B A1 B L R H il A T (BLAE R0 NHE) A AR R
(IR A TG 09 - AR AR A FAS 2 B il g el 750, iR S5 AR AT $E L 45 Commissioner of
Patents and TrademarkstR#E35U.S.C. 51122k MARFECommissioner’ rulefff g i) A B
BN (FE37C.F.R. 281 145k, K5 /& 2 188606 638) o

[0308]  ACHRIEMAZ 1k AR, W SR ORFEUA L 55 TR AE & 18 1) 25 A0 T B IR FE T Bl R 2k
BREE IR, DUPKE 75388 0 J5 S B SE 35 4 A5 R A AR ORI B SRS A5 R 33 AT AT IBUR AR
P H A RNEARBAR T BRI R St & B R R AT o

St 1

[0309]  sjifs1 - 7E25°C A1/ 837 °C T Wil € BCMA/ N\ TgGHH ELAE FHI 5 7 A2E A 7y

[0310] St 5 2 & FhHTBCMAPLAARAE25°C FI3TC R BB S35 SR A T

[0311] P SZE I #EBio-Rad Proteon XPR363[H 4% & TA LR ML B %% (Bio-Rad,
Hercules,CA) E#E4T . fEBio-Rad GLCAL B O Fr b Ad FH i AR BBk i 46— HE HUBCMA DL , H
Al FAbdiche,et al.,Anal.Biochem.411,139-151 (2011) Bk (19 o [ 5E 1 40 B s
N25°C ,IBAT B2 P NHBS - T+ (10mM HEPES.150mM NaCl.0.05% Tween-20.pH 7.4) i id DL
30uL/minf) {3 5 tmM ECDAN0 . 25mM NHSFTR & 9034: %, TE BT OK ) J7 1) s @
T8 JE RN R (R E) 51 EyES. 50 B I 7E30ug/ml 10mMAS R #h 22 i (pH 4.5) i
20ug/ml TgG, ¥4 TgGEl 2 723 s b o 3k PA30UL /min 3 SR AE 20 A 0 75 [m) 3 3 IMLZ B i
(pH8.5) 343 %f, LA AvE AL 3R THI -

[0312]  #E4h78H Img/mL BSAHIHBS - T+ 4742 M H , BOMAZE & 73 AT K 23 il i R 37 °C 8
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25°C o K H 8 71253 e 33047 M EAE FH 20 B, WnAbd i che %8 AN FTIAR o 48 AR IR B2 21 s vk
)3 7 5K ABCMA (huBCMA) BX £ B MBCMA (cyBCMA) 43 M 3% 55 53 420 J7 Tl o 1k FH K 3k
J&°50.08nM. 0. 4nM+ 2nM- 1OnMAI50nM (570 F F1] - 5154 R D] 1 Al it e A< FEE JR50nM) « 45 58 43 T
VIR BRI 45 i) (8] 220 B o 7E50nM. BCMAYAE 5 Ji5 7. R S0 A 25 2/INEF o ZEBCMA 2y BT 033 5 2.
AT, 7EBCMA > AT 47 J& U s AR TR] (1 &5 6 gk 25 e 10y S G2 by 5 vk LA il 46 FH 03 % H
(R 28 P28 AR R (WS, My szka, ] . Mol .Recognit.12,279-284,1999) .

[0313] fFBIAevaluation Software 4.1.1Jix (GE Lifesciences,Piscataway,NJ) *,f&
KBNS H A B L 1 Langmui r SR AE 28 30 777 @ AL Ak BH (1) %% Fh Bt BCMA BT A& 1) 1)
F1ERE R IS HOR T RAA-ACH . RAA-ACHT /R PR IL = 5 BAG MR SRR TR T
CARAH A FIVHIX FIVLIX .

[0314]  K4A
0315] - T g K GMs) [k, (/s) [, min)  [K (W
A02 Rd4 6nM CO1 1.2E+06 2.8E-05 411 24
A02 Rd4 6nM Cl16 1.1E+06 6.2E-05 187 59
Combo Rd4 0.6nM C29 6.6E+06 1.4E-04 83 21
L3PY/H3TAQ 2.6E+06 1.4E-04 84 53
[0316] 4B
ka (1/Ms) A kd (1/s) ABCMA | T % (min) A KD (nM) A
bk BCMA @ 25°C @25°C BCMA @25°C | BCMA @ 25°C
P6E01/PGE0] 1.04E+06 4.15E-03 2.8 4.0
P6E01/H3.AQ 8.35E+05 3.45E-04 33.53 0.41
L1.LGE/L3.KW/P6EO01 8.31E+05 7.55E-03 1.53 9.08
L1.LGF/L3.NY/P6E0] 1.33E+06 4.40E-03 2.63 332
L1.GDF/L3.NY/P6E01 1.60E+06 5.92E-03 1.95 3.70
L1.LGF/L3.KW/H3.AL 4.28E+05 1.23E-03 9.40 2.87
L1.LGF/L3.KW/H3.AP 9.28E+05 2.27E-03 5.10 2.44
L1.LGF/L3.KW/H3.AQ 5.24E+05 9.56E-04 12.09 1.82
[0317] L1.LGF/L3.PY/H3.AP 4.57E+05 9.69E-04 11.92 2.12
L1.LGF/L3.PY/H3.AQ 9.31E+05 8.86E-04 13.04 0.95
L1.LGF/L3.NY/H3.AL 7.63E+05 9.70E-04 11.91 1.27
L1.LGF/L3.NY/H3.AP 9.36E+05 5.33E-04 21.67 0.57
L1.LGF/L3.NY/H3.AQ 6.66E+05 2.99E-04 38.61 0.45
L1.GDF/L3.KW/H3.AL 4.45E+05 3.90E-03 2.96 8.76
L1.GDF/L3.KW/H3.AP 1.17E+06 4.61E-03 2.51 3.93
L1.GDF/L3.KW/H3.AQ 7.97E+05 3.48E-03 332 437
L1.GDF/L3.PY/H3.AQ 1.42E+06 1.35E-02 0.86 9.49
L1.GDF/L3.NY/H3.AL 9.07E+05 4.03E-03 2.87 4.44
L1.GDF/L3.NY/H3.AP 1.41E+06 1.41E-03 8.21 1.00
L1.GDF/L3.NY/H3.AQ 9.84E+05 7.22E-04 16.00 0.73
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L3.KW/P6EO1L 7.40E+05 3.15E-04 36.66 0.43
L3.PY/P6EOI 7.12E+05 2.28E-04 50.74 0.32
L3.NY/P6EOI] 8.76E+05 3.84E-04 30.08 0.44

ka (1/Ms) A kd (1/s) A BCMA T % (min) A KD (nM) A

ok BCMA @ 37°C @37°C BCMA @37°C | BCMA @ 37°C
L3.PY/L1.PS/P6EO] 2.49E+06 1.13E-03 10.21 0.45
L3.PY/L1.AH/P6EO1 2.55E+06 1.26E-03 9.19 0.49
L3.PY/L1.FF/P6E0] 2.39E+06 1.41E-03 8.18 0.59
L3.PY/L1.PH/P6EODI 2.81E+06 9.13E-04 12.65 0.32
L3.PY/L3.KY/P6E0] 3.18E+06 1.09E-03 10.65 0.34
L3.PY/L3.KF/P6EO] 2.88E+06 2.08E-03 5.56 0.72
L3.PY/H2.QR 2.56E+06 1.19E-03 9.75 0.46
L3.PY/H2.DY 2.60E+06 1.38E-03 8.37 0.53
L3.PY/H2.YQ 2.58E+06 1.56E-03 7.41 0.60
L3.PY/H2.LT 2.40E+06 1.29E-03 8.95 0.54
L3.PY/H2.HA 2.43E+06 1.47E-03 7.89 0.60
L3.PY/H2.QL 2.64E+06 2.18E-03 5.31 0.82
L3.PY/H3.YA 3.15E+06 1.18E-03 9.82 0.37
L3.PY/H3.AE 3.29E+06 1.39E-03 8.32 0.42
L3.PY/H3.AQ 3.08E+06 1.73E-03 6.69 0.56
L3.PY/H3. TAQ 3.08E+06 1.14E-03 10.13 0.37
[0318] L3.PY/P6EO] 2.65E+06 1.96E-03 5.91 0.74
L3.PY/L1.PS/H2.QR 3.97E+06 1.03E-01 0.11 25.85
L3.PY/L1.PS/H2.DY 3.22E+06 3.61E-03 3.20 112
L3.PY/L1.PS/H2.YQ 3.35E+06 4.30E-03 2.69 1.28
L3.PY/LI.PS/H2.LT 3.40E+06 4.65E-03 2.49 1.37
L3.PY/L1.PS/H2. HA 3.30E+06 1.06E-02 1.09 3.21
L3.PY/L1.PS/H2.QL 1.52E+07 3.14E-01 0.04 20.64
L3.PY/L1.PS/H3.YA 3.07E+06 9.05E-03 1.28 295
L3.PY/L1.PS/H3.AE 3.14E+06 1.46E-03 7.93 0.46
L3.PY/L1.PS/H3.AQ 3.26E+06 1.79E-03 6.46 0.55
L3.PY/L1.PS/H3.TAQ 3.25E+06 2.46E-03 4.70 0.76
L3.PY/L1.AH/H2.QR 3.13E+06 1.81E-03 6.39 0.58
L3.PY/L1.AH/H2.DY 3.05E+06 1.52E-03 7.62 0.50
L3.PY/L1.AH/H2.YQ 2.42E+06 1.93E-03 6.00 0.80
L3.PY/L1.AH/H2.LT 3.16E+06 1.23E-03 9.38 0.39
L3.PY/L1.AH/H2. HA 3.33E+06 1.81E-03 6.37 0.54
L3.PY/L1.AH/H2.QL 3.04E+06 1.60E-03 7.22 0.53
L3.PY/L1.AH/H3.YA 3.00E+06 1.50E-03 7.73 0.50
L3.PY/L1.AH/H3.AE 3.32E+06 1.73E-03 6.70 0.52
L3.PY/L1.AH/H3.AQ 3.03E+06 1.97E-03 5.85 0.65
L3.PY/L1.AH/H3.TAQ 3.27E+06 1.19E-03 9.68 0.37
L3.PY/L1.FF/H2.QR 3.47E+06 1.77E-03 6.54 0.51
L3.PY/L1.FF/H2.DY 4.14E+06 2.71E-03 4.27 0.65
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L3.PY/LLFF/H2.YQ 332606 1.52E-03 7,61 0.46
L3.PY/L1FF/H2LT 3.30E+06 1.67E-03 6.92 0.51
L3.PY/L1.FF/H2.HA 3.49E+06 2.19E-03 5.29 0.63
L3.PY/L1.FF/H2.QL 3.48E+06 1.40E-03 828 0.40
L3.PY/LLFF/H3.YA 3.50E+06 1.80E-03 641 0.51
L3.PY/L1.FF/H3 AE 3.82E+06 2.63E-03 439 0.69
L3.PY/L1FF/H3.AQ 3326406 1.54E-03 751 0.46

L3.PY/LLFF/H3.TAQ 3.526+06 1.89E-03 6.12 0.54
L3.PY/L1.PH/H2.QR 3.69E+06 236E-03 4.89 0.64
L3.PY/L1.PH/H2.HA 2.37E+06 1.16E-03 9.99 0.49
L3.PY/L1.PH/H3 AE 3.68E-06 1.34E-03 8.61 0.36
L3.PY/L1.PH/H3.AQ 3.08E+06 1.59E-03 727 0.52
L3.PY/L1.PH/H3.TAQ 3.58E+06 2.13E-03 5.43 0.59
L3.PY/L3.KY/H2.QR 2.95E+06 9.90E-04 11.67 0.34
L3.PY/L3 KY/H2DY 3.19E+06 6.42E-04 18.00 0.20
L3.PY/L3.KY/H2.YQ 2.14E+06 1.65E-03 7.02 0.77
L3.PY/L3.KY/H2.LT 2.92E+06 9.06E-04 12.75 0.31
L3.PY/L3 KY/H2.HA 3.29E+06 1.63E-03 7.10 0.49
L3.PY/L3.KY/H2.QL 3.65E+06 2.08E-03 5.56 0.57
L3.PY/L3KY/H3.YA 330606 9.12E-04 12.67 0.28
L3.PY/L3.KY/H3.TAQ 2.79E+06 6.49E-04 17.79 0.23
L3.PY/L3 KF/H2.DY 2.74E+06 1.82E-03 635 0.67
[0319] L3.PY/L3.KF/H2.YQ 1.96E+06 2.23E-03 5.18 114
L3.PY/L3KF/H2.LT 2.75E+06 1.91E-03 6.05 0.69
L3.PY/L3 KF/H2.QL 2.07E+06 1.25E-03 9.26 0.60
L3.PY/L3.KF/H3.YA 3.12E+06 1.47E-03 7.85 0.47
L3.PY/L3 KE/H3.AE 3.07E+06 1.55E-03 7.44 0.51
L3.PY/L3.KF/H3.AQ 3 48E-06 227603 5.09 0.65
13.PY/L3 KF/H3.TAQ 2.82E+06 1.62E-03 7.12 0.58
—
sk ka (I/Ms) RBER | kd (Us) RO | | ’;";';;1? K; g’g:)lfg
BCMA @ 25°C BCMA @25°C
@25°C 25°C
PGEO1/PGEO] 7.026-02 0.16 1154
P6EO1/H3.AQ 1.08E+06 740E-03 1.6 6.9
L1.LGF/L3.KW/P6E0] 4,.55E+05 1.95E-02 0.6 42 .8
L1.LGF/L3.NY/P6EO] 9.20E+05 1.0SE-02 11 114
L1.GDF/L3.NY/P6EO] 1.20E+06 7.67E-03 15 6.4
L1.LGF/L3. KW/H3.AL 2.90E+05 121E-02 1.0 418
L1.LGF/L3. KW/H3.AP 5.54E+05 1.54E-02 0.7 27.8
L1.LGF/L3.KW/H3.AQ 5 27E+05 3.55E-03 33 6.7
L1.LGF/L3.PY/H3.AP 3.64E+05 1 30E-02 0.9 358
L1.LGF/L3.PY/H3.AQ 1.00E+06 4.77E-03 24 48
L1.LGF/L3.NY/H3.AL 6.35E+05 1.48E-02 0.8 23.2
L1.LGF/L3.NY/H3.AP 8 30E+05 5.57E-03 2.1 6.7
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L1.LGF/L3.NY/H3.AQ 7.51E+05 1.48E-03 7.8 2.0
L1.GDF/L3.KW/H3.AL 3.18E+05 1.80E-02 0.6 56.7
L1.GDF/L3.KW/H3.AP 8.14E+05 2.03E-02 0.6 24.9
L1.GDF/L3.KW/H3.AQ 8.02E+05 5.65E-03 2.0 7.0
L1.GDF/L3.PY/H3.AQ 1.55E+06 1.66E-02 0.7 10.7
L1.GDF/L3.NY/H3.AL 9.00E+05 2.19E-02 0.5 243
L1.GDF/L3.NY/H3.AP 1.36E+06 7.02E-03 1.6 5.2
L1.GDF/L3.NY/H3.AQ 1.18E+06 1.36E-03 8.5 19

L3.KW/P6EO] 7.63E+05 2.57E-03 45 3.4
L3.PY/P6EO0] 8.55E+05 2.93E-03 3.9 3.4
L3.NY/P6E0] 1.01E+06 2.87E-03 4.0 2.8
v
Sulk ka (1/Ms) ﬁ'ﬂ& kd (1/s) ﬁ!:& : ’;";'g)wfu K; g'g;;fg
BCMA @ 37°C BCMA @37°C
@37°C 37°C
L3.PY/L1.PS/P6EO] 2.17E+06 6.06E-03 1.91 2.79
L3.PY/L1.AH/P6EO] 2.16E+06 5.72E-03 2.02 2.65
L3.PY/L1.FE/P6EO] 2.45E+06 5.91E-03 1.96 2.41
L3.PY/L1.PH/P6EO] 2.17E+06 7.89E-03 1.46 3.63
L3.PY/L3.KY/P6EOI 2.27E+06 5.02E-03 230 2.21
L3.PY/L3.KF/P6EOI 2.39E+06 8.30E-03 1.39 3.48
[0320] L3.PY/H2.QR 2.18E+06 6.58E-03 1.76 3.02
L3.PY/H2.DY 2.24E+06 6.18E-03 1.87 2.76
L3.PY/H2.YQ 2.46E+06 6.21E-03 1.86 253
L3.PY/H2.LT 2.09E+06 7.57E-03 1.53 3.63
L3.PY/H2.HA 1.99E+06 7.55E-03 1.53 3.79
L3.PY/H2.QL 2.05E+06 1.26E-02 0.91 6.16
L3.PY/H3.YA 2.87E+06 5.40E-03 2.14 1.88
L3.PY/H3.AE 2.82E+06 5.04E-03 2.29 1.79
L3.PY/H3.AQ 2.77E+06 5.39E-03 2.14 1.94
L3.PY/H3.TAQ 2.57E+06 437E-03 2.64 1.70
L3.PY/P6EO] 2.20E+06 1.31E-02 0.88 5.96
L3.PY/L1.PS/H2.QR 5.25E+05 6.70E-04 17.23 1.28
L3.PY/L1.PS/H2.DY 1.90E+06 3.78E-03 3.06 1.99
L3.PY/L1.PS/H2.YQ 2.00E+06 3.74E-03 3.09 1.87
L3.PY/L1.PS/H2.LT 2.17E+06 4.11E-03 2.81 1.89
L3.PY/L1.PS/H2.HA 1.45E+06 2.69E-03 4.30 1.86
L3.PY/L1.PS/H2.QL 6.57E+05 6.36E-04 18.17 0.97
L3.PY/L1.PS/H3.YA 1.77E+06 9.98E-03 1.16 5.65
L3.PY/L1.PS/H3.AE 2.46E+06 4.13E-03 2.80 1.68
L3.PY/L1.PS/H3.AQ 2.52E+06 4.33E-03 2.67 1.72
L3.PY/L1.PS/H3.TAQ 2.58E+06 5.52E-03 2.09 2.14
L3.PY/L1.AH/H2.QR 2.20E+06 4.91E-03 2.35 223
L3.PY/L1.AH/H2.DY 2.32E+06 4.51E-03 2.56 1.95
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L3.PY/L1.AH/H2.YQ 1.58E+06 431E-03 2.68 2.74
L3.PY/LI.AH/H2.LT 2.19E+06 2.96E-03 3.91 1.35
L3.PY/L1.AH/H2.HA 2.58E+06 439E-03 2.63 1.70
L3.PY/LI.AH/H2.QL 2.62E+06 9.55E-03 1.21 3.65
L3.PY/L1.AH/H3.YA 2.37E+06 5.26E-03 2.20 2.29
L3.PY/L1.AH/H3.AE 2.25E+06 3.56E-03 3.25 1.58
L3.PY/L1.AH/H3.AQ 2.24E+06 3.99E-03 2.90 1.78

L3.PY/L1.AH/H3.TAQ 2.28E+06 3.02E-03 3.83 1.32
L3.PY/L1.FF/H2.QR 2.55E+06 421E-03 2.75 1.65
L3.PY/L1.FF/H2.DY 2.66E+06 5.00E-03 231 1.88
L3.PY/LL.FF/H2.YQ 2.19E+06 3.26E-03 3.55 1.49
L3.PY/L1.FF/H2.LT 2.19E+06 341E-03 3.38 1.56
L3.PY/L1.FF/H2.HA 2.33E+06 4.17E-03 277 1.79
L3.PY/L1.FF/H2.QL 2.36E+06 4.49E-03 2.57 1.91
L3.PY/L1.FF/H3.YA 2.46E+06 4.16E-03 2.77 1.69
L3.PY/L1.FF/H3.AE 2.85E+06 5.01E-03 231 1.76
L3.PY/L1.FF/H3.AQ 2.18E+06 3.29E-03 3.51 1.51

L3.PY/L1.FF/H3.TAQ 2.32E+06 3.76E-03 3.07 1.62
L3.PY/L1.PH/H2.QR 2.42E+06 436E-03 2.65 1.80

[0321] L3.PY/L1.PH/H2.HA 1.61E+06 5.53E-03 2.09 3.44
L3.PY/L1.PH/H3.AE 2.61E+06 2.02E-03 598 0.77
L3.PY/L1.PH/H3.AQ 2.28E+06 3.41E-03 3.39 1.50

L3.PY/L1.PH/H3.TAQ 2.51E+06 3.20E-03 3.61 1.28
L3.PY/L3.KY/H2.QR 2.05E+06 7.74E-03 1.49 3.78
L3.PY/L3 KY/H2.DY 1.96E+06 2.43E-03 4.75 1.24
L3.PY/L3.KY/H2.YQ 1.27E+06 2.58E-03 4.47 2.04
L3.PY/L3.KY/H2.LT 1.82E+06 2.32E-03 4.98 1.27
L3.PY/L3.KY/H2.HA 2.28E+06 3.18E-03 3.63 1.40
L3.PY/L3.KY/H2.QL 2.75E+06 4.09E-03 2.83 1.49
L3.PY/L3.KY/H3.YA 1.84E+06 4.28E-03 2.70 2.33

L3.PY/L3.KY/H3.TAQ 1.81E+06 1.92E-03 6.03 1.06
L3.PY/L3.KF/H2.DY 2.08E+06 3.68E-03 3.14 1.77
L3.PY/L3.KF/H2.YQ 1.41E+06 5.01E-03 2.30 3.55
L3.PY/L3.KF/H2.LT 1.91E+06 4.13E-03 2.80 2.16
L3.PY/L3.KF/H2.QL 1.42E+06 3.10E-03 3.73 2.18
L3.PY/L3.KF/H3.YA 2.10E+06 7.96E-03 1.45 3.78
L3.PY/L3.KF/H3.AE 1.85E+06 5.64E-03 2.05 3.05
L3.PY/L3.KF/H3.AQ 2.55E+06 2.38E-03 4.85 0.93

L3.PY/L3.KF/H3.TAQ 2.01E+06 1.91E-03 6.05 0.95

[0322] Z24C
A BCMA A B BCMA
[0323] Hitk KD KD
ka (1/Ms) | kd (1/s) ka (1/Ms) | kd (1/s)
(PM) (pPM)
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A BCMA A8 BCMA
ik KD KD
ka (1/Ms) | kd (1/s) G ka (1/Ms) | kd (1/s) G
P5A2 VHVL (P5A) 6.96E+06 | 3.87E-02 | 5567 | L.6LE+06 | 1.64E-02 | 10230
A02 Rd4 0.6nM C06 3.49E+06 | 7.37E-05 | 21 I.81E+06 | 1.0SE-04 |58
A02 Rd4 0.6nM C09 5.50E+06 | 9.75E-05 | I8 2.13E+06 | 1.74E-04 |82
A02 Rd4 6nM Cl6
e 1.56E+06 | 1.41E-04 |90 1.34E+06 | 1.58E-04 | 118
A02 Rd4 6nM CO3 1.69E+06 | 1.26E-04 |75 I.I7E+06 | 1.85E-04 | 158
A02 Rd4 6nM COI 3.11E+06 | 9.20E-05 |30 1.45SE+06 | 5.83E-04 | 401
A02 Rd4 6nM C26 426E+06 | 1.39E-04 |33 221E+06 | 448E-04 | 203
A02 Rd4 6nM C25 2.75E+06 | 1.80E-04 | 65 1.50E+06 | 3.30E-04 | 220
A02 Rd4 6nM (22 3.38E+06 | 1.82E-04 | 54 1.84E+06 | 3.24E-04 | 176
A02 Rd4 6nM C19 3.00E+06 | 1.48E-04 |49 2.54E+06 | 6.61E-04 | 260
A02 Rd4 0.6nM C03 427E+06 | 1.82E-04 |43 2.12E+06 | 4.26E-04 | 201
A02 Rd4 6nM C07 .48E+06 | 1.89E-04 | 128 | 6.91E+05 | 7.86E-04 | 1138
[0324] A02 Rd4 6nM C23 1.22E+07 | 2.55E-04 | 21 2.63E+06 | 4.14E-04 | 157
A02 Rd4 0.6nM CI8 473E+06 | 2.29E-04 | 48 3.24E+06 | 6.39E-04 | 197
A02 Rd4 6nM C10 451E+06 | 3.15E-04 | 70 1.9OE+06 | 8.98E-04 | 472
A02 Rd4 6nM CO5 3.10E+06 | 3.08E-04 |99 1.36E+06 | 1.29E-03 | 950
A02 Rd4 0.6nM C10 230E+06 | 2.96E-04 | 129 | 8.83E+05 | 1.63E-03 | 1842
A02 Rd4 6nM C04 447E+06 | 6.03E-04 | 135 | 2.18E+06 | 8.31E-04 | 381
A02 Rd4 0.6nM C26 7.26E+06 | 443E-04 | 61 271E+06 | 2.56E-03 | 941
A02 Rd4 0.6nM CI3 8.53E+06 | 5.66E-04 | 66 229E+06 | 1.28E-03 | 560
A02 Rd4 0.6nM CO1
(PSACI) 474E+06 | 9.15E-04 | 193 | 2.39E+06 | L.57E-03 | 655
A02 Rd4 6nM CO8 3.92E+06 | 7.38E-04 | 188 | 223E+06 | 1.I3E-02 | 5072
P5C1 VHVL (PC1) I.IGE+07 | 6.92E-02 | 5986 |3.53E+06 | 5.38E-02 | 15231
C01 Rd4 6nM (24 7A4TE+06 | 3.48E-03 | 467  |3.17E+06 | 8.91E-04 | 28I
C01 Rd4 6nM C26 1.50E+07 | 1.36E-03 |90 475E+06 | 1.99E-03 | 419
€01 Rd4 6nM C02 L6IE+07 | 1.44E-03 |89 5.12E+06 | 2.18E-03 | 426
€01 Rd4 6nM C10 I3LE+07 | 2.12E-03 | 162 | 4.44E+06 | 2.19E-03 | 493
CO01 Rd4 0.6nM C27 1.23E+07 | 3.74E-03 | 303 | 3.34E+06 | 2.85E-03 | 852
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A BCMA A8 BCMA
ik KD KD
ka (1/Ms) | kd (1/s) b ka (1/Ms) | kd (1/s) G
C01 Rd4 6nM C20 6.02E+06 | 2.76E-03 |459 | 3.60E+06 | 6.25E-03 | 1737
C01 Rd4 6nM CI12 1.21E+07 | 6.49E-03 |S535 | 4.51E+06 | 3.70E-03 | 820
C01 Rd4 0.6nM C16 I.SSE+07 | 6.30E-03 | 407 | 4.95E+06 | 4.64E-03 | 939
C01 Rd4 0.6nM C09 I.SIE+07 | 825E-03 | 545 | 5.28E+06 | 9.36E-03 | 1773
C01 Rd4 6nM C09 I.SSE+07 | 1.28E-02 | 811  |3.73E+06 | 8.68E-03 | 2328
C01 Rd4 0.6nM C03 1.55E+07 | 1.S0E-02 | 964 | 4.72E+06 | 1.19E-02 | 2528
C01 Rd4 0.6nM C06 1.82E+07 | 1.54E-02 | 847 | 6.22E+06 | 1.21E-02 | 1948
C01 Rd4 6nM C04 233E+07 | 497E-02 | 2134 |6.34E+06 | 3.27E-02 | 5156
COMBO Rd4 0.6nM C22 | 1.97E+06 | 7.15E-05 |36 1.34E+06 | 6.66E-05 | 50
COMBO Rd4 6nM C21 LI7TE+07 | 7.34E-05 |6 3.17E+06 | 2.48E-04 | 78
COMBO Rd4 6nM C10 SATE+06 | 9.72E-05 | 18 1.52E+06 | 1.60E-04 | 105
COMBO Rd4 0.6nM C04 | 1.07E+07 | 1.58E-04 | 15 3.52E+06 | 1.37E-04 |39
COMBO Rd4 6nM (25 7.98E+06 | 1.13E-04 | 14 2.85E+06 | 2.26E-04 | 79
[0325] COMBO Rd4 0.6nM C2I 1.34E+07 | 1.ISE-04 |9 3.63E+06 | 3.04E-04 |84
COMBO Rd4 6nM Cl1 6.74E+06 | 1.24E-04 | 18 264E+06 | 4.12E-04 | 156
COMBO Rd4 0.6nM C20 | 7.65E+06 | 1.46E-04 | 19 3.09E+06 | 2.84E-04 |92
COMBO Rd4 6nM C09 8.85E+06 | 1.43E-04 |16 237E+06 | 3.18E-04 | 134
COMBO Rd4 6nM C08 8.99E+06 | 1.69E-04 | 19 3.06E+06 | 4.28E-04 | 140
COMBO Rd4 0.6nM C19 | 7.86E+06 | 1.55E-04 |20 2.92E+06 | 9.79E-04 | 336
COMBO Rd4 0.6nM C02 | 8.57E+06 | 1.85E-04 |22 3.01E+06 | 4.94E-04 | 164
COMBO Rd4 0.6nM C23 | 7.39E+06 | 2.10E-04 |28 281E+06 | 5.31E-04 | 189
COMBO Rd4 0.6nM C29 | 1.47E+07 | 2.77E-04 | 19 4.00E+06 | 3.36E-04 |84
COMBO Rd4 0.6nM C09 | 1.04E+07 | 3.19E-04 |31 3.77E+06 | 3.46E-04 | 92
COMBO Rd4 6nM CI12
poigin, | 1.38E+07 | 2.70E-04 | 20 3.20E+06 | 4.86E-04 | 148
COMBO Rd4 0.6nM C30 | 435E+06 | 2.82E-04 |65 1.6SE+06 | 8.08E-04 | 481
COMBO Rd4 0.6nM C14 | 8.66E+06 | 3.28E-04 |38 3.48E+06 | 6.45E-04 | 185
COMBO Rd4 6nM C07 1.OSE+07 | 3.71E-04 |35 3.94E+06 | 9.34E-04 | 237
COMBO Rd4 6nM (02 1.OSE+06 | 4.43E-04 |422 | 7.95E+05 | 1.36E-03 | 1714
COMBO Rd4 0.6nM C05 | 4.32E+06 | 4.97E-04 | 115 | 1.94E+06 | 1.72E-03 | 886
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A BCMA BER BCMA
nE ka (1/Ms) kd (1/s) =D ka (1/Ms) kd (1/s) =D
(pM) (pM)
[0326] COMBO Rd4 0.6nM C17 8.68 E+06 8.01E-04 92 3.06E+06 1.01E-03 330
OOMBO0,RA4, Gnbd, 022 3.03E+06 7.75E-04 256 1.70E+06 1.65E-03 972
(COM22)
COMBO Rd4 0.6nM Cl11 5.11E+06 1.06E-03 207 2.20E+06 4.23E-03 1924
[0327]  SZjitafs1)2 : BOMAM 7 M CAR - T4H i
[0328] 7 Si i f51] 15 BH BOMAR 7 4 CAR - TAH B X BCMARH 4 (BCMA-+) Jif e 40 B 1) T e i 2k o
[0329] 7 7= A: ¥) Fir BOMARE S MECAR S T-HF , B T-BCMAR 21 A1 77 - ABCMAFI & B8 45 BCMATH]

A SR NE S BA F R, 3 B8N F T3k — 20 i 3 14 DA o M ) CAR 43 7 L4 : PBAP5ACT
P5AC16.PC1.PC1C12.COM22.P6DYFIP6AP . BEit T =FhASIE A 4544 « fitAS 1 (v1) B4&Fc v RITT
a B IRAR 2 (v2) ELFECDSa ki WA (v3) F 35 TgG 1B E » il %% RS TR ik & PUIR 52 14
(CAR) , FA%E FH ANl X BCMA-+ 20 Jf %) J AL 3% 14 o 76 N T8 o iU 5 45 b N S35 (1) CAR ()

il DA G

[0330]  ZR5: /{14 BCMA%E 57 14:CAR
CAR CAR EEBEEF Hoy
P5A-V1 | MALPVTALLLPLALLLHAARPEVQLLESGGGLVQP | CDS8a 15 = Jik;

[0331]

GGSLRLSCAASGFTFSSYAMNWVRQAPGKGLEWYV
SAISDSGGSTYYADSVKGRFTISRDNSKNTLYLQMN
SLRAEDTAVYYCARYWPMDIWGQGTLVTVSSGGG
GSGGGGSGGGGSEIVLTQSPGTLSLSPGERATLSCR
ASQSVSSSYLAWYQQKPGQAPRLLMYDASIRATGI
PDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYGSW
PLTFGQGTKVEIKGLAVSTISSFFPPGYQIYIWAPLA
GTCGVLLLSLVITLYCKRGRKKLLYIFKQPFMRPVQ
TTQEEDGCSCRFPEEEEGGCELRVKFSRSADAPAYQ
QGQNQLYNELNLGRREEYDVLDKRRGRDPEMGGK

P5SA2 VHVL VH (3 1
SEQ ID NO: 33)

GS #:3k;

PSA2 VHVL VL
(SEQ ID NO: 34);

FeyRITo $¢4
CD8a TM 45 fi 1k ;
41BB ISD;

CD3(ISD

87



" BB B

ON 107980046 B 83/135
CAR CAR EERRF7) Hoy
PRRKNPQEGLYNELQKDKMAEAYSEIGMKGERRR
GKGHDGLYQGLSTATKDTYDALHMQALPPR (SEQ
ID NO: 343)

P5SA-V2 | MALPVTALLLPLALLLHAARPEVQLLESGGGLVQP | CDS8a 15 5 fik:
GGSLRLSCAASGFTFSSYAMNWVRQAPGKGLEWY | psro viryr v,
SAISDSGGSTYYADSVKGRFTISRDNSKNTLYLQMN o

GS #3;
SLRAEDTAVYYCARYWPMDIWGQGTLVTVSSGGG
GSGGGGSGGGGSEIVLTQSPGTLSLSPGERATLSCR | PSAZ_VHVL VL:
ASQSVSSSYLAWYQQKPGQAPRLLMYDASIRATGI | CD8a £
PDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYGSW | (e pnt sy
PLTFGQGTKVEIKTTTPAPRPPTPAPTIASQPLSLRPE

41BB ISD;
ACRPAAGGAVHTRGLDFACDIYIWAPLAGTCGVLL
LSLVITLYCKRGRKKLLYIFKQPFMRPVQTTQEEDG | CDP3E1SD

0332] CSCRFPEEEEGGCELRVKFSRSADAPAYQQGQNQL
YNELNLGRREEYDVLDKRRGRDPEMGGKPRRKNP
QEGLYNELQKDKMAEAYSEIGMKGERRRGKGHDG
LYQGLSTATKDTYDALHMQALPPR(SEQ ID NO:
344)
P5SA-V3 | MALPVTALLLPLALLLHAARPEVQLLESGGGLVQP | CDSa 15 5 Jik;

GGSLRLSCAASGFTFSSYAMNWVRQAPGKGLEWYV

SAISDSGGSTYYADSVKGRFTISRDNSKNTLYLQMN
SLRAEDTAVYYCARYWPMDIWGQGTLVTVSSGGG
GSGGGGSGGGGSEIVLTQSPGTLSLSPGERATLSCR

ASQSVSSSYLAWYQQKPGQAPRLLMYDASIRATGI

PDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYGSW
PLTFGQGTKVEIKEPKSPDKTHTCPPCPAPPVAGPSV
FLFPPKPKDTLMIARTPEVTCVVVDVSHEDPEVKFN
WYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLH
QDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPRE

P5A2 VHVL VH ;
GS #3k;

P5A2 VHVL VL;
1gG1 #HE:

CD8a. TM Z5 445K
41BB ISD;

CD3(ISD
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[0333]

CAR

CAR BERF5

Wiy

PQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEW
ESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSR
WQQGNVFSCSVMHEALHNHY TQKSLSLSPGKIYIW
APLAGTCGVLLLSLVITLYCKRGRKKLLYIFKQPFM
RPVQTTQEEDGCSCRFPEEEEGGCELRVKFSRSADA
PAYQQGQNQLYNELNLGRREEYDVLDKRRGRDPE
MGGKPRRKNPQEGLYNELQKDKMAEAYSEIGMKG
ERRRGKGHDGLYQGLSTATKDTYDALHMQALPPR(
SEQ ID NO: 345)

P5ACI-
Vi

MALPVTALLLPLALLLHAARPEVQLLESGGGLVQP
GGSLRLSCAASGFTFSSYAMNWVRQAPGKGLEWYV

SAILsSGGSTYYADSVKGRFTISRDNSKNTLYLQMN

SLRAEDTAVYYCARYWPMDIWGQGTLVTVSSGGG
GSGGGGSGGGGSEIVLTQSPGTLSLSPGERATLSCR

GGQSVSSSYLAWYQQKPGQAPRLLMYDASIRATGI
PDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYQSW
PLTFGQGTKVEIKGLAVSTISSFFPPGYQIYTWAPLA

GTCGVLLLSLVITLYCKRGRKKLLYIFKQPFMRPVQ
TTQEEDGCSCRFPEEEEGGCELRVKFSRSADAPAYQ
QGQNQLYNELNLGRREEYDVLDKRRGRDPEMGGK
PRRKNPQEGLYNELQKDKMAEAYSEIGMKGERRR

GKGHDGLYQGLSTATKDTYDALHMQALPPR (SEQ

ID NO: 346)

CDS8a {5 5 ik

A02 Rd4 0.6nM CO0l
VH (SEQ ID NO:
72);

GS &3k

A02 Rd4_0.6nM_CO01
VL (SEQ ID NO:
73);

FeyRIa 85
CD8a TM £ #435k;
41BB ISD;

CD3(ISD

P5AC1-
V2

MALPVTALLLPLALLLHAARPEVQLLESGGGLVQP
GGSLRLSCAASGFTFSSYAMNWVRQAPGKGLEWV
SAILsSGGSTYYADSVKGRFTISRDNSKNTLYLQMN
SLRAEDTAVYYCARY WPMDIWGQGTLVTVSSGGG
GSGGGGSGGGGSEIVLTQSPGTLSLSPGERATLSCR
GGQSVSSSYLAWYQQKPGQAPRLLMYDASIRATGI

CD8a {55 7 fiks

A02_Rd4_0.6nM_CO01
VH;

GS #3k;

A02 Rd4 0.6nM_CO1
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[0334]

CAR

CAR BERF5

Wiy

PDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYQSW
PLTFGQGTKVEIKTTTPAPRPPTPAPTIASQPLSLRPE
ACRPAAGGAVHTRGLDFACDIYIWAPLAGTCGVLL
LSLVITLYCKRGRKKLLYIFKQPFMRPVQTTQEEDG
CSCRFPEEEEGGCELRVKFSRSADAPAYQQGQNQL
YNELNLGRREEYDVLDKRRGRDPEMGGKPRRKNP
QEGLYNELQKDKMAEAYSEIGMKGERRRGKGHDG
LYQGLSTATKDTYDALHMQALPPR (SEQ ID NO:
347)

VL;
CDS8a £
CD8a TM Z5#415;
41BB ISD;

CD3(ISD

P5ACI-
V2.1

MALPVTALLLPLALLLHAARPEVQLLESGGGLVQP
GGSLRLSCAASGFTFSSYAMNWVRQAPGKGLEWV
SAILSSGGSTYYADSVKGRFTISRDNSKNTLYLQMN
SLRAEDTAVYYCARYWPMDIWGQGTLVTVSSGGG
GSGGGGSGGGGSEIVLTQSPGTLSLSPGERATLSCR
GGQSVSSSYLAWYQQKPGQAPRLLMYDASIRATGI
PDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYQSW
PLTFGQGTKVEIKGSGGGGSCPYSNPSLCSGGGGSC
PYSNPSLCSGGGGSTTTPAPRPPTPAPTIASQPLSLRP
EACRPAAGGAVHTRGLDFACDIYIWAPLAGTCGVL
LLSLVITLYCKRGRKKLLYIFKQPFMRPVQTTQEED
GCSCRFPEEEEGGCELRVKFSRSADAPAYQQGQNQ
LYNELNLGRREEYDVLDKRRGRDPEMGGKPRRKN
PQEGLYNELQKDKMAEAYSEIGMKGERRRGKGHD
GLYQGLSTATKDTYDALHMQALPPR (SEQ ID NO:
396)

CDS8a {5 5 ik

A02 Rd4 0.6nM CO01
VH;

GS %3k

A02 Rd4 0.6nM_COI
VL rituxi 405 pEH

& epitope;

CDS8o. 84k ;

CDS8o. TM 45 #4355
41BB ISD;

CD3(ISD

P5ACI-
V3_

MALPVTALLLPLALLLHAARPEVQLLESGGGLVQP
GGSLRLSCAASGFTFSSYAMNWVRQAPGKGLEWYV
SAILsSGGSTYYADSVKGRFTISRDNSKNTLYLQMN
SLRAEDTAVYYCARYWPMDIWGQGTLVTVSSGGG

CD8a 15 7 JIK;

A02 Rd4_0.6nM_CO01
VH;
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CAR

CAR EEBF5)

Hir

GSGGGGSGGGGSEIVLTQSPGTLSLSPGERATLSCR
GGQSVSSSYLAWYQQKPGQAPRLLMYDASIRATGI
PDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYQSW
PLTFGQGTKVEIKEPKSPDKTHTCPPCPAPPVAGPSV
FLFPPKPKDTLMIARTPEVTCVVVDVSHEDPEVKFN
WYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLH
QDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPRE
PQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEW
ESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSR
WQQGNVFSCSVMHEALHNHY TQKSLSLSPGKIYIW
APLAGTCGVLLLSLVITLYCKRGRKKLLYIFKQPFM
RPVQTTQEEDGCSCRFPEEEEGGCELRVKFSRSADA
PAYQQGQNQLYNELNLGRREEYDVLDKRRGRDPE
MGGKPRRKNPQEGLYNELQKDKMAEAYSEIGMKG
ERRRGKGHDGLYQGLSTATKDTYDALHMQALPPR
(SEQ ID NO: 348)

GS #3k;

A02 Rd4 0.6nM_CO]
VL

IgG1 ¥
CD80. TM £ f i s
41BB ISD;

CD3(ISD

P5ACI16
-Vl

MALPVTALLLPLALLLHAARPEVQLLESGGGLVQP
GGSLRLSCAASGFTFSSYAMNWVRQAPGKGLEWV
SAISdFGGSTYYADSVKGRFTISRDNSKNTLYLQMN
SLRAEDTAVYYCARY WPMDIWGQGTLVTVSSGGG
GSGGGGSGGGGSEIVLTQSPGTLSLSPGERATLSCR
ASQSVSDIYLAWYQQKPGQAPRLLMYDASIRATGIP
DRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYQTWP
LTFGQGTKVEIKGLAVSTISSFFPPGYQIYIWAPLAG
TCGVLLLSLVITLYCKRGRKKLLYIFKQPFMRPVQT
TQEEDGCSCRFPEEEEGGCELRVKFSRSADAPAYQ
QGQNQLYNELNLGRREEYDVLDKRRGRDPEMGGK
PRRKNPQEGLYNELQKDKMAEAYSEIGMKGERRR
GKGHDGLYQGLSTATKDTYDALHMQALPPR (SEQ

CD8a {7 7 /IK;

A02 Rd4 6nM _C16
VH (SEQ ID NO:
39);

GS $%3k;
A02 Rd4 6nM Cl16

VL (SEQ ID NO:
40);

FeyRIMlo ¢4 5
CD8a TM Z5 K3

41BB ISD;
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[0336]

CAR

CAR EEBF5)

Hir

ID NO: 349)

CD3(ISD;

P5ACI6
-V2

MALPVTALLLPLALLLHAARPEVQLLESGGGLVQP
GGSLRLSCAASGFTFSSYAMNWVRQAPGKGLEWYV
SAISdFGGSTYYADSVKGRFTISRDNSKNTLYLQMN
SLRAEDTAVYYCARYWPMDIWGQGTLVTVSSGGG
GSGGGGSGGGGSEIVLTQSPGTLSLSPGERATLSCR
ASQSVSDIYLAWYQQKPGQAPRLLMYDASIRATGIP
DRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYQTWP
LTFGQGTKVEIKTTTPAPRPPTPAPTIASQPLSLRPEA
CRPAAGGAVHTRGLDFACDIYIWAPLAGTCGVLLL
SLVITLYCKRGRKKLLYIFKQPFMRPVQTTQEEDGC
SCRFPEEEEGGCELRVKFSRSADAPAYQQGQNQLY
NELNLGRREEYDVLDKRRGRDPEMGGKPRRKNPQ
EGLYNELQKDKMAEAYSEIGMKGERRRGKGHDGL
YQGLSTATKDTYDALHMQALPPR (SEQ ID NO: 350)

CD8a 15 "7 Ik

A02 Rd4 6nM _C16
VH;

GS 3k,

A02 Rd4 6nM_C16
VL;

CD8a. #%5E ;
CD8a TM 4 fidik ;
41BB ISD;

CD3(ISD

P5ACI16
-V3_

MALPVTALLLPLALLLHAARPEVQLLESGGGLVQP

GGSLRLSCAASGFTFSSYAMNWVRQAPGKGLEWYV
SAISdFGGSTYYADSVKGRFTISRDNSKNTLYLQMN
SLRAEDTAVYYCARYWPMDIWGQGTLVTVSSGGG
GSGGGGSGGGGSEIVLTQSPGTLSLSPGERATLSCR

ASQSVSDIYLAWYQQKPGQAPRLLMYDASIRATGIP
DRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYQTWP
LTFGQGTKVEIKEPKSPDK THTCPPCPAPPVAGPSVF
LFPPKPKDTLMIARTPEVTCVVVDVSHEDPEVKFN

WYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLH
QDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPRE
PQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEW

CD8a {5 7 JIk;

A02 Rd4 6nM _Cl16
VH;

GS #%k;

A02 Rd4 6nM _C16
VL;

1gG1 Bt
CD8a TM £ #iy 3 s
41BB ISD;

CD3(ISD
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ESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSR
WQQGNVFSCSVMHEALHNHY TQKSLSLSPGKIYIW
APLAGTCGVLLLSLVITLYCKRGRKKLLYIFKQPFM
RPVQTTQEEDGCSCRFPEEEEGGCELRVKFSRSADA
PAYQQGQNQLYNELNLGRREEYDVLDKRRGRDPE
MGGKPRRKNPQEGLYNELQKDKMAEAYSEIGMKG
ERRRGKGHDGLYQGLSTATKDTYDALHMQALPPR

(SEQ ID NO: 351)

PCI-V1 | MALPVTALLLPLALLLHAARPEVQLLESGGGLVQP | CDSa 15 Jik;
GGSLRLSCAASGFTFSSYPMSWVRQAPGKGLEWVS | sy vy vy
AIGGSGGSTY YADSVKGRFTISRDNSKNTLYLQMN | 5 11y NO: 76);
SLRAEDTAVYYCARY WPMDSWGQGTLVTVSSGG .

GS #%3k;
GGSGGGGSGGGGSEIVLTQSPGTLSLSPGERATLSC

(03371 RASQSVSSTYLAWYQQKPGQAPRLLIYDASSRAPGI | PPC1_VHVL VL (SEQ

PDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYSTSP | 1P NO: 77);
LTFGQGTKVEIKGLAVSTISSFFPPGYQIYIWAPLAG | FeyRITla £
TCGVLLLSLVITLYCKRGRKKLLYIFKQPFMRPVQT | (e novrsnip e
TQEEDGCSCRFPEEEEGGCELRVKFSRSADAPAYQ

41BB ISD:
QGQNQLYNELNLGRREEYDVLDKRRGRDPEMGGK
PRRKNPQEGLYNELQKDKMAEAYSEIGMKGERRR | €D3CISD
GKGHDGLYQGLSTATKDTYDALHMQALPPR (SEQ
ID NO: 352)

PC1-V2 | MALPVTALLLPLALLLHAARPEVQLLESGGGLVQP | CDS8a fii 5 fik:

GGSLRLSCAASGFTFSSYPMSWVRQAPGKGLEWVS
AIGGSGGSTYYADSVKGRFTISRDNSKNTLYLQMN
SLRAEDTAVYYCARY WPMDSWGQGTLVTVSSGG

GGSGGGGSGGGGSEIVLTQSPGTLSLSPGERATLSC
RASQSVSSTYLAWYQQKPGQAPRLLIYDASSRAPGI
PDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYSTSP

P5C1_VHVL VH;
GS #3k;
P5C1 VHVL VL;

CD8a #%
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[0338]

CAR

CAR BERF5

Wiy

LTFGQGTKVEIKTTTPAPRPPTPAPTIASQPLSLRPEA
CRPAAGGAVHTRGLDFACDIYIWAPLAGTCGVLLL
SLVITLYCKRGRKKLLYIFKQPFMRPVQTTQEEDGC
SCRFPEEEEGGCELRVKFSRSADAPAYQQGQNQLY
NELNLGRREEYDVLDKRRGRDPEMGGKPRRKNPQ
EGLYNELQKDKMAEAYSEIGMKGERRRGKGHDGL
YQGLSTATKDTYDALHMQALPPR (SEQ ID NO: 353)

CD8a. TM 5 #4455
41BB ISD;

CD3(ISD

PC1-V3_

MALPVTALLLPLALLLHAARPEVQLLESGGGLVQP
GGSLRLSCAASGFTFSSYPMSWVRQAPGKGLEWVS
AIGGSGGSTYYADSVKGRFTISRDNSKNTLYLQMN
SLRAEDTAVYYCARY WPMDSWGQGTLVTVSSGG
GGSGGGGSGGGGSEIVLTQSPGTLSLSPGERATLSC
RASQSVSSTYLAWYQQKPGQAPRLLIYDASSRAPGI
PDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYSTSP
LTFGQGTKVEIKEPKSPDK THTCPPCPAPPVAGPSVFE
LFPPKPKDTLMIARTPEVTCVVVDVSHEDPEVKFN
WYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLH
QDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPRE
PQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEW
ESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSR
WQQGNVFSCSVMHEALHNHY TQKSLSLSPGKIYTW
APLAGTCGVLLLSLVITLYCKRGRKKLLYIFKQPFM
RPVQTTQEEDGCSCRFPEEEEGGCELRVKFSRSADA
PAYQQGQNQLYNELNLGRREEYDVLDKRRGRDPE
MGGKPRRKNPQEGLYNELQKDKMAEAYSEIGMKG
ERRRGKGHDGLYQGLSTATKDTYDALHMQALPPR
(SEQ ID NO: 354)

CD8a 15 T JIk;
P5C1 VHVL VH;
GS #:3k;
P5C1_VHVL VL;
IgG1 8%

CD8a TM Z5#415;
41BB ISD;

CD3(ISD

PCICI2

MALPVTALLLPLALLLHAARPEVQLLESGGGLVQP
GGSLRLSCAASGFTFSSYPMSWVRQAPGKGLEWYVS

CD8a 15 "7 JIk;
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CAR

CAR EERF3)

Wiy

AIGgSGGWSYYADSVKGRFTISRDNSKNTLYLQMN
SLRAEDTAVYYCARYWPMDSWGQGTLVTVSSGG
GGSGGGGSGGGGSEIVLTQSPGTLSLSPGERATLSC
WLSQSVSSTYLAWYQQKPGQAPRLLIYDASSRAPG
IPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYSEW
PLTFGQGTKVEIKGLAVSTISSFFPPGYQIYTWAPLA
GTCGVLLLSLVITLYCKRGRKKLLYIFKQPFMRPVQ
TTQEEDGCSCRFPEEEEGGCELRVKFSRSADAPAYQ
QGQNQLYNELNLGRREEYDVLDKRRGRDPEMGGK
PRRKNPQEGLYNELQKDKMAEAYSEIGMKGERRR
GKGHDGLYQGLSTATKDTYDALHMQALPPR (SEQ
ID NO: 355)

C01_Rd4_6nM_C12
VH (SEQ ID NO:
83);

GS $#%3k;

CO1_Rd4 6nM_C12
VL (SEQ ID NO:
84);

FeyRIlo £
CD8a TM %5 f43 s
41BB ISD;

CD3¢ ISD

PCICI12
-V2

MALPVTALLLPLALLLHAARPEVQLLESGGGLVQP
GGSLRLSCAASGFTFSSYPMSWVRQAPGKGLEWVS
AIGgSGGWSYYADSVKGRFTISRDNSKNTLYLQMN
SLRAEDTAVYYCARY WPMDSWGQGTLVTVSSGG
GGSGGGGSGGGGSEIVLTQSPGTLSLSPGERATLSC
WLSQSVSSTYLAWYQQKPGQAPRLLIYDASSRAPG
IPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYSEW
PLTFGQGTKVEIKTTTPAPRPPTPAPTIASQPLSLRPE
ACRPAAGGAVHTRGLDFACDIYIWAPLAGTCGVLL
LSLVITLYCKRGRKKLLYIFKQPFMRPVQTTQEEDG
CSCRFPEEEEGGCELRVKFSRSADAPAYQQGQNQL
YNELNLGRREEYDVLDKRRGRDPEMGGKPRRKNP
QEGLYNELQKDKMAEAYSEIGMKGERRRGKGHDG
LYQGLSTATKDTYDALHMQALPPR (SEQ ID NO:
356)

CDS8a 15 5 ik

C01_Rd4 6nM_CI2

VH:
GS &3k

C01_Rd4 6nM _CI12
VL;

CDS8a £k
CD8a TM 5 #4338 ;
41BB ISD;

CD3(ISD

PCIC12

MALPVTALLLPLALLLHAARPEVQLLESGGGLVQP

CD8a 15 7 ik s
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CAR CAR EERRF7) 4y
V3 GGSLRLSCAASGFTFSSYPMSWVRQAPGKGLEWVS | CO1 Rd4 6nM_Cl12
AlGgSGGWSYYADSVKGRFTISRDNSKNTLYLQMN | VH;
SLRAEDTAVYYCARYWPMDSWGQGTLVTVSSGG | g 2.,
GGSGGGGSGGGGSEIVLTQSPGTLSLSPGERATLSC
C01_Rd4 6nM_C12
WLSQSVSSTYLAWYQQKPGQAPRLLIYDASSRAPG
IPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYSEW Ve
PLTFGQGTKVEIKEPKSPDKTHTCPPCPAPPVAGPSV | 1861
FLFPPKPKDTLMIARTPEVTCVVVDVSHEDPEVKFN | CD8o TM £ f44K ;
WYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLH | 4 po o
QDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPRE
PQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEW ChRIED
ESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSR
WQQGNVFSCSVMHEALHNHY TQKSLSLSPGKIYIW
APLAGTCGVLLLSLVITLYCKRGRKKLLYIFKQPFM
L0340] RPVQTTQEEDGCSCRFPEEEEGGCELRVKFSRSADA
PAYQQGQNQLYNELNLGRREEYDVLDKRRGRDPE
MGGKPRRKNPQEGLYNELQKDKMAEAYSEIGMKG
ERRRGKGHDGLYQGLSTATKDTYDALHMQALPPR
(SEQ ID NO: 357)
COM22 | MALPVTALLLPLALLLHAARPEVQLLESGGGLVQP | CD8a 15 5 Jik:
VI GGSLRLSCAASGFTFSSYAMNWVRQAPGKGLEWV

SAISASGGSRWYADSVKGRFTISRDNSKNTLYLQMN
SLRAEDTAVYYCTRYWPMDIWGQGTLVTVSSGGG
GSGGGGSGGGGSEIVLTQSPGTLSLSPGERATLSCR
ASVRVSSTYLAWYQQKPGQAPRLLMYDASIRATGI
PDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYMK
WPLTFGQGTKVEIKGLAVSTISSFFPPGYQIYIWAPL
AGTCGVLLLSLVITLY CKRGRKKLLYIFKQPFMRPV
QTTQEEDGCSCRFPEEEEGGCELRVKFSRSADAPAY

COMBO Rd4 0.6nM
C22 VH (SEQ ID NO:
92);

GS 3k
COMBO Rd4 0.6nM_

€22 VL (SEQ ID NO:
93):

FeyRIMo 8254
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CAR

CAR BERF5

Wiy

QQGQNQLYNELNLGRREEYDVLDKRRGRDPEMGG
KPRRKNPQEGLYNELQKDKMAEAYSEIGMKGERR
RGKGHDGLYQGLSTATKDTYDALHMQALPPR
(SEQ ID NO: 358)

CD8a. TM 5 #4455
41BB ISD;

CD3(ISD

COM22

[0341]

MALPVTALLLPLALLLHAARPEVQLLESGGGLVQP
GGSLRLSCAASGFTFSSYAMNWVRQAPGKGLEWV
SAISISGGSRWYADSVKGRFTISRDNSKNTLYLQMN
SLRAEDTAVYYCTRYWPMDIWGQGTLVTVSSGGG
GSGGGGSGGGGSEIVLTQSPGTLSLSPGERATLSCR
ASVRVSSTYLAWYQQKPGQAPRLLMYDASIRATGI
PDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYMK
WPLTFGQGTKVEIKTTTPAPRPPTPAPTIASQPLSLR
PEACRPAAGGAVHTRGLDFACDIYIWAPLAGTCGV
LLLSLVITLYCKRGRKKLLYIFKQPFMRPVQTTQEE
DGCSCRFPEEEEGGCELRVKFSRSADAPAYQQGQN
QLYNELNLGRREEYDVLDKRRGRDPEMGGKPRRK
NPQEGLYNELQKDKMAEAYSEIGMKGERRRGKGH
DGLYQGLSTATKDTYDALHMQALPPR (SEQ ID NO:
359)

CD8a 15 = fiks

COMBO Rd4 0.6nM
C22 VH;

GS %3k,
COMBO Rd4 0.6nM
C22 VL;

CDS8a £
CD8a TM Z5 #iy sk s
41BB ISD;

CD3( ISD

COM22

MALPVTALLLPLALLLHAARPEVQLLESGGGLVQP
GGSLRLSCAASGFTFSSYAMNWVRQAPGKGLEWYV
SAISASGGSRWYADSVKGRFTISRDNSKNTLYLQMN
SLRAEDTAVYYCTRYWPMDIWGQGTLVTVSSGGG
GSGGGGSGGGGSEIVLTQSPGTLSLSPGERATLSCR
ASVRVSSTYLAWYQQKPGQAPRLLMYDASIRATGI
PDRFSGSGSGTDFTLTISRLEPEDFAVYYCQQYMK
WPLTFGQGTKVEIKEPKSPDKTHTCPPCPAPPVAGP
SVFLFPPKPKDTLMIARTPEVTCVVVDVSHEDPEVK
FNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTV

CD8a 15 "7 JIK;

COMBO_Rd4 0.6nM_
C22 VH;

GS 3k

COMBO_Rd4 0.6nM _
C22 VL:

IgG1 Bk

CD8a. TM 45 F4 4 s
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[0342]

CAR

CAR EEBF5)

Hir

LHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQP
REPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAV
EWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDK
SRWQQGNVFSCSVMHEALHNHY TQKSLSLSPGKIY
IWAPLAGTCGVLLLSLVITLYCKRGRKKLLYIFKQP
FMRPVQTTQEEDGCSCRFPEEEEGGCELRVKFSRSA
DAPAYQQGQNQLYNELNLGRREEYDVLDKRRGRD
PEMGGKPRRKNPQEGLYNELQKDKMAEAYSEIGM
KGERRRGKGHDGLYQGLSTATKDTYDALHMQALP
PR (SEQ ID NO: 360)

41BB ISD:

CD3(ISD

P6DY-V

MALPVTALLLPLALLLHAARPEVQLLESGGGLVQP
GGSLRLSCAASGFTFGSYAMTWVRQAPGKGLEWV
SAIDYSGGNTFYADSVKGRFTISRDNSKNTLYLQM
NSLRAEDTAVYYCARVSPIASGMDYWGQGTLVTV
SSGGGGSGGGGSGGGGSEIVLTQSPGTLSLSPGERA
TLSCRASQSVSSSYPSWYQQKPGQAPRLLIY GASSR
ATGIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQHY
PYPPSFTFGQGTKVEIKGLAVSTISSFFPPGYQIYIWA
PLAGTCGVLLLSLVITLYCKRGRKKLLYIFKQPFMR
PVQTTQEEDGCSCRFPEEEEGGCELRVKFSRSADAP
AYQQGQNQLYNELNLGRREEYDVLDKRRGRDPEM
GGKPRRKNPQEGLYNELQKDKMAEAYSEIGMKGE
RRRGKGHDGLYQGLSTATKDTYDALHMQ (SEQ ID
NO: 361)

CD8a 15 7 ik

L3.PY/H2.DY VH
(SEQ ID NO: 25);

GS #3k:
L3.PY/L1.PS/P6EO]

VL (SEQ ID NO:
18);

FeyRITo % 5
CD8o TM %5 #435 ;
41BB ISD;

CD3(ISD

P6DY-V

MALPVTALLLPLALLLHAARPEVQLLESGGGLVQP
GGSLRLSCAASGFTFGSYAMTWVRQAPGKGLEWV
SAIDYSGGNTFYADSVKGRFTISRDNSKNTLYLQM

NSLRAEDTAVYYCARVSPIASGMDYWGQGTLVTV
SSGGGGSGGGGSGGGGSEIVLTQSPGTLSLSPGERA

CD8a 15 5 ik ;
L3.PY/H2.DY VH;
GS 3k,

L3.PY/L1.PS/P6EO]
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[0343]

CAR

CAR EEBF5)

Hir

TLSCRASQSVSSSYPSWYQQKPGQAPRLLIYGASSR
ATGIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQHY
PYPPSFTFGQGTKVEIKTTTPAPRPPTPAPTIASQPLS
LRPEACRPAAGGAVHTRGLDFACDIYIWAPLAGTC
GVLLLSLVITLYCKRGRKKLLYIFKQPFMRPVQTTQ
EEDGCSCRFPEEEEGGCELRVKFSRSADAPAYQQG
QNQLYNELNLGRREEYDVLDKRRGRDPEMGGKPR
RKNPQEGLYNELQKDKMAEAYSEIGMKGERRRGK
GHDGLYQGLSTATKDTYDALHMQALPPR (SEQ ID
NO: 362)

VL;
CDS8a ¥ 5
CD8a TM Z5#415;
41BB ISD;

CD3(ISD

P6DY-V

MALPVTALLLPLALLLHAARPEVQLLESGGGLVQP
GGSLRLSCAASGFTFGSYAMTWVRQAPGKGLEWV
SAIDYSGGNTFYADSVKGRFTISRDNSKNTLYLQM
NSLRAEDTAVYYCARVSPIASGMDYWGQGTLVTV
SSGGGGSGGGGSGGGGSEIVLTQSPGTLSLSPGERA
TLSCRASQSVSSSYPSWYQQKPGQAPRLLIYGASSR
ATGIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQHY
PYPPSFTFGQGTKVEIKEPKSPDKTHTCPPCPAPPVA
GPSVFLFPPKPKDTLMIARTPEVTCVVVDVSHEDPE
VKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVL
TVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKG
QPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDI
AVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTV
DKSRWQQGNVFSCSVMHEALHNHY TQKSLSLSPG
KIYIWAPLAGTCGVLLLSLVITLYCKRGRKKLLYIF
KQPFMRPVQTTQEEDGCSCRFPEEEEGGCELRVKFS
RSADAPAYQQGQNQLYNELNLGRREEYDVLDKRR
GRDPEMGGKPRRKNPQEGLYNELQKDKMAEAYSE
IGMKGERRRGKGHDGLYQGLSTATKDTYDALHMQ

CD8a 15 Tk
L3.PY/H2.DY VH;
GS %3k
L3.PY/L1.PS/P6EO]
VL;

IgG1 8k

CD8a TM 45 H43;
41BB ISD;

CD3(ISD
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[0344]

CAR

CAR EERBFH)

Hir

ALPPR (SEQ ID NO: 363)

P6AP-V

MALPVTALLLPLALLLHAARPEVQLLESGGGLVQP
GGSLRLSCAASGFTFGSYAMTWVRQAPGKGLEWV
SAISGSGGNTFYADSVKGRFTISRDNSKNTLYLQMN
SLRAEDTAVYYCARVSPIAAPMDYWGQGTLVTVSS
GGGGSGGGGSGGGGSEIVLTQSPGTLSLSPGERATL
SCRASQLGSFYLAWYQQKPGQAPRLLIYGASSRAT
GIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQHYN
YPPSFTFGQGTKVEIKGLAVSTISSFFPPGYQIYIWAP
LAGTCGVLLLSLVITLYCKRGRKKLLYIFKQPFMRP
VQTTQEEDGCSCRFPEEEEGGCELRVKFSRSADAPA
YQQGQNQLYNELNLGRREEYDVLDKRRGRDPEMG
GKPRRKNPQEGLYNELQKDKMAEAYSEIGMKGER
RRGKGHDGLYQGLSTATKDTYDALHMQA (SEQ ID
NO: 364)

CD8o 15 5 fik:

P6AP-V1 VH (SEQ ID
NO: 8);

GS $%3k;

P6AP-V1 VL (SEQ ID
NO: 80)

FeyRITo 5
CD8a TM % f4J15k;
41BB ISD;

CD3{ISD

P6AP-V

MALPVTALLLPLALLLHAARPEVQLLESGGGLVQP
GGSLRLSCAASGFTFGSYAMTWVRQAPGKGLEWV
SAISGSGGNTFYADSVKGRFTISRDNSKNTLYLQMN
SLRAEDTAVYYCARVSPIAAPMDYWGQGTLVTVSS
GGGGSGGGGSGGGGSEIVLTQSPGTLSLSPGERATL
SCRASQLGSFYLAWYQQKPGQAPRLLIYGASSRAT
GIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQHYN
YPPSFTFGQGTKVEIKTTTPAPRPPTPAPTIASQPLSL
RPEACRPAAGGAVHTRGLDFACDIYIWAPLAGTCG
VLLLSLVITLYCKRGRKKLLYIFKQPFMRPVQTTQE
EDGCSCRFPEEEEGGCELRVKFSRSADAPAYQQGQ
NQLYNELNLGRREEYDVLDKRRGRDPEMGGKPRR
KNPQEGLYNELQKDKMAEAYSEIGMKGERRRGKG
HDGLYQGLSTATKDTYDALHMQALPPR (SEQ ID

CD8a 15 " JIK;

L1.LGF/L3. KW/H3.AP
VH;

GS #%3k;
P6AP-V1 VL;
CD8o 84k ;
CD8a TM 5 K3
41BB ISD;

CD3{ ISD
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CAR CAR BERRF7 Hor

NO: 365)

P6AP-V | MALPVTALLLPLALLLHAARPEVQLLESGGGLVQP | CDS8a 15 5 /K
3 GGSLRLSCAASGFTFGSYAMTWVRQAPGKGLEWYV L1.LGF/L3.KW/H3.AP

SAISGSGGNTFYADSVKGRFTISRDNSKNTLYLQMN VH:

SLRAEDTAVYYCARVSPIAAPMDYWGQGTLVTVSS *
GS $3k;
GGGGSGGGGSGGGGSEIVLTQSPGTLSLSPGERATL
SCRASQLGSFYLAWYQQKPGQAPRLLIYGASSRAT | POAP-VI VL
GIPDRFSGSGSGTDFTLTISRLEPEDFAVYYCQHYN | IgG1 4;

YPPSFTFGQGTKVEIKEPKSPDKTHTCPPCPAPPVAG | (pe vt sy

PSVFLFPPKPKDTLMIARTPEVTCVVVDVSHEDPEV

[0345] 41BB ISD:

KFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLT
VLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQ | €D3C1SD
PREPQVY TLPPSRDELTKNQVSLTCLVKGFYPSDIA

VEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVD

KSRWQQGNVFSCSVMHEALHNHY TQKSLSLSPGKI
YIWAPLAGTCGVLLLSLVITLYCKRGRKKLLYIFKQ
PFMRPVQTTQEEDGCSCRFPEEEEGGCELRVKFSRS
ADAPAYQQGQNQLYNELNLGRREEYDVLDKRRGR
DPEMGGKPRRKNPQEGLYNELQKDKMAEAYSEIG

MKGERRRGKGHDGLYQGLSTATKDTYDALHMQA
LPPR (SEQ ID NO: 366)

[0346]  XFTyE MM , 5 H 134N R AR (BEAR1-13) BITHRM. 8 5 2, B 2 FF 5
A A TR, 3748 FHCD3 /CD28 BRI WU Jo » B8 11/ 12K , 2w RS AN [F] CAR 73— I mRNAME iy
R . CARYE M I 52 i 3 55 (a) FRIABCMAKI 40 AL (MM1S, KMS12BMANL363) 5% (b) REKIE
BCMAZE FH ) 40 g (K562) FLE5FRI, € CARFKLRE /1 3 - v (IFN v ) Bl A4 i #0%
P o AN 8 I A4S 2 1 i G TP (22 1Pl R T ) DA 5 AN 35 CAR ) T4H Jfa i 2 42 7%
P

[0347]  {i i i & 2 (9 34T CARKG I , e ABCMAZE 1 1) 40 g 0 45 #3855 /N R T g GLAT AR 1)
Fe i BEal A - FHBIFe PEZRA LA I 40 g 3 T 11 CAR 5 fil & 2% 1 (FIBCMA S 3 1 45 6 5 5
i I A AR BT 3T

[0348]  FPRLE ik

[0349]  JEARTZHMES I

[0350] fi HER pEbEpf EE 2 BE 1% 97 3L (Ficoll Paque PLUS/GE Healthcare Life
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Sciences) MAEFS (Etablissement Frangaisdu Sang,Paris,France) $2&Lf) A B )JZ L5

AL T - [BIYPBMC)Z , H 48 T BRI T = £213057) & (Stem Cell Technologies) Zif4T
2 . SEA O TARIEX -Vivo ™ 1585 323 (Lonza) T , %% 72 3 4 7645 20ng /mL A TL-2
(Miltenyi Biotech) .56% AIM{E (Sera Laboratories) FILLER T 40 EL #5111 : 119
Dynabeads A TEEFICD3/CD28 (Life Technologies) o id Ja WA K IF R FFEEAN R A
20ng/mLAIL-2 (Miltenyi Biotec) F15% AL (Sera Laboratories) fIX-Vivo ' -15%53%
3 (Lonza) H1,

[0351]  CAR mRNA%¥% 4%

[0352]  THHMAlifb FNBUE 5 , £ 254/ REUEE 11/ 12 R AT 7% 4% o 1 15ug 2 i AN [R] CARFA
A4 I mRNA% 4451 5 /4R . 3 FImMESSAGE mMACHINE T7iRX# & (Life Technologies) i
CAR mRNA, 73 FHRNeasy MiniSpin Columns (Qiagen) 4ifk .{# F{PulseAgileTMCytopulse
FEARFAT G 12 A8 o FE S AR FA N 20001 #Y “Cytoporation buffer T” (BTX Harvard
Apparatus) 10 . 4cmlB]f@ L (A4 it 3000V / cmf) 240 . ImSHk# , 2 J5 i in325V/ cmfr) P44~
0. 2mSHk b K AL BIEX -Vivo ™ - 1585 7% 3 (Lonza) HiiHE , I 7E3T'C 5% COMF & - IL-2
(GEEMiltenyi Biotec) fE20ng/mLHE ZEFL /5 2h I -

[0353]  F kA& (CD107azh i)

[0354]  H4TANME 525 510 FIA B R IABCMASE 1 4L ZE96 FLAR (50, 0004 i /L) H 5%
B I SRR B AR A 1000 X -Vivo - 1585 373 (Lonza) FHFE3TC 5% CO,H
6 /N o CD107a G 8 75 20 i A0t R v 58 B, 38 3ok 78 3L 8% F7 T 261 N 6 PiCD107adii4
(APCZE A1, R AMiltenyi Biotec) ,i#[d 1ng/ml#7iCD49d (BD Pharmingen) «1ung/ml4iCD28
(Miltenyi Biotec) Fll X BHEAEHE R IF WK (eBioscience) .6hiF & #1 )5 , F AT [ %€ BV 114
#} (fixable viability dye) (eFluor 780, HeBioscience) Flix Y4kl 4k & 1 H1CDS (PE
ZE 5 WIMiltenyi Biotec) Yetadiif, i id v =AU RO AR 43 H7 o I 5 fid R 375 14 9 CD8+/CD107a
+ZHMIR) %6 , FE I E CD8+4H ARCD107a 4y (4 [~ 3 58 S ni i (MFI) 15 5 o mRNARL G J5 24 hidk AT il
R 72 o 45 R g5 75 N R 6A-9HFN9A-9CH FERH, 28 41 (BRic A “CAR-THM”) RN FEFE
LI T2 H 22K R BOMAYF 55 14 CAR

[0355]  Zfiffd b 3RIAHICD107 a2t o 7 M 0 B bR 4 24 5BCMA ST (H929) 1 (MM1S)
HHIE (KMS12BM, L363) 32k 40 i {H A~ & BCMARH 14 40 i (K562 F1Daud 1) % & I , & IABCMAKS 5
PECARFICDS T M FICD107a k) B 43 B FIMF T34 0 (FR6A-9HFI9A-9C) .CD107aRIE/KF1E S
BOMA i 1) 25 1 % YL TZH Pt b 9% A 186 o X1 1k, BOMAF 5 11 CAR - T4 ifd 7 2% 35 BCMA ) £ Jfa 17
TR LT 1% 505 , {H 78 AS 26 35 BOMATH ZH B AEAE [ I 0L T A0

[0356]  IXuLgh BLEREH , 2 55 R A BOMA R 4H M5 & i , I8 BOMAKF P CAR TZH B bl 30t
H HAZBuE s R .

[0357]  IFNy Bl E

[0358] ¥4 T4HL 5 (a) FIXBCMAKIZH N (MMLS KMS12BM. FIL363) 8% (b) A % & BCMA K [ (1)
A (K562) — 2 AE96FLAK (50, 00041 /L) H— i B o #4 L5 IR A2 I A AR R 9100 X -
Vivo™- 1582323 (Lonza) P 7E37C T5%CO, ORFF24/NN o LRI & )5, # -~ EL 1500 pm
BL055 5, HER B ISR RN B AR o S ELTISATR S (NIFN y Quantikine ELISARFI&,
K ERED Systems) #4177 _ ISR TFN v o 38 5 AEmRNARS G i 24 /N T 46 40 g 3%
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B R RBEATIFN v BB E « 45 B 45 48 T 22 8A-8DFN10H &

[0359] LN 8A-SDAIIOf 1~ , 24 5 R IABCMAZH g (MM1S) B /IKBCMAZ% A& 40 fitd (KMS12BM.
1.363) 7 & I, FIABCMARF 7 PECARFICDS T f= AL TFN v o AH IR, 24 5 BCMARF P 41 i (K562)
0% 7 I, Ik BOMAS 7P CAR Y CDS T4 ffd 7= A5 v 2 H TFN vy &

[0360]  iXuuzt IR, X 5 BCMASR A A ML & I, SR IABCMAKE -1 CAR T4 M 49t ¥ , FF
HAZBEE 2P R R 0

(03611 i ffu 75 PR I 5

[0362] 4 THHML 510,000 SE4H M (F3XBCMA) F110,000 X} & (BCMAneg) 4 i £ 96 FLAK
(100,000 /FL) Al —FLH — #2005 & - £ 5 CAR+TYH i JL 55 7% 07 , F2¢ Y6 40 N ek} (CFSE
Cell Trace Violet,RkHLife Technologies) Fnic #E 4 Ao AT HE 40 i . SLBE F2 W AESTC
T5%C0, % & 47NN AR S, AT 7€ 135 J144} (eFluor 780, 2K H eBioscience)
Fric i i , e i I A M AR 73 A o U E BN A0 M B (R 40 i B BCMAne g X B4 AR) 1IVE 77,
VTSR S 1 4T B LA 1 % o 4T B B3 1 I 52 7EmRNAR, G JE A8hHEAT o 45 BB S5 7F R R 7A-TH
W TR, 4B B M B0 B R TS A B 43 B, SRS DL BCMABH 4 21 g/ 3 BCMA B 44 401 g
(R LE 55 o AR MO AR 1 AR 100 - 75 1 A% G ) TR G

[0363]  WNZRTA-THAT 7R~ , 24 K IEBCMAKS 7 14 CARF T4H i 15 HH BCMAZR 1A 41 g (MM1S) B A
BCMAZR A Ay (1L363) W% & B , R I X A& PE AL 2, S5BCMARH 4 41 i (K562) % & i,
¢ 15 BOMAYF 55 11 CAR I CDS T M A it 7 A% A3 v

[0364]  Z¢ L ATid , 2215 AT i 38 ) BOMAF 3 MECARF T4 A 7E 5 28 1A BCMA Py 401 A 25 fir i o 3¢
PEWOE o IR BT A WCAS [P BCMASE 57 £ CAR 2 7~ HE BOMARE 5 M 30 » (H2 5846 Fc vy R111a
(v1) BEEE TgG1 (v3) B BE I BCMASF 7 MECARAREL , ELFHCD8a s EE (v2) [ BCMARF 77 PECAR 27~
o 3 N S KT

[0365]  R6A: BRIk illgh R, A1

[0366] %

[0367] MFI CD107a+

[0368] CD107a+ (in CD8+)

L T 41y 410 2.45

[0369] B | ZERRT PMA/Iono 4038 76.1
1 4 i '

MM1S 547 6.78
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K562 610 7.55
T 41k 588 5.19
PMA/Iono 3758 75.1
VI M ams 850 14.9
K562 829 9.76
T 40 756 6.86
e PMA/Iono 4103 75.8
MM1S 3872 75.4
K562 1130 20.7
T 41 707 7.71
PMA/Iono 4336 78.7
Y TuMis 3665 72.6
[0370] K562 612 7.7
T 41k 604 461
PMA/Iono 3526 72.8
M BEVIVIRS 1847 46.4
K562 503 4.28
T 4f i 1380 27.8
peAP | w2 PMA/Iono 2504 58
MMI1S 5299 83.9
K562 949 14.6
T 41H 856 12.6
PMA/Iono 2500 58.9
S EEVIVIES 3638 73
K562 718 9.15

[0371]  3%6B: BAifer s & , k2
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%

MFI CD107a+

CD107a+ | (in CD8+)
T 4 270 1.66
YL T 41 | PMA/Iono 3872 88.3
i) MM1S 499 11
K562 492 8.78
[0372] T 4 423 7.2
fiAA i PMA/Iono 6034 96.3
2 MM1S 2670 77.6
A K562 648 16.6
T 4 428 7.14
v PMA/lono 4420 90.7
MMI1S 5019 91.8
K562 620 13.8
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T 4l 451 8.87
PMA/Iono 4835 93.2
K FVIVITS 4191 88.5
K562 607 14.1
T 4ijig 315 4.12
vl PMA/Iono 3567 85.8
MMIS 2193 68.6
K562 537 10.1
T 4ijifg 413 7.46
PSA. C1 v PMA/Iono 4423 91.1
= MMI1S 4575 90.6
K562 660 17.2
T 41y 429 7.82
[0373] v PMA/Iono 4442 93.5
MMI1S 3710 84.4
K562 597 13.9
T 4 424 7.95
- PMA/Iono 4325 91.1
MMI1S 1858 61.6
K562 636 14.9
T 4 401 5.69
PMA/Iono 3007 80
P5A C16 | v2
= MMI1S 4228 87.9
K562 696 17.6
T 41 372 5.25
PMA/Iono 3611 86.6
KN EVIVIES 3372 83.6
K562 476 172
[0374]  FR6C: Wik gl 5, fhik3

106



CN 107980046 B i}ﬁ EH :F; 102/135 BT
%
MFI CDI107a+
CD107at+ | (in CD8+)
T 41/ 338 3.61
THEEYT 41 | PMA/Iono 7111 98.1
iit) MMI1S 464 9.44
[0375] itk K562 533 9.73
. T 41 454 6.67
1 PMA/Iono 5226 96.5
PC1 MM1S 2178 75.6
K562 753 22.3
v2 | T 41 507 13
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PMA/Iono 4743 952
MM1S 759 5.5
K562 649 15.5
T 41jifg 463 6.84
PMA/lono 7092 98.1
Y aMis 2857 87.2
K562 665 15
T 41l 373 3.35
ol PMA/Iono 6214 97.2
MM1S 1960 68.2
K562 513 7.61
T 41h 579 11.5
PMA/Iono 6341 97.5
PCICI2 | W2
MMI1S 4478 95.1
K562 680 15
[0376] T 41h 533 10.1
» PMA/lono 5785 97.4
MMI1S 3739 91
K562 648 13.2
T 40 354 2.74
” PMA/Iono 5894 96.7
MMI1S 2219 76.1
K562 445 5.62
T 41 401 6.52
PMA/Iono 5802 94.6
coM22 | v2
MMI1S 2372 79.2
K562 534 8.9
T 41y 501 10.4
3 PMA/Iono 6387 97.6
MM1S 2780 85.9
K562 648 13.8
(0377 226D: IRLREK IS SR , B
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%
MFI CD107a+
CD107a+ | (in CD8+)
T 4Hfif 248 2.64
[0378] 2 Y | PMA/Iono 5750 94.9
ik 4 T4 | MMIS 363 8.89
(fX v3) K562 368 6.86
T2 335 3.82
P5A AL
PMA/Iono 6025 93
MM1S 3150 86.7
K562 418 9.91
T 4y 505 22.1
PMA/Iono 6950 98.3
PSACI
MM1S 2975 84.7
K562 575 233
T 4o 368 6.2
PMA/Iono 5775 97.7
P5SACI16
MMI1S 3675 86.8
K562 420 9.73
T 4Hfs 403 9.05
- PMA/Iono 6975 97.8
MM1S 4625 93
K562 543 15.8
T % 485 12.
[0379] A i
PMA/Iono 6400 96.5
PCICI12
MMI1S 3575 90.4
K562 585 18.9
T 4y 535 20.5
PMA/Iono 7250 98.3
COM22
MM1S 3725 91.4
K562 533 16.9
T 41 313 3.08
PMA/Iono 5125 94.3
P6DY
MMI1S 2435 79.9
K562 438 10.4
T 41y 430 10.4
PMA/Iono 6100 94.2
P6AP
MM1S 3800 91.7
K562 478 14.6
[0380]  ZR6E: Ry biAslzh ;R |, (A&
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%
CD107a+ MFI
(in CD8&+) | CD107a+
L363 47 917
fit MMI1S 65.3 1713
[0381] i
& | CAR-BCMA-P5A | K562 3.65 247
5 T 40 1.71 199
(X PMA/iono 98.6 4797
v3) L363 50.6 1117
CAR-BCMA-P5ACI
MMI1S 65.5 1753
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K562 5.29 265
T 41y 1.93 213
PMA/iono 99.1 5755
L363 57.2 1392
MMI1S 73.9 2520
CAR-BCMA-PSACI16 | K562 4.13 273
T 4 2.57 232
PMA/iono 98.1 5120
L363 71.9 2167
MMIS 82.9 2987
CAR-BCMA-PC1 | K562 4.5 316
T 4 2.47 273
PMA/iono 98.5 5556
L363 57.8 1492
MM1S 71.5 2094
CAR-BCMA-PCIC12 | K562 3.72 313
T 41y 2.53 272
PMA/iono 98.2 4480
(0382] L363 61.3 1574
MM1S 78.1 2602
CAR-BCMA-COM22 | K562 5.84 296
T 4 5.26 284
PMA/iono 98.3 4434
L363 43.4 859
MM1S 63.6 1624
CAR-BCMA-P6DY | K562 3.99 256
T 41y 1.95 228
PMA/iono 98.1 4075
L363 63.4 1745
MMI1S 77.8 2461
CAR-BCMA-P6AP | K562 4.81 310
T 4 4.74 300
PMA/iono 98.9 32
L363 2.54 200
MM1S 5.19 233
BT 4 | K562 4.02 201
T 4Hi 1.95 192
PMA/iono 97.7 3216
[0383]  ZR6F: ikifa izt &, ftike6
MFI %

[0384]

CD107a+ | CDI107a+
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[0385]

(in CD8+)
T 2 g 54 121 1.04
T 412 PMA
IONO 5253 87.4
BEMA_BC30_v3 (1) T 41l K562 230 3.21
T 412 MM1S 1321 50.4
T 4Hfig L363 986 41.8
T 4 g B 4h 150 1.07
T 412 PMA
IONO 4701 83.2
CAR_BCMA_P5ACI_v2
- - - T 4Hifg K562 256 55
T 41l MM1S 2193 63.8
T 41kl L363 1400 50.9
T 4 g B4 166 0.96
T 41fig PMA
CAR_BCMA_P5ACI1 v3 Ll il e
- - -7 | T K562 301 6.87
T 41l MM1S 1101 40.7
T 4Hig L363 728 29.8
T 4o 5k 217 1.63
T 41l PMA
fit {4 IONO 4711 82.4
6 CAR_BCMA_PCLYS - % il K562 329 6.36
T 418 MM1S 2083 60.3
T 41Hf L363 1500 52.1
T 4 5l 209 2.01
T 41/ PMA
IONO 5401 87.8
CAR_BCMA_PCICI2_v2
- - - | Tl KSe2 332 iy
T 40ffe MM1S 2588 68.4
T 40l L363 1976 59.5
T ZHfif i 162 1.72
T 41/ PMA
IONO 5299 85.3
CAR_BCMA_PCICI2_v3
- - - | Tl K562 266 6.25
T 4fife MM1S 669 28.8
T 4l L363 414 18.6
T 20 M 4k 193 3.23
T 40/fi PMA
CAR_BCMA COM22 v3 2Ll 4750 82.7
- - | T 40 K562 288 5.13
T 4fifs MM1S 814 35.7
T 41fig L363 606 26.8
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[0386]

[0387]

[0388]

T 4 g sk 359 9.69
T 4y PMA
IONO 5521 87.4
CAR_BCMA_P6AP v2
T 41l K562 327 7.69
T 40fig MM1S 2289 63.8
T 40l L363 1876 56.9
T 4 it £ A0 284 4.87
T 418 PMA
IONO 4480 82.7
CAR BCMA P6AP v3
- - - T 41 K562 331 5.9
T 4iiffi. MM1S 1409 46.9
T 41fig L363 926 353
T 4 i B A0 184 0.92
T 41/ PMA
S IONO 3955 78.6
THRRTAR 5 A K562 278 3.58
T 418 MM1S 393 4.7
T 41k L363 190 112
2266 : AL 25 5, AT
%
MFI CD107a+
CD107a+ | (in CD8+)
T 4t 54k 68.3 1.55
T 4fiffs PMA
IONO 3097 94.6
BT 4 | T 40 MMIS 118 7.15
T 40 L363 90.3 2.63
T 410l K562 144 34
T 41ffd Daudi 117 1.93
T 4 54k 69.7 2.69
T 41/ PMA
AN IONO 2864 94.9
7 BCMA{—S?N—"B T 40jfi MM1S 1630 68.9
T 4Hifg L363 529 438
T 40l K562 125 3.85
T 402 Daudi 426 38.5
T 4 54k 111 3.67
T 412 PMA
IONO 2859 95.6
PSACI_v2
- T 40fifs MM1S 2305 71.5
T 400 L363 877 53,1
T 40l K562 166 8.54
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T 41l Daudi 770 51.5
T 4t ifa 5 g 70.8 1.04
T 4iiffd PMA
IONO 2740 94.6
PSACI_v3 T 4Hiffs MM1S 526 433
T 40fifg L363 209 20.4
T 41l K562 118 2.3
T 41l Daudi 450 359
T 4t 54k 61 137
T 4iiffi PMA
IONO 2786 94.6
PC1 _v3 T 4iiifs MM1S 1027 56.3
T 4iffs L363 314 29.9
T 4 K562 140 12.1
T 402 Daudi 536 39.6
T 2 g 98 5.95
T 412 PMA
IONO 3493 95.3
PCICI2 v2 T 41/ MM1S 1917 73.7
T 41)ig L363 939 56.2
T 41 K562 192 11.5
[0389] T #i)ifa .Daudi 1485 64.6
T 4t o 5 84.2 2.28
T 41/ PMA
IONO 3017 95.2
PCICI2_v3 T 41/ MM1S 342 28.2
T 4iifs 1363 145 8.72
T 41fig K562 186 7.53
T 402 Daudi 223 11.8
T 4t 54k 93.6 5.32
T 4iiffd. PMA
IONO 2989 96.3
COM22_v3 T 41fife MM1S 540 40
T 4Hiifd L363 154 125
T 4Hiifd K562 138 8.29
T 4l Daudi 93.5 3.99
T 4t 54k 164 13.7
T 41l PMA
IONO 3303 95.9
P6AP_v2 T 41 MM1S 2755 76
T 4iifd L363 859 50.3
T 4ifig K562 287 15.8
T 402 Daudi 1263 58.2
P6AP_v3 T 4Hfifg L2 h 114 10.5
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T 40 PMA
IONO 3084 94.5
T 40l MMI1S 849 51.6
[0390] 4
T 4ilf1 1363 380 30.9
T 41y K562 211 8.46
T 402 Daudi 678 42.7
[0391]  R6H: Pikifa I 4h S, (A4S
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[0392]

%

MFI CD107a+
CD107at+ | (in CD8+)
T 4 5k 154 0.67

T 44Jfi PMA
e IONO 3777 66.2
ERFRT A T 4Hfifg MMI1S 229 2.16
T 4Hfig L363 166 1.51
T 4l K562 220 2.08
T 2 tR 210 1.05

T #44Jfi PMA
BCMA_BC30 v3 | IONO 4302 70.6
(18) T 41/l MM1S 1661 42
T 4Hifd L363 1049 26.5
T 4} K562 262 3.46
T 2 tE 207 0.86

T 44Jfi PMA
IONO 4298 71.5
(it PIACLV2 T 40l MM1S 1648 40.8
8 T 41l 1363 1099 26.5
T 4Hfifg K562 232 1.72
T 4 5k 187 0.84

T #4ffi PMA
Skt o IONO 3989 68.8
- T 41fifs MMIS 766 21.2
T 410l 1363 521 14.2
T 4Hfig K562 258 2.05
T 4 5k 242 1.23

T #44Jfi PMA
I IONO 4256 70.6
- T 41fifs MMIS 1046 23.1
T 4Hfig L363 1183 27.4
T 4Hfifg K562 283 2.97
T 4 5k 57 1.87

PCIC12 v2

- T 41l PMA 3487 60.2
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IONO
T 41ffs MM1S 2463 51.2
T 4il}fd L363 1657 35.4
T 41 K562 314 4.05
T ZHH gk 166 0.86
T 40Hfs PMA
IONO 4238 69.1
NS T 41 MM1S 641 17.3
T 4L 1363 507 14.2
T 4/ K562 296 3.59
T 21 52k 283 2.55
T Z1ffs PMA
N IONO 4800 75.9
[0393] - T 41ffs MM1S 1035 27.9
T 4 L363 704 227
T 41 K562 334 4.82
T 40 Ak 545 8.33
T #4Jfs PMA
A IONO 4362 68.6
- T 4ilffs MM1S 2273 46.7
T 4 L363 1671 34.7
T 40 K562 629 9.71
T 21Jifa 52k 360 3.87
T ZHfi PMA
IONO 3584 61.5
P6AP v3
- T 402 MM1S 1553 34.5
T 413 1363 1045 23
T 40 K562 595 7.4
[0394]  RTA: 4B EHE , fit146
W GRS
CAR L363 K562 MMI1S K562
Befk 6 BC30 v3 22.93 89.90 16.30 88.43
PSACI v2 27.27 90.07 21.47 90.17
PSAC1_v3 36.03 89.30 19.80 88.50
[0395] PC1 v3 19.03 88.23 13.57 87.50
PCICI2_v2 19.60 86.13 14.67 84.67
PCICI12_v3 55.50 89.33 41.33 88.67
COM22_v3 42.00 90.33 25.67 88.30
P6AP v2 29.40 80.27 21.07 82.10
PGAP v3 48.53 85.20 2559 81.30
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[0396] EHRR
il 90.90 88.20 91.77 86.30
[0397]  ZR7B: L5 EdE , 146
- BCMA+/BCMA- FEEY T 208 i) i0E
L363 MMIS L363 MMI1S L363 MMI1S
BC30 v3 25.51 18.43 0.24752108 | 0.17333946 | 75.2 | 82.7
Betk 6 PSACI V2 30.27 23.81 0.29374647 | 0.22389502 | 70.6 | 77.6
PSACI v3 40.35 22.37 0.39152336 | 0.21040098 | 60.8 | 79.0
PC1_v3 21.57 15.50 0.2093085 0.14581122 | 79.1 85.4
[0398] PCICI2 V2 22.76 17.32 0.22079514 | 0.1629089 | 77.9 | 83.7
PCICI2 V3 62.13 46.62 0.60281513 | 0.4383953 [39.7 | 56.2
COM22_v3 46.49 29.07 0.45113441 | 0.27335977 | 54.9 | 72.7
P6AP v2 36.63 25.66 0.35539949 | 0.24131177 | 64.5 | 75.9
P6AP v3 56.96 31.45 0.55272006 | 0.29573955 | 44.7 | 70.4
TEHER T
103.06 10633 |1 1 0.0 0.0
Mt
[0399]  ZR7C: 47514 Hd , AT
w5 CGFED
CAR L363 K562 MMIS K562
EAERT
92.53 92.80
g4liiiaN 90.70 92.33
BC30 v3 46.00 90.40 34.00 89.83
PSAC1 v2 50.50 90.73 35.17 89.40
[0400] PSAC1 v3 60.20 89.97 43.03 89.53
PC1 v3 49.43 89.67 37.33 88.97
PCICI2 v2 40.23 88.50 22.53 87.53
PCICI2 V3 81.03 91.30 71.70 89.83
COM22_v3 67.87 90.00 52.97 89.20
P6AP v2 57.33 89.93 SR 87.10
Ht4k 7 | PoAP v3 66.37 91.60 46.35 94.00
[0401] K7D AW EEVERE , 147
im BCMA+/BCMA- | ¥4 T 408 L4 it 00
L363 MMI1S L363 MMI1S L363 | MMIS
THEHEYE T
_ 99.71 |98.23 1 1 00 0.0
[0402] BE4K 7 | 41k
BC30 v3 50.88 |[37.85 0.51031598 | 0.38529434 | 49.0 |61.5
PSAC1 v2 55.66 | 39.34 0.55818001 | 0.40044688 | 442 |60.0
PSACI v3 66.91 | 48.06 0.67106507 | 0.48929577 | 329 |51.1
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PC1 v3 55.13 [41.96 |0.55288988 |0.4271896 |44.7 [57.3
PCICI2 v2  |4546 [2574 |0.45592406 |0.26206149 |54.4 |73.8
PCICI2 v3 |88.76 [79.81 [0.89010798 |0.81251777 |[11.0 |18.7
[0403] coM22 v3 | 7541 5938 [0.7562472 | 0.60448985 |24.4 |39.6
P6AP v2 63.75 [37.73 [ 0.63934647 |0.38413929 |[36.1 |61.6
P6AP_v3 7245 (4931 [0.7266149 | 0.50196463 |[27.3 |49.8
[0404]  ZR7E: 40 EE MU , E1AS
Eh CEED
CAR 1363 K562 MM1S K562
FHEERT
il 93.97 91.13 95.97 88.07
BC30 v3 67.97 86.80 46.40 78.87
PSACI v2 69.80 85.37 47.13 79.17
o] | Bt s PSACI v3 77.90 88.77 62.70 84.40
PC1 v3 61.67 86.60 41.67 78.97
PCIC12_v2 62.43 85.27 35.27 78.20
PCICI2 v3 85.17 85.27 78.87 77.77
COM22_v3 76.70 87.87 56.40 84.50
P6AP v2 7193 84.90 61.47 83.47
P6AP V3 83.23 85.67 72.57 84.63
A UES 95.20 94.97 96.97 94.20
[0406]  ZRT7F: 40 BE U , fE1AS
PR BCMA+/BCMA- | 25 ¥ T 40 L il d
L363 | MMIS | L363 MM1S L363 | MMIS
PG T
e 1.03  |0.95 1 1 0.0 0.0
BC30_v3 g8 | |oso 0.75941589 | 0.61953757 |24.1 |38.0
PSAC1 v2 082 |0.60 0.79299515 [ 0.62694429 |20.7 |37.3
PSACI_v3 088 |0 0.85112036 | 0.78229085 |14.9 |21.8
[0407] | $td 8 PC1_v3 o071 |ass 0.69061501 | 0.5556331 | 30.9 |44.4
PCICIZ v2 | 073 |04s 0.7101346 | 0.47489852 |29.0 | 52.5
PEICIASE | [ 106 | 16 0.96871004 | 1.06793091 | 3.1 6.8
comM22 v3 |0.87 |0.67 0.84659295 | 0.70285469 | 153 |29.7
P6AP v2 0o1 |074 0.88226799 | 0.77547847 | 118 |22.5
P6AP_v3 097 |0.86 0.94229927 [ 0.9028984 | 5.8 9.7
4 % 100|108 0.97223038 | 1.08396365 | 2.8 8.4
[0408]  3R7G: 4HAR B EUR , K9
[0409] | CAR wh CPE)
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44k 9 L363 K562 MM1S K562
R T
i 86.3 87.8 69.6 86.5
BC30 v3 27.1 86.6 16.0 86.6
P5AC1 v2 31.9 87.9 21.0 87.2
P5AC1 v3 46.9 85.1 36.3 84.0
[0410]
PC1 v3 27.8 85.3 25.4 85.0
PCICI2_v2 293 88.7 15.0 86.0
COM22 v3 49.0 88.8 35.7 87.5
P6AP_v2 41.4 85.7 208 84.0
P6AP v3 56.4 84.3 44.9 84.4
e 92.3 91.7 83.5 91.8
[0411]  FRTH: 400 =514 4k , 116449
s BCMA+/BCMA- TR T 4t p “HAE
L363 MMIS L363 MMIS L363 | MMIS
THER T
pu 0.98216319 | 0.80469954 | 1 1 0 0
BC30 v3 0.31331794 | 0.18444359 | 0.31900802 | 0.22920802 | 68.10 | 77.08
PSACI v2 0.3631539 [ 0.24111578 | 0.36974905 | 0.29963455 | 63.03 | 70.04
[0412] Btk 0 PSACI v3 0.55133229 | 043231441 [ 0.56134489 | 0.53723706 | 43.87 | 46.28
PC1 v3 0.32551778 | 0.29831439 | 0.33142942 | 0.37071525 | 66.86 | 62.93
PCICI2 v2 | 0.3298272 |0.17473847 [ 0.3358171 |0.21714748 | 66.42 | 78.29
COM22_v3 0.55159475 | 0.40746382 | 0.56161212 | 0.50635523 | 43.84 | 49.36
P6AP v2 0.48289269 | 0.27092424 | 0.49166238 | 0.33667751 | 50.83 | 66.33
P6AP V3 0.66903915 | 0.53199052 | 0.68118939 | 0.66110454 | 31.88 | 33.89
G OES 1.00690909 | 0.90889292 | 1.02519531 | 1.1294811 | -2.52 | -12.95
[0413]  FS8A:IFNvY ;P74 (pg/mL) , fiLi46
44 6
CAR pg/ml
ARG T 41 155.1
BCMA_BC30 v3
(18) 654.71
PSAC1_v2 174.035
[0414] PSACI_v3 ﬁ 61.215
PC1 v3 = 255.045
PCICI2 v2 & 481.595
PCICI2_v3 ‘ 463.08
COM22_v3 2996.305
P6AP v2 1294.055
P6AP V3 500.435

120



CN 107980046 B

116/135

[0415]

[0416]

W OB P
FHEFER T A 81654.2
BCMA_BC30_v3
(18) 49368.7
PSACI v2 S 49102.7
PSACI v3 5 66837.7
PC1_v3 E 70798.2
PCICI2_v2 = 56402.2
PCICI2 v3 & 121954.7
COM22_v3 ) 125878.7
P6AP_v2 73577.2
P6AP_v3 51242.7
R T gl -83.215
BCMA_BC30_v3
(18) 265.565
PSAC1_v2 . -10.05
PSAC1_v3 5 36.475
PC1 v3 = -74.04
PCICI2_v2 S 344.72
PCICI2_v3 - 583.99
COM22_v3 610.97
P6AP_v2 40.66
P6AP_v3 36.775
BEFERT i 660.33
BCMA_BC30_v3
(18) 8004.42
PSACI v2 ” 5667.72
PSACI v3 S 2619.735
PCI_V3 & 6152.67
PCICI2_ v2 = 8526.27
PCIC12_v3 & 1405.945
COM22_v3 3330.27
PGAP v2 5436.27
P6AP_v3 3881.115
R T i 1287.38
BCMA_BC30_v3
(18) 6363.72
PSACI v2 @ 3116.725
PSACI v3 N 2720.52
PC1_v3 § 6661.97
PCICI2_v2 — 9478.72
PCICI2_v3 1707.885
COM22_v3 2397.83
PGAP_v2 5911.97
| PGAP v3 3470.38
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[0417]

[0418]

#8B: IFN v ;24 (pg/ml) , 447

4K 7
CAR pg/ml
=R T 41 3.1
BCMA BC30 v3
. 64.1
PSACI v2 -18.0
PSACI v3 = 73.0
PC1 v3 -;"2; 6.1
PCICI2 v2 *ﬁ 156.5
PCICI12 v3 100.1
COM22_v3 182.9
P6AP v2 564.7
P6AP v3 107.0
2 YL T 40 44970.8
BCMA(_II;BO_ﬁ _—
PSACI v2 S 27476.6
PSACL v3 g 13100.5
PC1 v3 = 40824.4
PCICI12 v2 = 39884.0
PCICI2 v3 S 30245.2
COM22_v3 “ 62690.4
P6AP v2 69923.2
P6AP v3 88578.4
THEGT i 299
BCMA(_II;§I30_V3 46626
PSACI_v2 - 3420.3
PSACI v3 S 1173.7
PC1 v3 2 2478.5
PCICI2 v2 = 5314.6
PCIC12_v3 2 809.9
COM22_v3 1344.6
P6AP v2 3020.3
P6AP v3 2166.7
THEGT 4l g 15.6
BCMA BC30 v3 5 —
(18) =
PSACI v2 ~ 2576.3
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PSAC1_v3 582.7
PC1 v3 1723.3
PCICI2 v2 2962.9
PCICI2_v3 136.6
COM22_v3 467.4
P6AP v2 2081.4
PGAP v3 1119.0
7 G T 4if -80.5
BCMA_BC30_v3
o 1273
PSACI_v2 . 1244
PSAC1_v3 b -47.9
PC1_v3 5 93.6
PCIC12_v2 S 21.8
[0419] PCICI2_v3 i 5.4
COM22_v3 -36.1
PGAP v2 83.8
P6AP v3 83.8
T HEERT 4 335.1
BCMA(_II?;TBO_V_? i
PSACI_v2 ~ 8093.7
PSACI v3 E 3870.6
PCI v3 ; 6068.9
PC1C12_v2 g 10190.2
PCICI2_v3 2 1638.8
COM22_v3 4287.6
PGAP v2 6971.6
PGAP v3 5280.0
[0420]  8C:IFN- v ;=4 (pg/mL) , 448
Befk 8
CAR pg/ml
=G T i -697.44
BCMA_BC30_v3
(18) -660.92
[0421] PSACI v2 § 1603.38
P5ACI_v3 = -543.44
PCI_v3 & -552.22
PCIC12 v2 - -399.26
PC1C12 v3 -652.73
COM22 v3 -530.09
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[0422]

W OB P
P6AP v2 17.24
P6AP_v3 -289.82
Y T 4i 37206.73
BCMA_BC30_v3
(18) 53311.73
PSACI_v2 S 57732.14
PSACI v3 3 52577.56
PC1_v3 = 48925 48
PCICI2_v2 = 38310.06
PCICI2_v3 S 71881.73
COM22_v3 ‘ 61941.73
P6AP_v2 82339.64
P6AP v3 63337.14
YT 40 -684.65
BCMA_BC30_v3
(18) 2976.34
PSACI v2 " 2727.71
PSACI v3 S 769.05
PCI v3 fﬂ 2682.98
PCICI2 v2 = 5019.05
PCICI2 v3 = -198.04
COM22_v3 1155.19
P6AP_v2 2945.65
P6AP_v3 671.21
TEY T 4 -664.74
BCMA_BC30_v3
(18) 2934.77
PSAC1_v2 2342.50
PSACI_v3 % 579.85
PC1 v3 2 2232.65
PCICI2 v2 S 3676.59
PCIC12_v3 B -303.86
COM22_v3 695.72
P6AP_v2 1612.74
P6AP v3 311.07
THEERT A -672.42
BCMA_BC30 v3
(18) o -583.71
PSACI v2 2 -631.02
PSACI v3 =2 2650.83
PCI v3 P -615.50
PCICI2 v2 -501.18
PCICI2_v3 615.17
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COM22_v3 -596.02

[0423] P6AP_v2 -393.94
PGAP v3 -476.71

[0424]  3Z8D:TIFN- y 74 (pg/mL) , fE4A9

125



CN 107980046 B ﬁ'ﬁ HH :I:; 121/135 10

4k 9
CAR pg/ml
THEGT i 93.2
BCMA_ BC30 v3 (18) 1225.2
PSAC1 V2 1344.5
PSACI v3 ﬁ 6323
PCI_v3 = | 27457
PCICI2 v2 = 48.1
COM22_v3 2656.5
P6AP v2 566.5
P6AP v3 335.8
THEGT M 12505.8
BCMA_BC30_v3 (18) 12312.2
PSACL v2 S 106075
PSACL v3 3 12014.7
PC1_v3 E 12829.9
PCICI2_v2 = | 138295
COM22_v3 % 13489.5
[0425] | P6AP v2 13182.1
PGAP v3 13506.3
THEG T M 1006.4
BCMA_BC30_v3 (18) 2376.8
PSACI_v2 i -359.5
PSACI_v3 S 97.8
PC1 v3 é 290.1
PCICI12 v2 = 752.7
COM22_v3 = -601.0
P6AP v2 -304.1
P6AP v3 -394.9
BEFEY T 228.2
BCMA_BC30_v3 (18) 3000.2
PSACI_v2 Q 2314.0
PSACI_v3 = 1646.4
PC1_v3 % -15.4
PCICI12 v2 -::\' 2796.5
COM22 v3 320.6
P6AP v2 -163.0
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P6AP v3 -233.9
FHEGT 4 -227.9
BCMA_BC30_v3 (18) 2027.5
PSACI_v2 o 3928.4
(0426] PSAC1_v3 IQ" 300.2
PC1 v3 = 74.9
PCICI12 V2 § 1835.7
COM22_v3 - 45.0
P6AP v2 51.4
P6AP v3 158.3

[0427]  ZROA: ki AL R, itk 10

lyo
fiEfA 10 MFI CD107a+
CD107a+  (in CD8+)
BHEEY T 4
Jfa 835 1.95
26859 PSAC1-V2 83.8 1.47
LT #l | 26868
PC1C12-V2 94.2 3.21
26871
COM22-V2 107 5.96
FHEERT 4
it 5933 99
26859 PSAC1-V2 5863 99
PMA Iono | 26868
PC1C12-V2 6366 99.4
[0428] 26871
COM22-V2 6149 99
YT 4H
i) 211 16.5
26859 PSAC1-V2 1377 74.4
MMIS | 26868
PC1C12-V2 1760 79.1
26871
COM22-V2 1470 76.5
FHEEYE T 4H
i 141 6.09
26859 PSAC1-V2 1026 65.4
H929 26868
PCIC12-V2 1262 71.1
26871
COM22-V2 784 59.2
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[0429]

[0430]

TEHEGET 4
iial 153 6.48
26859 PSAC1-V2 793 60.1
1363 26868
PCICI2-V2 1054 67.3
26871
COM22-V2 827 61.7
TEEGET 4
i 187 9.88
26859 PSAC1-V2 1228 70.5
MM1S GFP
26868
LUC
PCIC12-V2 1476 74.9
26871
COM22-V2 1095 68.5
ARG T 4l
il 153 0.48
26859 PSAC1-V2 1648 77.8
H929 GFP
26868
LUC
PCICI12-V2 1960 84
26871
COM22-V2 1029 69.4
THEGT 40
i 104 3.06
26859 PSAC1-V2 753 60.7
L363 GFP
26868
LUC
PCI1CI12-V2 873 64.6
26871
COM22-V2 766 61.1
ARG T 41
Jits 91.3 2.67
26859 PSAC1-V2 945 67.2
KMS12BM
GFP LUC 26868
! | pciC12-V2 1192 712
26871
COM22-V2 961 67.2
THEGT 40
i 127 6.06
26859 PSACI1-V2 136 9.1
K562 26868
PCI1CI12-V2 119 9.49
26871
COM22-V2 135 9.55

RIB: HiRIAT I 45 A, A1l
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%
itk 11 MFI CD107a+
CD107a+  (in CD8+)
ASELS
Jitg 69.9 0.57
26859 PSACI-V2 68.3 0.62
LT Ak 26868
PCICI12-V2 67.2 0.88
26871
COM22-V2 80.9 3.95
THEYT M
it 5511 91.7
26859 PSACI-V2 5360 97.4
PMA Iono 26868
PCICI12-V2 4741 96.1
26871
COM22-V2 5066 95.7
THEYT 4
Jitd 77.8 1.81
26859 PSAC1-V2 1304 68.3
KMS12BM
GFP LUC i
[0431] PCICI2-V2 650 45.5
26871
COM22-V2 986 62.5
THFEY T 4
Jit 73 1.04
26859 PSAC1-V2 738 49.6
H929 GFP
i 26868
PCICI12-V2 428 30.9
26871
COM22-V2 468 35.5
BEEERT 4
iial 121 2.67
26859 PSAC1-V2 854 52
MMIS 26868
PCIC12-V2 399 26.4
26871
COM22-V2 486 334
THEYT 4
Jit 125 3.08
K562 26859 PSAC1-V2 140 3.35
26868
PCIC12-V2 123 1.84
[0432] 26871
COM22-V2 161 4.11
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[0433]

[0434]

RIC: iRk 45 R , ftik12

%
fieg 11 MFI CD107a+
CD107a+  (in CD8+)
TEFRT 40
Ji 69.9 0.57
26859 P5SACI-V2 68.3 0.62
LT Hjh 26868
PC1C12-V2 67.2 0.88
26871
COM22-V2 80.9 3.95
THEY T 4
Ji 5511 91.7
26859 PSACI1-V2 5360 97.4
PMA Iono 26868
PC1C12-V2 4741 96.1
26871
COM22-V2 5066 95.7
THEY T
Jifu 77.8 1.81
26859 PSACI1-V2 1304 68.3
KMS12BM
GFP LUC .
PCIC12-V2 650 455
26871
COM22-V2 986 62.5
EHEY T 4
o 73 1.04
26859 P5SACI-V2 738 49.6
H929 GFP
LUC 26868
PC1C12-V2 428 30.9
26871
COM22-V2 468 35.5
EHEY T 4
Jifu 121 2.67
26859 P5SACI-V2 854 52
MMI1S 26868
PC1C12-V2 399 26.4
26871
COM22-V2 486 33.4
EHEY T 4
K562
il 125 3.08
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26859 PSAC1-V2 140 3.35
26868
[0435] PC1C12-V2 123 1.84
26871
COM22-V2 161 4.11
[0436]  $10:1FN gammaBeipUre l4E &, 4410
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BEFEG T M 871.8 pg/mL
pCLS26859
CAR_BCMA P5AC1 v2 p— 1466.2 pg/mL
pCLS26868 10
CAR_BCMA_PCIC12 v2 1172.2 pg/mL
pCLS26871
CAR_BCMA COM22 v2 1873.1 pg/mL
BEFEG T M 1436.5 pg/mL
pCLS26859
CAR_BCMA P5AC1 v2 12208.4 pg/mL
pCLS26868 MMI,S
CAR BCMA PCICI2 v2 LucGEP | 136953 pg/mL
pCLS26871
CAR_BCMA COM22 v2 10784.1 pg/mL
BEFEGT M 5329.0 pg/mL
pCLS26859

[0437] CAR_BCMA P5AC1 v2 6060.3 pg/mL
pCLS26868 MMIS
CAR_BCMA_PCIC12 v2 6776.1 pg/mL
pCLS26871
CAR_BCMA_COM22 v2 7827.0 pg/mL
BEFEGT M 754.2 pg/mL
pCLS26859
CAR_BCMA_P5AC1 v2 — 16589.9 pg/mL
pCLS26868 .
CAR_BCMA_PCIC12 v2 15989.7 pg/mL
pCLS26871
CAR_BCMA_COM22 v2 14410.4 pg/mL
YT 401 809.8 pg/mL
pCLS26859
CAR_BCMA_P5AC1 v2 18072.7 pg/mL
pCLS26868 H929
CAR_BCMA_PCICI12 v2 17948.1 pg/mL
pCLS26871
CAR_BCMA COM22 v2 14437.3 pg/mL
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T ER R T A 1184.5 pg/mL

pCLS26859

CAR_BCMA P5ACI v2 th 11556.9 pg/mL

pCLS26868 {0 GHP

CAR_BCMA _PCICI2 v2 13254.5 pg/mL

pCLS26871

CAR_BCMA_COM22 v2 11384.1 pg/mL

AR T A 1777.3 pg/mL

pCLS26859

CAR_BCMA P5AC1 v2 15685.1 pg/mL

pCLS26868 L363

CAR_BCMA PCICI2 v2 14929.1 pg/mL

pCLS26871

CAR_BCMA_COM22 v2 14995.7 pg/mL

TG T A 1184.5 pg/mL

pCLS26859

CAR_BCMA P5ACI v2 th 11556.9 pg/mL
[0438] pCLS26868 LcEp

CAR_BCMA _PCICI2 v2 13254.5 pg/mL

pCLS26871

CAR_BCMA_COM22 v2 11384.1 pg/mL

THEGT 4l 1283.2 pg/mL

pCLS26859

CAR_BCMA P5AC1 v2 9073.3 pg/mL

KMS12BM

pCLS26868 S

CAR_BCMA PCICI2 v2 10060.6 pg/mL

pCLS26871

CAR_BCMA_COM22 v2 10687.2 pg/mL

THEGT 4 691.6 pg/mL

pCLS26859

CAR_BCMA P5AC1 v2 684.1 pg/mL

pCLS26868 K562

CAR_BCMA PCICI2 v2 904.2 pg/mL

pCLS26871

CAR_BCMA_COM22 v2 969.0 pg/mL

[0439] St 51)3 : BOMA%E: S MECAR - TZH g ZEMMI . S Bl AR 7R v i35 5 by VR 3B

[0440] 12 jihi 451 1 BH A FHMML . SJia 152 20 0] FHBCMARR: 7 14 CAR - TAH LY 977 M9

[0441]  FHFRIXZ G MG AIGFPAIMML . SJEA7 A5 78 3£ 47 BOMARY 53 14 CAR - TZH A (1) 4% Ay T Xt
Foo ¥ T H JIMML. S Luc2AGFP 4 @ ik 22 i ik i Bk v i 2106 - 8 Jil & () M ¥4 Nod /Scid/
TL2Rg-/- (NSG) zh#yH . I N 13 5D - 2% Y6 & (Regis Technologies,Morton Grove,IL) (&f
RENYILL15mg/mLiEH200ul) , b J5 FH S 0 o0 R , B s 1) 4 B AR ) K 6 A8 (BLID e i
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D988 B3 fi o 388 T e R £ B 02K P 2% e R AN 9% Y R 2 IR A ELAE R SR AE M R e (5 5
AR A G, B f# FHIVIS Spectrum CT (Perkin Elmer,MA) #E47 4%, f# FHLiving
Image 4.4 (Caliper Life Sciences,Alameda,CA) & & A GEE GLT/FD) o

[0442]  FEAHH 5T S FH = FpAS[R] B BOMAR 5P CAR - TAH Y - 22 IABCMAKE 7 14 CAR A4 A< 1)
TYH A FEP5SACT - V2, PC1C12-V2EKCOM22-V2 (Z W, k30 #5) o A S X} I (non- transduced
control) THAE FAEFH PEXT 18 o BT A T4 A4 250 i N TCRa Bk o

[0443]  4F745 sh¥) (IRIEN G 2520 K) s 6l & P 44018 B 45E6 , 5 s BE AL 43 ik Y
S o 38 3o HE T R e M o S e F B 7 R 1 A\ BCMARE S PECAR - T4 B JE % 5 0 FRT MY . 24 e
AT H B S T PR 985 i A B ik 52 20 %6 B, 8 b 3h 4, 1K S MML . ST A AR F 25 15

[0444]  ZAFFCI LS R DL ER I AEEILF, BB R [p/s] Ros Mg it e . 5 B 1 %) i
(] FEl) FHLL , A8 FHBCMARE - P CAR - TAI AL (= MAIE BT L IE 5 TE) IR TT 3 BUBARIY Aotk
o DA, 5 B P HE AR EL , FHBCMAY: S 4 CAR - T v 7 90 it e a2t g

[0445]  IXLLh B B BCMARY 7 1 CAR - TAH LA %515 5 ied iR

[0446]  sijiff5l4 - FHBCMARF = CAR - TAH ARG 7 22 K 11 BiE IR

[0447] 1% S 5] 15 BH A% Mo 1 p8 J5 Az 52 284 1) FHBCMAR 7 MECAR - TARBRYA T 22 K 1t i iR
[0448]  FHF 1R % 2 B FNGFPFIMo 1 p8 JFL A7 15 284 i3 AT BCMASE S 14 CAR - T4 A ) 4 A Dy R
F o W4 H J3Mo1p8Luc2AGFPAH i ik B2 i ik i ik P 5 N 6 - 8 Ji 18 (¥ E MENS G B 4 o T JEE 1Y
FHD-%K 6 HK (Regis Technologies,Morton Grove,IL) (52 R zh47PA15mg/mLiF5+200ul) ,
B J5 FH 5 S e R , B s 10 4 B AR R e R (BLT) BE A8 I 0 figg 471 fir o Jd st g 4 i 0
(1) 23¢ 6 2R Il AN S 3 2 TR ) A EAE FH R S AE VDR OGAS S B O MR, 8 {8 FHTVIS
Spectrum CT (Perkin Elmer,MA) #4Taif%,ff HLiving Image 4.4 (Caliper Life
Sciences,Alameda,CA) B B N EGEE OGT/F) .

[0449] M FrEE0Y) (MIRAE N JG B8R [ S il =T 3518 B 30E6 R , K sh Bt AL 73 Bl —
H oA T4z — 1) FAEXT R IERR SYETAHMTCR KO (“TCR K07) ,2) Rik
P5AC1-V2. 1 BCMAYE 5514 CAR- T4H e (“PSACIV2R2TCR KO”) , Bk 3) FiAP5ACL-V2FIRQRS [ 4%
% K B BCMAY S 14 CAR - T4H AL (“PSACIV2RQRSTCR KO”) o B 1 - 34 a5 /& TCRaB A ) o 4n I
IR S it 451 o T 3R i) 45 BCMAYSE S 12 CAR - T4 A - BOMAF 5 12 CAR A4 2 /AR P5AC1 - V2 . 1 FIPSACT - V2
bR PN o 28 HEVE R Dk S Tt FH B R 2 300 7756 R (TCR KO) BBCMAF 5 {4 CAR - T
(P5AC1V2R2TCR KOE{P5AC1V2RQR8TCR KO) 4HAH . 4 Bl 15% 25 it S AR FE 1) 15 % ), 2 1k 5]
W, 1% Mo 1 p8 Ji A B 7Y (1) £ A5

[0450]  HJF 57 45 S gh e 27 o BR300 JTPSACIR2TCRKO BCMAXS: 5 :CAR- T4 il (1E
J77%) BiP5ACIRQR8TCRKO CAR-THHAE (= fJE) BCMA%F 7 MECAR- TAH A T BRI K s B & 5
A e (I P AR EL S, IR AE N J5 55 10-35°K (B2) o Rtk , 55 PR X REARLE , FHBCMA%RE 55 14
CAR-THH a6 7 #0012k Je

[0451]  jxubzt LR AHBCOMARE 5 MECAR - TAH i A R il g 12 g

[0452]  sijifef5il5 : FHBCMARR = ECAR - TAHAR TG 7 2 R 1 BiE e

[0453] %St 5138 B 1 BOMARE 57 14 CAR - TAH BB 7 22 J M BiE R 1 B Ao /N RS R vh 1096 97
T

[0454] gt FHE AN A5 AK /IS BB TR Sk YAl BOMAG: 5 4 CAR - T4 A %o} 2 15 BOMA) N\ B 6 983 44
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Bl RE0Th% . M Jackson Laboratoriesé3E T 75 (6) &)\ (8) JH S 1 MEM:Nod/Scid
IL2rg-/- (NSG) 7INER. o T Zh) S 1 2 B AER I na t I oI SR AR B4 5 it b, I R4 92 536 3
Yt F SR 514 (TACUC) 18 505 kT 5256

[0455]  MM1.SHMMolp- 84N 5 H 35 1 i Fh O8O (ATCC. org) FIAE [l okt A= 42 T Foh P ek
HC (DSMZ . de) o K 40 F 5 LA A 1893 2 B0KE (amsbio) RikLuc-GFPRl& B H - 4HHAE
A L- R B AIRPMT 164035 775 FHE37°C (596 LRk (CO,) 7=, HrhMM . S4H
HFRE 0% JALFEILIE , 8LE Mol p- 84N A 72 20 % FCS o Lk AE K AE T B4 K I 41 , IF
F T g e

[0456] U1 T 3A 1] 4% VA 97 1 BCMAE S5 M CAR - T D . (g J3E 10 A\ A4k 40 B« 4/ 1 af BF 4% 41 i
(PBMC) {4644 ) pan - TZH A FH 2 5 BCMA%E 5 14 CAR PR 15975 B 45Uk A EH EF - La J& 2h T 3R 3 (1)
RQRSIIE Ak G AHF 7848 H T = FhAS 5] (I BCMAYF 5 14:CAR : PSAC1 -V2.PC1C12-V2RICOM22 -
V2 (W, - 325) o TZH 0 g D] 2 4 O TCRaJ: PR R 2K o R FR 414 R 17T R, SR S5 E90 % FCS/10%
DMSOH1 ¥ VR DR AT o X T TARBRIE ST , T M AE 37 CoK i oV s i3 7 , 3¢ F & 6 25mM HepesH]
RPMI 164055 7% 3L BE I P I o B 4 i il i & 45 25mM Hepesf#J0.2m1 RPMI 164073 5t N JRi )
VI R -

[0457] PR gH R — K, FH1Gy & & S (RAD Source Technologies) HESINSG/NER, o
45 X 10°/MMML . S/Luc2-EGFPAHAEEE2 X 10°4MMo1p-8/Luc2-BGFPAHMLE 0 . Im] B R £ 2% i
£h7K (PBS) v 53 2] R i ik o o A FH A= W0 R N A5 s J N 2 Jie g 47 48 K VA R AE0 . 2m] PBSHp
f)3ug D-HOGRIEN N/NRIEH R EW 5750 %, ffi HPerkin Elmer
IVISSpectrumAHHL R G ST g - M RR 1 /N R T LA AR 4 B kO, 3744 e 4
R A EGEE O6T/F)  RVFMRE S BB R AU K T B E s bE Rl
Iy NVETT 4., 35 FHAR IR A A4 B BOMASE S M4 CAR - T2 it B A 55 St B TR M 36 97 o A A=
F G AN E R IR VRS CAR - TYR TT IR « 24 58 — R 33 B £ R T o =2 LA
HIRE C20% WG AR ) | 5 J5RR 5 Bl H A Zh ) 18 128 R, 1k B B 7T 4%
GraphPad Prism 6HEATHETH 0T i Tukey " s#ZIE /) H A I Erone -way ANOVASK L B A
YH 2 8] 1370 98 Th 2k . P<O . 05 % WA g 2 B 311 o

[0458] 45 BLEE R LI (MML.S) ME12 Molp-8) Ot TFA&EFb+/-SEMA ) %l & 1
log, f8) o A5 R ALCAR - T g 7715 R bU A AT AN R] s cFv I BOMAR 57 M CAR - T4 g - BCMA%
SEMECAR-THH i ZH 2 P5ACL -V2.PC1C12- V2FICOM22-V2 (Z W, b1 [ 465) o ZEMML . SEE R e | Jirh
TR G 51T RIS 3.5 X 104 1K CARII TZH I o 2EMo L p8 AL 1 , JHRIHE N J5 557 K v ST 4
X 10N IR CARII TEH ML - ZEMML . S/IN B BETRY r it FFY P BOMAES: 57t 12 CAR - THH A ) 5 S 2% % Ay
19% %29% , 1M £EMo 1 p8/™ B A5 74 v it FH ) BOMAXS: 572 CAR - T4 931 % Z236 % o Xif HE 20 fif
FH A 2 S5 1) T 40 P 25 2550 A 591 S o MMLL . SR ) R T4 B v 7 4L J s Bk AT M R A K B 31 56535
RITHFFE 2 5, Mo1p8 ) H. 21 55 23K o {8 FHRM-ANOVA ) #t 5 Dunne t s 1E 347 1 g8 471 4o (1)
Gt oM B, FE BT = FhBCMAKE S MECAR-TVATT 4L Hb , 8 G i 5 5% B ZEL 1) g 74k AL EE
B EAR (p<0.01) GELIAILZ) 51101, ZEMML . SMoRa A 78 v, b5 45 > o B T 448 . 1Y) 2040 v 11
9.2210g10)6¥/FPHHEL , FIP5ACL - V2BCMAK 53 P4 CAR - TZH i b B (1) sh Ay o () ~F- 34 ol 1 &
TEER25K N6.4410g1076 T/ GR1D) AEMRME N J5 535K, 545 T X T i 20 1
10.1810g 105 F/FbHHLL , FIPSACT - V2BCMAXRF 57 14 CAR - T4 it A 1 s vh 1) 1~ 24 Bl e i
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H6.8210g10J6F /P (R 11) fEMol p8 MR AL Hh , 525 1 X HETAR A B 9. 3910810
/R AREL , FIP5SACT - V2BOMAKS S 4 CAR - T i Ab HE 1) B4 b 1 “F- 24 B G I R AE SR 14K N
7.88log 10T/ (K12) AEMBEANEE23KR, 54 T XTI R Y+ 1
10.3710g105%6/F#PAHLL , FHPSACL - V2BCMARE 7 14 CAR - TAH A AR 1) 24 Hh 1) -1 35 o't T &
H9.2910g1006F/#, (R12) .

[0459]  xubst BLERBH FIBCMAKE - PECAR - TAN M V6T A X5 5 IR THIE

[0460]  ZR11: JELAZMML . SPrivIRg 455 22 1 s A= 4 2 el v

41 1: XHHE T 40l
N TR EEEE (logl0

AN 2 JE R T SEM N
17 7.84 0.04 10
21 8.16 0.19 10
25 9.22 0.02 10
28 9.53 0.02 10
32 9.96 0.05 10
35 10.18 0.07 10

[0461] 2 2: PSAC1-V2 BCMA #5544 CAR-T 41}
MR Z G RE | FHEJEEE (logl0) SEM N
17 7.84 0.03 10
21 8.14 0.11 10
25 6.44 0.16 10
28 6.51 0.09 10
32 6.72 0.10 10
35 6.82 0.09 10

41 3: PC1C12-V2 BCMA %F 5% CAR-T 41y
RN G REC | FHESEEE (logl0) SEM N
17 7.86 0.04 10
21 8.56 0.15 10
25 6.85 0.26 10
28 6.41 0.30 10
32 6.64 0.29 10
35 6.62 0.30 10

[0462] 4H 4: COM22-V2 BCMA #5534 CAR-T #Hljif
MREAZIERE | FHESLEE (logl0) SEM N
17 7.84 0.04 10
21 8.49 0.10 10
25 6.55 0.08 10
28 6.40 0.09 10
32 6.98 0.14 10
35 6.87 0.22 10

[0463] 312 JEfiMol p- 8 R IA 7Y () JifRg 2E MR e Il s
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4 1: AT anff s AL
MR Z G RE | “FIEJelE (logl0) SEM N
0 5.80 0.02 10
7 7.48 0.04 10
[0464] 10 8.24 0.06 10
14 9.39 0.04 10
17 9.88 0.03 10
21 10.12 0.04 10
23 10.37 0.03 10
H 2: PSAC1-V2 BCMA #5574 CAR-T 4Hjif2
RN Z e REC | “FIEOGIEE (logl0) SEM N
0 5.80 0.02 10
7 7.48 0.04 10
[0465] 10 8.41 0.05 10
14 7.88 0.18 10
17 7.39 0.21 10
21 7.98 0.12 10
23 8.29 0.11 10
2 3: PC1C12-V2 BCMA #5574 CAR-T 41jits
[0466]
PG REL | FHEOEHEE (logl0) SEM N
0 5.80 0.02 10
7 7.51 0.04 10
10 8.31 0.07 10
[0467] 14 7.07 0.21 10
17 6.51 0.15 10
21 7.37 0.13 10
23 7.75 0.13 10
#f 4: COM22-V2 BCMA #§ 5% CAR-T 412
MR Z G REC | PG (logl0 SEM N
0 5.80 0.02 10
i 7.49 0.04 10
[0468] 10 8.39 0.07 10
14 7.78 0.16 10
17 7.51 0.21 10
21 7.89 0.17 10
23 8.32 0.14 10

[0469]  5jitif516 : FHTCRa/dCK B K BCMAS: S5 CAR - T B VA IT 22 R M B Bt
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[0470]  iZSIjiti i B T BCMAS S5 PECAR - TR B AE 22 K 11 il e 1 SR Ao /N BR RSS2 o YR T
T

[0471] gt F A\ JEAL /N BRBE TR SR P45 BCMA - CAR - T4 Ff o 2 38 BOMAF) N\ - Bt 980 40 Pt 2 11 Ty
%o MJackson Laboratories3E T 6 &8 W HIMEMENod/Scid TL2rg-/- (NSG) /N . T
NP H A % BAERIna t B JC s IR AR Sh ) by et b, RIS SL I sh M H S B B & &
(TACUC) $8 577 R IHAT L5

[0472]  MM1.SHHE 2RI E 35 B R AR5 O (ATCC. org) o 15 40 £ et DA 4 FH 4% 97 75 5
Fi (amsbio) Tk Luc-GFPRl& 85 1, LA K A8 FH TALENAZ i 1 22 K] 20 % A7 5t 420 M T i (dCK)
IhREBIE NP AE A L- B R B4 FE A 10 % iR 4= MLIE ORPMT 164085 953 HH 7E37°C
5% S AMHK (CO,) HEE TR MR A KAEFREUAE KA AR, 7 FH T g e fb

[0473]  4nffrik il 45 V697 TECAR - TR AL o {3 FH 4w BSBCMA scFV.CD8%4E . CD8ES I . 41 BBAICD3
C )15 975 B UM TS AL S B (1) (AR 401 L &1 J0 ofm A% 4 g (PBMC) R4t Ak [ pan - T4HAE
H A RQR8FE K LEEF - La 3 B T4 T o 8 FHTCRaFIdCK  TALEN[#)4H & B B0 [ TCRaTALEN , #4
BCMAYF S 1 CAR - T4 ff 1547 31 P 2w , DA IHIRR TCRa RN /B dCKIE K] o e TER L) 55 S 3R Ry
70% o {81 FHCD3PH 4 40 i i Bk ie 1 79 & (Mi 1 tenyi) 464K TCRap 4 TEH L ; dCK i ¥4 T2 i 3
RO SUME VA RIEATAE R P BE R4l 55 7R 414 217K, S8 J5 7E90 %6 FCS/10 % DMSO
A R ARAT T TA0 IR ST, TR B AES T C /K ¥ il A 4 , 71 F %/ 25mM HepesJRPMI
164035 F= L VEBE PR IR N T VRIT K T4 M % A 25mM Hepesf#10.2m1 RPMI 164073 4 )i
BN S R K .

[0474] S F /NG BB R | S 0 SEMML . S/dCK KO R 4 i . 4R Ji5 18 Frbgd 40 kN
SE18K 2. 5 X 10°/NBOMAKE S5 4 CAR - TZH I AL B /IN B, o A FH 4352 TCRaANACK  TALENFY) 258 A
¥ P TAHMIAE ot B TA LR S /5, U R Bl A AL B B )5 °K

[0475] &SRS BRTANAR 16 T 4L 7E 2B 35 RIS BIRF FU 2% iy (K13, 4H1) Rl AT e 4=
K- o 5%t FEHEL , FHTCRa g BOMAS: 5 P4 CAR - T4 R 2544 A 38 11 20 7 T Bl 47 1 S 25
i (p<0.05) , iy 47 g FEIE A i FH AR VR Fr Y i) 35 3 e/ (p<0.05) (3813, 4H2F13) o FHTCRa/
dCK XX ikt 4 CAR - T4 A AL R 1) sh A 1 Joreg 671 4 S22 35 B ARG, ANV B 75 1 52 3k sl Sy i
(p<0.05) (313, 4H4H15) o452 TCRa/dCKX i S TZH a4 2EL 1) e 47 i 1) il 2D 5 252 TCRa
— PR T N BRI H A 2 5 (p>0.1) (R13,2H2. ZHAFAS) .

[0476]  axubst BLARAH , {3 FITCRa/dCK X FRBCMA CAR- T4 AL H VA I 7EAZ FH 2 i d7 in
FISPEMFIEPRARAE T A 05 5 Ms THIR

[0477]  RA3:AZFF AW IETT DUMIRE B ATMML . S B R A5 20 (%) ek A= 40 6 M 5E
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[0478]

[0479]

[0480]

% 1: TCRo/dCK KO X H8 T 4Hf+50i: i
T A P JS :Fﬂfl,‘.ﬂu[[ﬂlﬂ%(log]o clr SEM N
FIFP)

0 7.87 0.04 10

4 8.94 0.08 10

8 9.22 0.05 10

11 9.52 0.04 10

15 10.00 0.04 10

18 10.38 0.04 10

4 2: TCRa. KO BCMA $i 531 CAR-T 4l i +# 44

T 21 it FH )5 R P35 SO E(log10) SEM N
0 7.86 0.04 10

9.28 0.07 10

8 8.58 0.12 10

11 8.04 0.14 10

15 8.14 0.15 10

18 8.24 0.15 10

2 3: TCRa KO BCMA #% 51 CAR-T 4+ 50 hiE

T #nffa it FH 5 R4 P34 6 i (log10) SEM N
0 T.87 0.04 10

4 9.33 0.07 10

8 9.17 0.07 10

11 8.95 0.14 10

15 9.36 0.08 10

18 9.50 0.07 10

1 4: TCRo/dCK KO BCMA %557 CAR-T 4l fig+4 A

T 20 fte )5 R4k P38 E(log10) SEM N
0 7.86 0.04 10

4 9.19 0.08 10

8 9.08 0.12 10

11 8.59 0.18 10

15 8.60 0.21 10

18 8.69 0.18 10

ZH 5: TCRo/dACK KO BCMA 5 514 CAR-T 4 i+ Hiie

T 4t e FH )5 R AL P34 8 okiE B (log10) SEM N
0 7.87 0.04 10

4 9.26 0.09 10

8 9.07 0.10 10

11 8.51 0.14 10

15 8.42 0.21 10

18 8.49 0.18 10
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fife  AE AN B AR SCRIT SCR 2R ORI WG B0 R 5 T DLEAT 25 Rl Ae Mg o e it irid
St ] LA SE G B B A T 30T AN B AR A SCE I ECT 1VEH . B 2R3
KR GITESE R BIE T AHT  (HR AR GURBARN GRS 5 B, 127 491 1 S it 51
I VF 2 ARG FIE U PTRE R T AN Rt B2 S5 - T A T e AR A FME A A S O TE LN
[0481] R3S I BT £ 26 S0k, B4R B A L MR 8 SC BB S , DU BT 5|
(K1 226 SR AR RIRE E EAT T R i 555, B i 25 IR AR L 2R A al
2 A 51 FI SCHRATSE AL A L5 A B3 AN R B P JE IR 15 D0 T (RUE(EAS R 58 SCITR
T ARIEE ] FR I BOREE) AT F

[0482] R ANSK i 49 VERT IR 1 A e B (0 2 28 B S ft 5 S I HLA IR 1 W N U Y
B AR IR 1T, N7 4 B A, o VR A I PN A SC AR AR PE LB L AR K B AT ARAVE 22 05 32
St - HLAS S Y AR 38 BT B AR 2SR K AT ] S5 OBUR B SRR R
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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]

RS

110> EHG A 7]
TeC-Ce[H

B A e RIS LRR
J o F e BT A

T e J e« W0ATHRE}

<120> #[0) B R AT SR R & PR 32 44
<130> PC72207A

<150> 62/146,825

<151> 2015-04-13

<150> 62/286,473

<151> 2016-01-25

<150> 62/301,177

<151> 2016-02-29

<160> 401

<170> PatentIn version 3.5
<210> 1

<211> 109

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 1

Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu

1 5 10

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln

20 25

Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln

35 40

Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly Ile

50 55

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr
65 70 75

141

Ser Leu Ser

Ser Val Ser
30
Ala Pro Arg
45
Pro Asp Arg
60
Ile Ser Arg

Pro Gly
15

Ser Ser
Leu Leu

Phe Ser

Leu Glu
80
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[0042]
[0043]
[0044]
[0045]
[0046]
[0047]
[0048]
[0049]
[0050]
[0051]
[0052]
[0053]
[0054]
[0055]
[0056]
[0057]
[0058]
[0059]
[0060]
[0061]
[0062]
[0063]
[0064]
[0065]
[0066]
[0067]
[0068]
[0069]
[0070]
[0071]
[0072]
[0073]
[0074]
[0075]
[0076]
[0077]
[0078]
[0079]
[0080]
[0081]
[0082]
[0083]

Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln His Tyr Gly Ser Pro Pro

85

90

Ser Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

<210> 2

211> 119
<212> PRT
<213> Artificial Sequence

<220>

100

<223> Synthetic Construct

<400> 2
Glu Val
1

Ser Leu
Ala Met
Ser Ala
50
Lys Gly
65
Leu Gln
Ala Arg

Thr Leu

<210> 3

Gln

Arg

Thr

35

Ile

Arg

Met

Val

Val
115

<211> 119
<212> PRT
<213> Artificial Sequence

220>

Leu

Leu

20

Trp

Ser

Phe

Asn

Ser

100
Thr

Leu
5

Ser

Val

Gly

Thr

Ser

85

Pro

Val

Glu

Cys

Arg

Ser

Ile

70

Leu

Ile

Ser

Ser

Ala

Gln

Gly

55

Ser

Arg

Ala

Ser

<223> Synthetic Construct

<400> 3

Glu Val Gln Leu Leu Glu Ser

1

5

Ser Leu Arg Leu Ser Cys Ala

20

Ala Met Thr Trp Val Arg Gln

35

Ser Ala Ile Ser Gly Ser Gly

50

55

Gly

Ala

Ala

40

Gly

Arg

Ala

Ser

Gly

Ala

Ala

40
Gly

105

Gly

Ser

25

Pro

Asn

Asp

Glu

Gly
105

Gly
Ser
25

Pro

Asn

142

Gly
10

Gly
Gly
Thr
Asn
Asp

90
Met

Gly
10
Gly

Gly

Thr

Leu

Phe

Lys

Phe

Ser

75

Thr

Asp

Leu

Phe

Lys

Phe

Val

Thr

Gly

Tyr

60

Ala

Tyr

Val

Thr

Gly

Tyr
60

Gln

Phe

Leu

45

Ala

Asn

Val

Trp

Gln

Phe

Leu

45
Ala

Pro

Gly
30

Glu
Asp
Thr

Tyr

Gly
110

Pro
Gly
30

Glu

Asp

95

Gly
15

Ser
Trp
Ser
Leu
Tyr

95
Gln

Gly
15
Ser

Trp

Ser

Gly

Val

Val

80

Cys

Gly

Gly

Tyr

Val

Val
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[0084]
[0085]
[0086]
[0087]
[0088]
[0089]
[0090]
[0091]
[0092]
[0093]
[0094]
[0095]
[0096]
[0097]
[0098]
[0099]
[0100]
[0101]
[0102]
[0103]
[0104]
[0105]
[0106]
[0107]
[0108]
[0109]
[0110]
[0111]
[0112]
[0113]
[0114]
[0115]
[0116]
[0117]
[0118]
[0119]
[0120]
[0121]
[0122]
[0123]
[0124]
[0125]

Lys Gly Arg Phe
65
Leu Gln Met Asn

Ala Arg Val Ser
100
Thr Leu Val Thr
115
<210> 4
<211> 109
<212> PRT

Thr Ile Ser

70

Ser Leu Arg

85

Pro Ile Ala

Val Ser Ser

<213> Artificial Sequence

<220>

<223> Synthetic Construct

<400> 4

Glu Ile Val Leu

1

Glu Arg Ala Thr

20
Tyr Leu Ala Trp
35

Ile Tyr Gly Ala
50

Gly Ser Gly Ser

65

Pro Glu Asp Phe

Ser Phe Thr Phe
100

<210> 5

<211> 109

<212> PRT

Thr

Ser

Gly

Ala
85
Gly

Gln

Ser

Gln

Ser

Thr

70

Val

Gln

Ser

Cys

Gln

Arg

55

Asp

Tyr

Gly

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 5

Glu Ile Val Leu Thr Gln Ser

1

5

Glu Arg Ala Thr Leu Ser Cys

20

Tyr Leu Ala Trp Tyr Gln Gln

35

Arg Asp Asn Ser Lys Asn

75

Ala Glu Asp Thr Ala Val

90

Ala Gln Met Asp Tyr Trp

Pro

Arg

40

Ala

Phe

Tyr

Thr

Pro

Arg

Lys
40

105

Gly

Ala

25

Pro

Thr

Thr

Cys

Lys
105

Gly
Ala

25

Pro

143

Thr Leu Ser
10
Ser Gln Ser

Gly Gln Ala

Gly Ile Pro
60
Leu Thr Ile
75
Lys His Tyr
90
Val Glu Ile

Thr Leu Ser
10
Ser Gln Ser

Gly Gln Ala

Leu

Leu

Pro

45

Asp

Ser

Gly

Lys

Leu

Leu

Pro
45

Thr

Tyr

Gly
110

Ser
Gly
30

Arg
Arg

Arg

Trp

Ser

Gly
30
Arg

Leu Tyr
80

Tyr Cys

95

Gln Gly

Pro Gly
15
Ser Phe

Leu Leu

Phe Ser

Leu Glu
80

Pro Pro
95

Pro Gly
15
Ser Phe

Leu Leu
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[0126] Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[0127] 50 55 60

[0128] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[0129] 65 70 75 80
[0130] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln His Tyr Asn Tyr Pro Pro
[0131] 85 90 95
[0132]  Ser Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[0133] 100 105

[0134] <210> 6

[0135]  <211> 109

[0136]  <212> PRT

[0137] <213> Artificial Sequence

[0138]  <220>

[0139] <223> Synthetic Construct

[0140]  <400> 6

[0141] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[0142] 1 5 10 15
[0143]  Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Gly Asp Phe
[0144] 20 25 30

[0145] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[0146] 35 40 45

[0147] 1Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[0148] 50 55 60

[0149] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[0150] 65 70 75 80
[0151]  Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln His Tyr Asn Tyr Pro Pro
[0152] 85 90 95
[0153] Ser Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[0154] 100 105

[0155]  <210> 7

[0156] <211> 121

[0157]  <212> PRT

[0158] <213> Artificial Sequence

[0159]  <220>

[0160]  <223> Synthetic Construct

[0161]  <400> 7

[0162] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[0163] 1 5 10 15
[0164] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Gly Ser Tyr
[0165] 20 25 30

[0166] Ala Met Thr Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[0167] 35 40 45

144
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[0168] Ser Ala Ile Ser Gly Ser Gly Gly Asn Thr Phe Tyr Ala Asp Ser Val
[0169] 50 55 60

[0170] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[0171] 65 70 75 80
[0172] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[0173] 85 90 95
[0174] Ala Arg Ala Arg Val Ser Pro Ile Ala Ala Leu Met Asp Tyr Trp Gly
[0175] 100 105 110

[0176]  Gln Gly Thr Leu Val Thr Val Ser Ser

[0177] 115 120

[0178]  <210> 8

[0179] <211> 119

[0180]  <212> PRT

[0181] <213> Artificial Sequence

[0182]  <220>

[0183] <223> Synthetic Construct

[0184]  <400> 8

[0185] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[0186] 1 5 10 15
[0187] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Gly Ser Tyr
[0188] 20 25 30

[0189] Ala Met Thr Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[0190] 35 40 45

[0191] Ser Ala Ile Ser Gly Ser Gly Gly Asn Thr Phe Tyr Ala Asp Ser Val
[0192] 50 55 60

[0193] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[0194] 65 70 75 80
[0195] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[0196] 85 90 95
[0197] Ala Arg Val Ser Pro Ile Ala Ala Pro Met Asp Tyr Trp Gly Gln Gly
[0198] 100 105 110

[0199] Thr Leu Val Thr Val Ser Ser

[0200] 115

[0201] <210> 9

[0202] <211> 109

[0203]  <212> PRT

[0204] <213> Artificial Sequence

[0205]  <220>

[0206] <223> Synthetic Construct

[0207]  <400> 9

[0208] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[0209] 1 5 10 15
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[0210]
[0211]
[0212]
[0213]
[0214]
[0215]
[0216]
[0217]
[0218]
[0219]
[0220]
[0221]
[0222]
[0223]
[0224]
[0225]
[0226]
[0227]
[0228]
[0229]
[0230]
[0231]
[0232]
[0233]
[0234]
[0235]
[0236]
[0237]
[0238]
[0239]
[0240]
[0241]
[0242]
[0243]
[0244]
[0245]
[0246]
[0247]
[0248]
[0249]
[0250]
[0251]

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Leu Gly Ser Phe

20 25 30
Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
35 40 45
Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
50 55 60
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
65 70 75 80
Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln His Tyr Pro Tyr Pro Pro
85 90 95
Ser Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 10
<211> 109
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 10
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Leu Gly Ser Phe
20 25 30
Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
35 40 45
Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
50 55 60
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
65 70 75 80
Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln His Tyr Asn Tyr Pro Pro
85 90 95
Ser Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 11
<211> 109
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 11
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15
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[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]
[0293]

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Gly Asp Phe

20 25 30
Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
35 40 45
Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
50 55 60
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
65 70 75 80
Pro Glu Asp Phe Ala Val Tyr Tyr Cys Lys His Tyr Gly Trp Pro Pro
85 90 95
Ser Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 12
<211> 109
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 12
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Gly Asp Phe
20 25 30
Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
35 40 45
Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
50 55 60
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
65 70 75 80
Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln His Tyr Pro Tyr Pro Pro
85 90 95
Ser Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 13
<211> 109
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 13
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15
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[0294]
[0295]
[0296]
[0297]
[0298]
[0299]
[0300]
[0301]
[0302]
[0303]
[0304]
[0305]
[0306]
[0307]
[0308]
[0309]
[0310]
[0311]
[0312]
[0313]
[0314]
[0315]
[0316]
[0317]
[0318]
[0319]
[0320]
[0321]
[0322]
[0323]
[0324]
[0325]
[0326]
[0327]
[0328]
[0329]
[0330]
[0331]
[0332]
[0333]
[0334]
[0335]

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Gly Asp Phe

20 25 30
Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
35 40 45
Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
50 55 60
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
65 70 75 80
Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln His Tyr Asn Tyr Pro Pro
85 90 95
Ser Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 14
<211> 109
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 14
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Gly Asp Phe
20 25 30
Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
35 40 45
Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
50 55 60
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
65 70 75 80
Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln His Tyr Asn Tyr Pro Pro
85 90 95
Ser Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 15
<211> 109
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 15
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15
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[0336]
[0337]
[0338]
[0339]
[0340]
[0341]
[0342]
[0343]
[0344]
[0345]
[0346]
[0347]
[0348]
[0349]
[0350]
[0351]
[0352]
[0353]
[0354]
[0355]
[0356]
[0357]
[0358]
[0359]
[0360]
[0361]
[0362]
[0363]
[0364]
[0365]
[0366]
[0367]
[0368]
[0369]
[0370]
[0371]
[0372]
[0373]
[0374]
[0375]
[0376]
[0377]

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Ser

20 25 30
Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
35 40 45
Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
50 55 60
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
65 70 75 80
Pro Glu Asp Phe Ala Val Tyr Tyr Cys Lys His Tyr Gly Trp Pro Pro
85 90 95
Ser Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 16
<211> 109
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 16
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Ser
20 25 30
Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
35 40 45
Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
50 55 60
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
65 70 75 80
Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln His Tyr Pro Tyr Pro Pro
85 90 95
Ser Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
210> 17
<211> 109
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 17
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15
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[0378]
[0379]
[0380]
[0381]
[0382]
[0383]
[0384]
[0385]
[0386]
[0387]
[0388]
[0389]
[0390]
[0391]
[0392]
[0393]
[0394]
[0395]
[0396]
[0397]
[0398]
[0399]
[0400]
[0401]
[0402]
[0403]
[0404]
[0405]
[0406]
[0407]
[0408]
[0409]
[0410]
[0411]
[0412]
[0413]
[0414]
[0415]
[0416]
[0417]
[0418]
[0419]

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Ser

20 25 30
Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
35 40 45
Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
50 55 60
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
65 70 75 80
Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln His Tyr Asn Tyr Pro Pro
85 90 95
Ser Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 18
<211> 109
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 18
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Ser
20 25 30
Tyr Pro Ser Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
35 40 45
Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
50 55 60
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
65 70 75 80
Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln His Tyr Pro Tyr Pro Pro
85 90 95
Ser Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 19
<211> 109
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 19
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15
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[0420]
[0421]
[0422]
[0423]
[0424]
[0425]
[0426]
[0427]
[0428]
[0429]
[0430]
[0431]
[0432]
[0433]
[0434]
[0435]
[0436]
[0437]
[0438]
[0439]
[0440]
[0441]
[0442]
[0443]
[0444]
[0445]
[0446]
[0447]
[0448]
[0449]
[0450]
[0451]
[0452]
[0453]
[0454]
[0455]
[0456]
[0457]
[0458]
[0459]
[0460]
[0461]

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ala His

20 25 30
Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
35 40 45
Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
50 55 60
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
65 70 75 80
Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln His Tyr Pro Tyr Pro Pro
85 90 95
Ser Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 20
<211> 109
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 20
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Phe
20 25 30
Phe Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
35 40 45
Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
50 55 60
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
65 70 75 80
Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln His Tyr Pro Tyr Pro Pro
85 90 95
Ser Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
210> 21
<211> 109
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 21
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15
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[0462]
[0463]
[0464]
[0465]
[0466]
[0467]
[0468]
[0469]
[0470]
[0471]
[0472]
[0473]
[0474]
[0475]
[0476]
[0477]
[0478]
[0479]
[0480]
[0481]
[0482]
[0483]
[0484]
[0485]
[0486]
[0487]
[0488]
[0489]
[0490]
[0491]
[0492]
[0493]
[0494]
[0495]
[0496]
[0497]
[0498]
[0499]
[0500]
[0501]
[0502]
[0503]

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Pro His

20 25 30
Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
35 40 45
Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
50 55 60
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
65 70 75 80
Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln His Tyr Pro Tyr Pro Pro
85 90 95
Ser Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 22
<211> 109
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 22
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Ser
20 25 30
Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
35 40 45
Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
50 55 60
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
65 70 75 80
Pro Glu Asp Phe Ala Val Tyr Tyr Cys Lys Tyr Tyr Pro Tyr Pro Pro
85 90 95
Ser Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 23
<211> 109
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 23
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15
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[0504] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Ser
[0505] 20 25 30

[0506] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[0507] 35 40 45

[0508] Ile Tyr Gly Ala Ser Ser Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[0509] 50 55 60

[0510] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[0511] 65 70 75 80
[0512] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Lys Phe Tyr Pro Tyr Pro Pro
[0513] 85 90 95
[0514] Ser Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[0515] 100 105

[0516] <210> 24

[0517] <211> 119

[0518]  <212> PRT

[0519] <213> Artificial Sequence

[0520]  <220>

[0521] <223> Synthetic Construct

[0522]  <400> 24

[0523] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[0524] 1 5 10 15
[0525] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Gly Ser Tyr
[0526] 20 25 30

[0527] Ala Met Thr Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[0528] 35 40 45

[0529] Ser Ala Ile Ser Gly Ser Gly Gly Asn Thr Phe Tyr Ala Asp Gln Arg
[0530] 50 55 60

[0531] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[0532] 65 70 75 80
[0533] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[0534] 85 90 95
[0535] Ala Arg Val Ser Pro Ile Ala Ser Gly Met Asp Tyr Trp Gly Gln Gly
[0536] 100 105 110

[0537] Thr Leu Val Thr Val Ser Ser

[0538] 115

[0539]  <210> 25

[0540] <211> 119

[0541]  <212> PRT

[0542] <213> Artificial Sequence

[0543]  <220>

[0544] <223> Synthetic Construct

[0545]  <400> 25
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[0546] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[0547] 1 5 10 15
[0548] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Gly Ser Tyr
[0549] 20 25 30

[0550] Ala Met Thr Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[0551] 35 40 45

[0552] Ser Ala Ile Asp Tyr Ser Gly Gly Asn Thr Phe Tyr Ala Asp Ser Val
[0553] 50 55 60

[0554] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[0555] 65 70 75 80
[0556] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[0557] 85 90 95
[0558] Ala Arg Val Ser Pro Ile Ala Ser Gly Met Asp Tyr Trp Gly Gln Gly
[0559] 100 105 110

[0560] Thr Leu Val Thr Val Ser Ser

[0561] 115

[0562]  <210> 26

[0563] <211> 119

[0564]  <212> PRT

[0565] <213> Artificial Sequence

[0566]  <220>

[0567] <223> Synthetic Construct

[0568]  <400> 26

[0569] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[0570] 1 5 10 15
[0571] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Gly Ser Tyr
[0572] 20 25 30

[0573] Ala Met Thr Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[0574] 35 40 45

[0575] Ser Ala Ile Ser Tyr Gln Gly Gly Asn Thr Phe Tyr Ala Asp Ser Val
[0576] 50 55 60

[0577] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[0578] 65 70 75 80
[0579] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[0580] 85 90 95
[0581] Ala Arg Val Ser Pro Ile Ala Ser Gly Met Asp Tyr Trp Gly Gln Gly
[0582] 100 105 110

[0583] Thr Leu Val Thr Val Ser Ser

[0584] 115

[0585]  <210> 27

[0586] <211> 119

[0587]  <212> PRT
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[0588] <213> Artificial Sequence

[0589]  <220>

[0590] <223> Synthetic Construct

[0591]  <400> 27

[0592] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[0593] 1 5 10 15
[0594] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Gly Ser Tyr
[0595] 20 25 30

[0596] Ala Met Thr Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[0597] 35 40 45

[0598] Ser Ala Ile Ser Leu Thr Gly Gly Asn Thr Phe Tyr Ala Asp Ser Val
[0599] 50 55 60

[0600] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[0601] 65 70 75 80
[0602] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[0603] 85 90 95
[0604] Ala Arg Val Ser Pro Ile Ala Ser Gly Met Asp Tyr Trp Gly Gln Gly
[0605] 100 105 110

[0606] Thr Leu Val Thr Val Ser Ser

[0607] 115

[0608] <210> 28

[0609] <211> 119

[0610]  <212> PRT

[0611] <213> Artificial Sequence

[0612]  <220>

[0613] <223> Synthetic Construct

[0614]  <400> 28

[0615] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[0616] 1 5 10 15
[0617] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Gly Ser Tyr
[0618] 20 25 30

[0619] Ala Met Thr Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[0620] 35 40 45

[0621]  Ser Ala Ile Ser His Ala Gly Gly Asn Thr Phe Tyr Ala Asp Ser Val
[0622] 50 55 60

[0623] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[0624] 65 70 75 80
[0625] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[0626] 85 90 95
[0627] Ala Arg Val Ser Pro Ile Ala Ser Gly Met Asp Tyr Trp Gly Gln Gly
[0628] 100 105 110

[0629] Thr Leu Val Thr Val Ser Ser
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[0630] 115

[0631]  <210> 29

[0632] <211> 119

[0633]  <212> PRT

[0634] <213> Artificial Sequence

[0635]  <220>

[0636] <223> Synthetic Construct

[0637]  <400> 29

[0638] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[0639] 1 5 10 15
[0640] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Gly Ser Tyr
[0641] 20 25 30

[0642] Ala Met Thr Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[0643] 35 40 45

[0644] Ser Ala Ile Ser Gly Ser Gly Gly Asn Thr Phe Tyr Ala Asp Gln Leu
[0645] 50 55 60

[0646] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[0647] 65 70 75 80
[0648] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[0649] 85 90 95
[0650] Ala Arg Val Ser Pro Ile Ala Ser Gly Met Asp Tyr Trp Gly Gln Gly
[0651] 100 105 110

[0652] Thr Leu Val Thr Val Ser Ser

[0653] 115

[0654]  <210> 30

[0655]  <211> 119

[0656]  <212> PRT

[0657] <213> Artificial Sequence

[0658]  <220>

[0659] <223> Synthetic Construct

[0660]  <400> 30

[0661]  Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[0662] 1 5 10 15
[0663] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Gly Ser Tyr
[0664] 20 25 30

[0665] Ala Met Thr Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[0666] 35 40 45

[0667] Ser Ala Ile Ser Gly Ser Gly Gly Asn Thr Phe Tyr Ala Asp Ser Val
[0668] 50 55 60

[0669] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[0670] 65 70 75 80
[0671] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
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[0672] 85 90 95
[0673] Ala Arg Val Ser Pro Ile Tyr Ala Gly Met Asp Tyr Trp Gly Gln Gly
[0674] 100 105 110

[0675] Thr Leu Val Thr Val Ser Ser

[0676] 115

[0677]  <210> 31

[0678] <211> 119

[0679]  <212> PRT

[0680] <213> Artificial Sequence

[0681]  <220>

[0682] <223> Synthetic Construct

[0683]  <400> 31

[0684] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[0685] 1 5 10 15
[0686] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Gly Ser Tyr
[0687] 20 25 30

[0688] Ala Met Thr Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[0689] 35 40 45

[0690] Ser Ala Ile Ser Gly Ser Gly Gly Asn Thr Phe Tyr Ala Asp Ser Val
[0691] 50 55 60

[0692] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[0693] 65 70 75 80
[0694] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[0695] 85 90 95
[0696] Ala Arg Val Ser Pro Ile Ala Ala Glu Met Asp Tyr Trp Gly Gln Gly
[0697] 100 105 110

[0698] Thr Leu Val Thr Val Ser Ser

[0699] 115

[0700] <210> 32

[0701] <211> 119

[0702]  <212> PRT

[0703] <213> Artificial Sequence

[0704]  <220>

[0705] <223> Synthetic Construct

[0706]  <400> 32

[0707] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[0708] 1 5 10 15
[0709] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Gly Ser Tyr
[0710] 20 25 30

[0711] Ala Met Thr Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[0712] 35 40 45

[0713] Ser Ala Ile Ser Gly Ser Gly Gly Asn Thr Phe Tyr Ala Asp Ser Val
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[0714] 50 55 60

[0715] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[0716] 65 70 75 80
[0717] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[0718] 85 90 95
[0719] Thr Arg Val Ser Pro Ile Ala Ala Gln Met Asp Tyr Trp Gly Gln Gly
[0720] 100 105 110

[0721]  Thr Leu Val Thr Val Ser Ser

[0722] 115

[0723] <210> 33

[0724] <211> 115

[0725] <212> PRT

[0726] <213> Artificial Sequence

[0727]  <220>

[0728] <223> Synthetic Construct

[0729]  <400> 33

[0730] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[0731] 1 5 10 15
[0732] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[0733] 20 25 30

[0734] Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[0735] 35 40 45

[0736] Ser Ala Ile Ser Asp Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
[0737] 50 55 60

[0738] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[0739] 65 70 75 80
[0740] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[0741] 85 90 95
[0742] Ala Arg Tyr Trp Pro Met Asp Ile Trp Gly Gln Gly Thr Leu Val Thr
[0743] 100 105 110

[0744] Val Ser Ser

[0745] 115

[0746] <210> 34

[0747] <211> 108

[0748] <212> PRT

[0749] <213> Artificial Sequence

[0750]  <220>

[0751] <223> Synthetic Construct

[0752]  <400> 34

[0753] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[0754] 1 5 10 15
[0755] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Ser
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[0756] 20 25 30

[0757] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[0758] 35 40 45

[0759] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[0760] 50 55 60

[0761]  Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[0762] 65 70 75 80
[0763] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gly Ser Trp Pro
[0764] 85 90 95
[0765] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[0766] 100 105

[0767] <210> 35

[0768] <211> 115

[0769]  <212> PRT

[0770] <213> Artificial Sequence

(07711  <220>

[0772] <223> Synthetic Construct

[0773]  <400> 35

[0774] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[0775] 1 5 10 15
[0776] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[0777] 20 25 30

[0778] Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[0779] 35 40 45

[0780] Ser Ala Ile Ser Asp Ser Gly Gly Ser Ala Trp Tyr Ala Asp Ser Val
[0781] 50 55 60

[0782] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[0783] 65 70 75 80
[0784] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[0785] 85 90 95
[0786] Ala Arg Tyr Trp Pro Met Ser Leu Trp Gly Gln Gly Thr Leu Val Thr
[0787] 100 105 110

[0788] Val Ser Ser

[0789] 115

[0790] <210> 36

[0791] <211> 108

[0792] <212> PRT

[0793] <213> Artificial Sequence

[0794]  <220>

[0795] <223> Synthetic Construct

[0796]  <400> 36

[0797] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
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[0798] 1 5 10 15
[0799]  Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Val Leu
[0800] 20 25 30

[0801] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[0802] 35 40 45

[0803] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[0804] 50 55 60

[0805] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[0806] 65 70 75 80
[0807] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gln Arg Trp Pro
[0808] 85 90 95
[0809] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[0810] 100 105

[0811]  <210> 37

[0812]  <211> 115

[0813]  <212> PRT

[0814] <213> Artificial Sequence

[0815]  <220>

[0816] <223> Synthetic Construct

[0817]  <400> 37

[0818] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[0819] 1 5 10 15
[0820] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[0821] 20 25 30

[0822] Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[0823] 35 40 45

[0824] Ser Ala Ile Ser Asp Ser Gly Gly Ser Met Trp Tyr Ala Asp Ser Val
[0825] 50 55 60

[0826] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[0827] 65 70 75 80
[0828] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[0829] 85 90 95
[0830] Ala Arg Tyr Trp Pro Met Ser Leu Trp Gly Gln Gly Thr Leu Val Thr
[0831] 100 105 110

[0832] Val Ser Ser

[0833] 115

[0834] <210> 38

[0835] <211> 108

[0836]  <212> PRT

[0837] <213> Artificial Sequence

[0838]  <220>

[0839] <223> Synthetic Construct
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[0840]  <400> 38

[0841] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[0842] 1 5 10 15
[0843] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Ser
[0844] 20 25 30

[0845] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[0846] 35 40 45

[0847] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[0848] 50 55 60

[0849] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[0850] 65 70 75 80
[0851] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gln Ser Trp Pro
[0852] 85 90 95
[0853] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[0854] 100 105

[0855]  <210> 39

[0856] <211> 115

[0857]  <212> PRT

[0858] <213> Artificial Sequence

[0859]  <220>

[0860]  <223> Synthetic Construct

[0861]  <400> 39

[0862] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[0863] 1 5 10 15
[0864] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[0865] 20 25 30

[0866] Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[0867] 35 40 45

[0868] Ser Ala Ile Ser Asp Phe Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
[0869] 50 55 60

[0870] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[0871] 65 70 75 80
[0872] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[0873] 85 90 95
[0874] Ala Arg Tyr Trp Pro Met Asp Ile Trp Gly Gln Gly Thr Leu Val Thr
[0875] 100 105 110

[0876] Val Ser Ser

[0877] 115

[0878]  <210> 40

[0879] <211> 108

[0880]  <212> PRT

[0881] <213> Artificial Sequence
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[0882]  <220>

[0883] <223> Synthetic Construct

[0884]  <400> 40

[0885] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[0886] 1 5 10 15
[0887] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Asp Leu
[0888] 20 25 30

[0889] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[0890] 35 40 45

[0891] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[0892] 50 55 60

[0893] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[0894] 65 70 75 80
[0895] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gln Thr Trp Pro
[0896] 85 90 95
[0897] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[0898] 100 105

[0899] <210> 41

[0900] <211> 108

[0901]  <212> PRT

[0902] <213> Artificial Sequence

[0903]  <220>

[0904] <223> Synthetic Construct

[0905]  <400> 41

[0906] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[0907] 1 5 10 15
[0908] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Asn Leu
[0909] 20 25 30

[0910] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[0911] 35 40 45

[0912] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[0913] 50 55 60

[0914] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[0915] 65 70 75 80
[0916] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gln Gly Trp Pro
[0917] 85 90 95
[0918] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[0919] 100 105

[0920] <210> 42

[0921] <211> 115

[0922] <212> PRT

[0923] <213> Artificial Sequence
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[0924]  <220>

[0925]  <223> Synthetic Construct

[0926]  <400> 42

[0927] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[0928] 1 5 10 15
[0929] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[0930] 20 25 30

[0931] Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[0932] 35 40 45

[0933] Ser Ala Ile Thr Ala Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
[0934] 50 55 60

[0935] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[0936] 65 70 75 80
[0937] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[0938] 85 90 95
[0939] Ala Arg Tyr Trp Pro Met Ser Leu Trp Gly Gln Gly Thr Leu Val Thr
[0940] 100 105 110

[0941]  Val Ser Ser

[0942] 115

[0943] <210> 43

[0944] <211> 108

[0945]  <212> PRT

[0946] <213> Artificial Sequence

[0947]  <220>

[0948] <223> Synthetic Construct

[0949]  <400> 43

[0950] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[0951] 1 5 10 15
[0952] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ala Tyr
[0953] 20 25 30

[0954] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[0955] 35 40 45

[0956] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[0957] 50 55 60

[0958] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[0959] 65 70 75 80
[0960] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Glu Arg Trp Pro
[0961] 85 90 95
[0962] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[0963] 100 105

[0964] <210> 44

[0965] <211> 115
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[0966]  <212> PRT

[0967] <213> Artificial Sequence

[0968]  <220>

[0969] <223> Synthetic Construct

[0970]  <400> 44

[0971]  Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[0972] 1 5 10 15
[0973] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[0974] 20 25 30

[0975] Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[0976] 35 40 45

[0977] Ser Ala Ile Ser Asp Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
[0978] 50 55 60

[0979] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[0980] 65 70 75 80
[0981] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[0982] 85 90 95
[0983] Ala Arg Tyr Trp Pro Met Ser Leu Trp Gly Gln Gly Thr Leu Val Thr
[0984] 100 105 110

[0985] Val Ser Ser

[0986] 115

[0987] <210> 45

[0988] <211> 108

[0989]  <212> PRT

[0990] <213> Artificial Sequence

[0991]  <220>

[0992] <223> Synthetic Construct

[0993]  <400> 45

[0994] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[0995] 1 5 10 15
[0996] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Leu
[0997] 20 25 30

[0998] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[0999] 35 40 45

[1000] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[1001] 50 55 60

[1002] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[1003] 65 70 75 80
[1004] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gln Val Trp Pro
[1005] 85 90 95
[1006] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[1007] 100 105
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[1008] <210> 46

[1009] <211> 115

[1010]  <212> PRT

[1011] <213> Artificial Sequence

[1012]  <220>

[1013] <223> Synthetic Construct

[1014]  <400> 46

[1015]  Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[1016] 1 5 10 15
[1017]  Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[1018] 20 25 30

[1019]  Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[1020] 35 40 45

[1021]  Ser Ala Ile Ser Asp Ser Gly Gly Ser Arg Trp Tyr Ala Asp Ser Val
[1022] 50 55 60

[1023] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[1024] 65 70 75 80
[1025] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[1026] 85 90 95
[1027]  Ala Arg Tyr Trp Pro Met Thr Pro Trp Gly Gln Gly Thr Leu Val Thr
[1028] 100 105 110

[1029] Val Ser Ser

[1030] 115

[1031]  <210> 47

[1032] <211> 108

[1033]  <212> PRT

[1034] <213> Artificial Sequence

[1035]  <220>

[1036] <223> Synthetic Construct

[1037]  <400> 47

[1038] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[1039] 1 5 10 15
[1040] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Ser
[1041] 20 25 30

[1042] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[1043] 35 40 45

[1044] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[1045] 50 55 60

[1046] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[1047] 65 70 75 80
[1048] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Leu Asp Trp Pro
[1049] 85 90 95
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[1050]
[1051]
[1052]
[1053]
[1054]
[1055]
[1056]
[1057]
[1058]
[1059]
[1060]
[1061]
[1062]
[1063]
[1064]
[1065]
[1066]
[1067]
[1068]
[1069]
[1070]
[1071]
[1072]
[1073]
[1074]
[1075]
[1076]
[1077]
[1078]
[1079]
[1080]
[1081]
[1082]
[1083]
[1084]
[1085]
[1086]
[1087]
[1088]
[1089]
[1090]
[1091]

Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

<213> Artificial Sequence

100
<210> 48
<211> 115
<212> PRT
220>
<223> Synthetic
<400> 48
Glu Val GIn Leu
1
Ser Leu Arg Leu
20
Ala Met Asn Trp

35
Ser Ala Val Leu
50
Lys Gly Arg Phe
65
Leu Gln Met Asn

Ala Arg Tyr Trp
100
Val Ser Ser
115
<210> 49
<211> 108
<212> PRT

Construct

Leu Glu Ser
5
Ser Cys Ala

Val Arg Gln

Asp Ser Gly
55
Thr Ile Ser
70
Ser Leu Arg
85
Pro Met Thr

<213> Artificial Sequence

220>

<223> Synthetic

<400> 49

Glu Ile Val Leu

1

Glu Arg Ala Thr
20

Tyr Leu Ala Trp

35
Met Tyr Asp Ala
50
Gly Ser Gly Ser
65

Construct

Thr Gln Ser
5
Leu Ser Cys

Tyr Gln Gln

Ser Ile Arg
55
Gly Thr Asp
70

Gly

Ala

Ala

40

Gly

Arg

Ala

Pro

Pro
Arg
Lys
40

Ala

Phe

105

Gly

Ser

25

Pro

Ser

Asp

Glu

Trp
105

Gly
Ala
25

Pro

Thr

Thr

166

Gly

10

Gly

Gly

Thr

Asn

90
Gly

Thr
10

Ser
Gly

Gly

Leu

Leu

Phe

Lys

Tyr

Ser

75

Thr

Gln

Leu

Gln

Gln

Ile

Thr
75

Val

Thr

Gly

Tyr

60

Lys

Ala

Gly

Ser

Ser

Ala

Pro

60
Ile

Gln

Phe

Leu

45

Ala

Asn

Val

Thr

Leu
Val
Pro
45

Asp

Ser

Pro

Ser

30

Glu

Asp

Thr

Tyr

Leu
110

Ser
Ser
30

Arg

Arg

Arg

Gly
15

Ser
Trp
Ser
Leu
Tyr

95
Val

Pro
15

Ser
Leu

Phe

Leu

Gly

Tyr

Val

Val

Tyr

80

Thr

Gly

Ser

Leu

Ser

Glu
80
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[1092]
[1093]
[1094]
[1095]
[1096]
[1097]
[1098]
[1099]
[1100]
[1101]
[1102]
[1103]
[1104]
[1105]
[1106]
[1107]
[1108]
[1109]
[1110]
[1111]
[1112]
[1113]
[1114]
[1115]
[1116]
[1117]
[1118]
[1119]
[1120]
[1121]
[1122]
[1123]
[1124]
[1125]
[1126]
[1127]
[1128]
[1129]
[1130]
[1131]
[1132]
[1133]

Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gln Val Trp Pro

85

90

Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

100
<210> 50
<211> 115
<212> PRT
<213> Artificial Sequence
<220>
<223> Synthetic Construct
<400> 50
Glu Val GIn Leu Leu Glu Ser
1 5
Ser Leu Arg Leu Ser Cys Ala
20
Ala Met Asn Trp Val Arg Gln
35
Ser Ala Ile Ser Asp Ser Gly
50 55
Lys Gly Arg Phe Thr Ile Ser
65 70
Leu Gln Met Asn Ser Leu Arg
85
Ala Arg Tyr Trp Pro Met Ser
100
Val Ser Ser
115
<210> 51
<211> 108
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 51
Glu Ile Val Leu Thr GIn Ser
1 5
Glu Arg Ala Thr Leu Ser Cys
20
Tyr Leu Ala Trp Tyr Gln Gln
35
Met Tyr Asp Ala Ser Ile Arg
50 55

Gly

Ala

Ala

40

Gly

Arg

Ala

Asp

Pro

Arg

Lys

40
Ala

105

Gly

Ser

25

Pro

Ser

Asp

Glu

Trp
105

Gly
Ala
25

Pro

Thr

167

Gly
10

Gly
Gly
Arg
Asn
Asp

90
Gly

Thr
10
Ser

Gly

Gly

Leu

Phe

Lys

Trp

Ser

75

Thr

Gln

Leu

Gln

Gln

Ile

Val Gln

Thr Phe

Gly Leu
45

Tyr Ala

60

Lys Asn

Ala Val

Gly Thr

Ser Leu

Ser Val

Ala Pro
45

Pro Asp
60

Pro

Ser

30

Glu

Asp

Thr

Tyr

Leu
110

Ser
Ser
30

Arg

Arg

95

Gly
15

Ser
Trp
Ser
Leu
Tyr

95
Val

Pro
15
Val

Leu

Phe

Gly

Val

Val

80

Cys

Thr

Gly

Leu

Leu

Ser
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[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]
[1175]

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu

65

70

75

80

Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Leu Ala Trp Pro

85

90

Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

<210> 52
211> 11
<212> PR

5
T

100

<213> Artificial Sequence

<220>

<223> Synthetic Construct

<400> 52

Glu Val Gln Leu

1

Ser Leu

Ala Met

Ser Ala
50

Lys Gly

65

Leu Gln

Ala Arg

Val Ser

<210> 53

<211> 10
<212> PR

Arg

Asn

35

Ile

Arg

Met

Tyr

Ser
115

8
T

Leu
20

Trp
Ser
Phe

Asn

Trp
100

Leu Glu Ser
5
Ser Cys Ala

Val Arg Gln

Asp Ser Gly
55
Thr Ile Ser
70
Ser Leu Arg
85
Pro Met Ser

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 53

Glu Ile Val Leu Thr Gln Ser

1

5

Glu Arg Ala Thr Leu Ser Cys

20

Tyr Leu Ala Trp Tyr Gln Gln

35

Gly

Ala

Ala

40

Gly

Arg

Ala

Leu

Pro

Arg

Lys
40

105

Gly

Ser

25

Pro

Ser

Asp

Glu

Trp
105

Gly
Ala

25

Pro

168

Gly Leu Val
10
Gly Phe Thr

Gly Lys Gly

Lys Trp Tyr
60
Asn Ser Lys
75
Asp Thr Ala
90
Gly Gln Gly

Thr Leu Ser
10
Ser Gln Ser

Gly Gln Ala

Gln

Phe

Leu

45

Ala

Asn

Val

Thr

Leu

Val

Pro
45

Pro
Ser

30
Glu

Thr

Tyr

Leu
110

Ser

95

Gly
15

Ser
Trp
Ser
Leu
Tyr

95
Val

Pro
15

Gly

Tyr

Val

Val

Tyr

80

Cys

Thr

Gly

Ser Ser Ser

30

Arg Leu Leu
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[1176]
[1177]
[1178]
[1179]
[1180]
[1181]
[1182]
[1183]
[1184]
[1185]
[1186]
[1187]
[1188]
[1189]
[1190]
[1191]
[1192]
[1193]
[1194]
[1195]
[1196]
[1197]
[1198]
[1199]
[1200]
[1201]
[1202]
[1203]
[1204]
[1205]
[1206]
[1207]
[1208]
[1209]
[1210]
[1211]
[1212]
[1213]
[1214]
[1215]
[1216]
[1217]

Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser

50 55 60
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
65 70 75 80
Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Phe Thr Trp Pro
85 90 95
Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 54
211> 115
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 54
Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
20 25 30
Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45
Ser Ala Ile Gly Gly Ser Gly Gly Ser Leu Pro Tyr Ala Asp Ser Val
50 55 60
Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
65 70 75 80
Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95
Ala Arg Tyr Trp Pro Met Asp Ser Trp Gly Gln Gly Thr Leu Val Thr
100 105 110
Val Ser Ser
115
<210> 5b
<211> 108
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 55
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Pro Tyr
20 25 30
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[1218] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[1219] 35 40 45

[1220] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[1221] 50 55 60

[1222]  Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[1223] 65 70 75 80
[1224]  Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Glu Arg Trp Pro
[1225] 85 90 95
[1226] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[1227] 100 105

[1228] <210> 56

[1229] <211> 115

[1230] <212> PRT

[1231] <213> Artificial Sequence

[1232]  <220>

[1233] <223> Synthetic Construct

[1234]  <400> 56

[1235] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[1236] 1 5 10 15
[1237] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[1238] 20 25 30

[1239] Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[1240] 35 40 45

[1241] Ser Ala Ile Ser Asp Ser Gly Gly Ser Gly Trp Tyr Ala Asp Ser Val
[1242] 50 55 60

[1243] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[1244] 65 70 75 80
[1245] Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[1246] 85 90 95
[1247] Ala Arg Tyr Trp Pro Met Ser Leu Trp Gly Gln Gly Thr Leu Val Thr
[1248] 100 105 110

[1249] Val Ser Ser

[1250] 115

[1251]  <210> 57

[1252] <211> 108

[1253]  <212> PRT

[1254] <213> Artificial Sequence

[1255]  <220>

[1256] <223> Synthetic Construct

[1257]  <400> 57

[1258] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[1259] 1 5 10 15
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[1260] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Val Glu
[1261] 20 25 30

[1262] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[1263] 35 40 45

[1264] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[1265] 50 55 60

[1266] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[1267] 65 70 75 80
[1268] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Ala Arg Trp Pro
[1269] 85 90 95
[1270] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[1271] 100 105

[1272] <210> 58

[1273] <211> 115

[1274] <212> PRT

[1275] <213> Artificial Sequence

[1276]  <220>

[1277]  <223> Synthetic Construct

[1278]  <400> 58

[1279] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[1280] 1 5 10 15
[1281] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[1282] 20 25 30

[1283] Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[1284] 35 40 45

[1285] Ser Ala Val Leu Asp Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
[1286] 50 55 60

[1287] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[1288] 65 70 75 80
[1289] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[1290] 85 90 95
[1291] Ala Arg Tyr Trp Pro Met Ser Leu Trp Gly Gln Gly Thr Leu Val Thr
[1292] 100 105 110

[1293] Val Ser Ser

[1294] 115

[1295]  <210> 59

[1296] <211> 108

[1297]  <212> PRT

[1298] <213> Artificial Sequence

[1299]  <220>

[1300] <223> Synthetic Construct

[1301]  <400> 59
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[1302] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[1303] 1 5 10 15
[1304] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Glu Leu
[1305] 20 25 30

[1306] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[1307] 35 40 45

[1308] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[1309] 50 55 60

[1310] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[1311] 65 70 75 80
[1312]  Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Phe Gly Trp Pro
[1313] 85 90 95
[1314] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[1315] 100 105

[1316]  <210> 60

[1317]  <211> 115

[1318]  <212> PRT

[1319] <213> Artificial Sequence

[1320]  <220>

[1321] <223> Synthetic Construct

[1322]  <400> 60

[1323] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[1324] 1 5 10 15
[1325] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[1326] 20 25 30

[1327] Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[1328] 35 40 45

[1329] Ser Ala Ile Ser Asp Ser Gly Gly Ser Cys Trp Tyr Ala Asp Ser Val
[1330] 50 55 60

[1331] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[1332] 65 70 75 80
[1333] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[1334] 85 90 95
[1335] Ala Arg Tyr Trp Pro Met Thr Pro Trp Gly Gln Gly Thr Leu Val Thr
[1336] 100 105 110

[1337] Val Ser Ser

[1338] 115

[1339] <210> 61

[1340] <211> 108

[1341]  <212> PRT

[1342] <213> Artificial Sequence

[1343]  <220>
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[1344] <223> Synthetic Construct

[1345]  <400> 61

[1346] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[1347] 1 5 10 15
[1348] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Glu Met Ser
[1349] 20 25 30

[1350] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[1351] 35 40 45

[1352] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[1353] 50 55 60

[1354] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[1355] 65 70 75 80
[1356] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Ala His Trp Pro
[1357] 85 90 95
[1358] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[1359] 100 105

[1360]  <210> 62

[1361] <211> 115

[1362] <212> PRT

[1363] <213> Artificial Sequence

[1364]  <220>

[1365] <223> Synthetic Construct

[1366]  <400> 62

[1367] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[1368] 1 5 10 15
[1369] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[1370] 20 25 30

[1371]  Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[1372] 35 40 45

[1373] Ser Ala Ile Phe Ala Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
[1374] 50 55 60

[1375] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[1376] 65 70 75 80
[1377] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[1378] 85 90 95
[1379] Ala Arg Tyr Trp Pro Met Thr Pro Trp Gly Gln Gly Thr Leu Val Thr
[1380] 100 105 110

[1381] Val Ser Ser

[1382] 115

[1383] <210> 63

[1384] <211> 108

[1385]  <212> PRT
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[1386] <213> Artificial Sequence

[1387] <220>

[1388] <223> Synthetic Construct

[1389]  <400> 63

[1390] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[1391] 1 5 10 15
[1392] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Ser
[1393] 20 25 30

[1394] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[1395] 35 40 45

[1396] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[1397] 50 55 60

[1398] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[1399] 65 70 75 80
[1400] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gln Arg Trp Pro
[1401] 85 90 95
[1402] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[1403] 100 105

[1404] <210> 64

[1405] <211> 115

[1406] <212> PRT

[1407] <213> Artificial Sequence

[1408]  <220>

[1409]  <223> Synthetic Construct

[1410]  <400> 64

[1411]  Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[1412] 1 5 10 15
[1413] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[1414] 20 25 30

[1415] Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[1416] 35 40 45

[1417] Ser Ala Ile Ser Gly Trp Gly Gly Ser Leu Pro Tyr Ala Asp Ser Val
[1418] 50 55 60

[1419] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[1420] 65 70 75 80
[1421] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[1422] 85 90 95
[1423] Ala Arg Tyr Trp Pro Met Asp Ser Trp Gly Gln Gly Thr Leu Val Thr
[1424] 100 105 110

[1425] Val Ser Ser

[1426] 115

[1427] <210> 65
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[1428] <211> 108

[1429]  <212> PRT

[1430] <213> Artificial Sequence

[1431]  <220>

[1432] <223> Synthetic Construct

[1433]  <400> 65

[1434] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[1435] 1 5 10 15
[1436] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ala Gln
[1437] 20 25 30

[1438] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[1439] 35 40 45

[1440] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[1441] 50 55 60

[1442] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[1443] 65 70 75 80
[1444]  Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gln Arg Trp Pro
[1445] 85 90 95
[1446] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[1447] 100 105

[1448] <210> 66

[1449] <211> 115

[1450] <212> PRT

[1451] <213> Artificial Sequence

[1452]  <220>

[1453] <223> Synthetic Construct

[1454]  <400> 66

[1455] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[1456] 1 5 10 15
[1457] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[1458] 20 25 30

[1459] Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[1460] 35 40 45

[1461] Ser Ala Ile Met Ser Ser Gly Gly Pro Leu Tyr Tyr Ala Asp Ser Val
[1462] 50 55 60

[1463] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[1464] 65 70 75 80
[1465] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[1466] 85 90 95
[1467] Ala Arg Tyr Trp Pro Met Ala Leu Trp Gly Gln Gly Thr Leu Val Thr
[1468] 100 105 110

[1469] Val Ser Ser
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[1470] 115

[1471]  <210> 67

[1472] <211> 108

[1473]  <212> PRT

[1474] <213> Artificial Sequence

[1475]  <220>

[1476]  <223> Synthetic Construct

[1477]  <400> 67

[1478] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[1479] 1 5 10 15
[1480] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ala Leu
[1481] 20 25 30

[1482] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[1483] 35 40 45

[1484] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[1485] 50 55 60

[1486] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[1487] 65 70 75 80
[1488] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gln Val Trp Pro
[1489] 85 90 95
[1490] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[1491] 100 105

[1492] <210> 68

[1493] <211> 115

[1494]  <212> PRT

[1495] <213> Artificial Sequence

[1496]  <220>

[1497] <223> Synthetic Construct

[1498]  <400> 68

[1499] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[1500] 1 5 10 15
[1501]  Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[1502] 20 25 30

[1503] Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[1504] 35 40 45

[1505] Ser Ala Ile Leu Met Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
[1506] 50 55 60

[1507] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[1508] 65 70 75 80
[1509] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[1510] 85 90 95
[1511]  Ala Arg Tyr Trp Pro Met Ser Leu Trp Gly Gln Gly Thr Leu Val Thr
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[1512] 100 105 110

[1513] Val Ser Ser

[1514] 115

[1515]  <210> 69

[1516] <211> 108

[1517]  <212> PRT

[1518] <213> Artificial Sequence

[1519]  <220>

[1520] <223> Synthetic Construct

[1521]  <400> 69

[1522] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[1523] 1 5 10 15
[1524] Glu Arg Ala Thr Leu Ser Cys Gly Pro Ser Gln Ser Val Ser Ser Ser
[1525] 20 25 30

[1526] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[1527] 35 40 45

[1528] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[1529] 50 55 60

[1530] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[1531] 65 70 75 80
[1532] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gln Ser Trp Pro
[1533] 85 90 95
[1534] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[1535] 100 105

[1536]  <210> 70

[1537] <211> 115

[1538]  <212> PRT

[1539] <213> Artificial Sequence

[1540]  <220>

[1541] <223> Synthetic Construct

[1542]  <400> 70

[1543]  Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[1544] 1 5 10 15
[1545] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[1546] 20 25 30

[1547] Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[1548] 35 40 45

[1549] Ser Ala Ile Ser Asp Ser Gly Gly Tyr Arg Tyr Tyr Ala Asp Ser Val
[1550] 50 55 60

[1551] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[1552] 65 70 75 80
[1553] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
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[1554] 85 90 95
[1555] Ala Arg Tyr Trp Pro Met Ser Leu Trp Gly Gln Gly Thr Leu Val Thr
[1556] 100 105 110

[1557] Val Ser Ser

[1558] 115

[1559]  <210> 71

[1560] <211> 108

[1561]  <212> PRT

[1562] <213> Artificial Sequence

[1563]  <220>

[1564]  <223> Synthetic Construct

[1565]  <400> 71

[1566] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[1567] 1 5 10 15
[1568] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Ser
[1569] 20 25 30

[1570] Tyr Trp Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[1571] 35 40 45

[1572] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[1573] 50 55 60

[1574]  Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[1575] 65 70 75 80
[1576] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Glu Ser Trp Pro
[1577] 85 90 95
[1578] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[1579] 100 105

[1580] <210> 72

[1581] <211> 115

[1582]  <212> PRT

[1583] <213> Artificial Sequence

[1584]  <220>

[1585]  <223> Synthetic Construct

[1586]  <400> 72

[1587] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[1588] 1 5 10 15
[1589] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[1590] 20 25 30

[1591] Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[1592] 35 40 45

[1593] Ser Ala Ile Leu Ser Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
[1594] 50 55 60

[1595] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
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[1596] 65 70 75 80
[1597] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[1598] 85 90 95
[1599]  Ala Arg Tyr Trp Pro Met Asp Ile Trp Gly Gln Gly Thr Leu Val Thr
[1600] 100 105 110

[1601]  Val Ser Ser

[1602] 115

[1603] <210> 73

[1604] <211> 108

[1605]  <212> PRT

[1606] <213> Artificial Sequence

[1607]  <220>

[1608]  <223> Synthetic Construct

[1609]  <400> 73

[1610] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[1611] 1 5 10 15
[1612]  Glu Arg Ala Thr Leu Ser Cys Arg Gly Gly Gln Ser Val Ser Ser Ser
[1613] 20 25 30

[1614] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[1615] 35 40 45

[1616] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[1617] 50 55 60

[1618]  Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[1619] 65 70 75 80
[1620]  Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gln Ser Trp Pro
[1621] 85 90 95
[1622] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[1623] 100 105

[1624] <210> 74

[1625] <211> 115

[1626] <212> PRT

[1627] <213> Artificial Sequence

[1628]  <220>

[1629] <223> Synthetic Construct

[1630]  <400> 74

[1631] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[1632] 1 5 10 15
[1633] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[1634] 20 25 30

[1635] Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[1636] 35 40 45

[1637] Ser Ala Ile Leu Asp Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
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[1638]
[1639]
[1640]
[1641]
[1642]
[1643]
[1644]
[1645]
[1646]
[1647]
[1648]
[1649]
[1650]
[1651]
[1652]
[1653]
[1654]
[1655]
[1656]
[1657]
[1658]
[1659]
[1660]
[1661]
[1662]
[1663]
[1664]
[1665]
[1666]
[1667]
[1668]
[1669]
[1670]
[1671]
[1672]
[1673]
[1674]
[1675]
[1676]
[1677]
[1678]
[1679]

50

55

Lys Gly Arg Phe Thr Ile Ser

65

70

Leu Gln Met Asn Ser Leu Arg

85

Ala Arg Tyr Trp Pro Met Ser

Val Ser Ser
115
<210> 75
<211> 108
<212> PRT

100

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 75
Glu Ile Val
1

Glu Arg Ala

Tyr Leu Ala
35
Met Tyr Asp
50
Gly Ser Gly
65
Pro Glu Asp

Leu Thr Phe

<210> 76

211> 115
<212> PRT

Leu

Thr
20
Trp

Ala

Ser

Phe

Gly
100

Thr
5

Leu

Tyr

Ser

Gly

Ala

85
Gln

Gln

Ser

Gln

Ile

Thr

70

Val

Gly

Ser

Cys

Gln

Arg

55

Asp

Tyr

Thr

<213> Artificial Sequence

<220>

<223> Synthetic Construct

<400> 76

Glu Val Gln Leu Leu Glu Ser Gly

1

Ser Leu Arg Leu Ser Cys Ala Ala

20

5

Arg Asp Asn

Ala Glu Asp

90

Pro Trp Gly
105

Pro Gly Thr
10
Arg Ala Ser
25
Lys Pro Gly
40
Ala Thr Gly

Phe Thr Leu
Tyr Cys Gln
90

Lys Val Glu
105

10

25

Ser
75
Thr

Gln

Leu

Gln

Gln

Ile

Thr

75

Gln

Ile

60
Lys Asn

Ala Val

Gly Thr

Ser Leu

Ser Val

Ala Pro
45

Pro Asp

60

Ile Ser

Tyr Gly

Lys

Gly Gly Leu Val Gln

Ser Gly Phe Thr Phe

Pro Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu

180

Thr

Tyr

Leu
110

Ser
Ser
30

Arg
Arg

Arg

Ser

Pro

Ser
30
Glu

Leu Tyr
80

Tyr Cys

95

Val Thr

Pro Gly
15
Phe Leu

Leu Leu

Phe Ser

Leu Glu
30

Trp Pro
95

Gly Gly
15
Ser Tyr

Trp Val
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[1680]
[1681]
[1682]
[1683]
[1684]
[1685]
[1686]
[1687]
[1688]
[1689]
[1690]
[1691]
[1692]
[1693]
[1694]
[1695]
[1696]
[1697]
[1698]
[1699]
[1700]
[1701]
[1702]
[1703]
[1704]
[1705]
[1706]
[1707]
[1708]
[1709]
[1710]
[1711]
[1712]
[1713]
[1714]
[1715]
[1716]
[1717]
[1718]
[1719]
[1720]
[1721]

35 40 45
Ser Ala Ile Gly Gly Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
50 55 60
Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
65 70 75 80
Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95
Ala Arg Tyr Trp Pro Met Asp Ser Trp Gly Gln Gly Thr Leu Val Thr
100 105 110
Val Ser Ser
115
210> 77
<211> 108
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 77
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Thr
20 25 30
Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
35 40 45
Ile Tyr Asp Ala Ser Ser Arg Ala Pro Gly Ile Pro Asp Arg Phe Ser
50 55 60
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
65 70 75 80
Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Ser Thr Ser Pro
85 90 95
Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 78
<211> 115
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 78
Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
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[1722] 20 25 30

[1723] Pro Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[1724] 35 40 45

[1725] Ser Ala Ile Gly Gly Ser Gly Gly Ser Leu Pro Tyr Ala Asp Ser Val
[1726] 50 55 60

[1727] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[1728] 65 70 75 80
[1729] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[1730] 85 90 95
[1731] Ala Arg Tyr Trp Pro Met Asp Ser Trp Gly Gln Gly Thr Leu Val Thr
[1732] 100 105 110

[1733]  Val Ser Ser

[1734] 115

[1735]  <210> 79

[1736]  <211> 108

[1737]  <212> PRT

[1738] <213> Artificial Sequence

[1739]  <220>

[1740] <223> Synthetic Construct

[1741]  <400> 79

[1742] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[1743] 1 5 10 15
[1744]  Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Pro Glu
[1745] 20 25 30

[1746] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[1747] 35 40 45

[1748] Ile Tyr Asp Ala Ser Ser Arg Ala Pro Gly Ile Pro Asp Arg Phe Ser
[1749] 50 55 60

[1750] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[1751] 65 70 75 80
[1752] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Ser Val Trp Pro
[1753] 85 90 95
[1754] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[1755] 100 105

[1756] <210> 80

[1757]  <211> 108

[1758]  <212> PRT

[1759] <213> Artificial Sequence

[1760]  <220>

[1761]  <223> Synthetic Construct

[1762]  <400> 80

[1763] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
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[1764]
[1765]
[1766]
[1767]
[1768]
[1769]
[1770]
[1771]
[1772]
[1773]
[1774]
[1775]
[1776]
[1777]
[1778]
[1779]
[1780]
[1781]
[1782]
[1783]
[1784]
[1785]
[1786]
[1787]
[1788]
[1789]
[1790]
[1791]
[1792]
[1793]
[1794]
[1795]
[1796]
[1797]
[1798]
[1799]
[1800]
[1801]
[1802]
[1803]
[1804]
[1805]

1 5 10 15
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Leu Gly Ser Phe Tyr
20 25 30
Leu Ala Trp Tyr Gln GIn Lys Pro Gly Gln Ala Pro Arg Leu Leu Ile
35 40 45
Tyr Gly Ala Ser Ser Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser Gly
50 55 60
Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu Pro
65 70 75 80
Glu Asp Phe Ala Val Tyr Tyr Cys Gln His Tyr Asn Tyr Pro Pro Ser
85 90 95
Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 81
<211> 108
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 81
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Thr
20 25 30
Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
35 40 45
Ile Tyr Asp Ala Ser Ser Arg Ala Pro Gly Ile Pro Asp Arg Phe Ser
50 55 60
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
65 70 75 80
Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Ser Arg Trp Pro
85 90 95
Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 82
<211> 108
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 82

Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly

183



CN 107980046 B ,? yu % 44/197 T
[1806] 1 5 10 15
[1807] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Pro Leu
[1808] 20 25 30

[1809] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[1810] 35 40 45

[1811] Ile Tyr Asp Ala Ser Ser Arg Ala Pro Gly Ile Pro Asp Arg Phe Ser
[1812] 50 55 60

[1813] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[1814] 65 70 75 80
[1815] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Ser Ala Phe Pro
[1816] 85 90 95
[1817] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[1818] 100 105

[1819] <210> 83

[1820] <211> 115

[1821]  <212> PRT

[1822] <213> Artificial Sequence

[1823]  <220>

[1824] <223> Synthetic Construct

[1825]  <400> 83

[1826] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[1827] 1 5 10 15
[1828] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[1829] 20 25 30

[1830] Pro Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[1831] 35 40 45

[1832] Ser Ala Ile Gly Gly Ser Gly Gly Trp Ser Tyr Tyr Ala Asp Ser Val
[1833] 50 55 60

[1834] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[1835] 65 70 75 80
[1836] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[1837] 85 90 95
[1838] Ala Arg Tyr Trp Pro Met Asp Ser Trp Gly Gln Gly Thr Leu Val Thr
[1839] 100 105 110

[1840] Val Ser Ser

[1841] 115

[1842] <210> 84

[1843] <211> 108

[1844]  <212> PRT

[1845] <213> Artificial Sequence

[1846]  <220>

[1847]  <223> Synthetic Construct
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[1848]  <400> 84

[1849] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[1850] 1 5 10 15
[1851]  Glu Arg Ala Thr Leu Ser Cys Trp Leu Ser Gln Ser Val Ser Ser Thr
[1852] 20 25 30

[1853] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[1854] 35 40 45

[1855] Ile Tyr Asp Ala Ser Ser Arg Ala Pro Gly Ile Pro Asp Arg Phe Ser
[1856] 50 55 60

[1857] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[1858] 65 70 75 80
[1859] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Ser Glu Trp Pro
[1860] 85 90 95
[1861] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[1862] 100 105

[1863]  <210> 85

[1864]  <211> 108

[1865]  <212> PRT

[1866] <213> Artificial Sequence

[1867]  <220>

[1868] <223> Synthetic Construct

[1869]  <400> 85

[1870] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[1871] 1 5 10 15
[1872]  Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Thr
[1873] 20 25 30

[1874] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[1875] 35 40 45

[1876] 1Ile Tyr Asp Ala Ser Ser Arg Ala Pro Gly Ile Pro Asp Arg Phe Ser
[1877] 50 55 60

[1878] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[1879] 65 70 75 80
[1880] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Ser Ser Trp Pro
[1881] 85 90 95
[1882] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[1883] 100 105

[1884] <210> 86

[1885] <211> 108

[1886]  <212> PRT

[1887] <213> Artificial Sequence

[1888]  <220>

[1889] <223> Synthetic Construct
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[1890]  <400> 86

[1891] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[1892] 1 5 10 15
[1893] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Leu
[1894] 20 25 30

[1895]  Phe Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[1896] 35 40 45

[1897] Ile Tyr Asp Ala Ser Ser Arg Ala Pro Gly Ile Pro Asp Arg Phe Ser
[1898] 50 55 60

[1899] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[1900] 65 70 75 80
[1901]  Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Ser Ala Trp Pro
[1902] 85 90 95
[1903] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[1904] 100 105

[1905]  <210> 87

[1906] <211> 115

[1907]  <212> PRT

[1908] <213> Artificial Sequence

[1909]  <220>

[1910]  <223> Synthetic Construct

[1911]  <400> 87

[1912]  Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[1913] 1 5 10 15
[1914]  Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[1915] 20 25 30

[1916] Pro Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[1917] 35 40 45

[1918]  Ser Ala Thr Val Gly Ser Gly Gly Ser Ile Gly Tyr Ala Asp Ser Val
[1919] 50 55 60

[1920] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[1921] 65 70 75 80
[1922] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[1923] 85 90 95
[1924] Ala Arg Tyr Trp Pro Met Asp Ser Trp Gly Gln Gly Thr Leu Val Thr
[1925] 100 105 110

[1926] Val Ser Ser

[1927] 115

[1928] <210> 88

[1929] <211> 108

[1930] <212> PRT

[1931] <213> Artificial Sequence
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[1932]  <220>

[1933]  <223> Synthetic Construct

[1934]  <400> 88

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

[1939] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[1940] 35 40 45

[1941] Ile Tyr Asp Ala Ser Ser Arg Ala Pro Gly Ile Pro Asp Arg Phe Ser
[1942] 50 55 60

[1943] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[1944] 65 70 75 80
[1945]  Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Ser Ala Trp Pro
[1946] 85 90 95
[1947] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[1948] 100 105

[1949] <210> 89

[1950] <211> 108

[1951]  <212> PRT

[1952] <213> Artificial Sequence

[1953]  <220>

[1954] <223> Synthetic Construct

[1955]  <400> 89

[1956] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[1957] 1 5 10 15
[1958] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Cys Asp Val Ser Ser Thr
[1959] 20 25 30

[1960] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[1961] 35 40 45

[1962] 1Ile Tyr Asp Ala Ser Ser Arg Ala Pro Gly Ile Pro Asp Arg Phe Ser
[1963] 50 55 60

[1964] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[1965] 65 70 75 80
[1966] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Met Arg Ser Pro
[1967] 85 90 95
[1968] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[19691] 100 105

[1970]  <210> 90

[1971]  <211> 108

[1972] <212> PRT

[1973] <213> Artificial Sequence
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[1974]  <220>

[1975]  <223> Synthetic Construct

[1976]  <400> 90

[1977] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[1978] 1 5 10 15
[1979] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Glu Ala Val Pro Ser Thr
[1980] 20 25 30

[1981] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[1982] 35 40 45

[1983] Ile Tyr Asp Ala Ser Ser Arg Ala Pro Gly Ile Pro Asp Arg Phe Ser
[1984] 50 55 60

[1985] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[1986] 65 70 75 80
[1987]  Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Ser Ala Phe Pro
[1988] 85 90 95
[1989] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[1990] 100 105

[1991] <210> 91

[1992] <211> 108

[1993]  <212> PRT

[1994] <213> Artificial Sequence

[1995]  <220>

[1996] <223> Synthetic Construct

[1997]  <400> 91

[1998] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[1999] 1 5 10 15
[2000] Glu Arg Ala Thr Leu Ser Cys Cys Ser Ser Gln Ser Val Ser Ser Thr
[2001] 20 25 30

[2002] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[2003] 35 40 45

[2004] Ile Tyr Asp Ala Ser Ser Arg Ala Pro Gly Ile Pro Asp Arg Phe Ser
[2005] 50 55 60

[2006] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[2007] 65 70 75 80
[2008] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Ser Ala Phe Pro
[2009] 85 90 95
[2010] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[2011] 100 105

[2012] <210> 92

[2013] <211> 115

[2014]  <212> PRT

[2015] <213> Artificial Sequence
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[2016]  <220>

[2017]  <223> Synthetic Construct

[2018]  <400> 92

[2019]  Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[2020] 1 5 10 15
[2021]  Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[2022] 20 25 30

[2023] Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[2024] 35 40 45

[2025] Ser Ala Ile Ser Asp Ser Gly Gly Ser Arg Trp Tyr Ala Asp Ser Val
[2026] 50 55 60

[2027] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[2028] 65 70 75 80
[2029] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[2030] 85 90 95
[2031] Thr Arg Tyr Trp Pro Met Asp Ile Trp Gly Gln Gly Thr Leu Val Thr
[2032] 100 105 110

[2033] Val Ser Ser

[2034] 115

[2035] <210> 93

[2036] <211> 108

[2037]  <212> PRT

[2038] <213> Artificial Sequence

[2039] <220>

[2040] <223> Synthetic Construct

[2041]  <400> 93

[2042]  Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[2043] 1 5 10 15
[2044]  Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Val Arg Val Ser Ser Thr
[2045] 20 25 30

[2046] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[2047] 35 40 45

[2048] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[2049] 50 55 60

[2050] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[2051] 65 70 75 80
[2052] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Met Lys Trp Pro
[2053] 85 90 95
[2054] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[2055] 100 105

[2056] <210> 94

[2057] <211> 108

189



CN 107980046 B }? yu % 50/197 1T
[2058] <212> PRT

[2059] <213> Artificial Sequence

[2060]  <220>

[2061] <223> Synthetic Construct

[2062]  <400> 94

[2063] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[2064] 1 5 10 15
[2065] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ala Ala
[2066] 20 25 30

[2067] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[2068] 35 40 45

[2069] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[2070] 50 55 60

[2071]  Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[2072] 65 70 75 80
[2073]  Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Met Cys Trp Pro
[2074] 85 90 95
[2075] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[2076] 100 105

[2077] <210> 95

[2078] <211> 115

[2079] <212> PRT

[2080] <213> Artificial Sequence

[2081] <220>

[2082] <223> Synthetic Construct

[2083]  <400> 95

[2084] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[2085] 1 5 10 15
[2086] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[2087] 20 25 30

[2088] Pro Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[2089] 35 40 45

[2090] Ser Ala Ile Gly Gly Ser Gly Gly Ser Ile His Tyr Ala Asp Ser Val
[2091] 50 55 60

[2092] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[2093] 65 70 75 80
[2094] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[2095] 85 90 95
[2096] Ala Arg Tyr Trp Pro Met Asp Ser Trp Gly Gln Gly Thr Leu Val Thr
[2097] 100 105 110

[2098] Val Ser Ser

[2099] 115
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[2100] <210> 96

[2101]  <211> 108

[2102]  <212> PRT

[2103] <213> Artificial Sequence

[2104]  <220>

[2105] <223> Synthetic Construct

[2106]  <400> 96

[2107] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[2108] 1 5 10 15
[2109]  Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Ser
[2110] 20 25 30

[2111]  Tyr Trp Gly Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[2112] 35 40 45

[2113] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[2114] 50 55 60

[2115]  Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[2116] 65 70 75 80
[2117]  Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gln Cys Trp Pro
[2118] 85 90 95
[2119] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[2120] 100 105

[2121]  <210> 97

[2122] <211> 115

[2123]  <212> PRT

[2124] <213> Artificial Sequence

[2125]  <220>

[2126] <223> Synthetic Construct

[2127]  <400> 97

[2128] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[2129] 1 5 10 15
[2130] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[2131] 20 25 30

[2132] Pro Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[2133] 35 40 45

[2134] Ser Ala His Ile Gly Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
[2135] 50 55 60

[2136] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[2137] 65 70 75 80
[2138] Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[2139] 85 90 95
[2140] Ala Arg Tyr Trp Pro Met Asp Ser Trp Gly Gln Gly Thr Leu Val Thr
[2141] 100 105 110
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[2142]  Val Ser Ser

[2143] 115

[2144]  <210> 98

[2145]  <211> 108

[2146]  <212> PRT

[2147] <213> Artificial Sequence

[2148]  <220>

[2149] <223> Synthetic Construct

[2150]  <400> 98

[2151] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[2152] 1 5 10 15
[2153]  Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Thr
[2154] 20 25 30

[2155] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[2156] 35 40 45

[2157] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[2158] 50 55 60

[2159]  Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[2160] 65 70 75 80
[2161]  Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gln Ser Trp Pro
[2162] 85 90 95
[2163] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[2164] 100 105

[2165] <210> 99

[2166] <211> 115

[2167]  <212> PRT

[2168] <213> Artificial Sequence

[2169]  <220>

[2170]  <223> Synthetic Construct

[2171]  <400> 99

[2172]  Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[2173] 1 5 10 15
[2174] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[2175] 20 25 30

[2176]  Pro Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[2177] 35 40 45

[2178] Ser Ala Ile Gly Gly Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
[2179] 50 55 60

[2180] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[2181] 65 70 75 80
[2182] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[2183] 85 90 95
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[2184]
[2185]
[2186]
[2187]
[2188]
[2189]
[2190]
[2191]
[2192]
[2193]
[2194]
[2195]
[2196]
[2197]
[2198]
[2199]
[2200]
[2201]
[2202]
[2203]
[2204]
[2205]
[2206]
[2207]
[2208]
[2209]
[2210]
[2211]
[2212]
[2213]
[2214]
[2215]
[2216]
[2217]
[2218]
[2219]
[2220]
[2221]
[2222]
[2223]
[2224]
[2225]

Ala Arg Tyr Trp Pro Met Asp Pro Trp Gly Gln Gly Thr Leu Val Thr

100
Val Ser Ser
115
<210> 100
<211> 108
<212> PRT
<213> Artificial Sequence
<220>
<223> Synthetic Construct
<400> 100
Glu Ile Val Leu Thr Gln Ser
1 5
Glu Arg Ala Thr Leu Ser Cys
20
Tyr Leu Ala Trp Tyr Gln Gln
35
Met Tyr Asp Ala Ser Ile Arg
50 55
Gly Ser Gly Ser Gly Thr Asp
65 70
Pro Glu Asp Phe Ala Val Tyr
85
Leu Thr Phe Gly Gln Gly Thr
100
<210> 101
<211> 115
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 101
Glu Val Gln Leu Leu Glu Ser
1 5
Ser Leu Arg Leu Ser Cys Ala
20
Pro Met Ser Trp Val Arg Gln
35
Ser Ala Ile Gly Gly Ser Gly
50 55
Lys Gly Arg Phe Thr Ile Ser
65 70

Pro

Arg

Lys

40

Ala

Phe

Tyr

Lys

Gly
Ala
Ala
40

Gly

Arg

105

Gly

Ala

25

Pro

Thr

Thr

Cys

Val
105

Gly
Ser
25

Pro

Ser

Asp

193

Thr
10

Ser
Gly
Gly
Leu
Gln

90
Glu

Gly
10

Gly
Gly

Leu

Asn

Leu

Gln

Gln

Ile

Thr

75

Gln

Ile

Leu

Phe

Lys

Gly

Ser
75

Ser

Ser

Ala

Pro

60

Ile

Tyr

Lys

Val

Thr

Gly

Tyr

60
Lys

Leu
Val
Pro
45

Asp

Ser

Gln

Gln
Phe
Leu
45

Ala

Asn

110

Ser
Ser
30

Arg
Arg

Arg

Ser

Pro
Ser
30

Glu

Asp

Thr

Pro
15

Ser
Leu
Phe

Leu

Trp
95

Gly
15

Ser
Trp

Ser

Leu

Gly

Pro

Leu

Ser

Glu

80

Pro

Gly

Tyr

Val

Val

Tyr
80
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[2226]
[2227]
[2228]
[2229]
[2230]
[2231]
[2232]
[2233]
[2234]
[2235]
[2236]
[2237]
[2238]
[2239]
[2240]
[2241]
[2242]
[2243]
[2244]
[2245]
[2246]
[2247]
[2248]
[2249]
[2250]
[2251]
[2252]
[2253]
[2254]
[2255]
[2256]
[2257]
[2258]
[2259]
[2260]
[2261]
[2262]
[2263]
[2264]
[2265]
[2266]
[2267]

Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys

85 90 95
Ala Arg Tyr Trp Pro Met Asp Ser Trp Gly Gln Gly Thr Leu Val Thr
100 105 110
Val Ser Ser
115
<210> 102
<211> 108
<212> PRT
<213> Artificial Sequence
<220>
<223> Sequence Listing
<400> 102
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Pro Leu
20 25 30
Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
35 40 45
Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
50 55 60
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
65 70 75 80
Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Lys Ala Trp Pro
85 90 95
Leu Thr Phe Gly GIn Gly Thr Lys Val Glu Ile Lys
100 105
<210> 103
<211> 108
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 103
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Tyr Leu
20 25 30
Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
35 40 45
Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
50 55 60
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[2268]
[2269]
[2270]
[2271]
[2272]
[2273]
[2274]
[2275]
[2276]
[2277]
[2278]
[2279]
[2280]
[2281]
[2282]
[2283]
[2284]
[2285]
[2286]
[2287]
[2288]
[2289]
[2290]
[2291]
[2292]
[2293]
[2294]
[2295]
[2296]
[2297]
[2298]
[2299]
[2300]
[2301]
[2302]
[2303]
[2304]
[2305]
[2306]
[2307]
[2308]
[2309]

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu

65

70

75

80

Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Met Glu Trp Pro

85

90

Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

<210> 104
211> 115
<212> PRT

100

<213> Artificial Sequence

<220>

<223> Synthetic Construct

<400> 104
Glu Val Gln
1

Ser Leu Arg

Pro Met Ser
35
Ser Ala Ile
50
Lys Gly Arg
65
Leu Gln Met

Ala Arg Tyr

Val Ser Ser
115
<210> 105
<211> 108
<212> PRT

Leu

Leu

20

Trp

Phe

Phe

Asn

Trp
100

Leu

5

Ser

Val

Ala

Thr

Ser
85

Pro

Glu Ser
Cys Ala
Arg Gln
Ser Gly

55
Ile Ser
70

Leu Arg

Met Asp

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 105

Glu Ile Val Leu Thr Gln Ser

1

5

Glu Arg Ala Thr Leu Ser Cys

20

Tyr Leu Ala Trp Tyr Gln Gln

35

Gly

Ala

Ala

40

Gly

Arg

Ala

Ser

Pro

Arg

Lys
40

105

Gly

Ser

25

Pro

Ser

Asp

Glu

Trp
105

Gly
Ala

25

Pro

195

Gly Leu Val
10
Gly Phe Thr

Gly Lys Gly

Thr Tyr Tyr
60
Asn Ser Lys
75
Asp Thr Ala
90
Gly Gln Gly

Thr Leu Ser
10
Ser Gln Ser

Gly Gln Ala

Gln

Phe

Leu

45

Ala

Asn

Val

Thr

Leu

Val

Pro
45

Pro
Ser

30
Glu

Thr

Tyr

Leu
110

Ser

95

Gly
15

Ser
Trp
Ser
Leu
Tyr

95
Val

Pro
15

Gly

Tyr

Val

Val

Tyr

80

Cys

Thr

Gly

Ser Ala Gln

30

Arg Leu Leu
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[2310]
[2311]
[2312]
[2313]
[2314]
[2315]
[2316]
[2317]
[2318]
[2319]
[2320]
[2321]
[2322]
[2323]
[2324]
[2325]
[2326]
[2327]
[2328]
[2329]
[2330]
[2331]
[2332]
[2333]
[2334]
[2335]
[2336]
[2337]
[2338]
[2339]
[2340]
[2341]
[2342]
[2343]
[2344]
[2345]
[2346]
[2347]
[2348]
[2349]
[2350]
[2351]

Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser

50 55 60
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
65 70 75 80
Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gln Ala Trp Pro
85 90 95
Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 106
211> 115
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 106
Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
20 25 30
Pro Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45
Ser Ala Ile Gly Gly Ser Gly Thr Trp Thr Tyr Tyr Ala Asp Ser Val
50 55 60
Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
65 70 75 80
Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95
Ala Arg Tyr Trp Pro Met Asp Ser Trp Gly Gln Gly Thr Leu Val Thr
100 105 110
Val Ser Ser
115
<210> 107
<211> 108
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 107
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Ser
20 25 30
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[2352]
[2353]
[2354]
[2355]
[2356]
[2357]
[2358]
[2359]
[2360]
[2361]
[2362]
[2363]
[2364]
[2365]
[2366]
[2367]
[2368]
[2369]
[2370]
[2371]
[2372]
[2373]
[2374]
[2375]
[2376]
[2377]
[2378]
[2379]
[2380]
[2381]
[2382]
[2383]
[2384]
[2385]
[2386]
[2387]
[2388]
[2389]
[2390]
[2391]
[2392]
[2393]

Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu

35 40 45
Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
50 55 60
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
65 70 75 80
Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gln Lys Trp Pro
85 90 95
Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
100 105
<210> 108
<211> 108
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 108
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ala Val
20 25 30
Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
35 40 45
Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
50 55 60
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
65 70 75 80
Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Arg Ala Trp Pro
85 90 95
Leu Thr Phe Gly GIn Gly Thr Lys Val Glu Ile Lys
100 105
<210> 109
<211> 108
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 109
Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
1 5 10 15
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Ile Ala Val Ser Ser Thr
20 25 30
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[2394] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[2395] 35 40 45

[2396] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[2397] 50 55 60

[2398] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[2399] 65 70 75 80
[2400] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Met Val Trp Pro
[2401] 85 90 95
[2402] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[2403] 100 105

[2404] <210> 110

[2405] <211> 115

[2406] <212> PRT

[2407] <213> Artificial Sequence

[2408]  <220>

[2409]  <223> Synthetic Construct

[2410]  <400> 110

[2411]  Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[2412] 1 5 10 15
[2413] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[2414] 20 25 30

[2415]  Pro Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[2416] 35 40 45

[2417] Ser Ala Leu Phe Gly Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
[2418] 50 55 60

[2419] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[2420] 65 70 75 80
[2421] Leu GIn Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[2422] 85 90 95
[2423] Ala Arg Tyr Trp Pro Met Asp Ser Trp Gly Gln Gly Thr Leu Val Thr
[2424] 100 105 110

[2425] Val Ser Ser

[2426] 115

[2427] <210> 111

[2428] <211> 108

[2429]  <212> PRT

[2430] <213> Artificial Sequence

[2431]  <220>

[2432] <223> Synthetic Construct

[2433]  <400> 111

[2434] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[2435] 1 5 10 15
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[2436] Glu Arg Ala Thr Leu Ser Cys Arg Pro Arg Gln Ser Val Ser Ser Ser
[2437] 20 25 30

[2438] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[2439] 35 40 45

[2440] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[2441] 50 55 60

[2442]  Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[2443] 65 70 75 80
[2444]  Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gln Asp Trp Pro
[2445] 85 90 95
[2446] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[2447] 100 105

[2448] <210> 112

[2449] <211> 115

[2450]  <212> PRT

[2451] <213> Artificial Sequence

[2452]  <220>

[2453] <223> Synthetic Construct

[2454]  <400> 112

[2455] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[2456] 1 5 10 15
[2457] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[2458] 20 25 30

[2459] Pro Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[2460] 35 40 45

[2461] Ser Ala Ile Gly Gly Ser Gly Gly Ser Leu Pro Tyr Ala Asp Ser Val
[2462] 50 55 60

[2463] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[2464] 65 70 75 80
[2465] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[2466] 85 90 95
[2467] Ala Arg Tyr Trp Pro Met Asp Ile Trp Gly Gln Gly Thr Leu Val Thr
[2468] 100 105 110

[2469] Val Ser Ser

[2470] 115

[2471]  <210> 113

[2472] <211> 108

[2473]  <212> PRT

[2474] <213> Artificial Sequence

[2475]  <220>

[2476] <223> Synthetic Construct

[2477]  <400> 113
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[2478] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[2479] 1 5 10 15
[2480] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Thr
[2481] 20 25 30

[2482] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[2483] 35 40 45

[2484] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[2485] 50 55 60

[2486] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[2487] 65 70 75 80
[2488] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gln Glu Trp Pro
[2489] 85 90 95
[2490] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[2491] 100 105

[2492] <210> 114

[2493] <211> 114

[2494]  <212> PRT

[2495] <213> Artificial Sequence

[2496]  <220>

[2497] <223> Synthetic Construct

[2498]  <400> 114

[2499]  Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[2500] 1 5 10 15
[2501] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[2502] 20 25 30

[2503] Pro Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[2504] 35 40 45

[2505] Ser Ala Ala Leu Gly Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
[2506] 50 55 60

[2507] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[2508] 65 70 75 80
[2509] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[2510] 85 90 95
[2511]  Ala Arg Tyr Trp Pro Met Asp Ser Trp Gly Gln Gly Thr Leu Val Thr
[2512] 100 105 110

[2513] Val Ser

[2514] <210> 115

[2515]  <211> 108

[2516]  <212> PRT

[2517] <213> Artificial Sequence

[2518] <220>

[2519]  <223> Synthetic Construct
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[2520]  <400> 115

[2521] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[2522] 1 5 10 15
[2523] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ala Ser
[2524] 20 25 30

[2525] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[2526] 35 40 45

[2527] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[2528] 50 55 60

[2529] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[2530] 65 70 75 80
[2531]  Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Met Ser Trp Pro
[2532] 85 90 95
[2533] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[2534] 100 105

[2535] <210> 116

[2536] <211> 108

[2537]  <212> PRT

[2538] <213> Artificial Sequence

[2539]  <220>

[2540] <223> Synthetic Construct

[2541]  <400> 116

[2542]  Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[2543] 1 5 10 15
[2544]  Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Tyr Met
[2545] 20 25 30

[2546] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[2547] 35 40 45

[2548] 1Ile Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[2549] 50 55 60

[2550] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[2551] 65 70 75 80
[2552] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Lys Ser Trp Pro
[2553] 85 90 95
[2554] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[2555] 100 105

[2556] <210> 117

[2557] <211> 108

[2558]  <212> PRT

[2559] <213> Artificial Sequence

[2560]  <220>

[2561]  <223> Synthetic Construct
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[2562]  <400> 117

[2563] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[2564] 1 5 10 15
[2565] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ala Leu
[2566] 20 25 30

[2567] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[2568] 35 40 45

[2569] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[2570] 50 55 60

[2571]  Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[2572] 65 70 75 80
[2573] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Tyr Gly Trp Pro
[2574] 85 90 95
[2575] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[2576] 100 105

[2577] <210> 118

[2578] <211> 115

[2579] <212> PRT

[2580] <213> Artificial Sequence

[2581] <220>

[2582] <223> Synthetic Construct

[2583]  <400> 118

[2584] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[2585] 1 5 10 15
[2586] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[2587] 20 25 30

[2588] Pro Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[2589] 35 40 45

[2590] Ser Ala Ile Gly Gly Ser Gly Gly Ser Leu Pro Tyr Ala Asp Ser Val
[2591] 50 55 60

[2592] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[2593] 65 70 75 80
[2594] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[2595] 85 90 95
[2596] Ala Arg Tyr Trp Pro Met Ala Asp Trp Gly Gln Gly Thr Leu Val Thr
[2597] 100 105 110

[2598] Val Ser Ser

[2599] 115

[2600] <210> 119

[2601] <211> 108

[2602] <212> PRT

[2603] <213> Artificial Sequence
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[2604]  <220>

[2605] <223> Synthetic Construct

[2606]  <400> 119

[2607] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[2608] 1 5 10 15
[2609] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Pro Ile Ser Ser Ser
[2610] 20 25 30

[2611]  Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[2612] 35 40 45

[2613] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[2614] 50 55 60

[2615]  Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[2616] 65 70 75 80
[2617]  Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gln Gly Trp Pro
[2618] 85 90 95
[2619] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[2620] 100 105

[2621] <210> 120

[2622] <211> 115

[2623] <212> PRT

[2624] <213> Artificial Sequence

[2625]  <220>

[2626]  <223> Synthetic Construct

[2627]  <400> 120

[2628] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[2629] 1 5 10 15
[2630] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[2631] 20 25 30

[2632] Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[2633] 35 40 45

[2634] Ser Ala Ile Ser Asp Ser Gly Gly Phe Val Tyr Tyr Ala Asp Ser Val
[2635] 50 55 60

[2636] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[2637] 65 70 75 80
[2638] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[2639] 85 90 95
[2640] Ala Arg Tyr Trp Pro Met Asp Ser Trp Gly Gln Gly Thr Leu Val Thr
[2641] 100 105 110

[2642] Val Ser Ser

[2643] 115

[2644] <210> 121

[2645] <211> 108
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[2646] <212> PRT

[2647] <213> Artificial Sequence

[2648]  <220>

[2649] <223> Synthetic Construct

[2650]  <400> 121

[2651] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[2652] 1 5 10 15
[2653] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Ser
[2654] 20 25 30

[2655] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[2656] 35 40 45

[2657] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[2658] 50 55 60

[2659] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[2660] 65 70 75 80
[2661]  Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Glu Phe Trp Pro
[2662] 85 90 95
[2663] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[2664] 100 105

[2665] <210> 122

[2666] <211> 115

[2667]  <212> PRT

[2668] <213> Artificial Sequence

[2669]  <220>

[2670]  <223> Synthetic Construct

[2671]  <400> 122

[2672] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[2673] 1 5 10 15
[2674]  Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[2675] 20 25 30

[2676] Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[2677] 35 40 45

[2678] Ser Ala Ile Gly Gly Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
[2679] 50 55 60

[2680] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[2681] 65 70 75 80
[2682] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[2683] 85 90 95
[2684] Ala Arg Tyr Trp Pro Met Ser Leu Trp Gly Gln Gly Thr Leu Val Thr
[2685] 100 105 110

[2686] Val Ser Ser

[2687] 115
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[2688] <210> 123

[2689] <211> 108

[2690]  <212> PRT

[2691] <213> Artificial Sequence

[2692]  <220>

[2693] <223> Synthetic Construct

[2694]  <400> 123

[2695] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[2696] 1 5 10 15
[2697]  Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Thr
[2698] 20 25 30

[2699] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[2700] 35 40 45

[2701]  Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[2702] 50 55 60

[2703]  Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[2704] 65 70 75 80
[2705]  Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Met Ser Trp Pro
[2706] 85 90 95
[2707] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[2708] 100 105

[2709] <210> 124

[2710] <211> 108

[2711]  <212> PRT

[2712] <213> Artificial Sequence

[2713]  <220>

[2714]  <223> Synthetic Construct

[2715]  <400> 124

[2716]  Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[2717] 1 5 10 15
[2718] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Gly Ile Ser Ser Thr
[2719] 20 25 30

[2720] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[2721] 35 40 45

[2722] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[2723] 50 55 60

[2724] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[2725] 65 70 75 80
[2726] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Ala Tyr Trp Pro
[2727] 85 90 95
[2728] Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[2729] 100 105
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[2730] <210> 125

[2731]  <211> 115

[2732]  <212> PRT

[2733] <213> Artificial Sequence

[2734]  <220>

[2735] <223> Synthetic Construct

[2736]  <400> 125

[2737]  Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[2738] 1 5 10 15
[2739] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[2740] 20 25 30

[2741] Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[2742] 35 40 45

[2743]  Ser Ala Cys Leu Asp Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
[2744] 50 55 60

[2745] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[2746] 65 70 75 80
[2747] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[2748] 85 90 95
[2749] Ala Arg Tyr Trp Pro Met Asp Ser Trp Gly Gln Gly Thr Leu Val Thr
[2750] 100 105 110

[2751] Val Ser Ser

[2752] 115

[2753] <210> 126

[2754] <211> 108

[2755]  <212> PRT

[2756] <213> Artificial Sequence

[2757]  <220>

[2758] <223> Synthetic Construct

[2759]  <400> 126

[2760] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[2761] 1 5 10 15
[2762]  Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Ser
[2763] 20 25 30

[2764] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[2765] 35 40 45

[2766] Met Tyr Asp Ala Ser Ile Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[2767] 50 55 60

[2768] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[2769] 65 70 75 80
[2770]  Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gln Gly Trp Pro
[2771] 85 90 95

206



CN 107980046 B

FF

.1l

%=

67/197 7

[2772]
[2773]
[2774]
[2775]
[2776]
[2777]
[2778]
[2779]
[2780]
[2781]
[2782]
[2783]
[2784]
[2785]
[2786]
[2787]
[2788]
[2789]
[2790]
[2791]
[2792]
[2793]
[2794]
[2795]
[2796]
[2797]
[2798]
[2799]
[2800]
[2801]
[2802]
[2803]
[2804]
[2805]
[2806]
[2807]
[2808]
[2809]
[2810]
[2811]
[2812]
[2813]

Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

<213> Artificial Sequence

100
<210> 127
<211> 115
<212> PRT
220>
<223> Synthetic
<400> 127
Glu Val GIn Leu
1
Ser Leu Arg Leu
20
Pro Met Ser Trp

35
Ser Ala Ala Leu
50
Lys Gly Arg Phe
65
Leu Gln Met Asn

Ala Arg Tyr Trp
100
Val Ser Ser
115
<210> 128
<211> 108
<212> PRT

Construct

Leu Glu Ser
5
Ser Cys Ala

Val Arg Gln

Gly Ser Gly
55
Thr Ile Ser
70
Ser Leu Arg
85
Pro Met Ser

<213> Artificial Sequence

220>

<223> Synthetic

<400> 128

Glu Ile Val Leu

1

Glu Arg Ala Thr

20

Tyr Leu Ala Trp
35

Met Tyr Asp Ala

50
Gly Ser Gly Ser
65

Construct

Thr Gln Ser
5
Leu Ser Cys

Tyr Gln Gln

Ser Ile Arg
55
Gly Thr Asp
70

Gly

Ala

Ala

40

Gly

Arg

Ala

Leu

Pro
Arg
Lys
40

Ala

Phe

105

Gly

Ser

25

Pro

Ser

Asp

Glu

Trp
105

Gly
Ala
25

Pro

Thr

Thr

207

Gly

10

Gly

Gly

Thr

Asn

90
Gly

Thr
10

Ser
Gly

Gly

Leu

Leu

Phe

Lys

Tyr

Ser

75

Thr

Gln

Leu

Gln

Gln

Ile

Thr
75

Val

Thr

Gly

Tyr

60

Lys

Ala

Gly

Ser

Ser

Ala

Pro

60
Ile

Gln

Phe

Leu

45

Ala

Asn

Val

Thr

Leu
Val
Pro
45

Asp

Ser

Pro

Ser

30

Glu

Asp

Thr

Tyr

Leu
110

Ser
Ser
30

Arg

Arg

Arg

Gly
15

Ser
Trp
Ser
Leu
Tyr

95
Val

Pro
15

Val
Leu

Phe

Leu

Gly

Tyr

Val

Val

Tyr

80

Thr

Gly

Arg

Leu

Ser

Glu
80
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[2814] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Gly Ser Trp Pro

[2815] 85 90 95
[2816] Ile Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys
[2817] 100 105

[2818] <210> 129

[2819] <211> 5

[2820] <212> PRT

[2821] <213> Artificial Sequence

[2822] <220>

[2823] <223> Synthetic Construct

[2824]  <400> 129

[2825] Ser Tyr Ala Met Thr

[2826] 1 5

[2827] <210> 130

[2828] <211> 7

[2829]  <212> PRT

[2830] <213> Artificial Sequence

[2831]  <220>

[2832] <223> Synthetic Construct

[2833]  <400> 130

[2834] Gly Phe Thr Phe Gly Ser Tyr

[2835] 1 5

[2836] <210> 131

[2837] <211> 10

[2838]  <212> PRT

[2839] <213> Artificial Sequence

[2840]  <220>

[2841] <223> Synthetic Construct

[2842]  <400> 131

[2843] Gly Phe Thr Phe Gly Ser Tyr Ala Met Thr
[2844] 1 5 10
[2845]  <210> 132

[2846] <211> 17

[2847]  <212> PRT

[2848] <213> Artificial Sequence

[2849]  <220>

[2850] <223> Synthetic Construct

[2851]  <400> 132

[2852] Ala Ile Ser Gly Ser Gly Gly Asn Thr Phe Tyr Ala Asp Ser Val Lys
[2853] 1 5 10 15
[2854] Gly

[2855] <210> 133
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[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]
[2897]

211> 6

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 133

Ser Gly Ser Gly Gly Asn

1 5

<210> 134

<211> 10

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 134

Val Ser Pro Ile Ala Ser Gly Met Asp Tyr
1 5 10
<210> 135

<211> 10

<212> PRT

<213> Artificial Sequence

<220>

<223> Synthetic Construct

<400> 135

Val Ser Pro Ile Ala Ala Gln Met Asp Tyr
1 5 10
<210> 136

<211> 10

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 136

Val Ser Pro Ile Ala Ala Leu Met Asp Tyr
1 5 10
<210> 137

<211> 10

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 137
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[2898]
[2899]
[2900]
[2901]
[2902]
[2903]
[2904]
[2905]
[2906]
[2907]
[2908]
[2909]
[2910]
[2911]
[2912]
[2913]
[2914]
[2915]
[2916]
[2917]
[2918]
[2919]
[2920]
[2921]
[2922]
[2923]
[2924]
[2925]
[2926]
[2927]
[2928]
[2929]
[2930]
[2931]
[2932]
[2933]
[2934]
[2935]
[2936]
[2937]
[2938]
[2939]

Val Ser Pro Ile Ala Ala Pro Met Asp Tyr

1 5 10

<210> 138

211> 17

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 138

Ala Tle Ser Gly Ser Gly Gly Asn Thr Phe Tyr Ala Asp Gln Arg Lys
1 5 10 15
Gly

<210> 139

211> 17

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 139

Ala Ile Asp Tyr Ser Gly Gly Asn Thr Phe Tyr Ala Asp Ser Val Lys
1 5 10 15
Gly

<210> 140

211> 6

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 140

Asp Tyr Ser Ser Gly Asn

1 5

<210> 141

211> 17

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 141

Ala Ile Ser Tyr Gln Gly Gly Asn Thr Phe Tyr Ala Asp Ser Val Lys
1 5 10 15
Gly

<210> 142

210
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[2940]
[2941]
[2942]
[2943]
[2944]
[2945]
[2946]
[2947]
[2948]
[2949]
[2950]
[2951]
[2952]
[2953]
[2954]
[2955]
[2956]
[2957]
[2958]
[2959]
[2960]
[2961]
[2962]
[2963]
[2964]
[2965]
[2966]
[2967]
[2968]
[2969]
[2970]
[2971]
[2972]
[2973]
[2974]
[2975]
[2976]
[2977]
[2978]
[2979]
[2980]
[2981]

211> 6

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 142

Ser Tyr Gln Gly Gly Asn

1 5

<210> 143

Q211> 17

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 143

Ala Tle Ser Leu Thr Gly Gly Asn Thr Phe Tyr Ala Asp Ser Val Lys

1 5 10
Gly

<210> 144

211> 6

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 144

Ser Leu Thr Gly Gly Asn

1 5

<210> 145

211> 17

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 145

Ala Ile Ser His Ala Gly Gly Asn Thr Phe Tyr Ala Asp Ser Val Lys

1 5 10
Gly

<210> 146

211> 6

<212> PRT

<213> Artificial Sequence

220>

211
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[2982] <223> Synthetic Construct

[2983]  <400> 146

[2984] Ser His Ala Gly Gly Asn

[2985] 1 5

[2986]  <210> 147

[2987] <211> 17

[2988]  <212> PRT

[2989] <213> Artificial Sequence

[2990] <220>

[2991]  <223> Synthetic Construct

[2992]  <400> 147

[2993] Ala Ile Ser Gly Ser Gly Gly Asn Thr Phe Tyr Ala Asp Gln Leu Lys
[2994] 1 5 10 15
[2995] Gly

[2996] <210> 148

[2997] <211> 10

[2998]  <212> PRT

[2999] <213> Artificial Sequence

[3000] <220>

[3001] <223> Synthetic Construct

[3002]  <400> 148

[3003] Val Ser Pro Ile Tyr Ala Gly Met Asp Tyr
[3004] 1 5 10
[3005] <210> 149

[3006] <211> 10

[3007]  <212> PRT

[3008] <213> Artificial Sequence

[3009]  <220>

[3010]  <223> Synthetic Construct

[3011]  <400> 149

[3012]  Val Ser Pro Ile Ala Ala Glu Met Asp Tyr
[3013] 1 5 10
[3014]  <210> 150

[3015] <211> 5

[3016] <212> PRT

[3017] <213> Artificial Sequence

[3018]  <220>

[3019]  <223> Synthetic Construct

[3020]  <400> 150

[3021]  Ser Tyr Ala Met Asn

[3022] 1 5

[3023] <210> 151

212
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[3024] <211> 7

[3025] <212> PRT

[3026] <213> Artificial Sequence
[3027]  <220>

[3028] <223> Synthetic Construct
[3029]  <400> 151

[3030] Gly Phe Thr Phe Ser Ser Tyr
[3031] 1 5

[3032] <210> 152

[3033] <211> 10

[3034]  <212> PRT

[3035] <213> Artificial Sequence
[3036] <220>

[3037] <223> Synthetic Construct
[3038]  <400> 152

[3039] Gly Phe Thr Phe Ser Ser Tyr Ala Met Asn
[3040] 1 5 10
[3041]  <210> 153

[3042] <211> 17

[3043]  <212> PRT

[3044] <213> Artificial Sequence
[3045]  <220>

[3046] <223> Synthetic Construct
[3047]  <400> 153

[3048] Ala Ile Ser Asp Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val Lys
[3049] 1 5 10 15
[3050] Gly

[3051] <210> 154

[3052] <211> 6

[3053] <212> PRT

[3054] <213> Artificial Sequence
[3055]  <220>

[3056] <223> Synthetic Construct
[3057]  <400> 154

[3058] Ser Asp Ser Gly Gly Ser
[3059] 1 5

[3060]  <210> 155

[3061] <211> 6

[3062] <212> PRT

[3063] <213> Artificial Sequence
[3064]  <220>

[3065] <223> Synthetic Construct

213
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[3066]
[3067]
[3068]
[3069]
[3070]
[3071]
[3072]
[3073]
[3074]
[3075]
[3076]
[3077]
[3078]
[3079]
[3080]
[3081]
[3082]
[3083]
[3084]
[3085]
[3086]
[3087]
[3088]
[3089]
[3090]
[3091]
[3092]
[3093]
[3094]
[3095]
[3096]
[3097]
[3098]
[3099]
[3100]
[3101]
[3102]
[3103]
[3104]
[3105]
[3106]
[3107]

<400> 155

Tyr Trp Pro Met Asp Ile

1 5

<210> 156

211> 5

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 156

Ser Tyr Pro Met Ser

1 5

<210> 157

<211> 10

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 157

Gly Phe Thr Phe Ser Ser Tyr Pro Met Ser
1 5 10
<210> 158

Q211> 17

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 158

Ala Ile Gly Gly Ser Gly Gly Ser Leu Pro Tyr Ala Asp Ser Val Lys

1 5 10
Gly

<210> 159

211> 6

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 159

Gly Gly Ser Gly Gly Ser

1 5

<210> 160

Q211> 17

214
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[3108]
[3109]
[3110]
[3111]
[3112]
[3113]
[3114]
[3115]
[3116]
[3117]
[3118]
[3119]
[3120]
[3121]
[3122]
[3123]
[3124]
[3125]
[3126]
[3127]
[3128]
[3129]
[3130]
[3131]
[3132]
[3133]
[3134]
[3135]
[3136]
[3137]
[3138]
[3139]
[3140]
[3141]
[3142]
[3143]
[3144]
[3145]
[3146]
[3147]
[3148]
[3149]

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 160

Ala Ile Leu Asp Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val Lys
1 5 10 15
Gly

<210> 161

211> 6

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 161

Tyr Trp Pro Met Asp Ser

1 5

<210> 162

211> 17

<212> PRT

<213> Artificial Sequence

<220>

<223> Synthetic Construct

<400> 162

Ala Ile Gly Gly Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val Lys
1 5 10 15
Gly

<210> 163

211> 17

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 163

Ala Ile Ser Asp Ser Gly Gly Ser Ala Trp Tyr Ala Asp Ser Val Lys
1 5 10 15
Gly

<210> 164

211> 6

<212> PRT

<213> Artificial Sequence

220>

215
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[3150] <223> Synthetic Construct

[3151]  <400> 164

[3152] Tyr Trp Pro Met Ser Leu

[3153] 1 5

[3154] <210> 165

[3155]  <211> 17

[3156]  <212> PRT

[3157] <213> Artificial Sequence

[3158]  <220>

[3159]  <223> Synthetic Construct

[3160]  <400> 165

[3161] Ala Ile Ser Asp Phe Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val Lys
[3162] 1 5 10 15
[3163] Gly

[3164]  <210> 166

[3165] <211> 6

[3166]  <212> PRT

[3167] <213> Artificial Sequence

[3168]  <220>

[3169] <223> Synthetic Construct

[3170]  <400> 166

[3171]  Ser Asp Phe Gly Gly Ser

[3172] 1 5

[3173]  <210> 167

[3174]  <211> 17

[3175]  <212> PRT

[3176] <213> Artificial Sequence

[3177]  <220>

[3178]  <223> Synthetic Construct

[3179]  <400> 167

[3180] Ala Ile Thr Ala Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val Lys
[3181] 1 5 10 15
[3182] Gly

[3183] <210> 168

[3184] <211> 9

[3185]  <212> PRT

[3186] <213> Artificial Sequence

[3187]  <220>

[3188] <223> Synthetic Construct

[3189]  <400> 168

[3190] Thr Ala Ser Gly Gly Ser Leu Thr Ser
[3191] 1 5

216
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[3192]
[3193]
[3194]
[3195]
[3196]
[3197]
[3198]
[3199]
[3200]
[3201]
[3202]
[3203]
[3204]
[3205]
[3206]
[3207]
[3208]
[3209]
[3210]
[3211]
[3212]
[3213]
[3214]
[3215]
[3216]
[3217]
[3218]
[3219]
[3220]
[3221]
[3222]
[3223]
[3224]
[3225]
[3226]
[3227]
[3228]
[3229]
[3230]
[3231]
[3232]
[3233]

<210> 169

Q211> 17

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 169

Ala Tle Ser Asp Ser Gly Gly Ser Arg Trp Tyr Ala Asp Ser Val Lys
10

1 5

Gly

<210> 170

211> 6

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 170

Tyr Trp Pro Met Thr Pro

1 5

<210> 171

211> 17

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 171

Ala Val Leu Asp Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val Lys
10

1 5

Gly

<210> 172

211> 6

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 172

Leu Asp Ser Gly Gly Ser

1 5

<210> 173

211> 6

<212> PRT

<213> Artificial Sequence

217
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[3234]
[3235]
[3236]
[3237]
[3238]
[3239]
[3240]
[3241]
[3242]
[3243]
[3244]
[3245]
[3246]
[3247]
[3248]
[3249]
[3250]
[3251]
[3252]
[3253]
[3254]
[3255]
[3256]
[3257]
[3258]
[3259]
[3260]
[3261]
[3262]
[3263]
[3264]
[3265]
[3266]
[3267]
[3268]
[3269]
[3270]
[3271]
[3272]
[3273]
[3274]
[3275]

220>

<223> Synthetic Construct

<400> 173

Tyr Trp Pro Met Ser Asp

1 5

<210> 174

211> 17

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 174

Ala Ile Ser Asp Ser Gly Gly Ser Lys Trp Tyr Ala Asp Ser Val Lys
1 5 10 15
Gly

<210> 175

211> 17

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 175

Ala Ile Ser Asp Ser Gly Gly Ser Gly Trp Tyr Ala Asp Ser Val Lys
1 5 10 15
Gly

<210> 176

211> 17

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 176

Ala Ile Ser Asp Ser Gly Gly Ser Cys Trp Tyr Ala Asp Ser Val Lys
1 5 10 15
Gly

<210> 177

211> 17

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 177

218
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[3276]
[3277]
[3278]
[3279]
[3280]
[3281]
[3282]
[3283]
[3284]
[3285]
[3286]
[3287]
[3288]
[3289]
[3290]
[3291]
[3292]
[3293]
[3294]
[3295]
[3296]
[3297]
[3298]
[3299]
[3300]
[3301]
[3302]
[3303]
[3304]
[3305]
[3306]
[3307]
[3308]
[3309]
[3310]
[3311]
[3312]
[3313]
[3314]
[3315]
[3316]
[3317]

Ala Ile Phe Ala Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val Lys
10

1 5

Gly

<210> 178

211> 6

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 178

Phe Ala Ser Gly Gly Ser

1 5

<210> 179

211> 6

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 179

Ser Gly Trp Gly Gly Ser

1 5

<210> 180

211> 17

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 180

Ala Ile Met Ser Ser Gly Gly Pro Leu Tyr Tyr Ala Asp Ser Val Lys
10

1 5

Gly

<210> 181

211> 6

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 181

Met Ser Ser Gly Gly Pro

1 5

<210> 182

211> 6

219
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[3318] <212> PRT

[3319] <213> Artificial Sequence
[3320]  <220>

[3321] <223> Synthetic Construct
[3322]  <400> 182

[3323] Tyr Trp Pro Met Ala Leu
[3324] 1 5

[3325] <210> 183

[3326] <211> 17

[3327]  <212> PRT

[3328] <213> Artificial Sequence
[3329]  <220>

[3330] <223> Synthetic Construct
[3331] <400> 183

[3332] Ala Ile Leu Met Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val Lys
[3333] 1 5 10 15
[3334] Gly

[3335] <210> 184

[3336] 211> 6

[3337]  <212> PRT

[3338] <213> Artificial Sequence
[3339] 220>

[3340] <223> Synthetic Construct
[3341]  <400> 184

[3342] Leu Met Ser Gly Gly Ser
[3343] 1 5

[3344] <210> 185

[3345] 211> 17

[3346]  <212> PRT

[3347] <213> Artificial Sequence
[3348]  <220>

[3349] <223> Synthetic Construct
[3350] <400> 185

[3351] Ala Ile Ser Asp Ser Gly Gly Tyr Arg Tyr Tyr Ala Asp Ser Val Lys
[3352] 1 5 10 15
[3353] Gly

[3354]  <210> 186

[3355] <211> 6

[3356] <212> PRT

[3357] <213> Artificial Sequence
[3358] 220>

[3359]  <223> Synthetic Construct

220
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[3360]  <400> 186

[3361] Ser Asp Ser Gly Gly Tyr
[3362] 1 5

[3363]  <210> 187

[3364] <211> 17

[3365]  <212> PRT

[3366] <213> Artificial Sequence
[3367] <220>

[3368] <223> Synthetic Construct
[3369]  <400> 187

[3370] Ala Ile Leu Ser Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val Lys
[3371] 1 5 10 15
[3372] Gly

[3373] <210> 188

[3374] <211> 6

[3375]  <212> PRT

[3376] <213> Artificial Sequence
[3377]  <220>

[3378] <223> Synthetic Construct
[3379]  <400> 188

[3380] Leu Ser Ser Gly Gly Ser
[3381] 1 5

[3382] <210> 189

[3383] <211> 7

[3384]  <212> PRT

[3385] <213> Artificial Sequence
[3386]  <220>

[3387] <223> Synthetic Construct
[3388]  <400> 189

[3389] Ala Tyr Trp Pro Met Ser Pro
[3390] 1 5

[3391]  <210> 190

[3392] <211> 17

[3393]  <212> PRT

[3394] <213> Artificial Sequence
[3395]  <220>

[3396] <223> Synthetic Construct
[3397]  <400> 190

[3398] Ala Ile Gly Gly Ser Gly Gly Trp Ser Tyr Tyr Ala Asp Ser Val Lys
[3399] 1 5 10 15
[3400] Gly

[3401] <210> 191

221
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[3402]
[3403]
[3404]
[3405]
[3406]
[3407]
[3408]
[3409]
[3410]
[3411]
[3412]
[3413]
[3414]
[3415]
[3416]
[3417]
[3418]
[3419]
[3420]
[3421]
[3422]
[3423]
[3424]
[3425]
[3426]
[3427]
[3428]
[3429]
[3430]
[3431]
[3432]
[3433]
[3434]
[3435]
[3436]
[3437]
[3438]
[3439]
[3440]
[3441]
[3442]
[3443]

211> 6

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 191

Gly Gly Ser Gly Gly Trp

1 5

<210> 192

Q211> 17

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 192

Ala Thr Val Gly Ser Gly Gly Ser Ile Gly Tyr Ala Asp Ser Val Lys

1 5 10
Gly

<210> 193

211> 6

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 193

Val Gly Ser Gly Gly Ser

1 5

<210> 194

211> 17

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 194

Ala Ile Gly Gly Ser Gly Gly Ser Ile His Tyr Ala Asp Ser Val Lys

1 5 10
Gly

<210> 195

Q11> 17

<212> PRT

<213> Artificial Sequence

220>

222
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[3444]
[3445]
[3446]
[3447]
[3448]
[3449]
[3450]
[3451]
[3452]
[3453]
[3454]
[3455]
[3456]
[3457]
[3458]
[3459]
[3460]
[3461]
[3462]
[3463]
[3464]
[3465]
[3466]
[3467]
[3468]
[3469]
[3470]
[3471]
[3472]
[3473]
[3474]
[3475]
[3476]
[3477]
[3478]
[3479]
[3480]
[3481]
[3482]
[3483]
[3484]
[3485]

<223> Synthetic Construct

<400> 195

Ala His Ile Gly Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val Lys
1 5 10 15
Gly

<210> 196

211> 6

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 196

Ile Gly Ser Gly Gly Ser

1 5

<210> 197

211> 6

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 197

Tyr Trp Pro Met Asp Pro

1 5

<210> 198

211> 17

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 198

Ala Ile Gly Gly Ser Gly Gly Ser Leu Gly Tyr Ala Asp Ser Val Lys
1 5 10 15
Gly

<210> 199

211> 17

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 199

Ala Ile Gly Gly Ser Gly Thr Trp Thr Tyr Tyr Ala Asp Ser Val Lys
1 5 10 15

223
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[3486]
[3487]
[3488]
[3489]
[3490]
[3491]
[3492]
[3493]
[3494]
[3495]
[3496]
[3497]
[3498]
[3499]
[3500]
[3501]
[3502]
[3503]
[3504]
[3505]
[3506]
[3507]
[3508]
[3509]
[3510]
[3511]
[3512]
[3513]
[3514]
[3515]
[3516]
[3517]
[3518]
[3519]
[3520]
[3521]
[3522]
[3523]
[3524]
[3525]
[3526]
[3527]

Gly

<210> 200

211> 6

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 200

Gly Gly Ser Gly Thr Trp

1 5

<210> 201

Q211> 17

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 201

Ala Leu Phe Gly Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val Lys

1 5 10
Gly

<210> 202

211> 6

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 202

Phe Gly Ser Gly Gly Ser

1 5

<210> 203

Q211> 17

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Constrict
<400> 203

Ala Ala Leu Gly Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val Lys

1 5 10
Gly

<210> 204

211> 6

<212> PRT

224
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[3528]
[3529]
[3530]
[3531]
[3532]
[3533]
[3534]
[3535]
[3536]
[3537]
[3538]
[3539]
[3540]
[3541]
[3542]
[3543]
[3544]
[3545]
[3546]
[3547]
[3548]
[3549]
[3550]
[3551]
[3552]
[3553]
[3554]
[3555]
[3556]
[3557]
[3558]
[3559]
[3560]
[3561]
[3562]
[3563]
[3564]
[3565]
[3566]
[3567]
[3568]
[3569]

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 204

Leu Gly Ser Gly Gly Ser

1 5

<210> 205

211> 6

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 205

Tyr Trp Pro Met Ala Asp

1 5

<210> 206

Q11> 17

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 206

Ala Ile Ser Asp Ser Gly Gly Phe Val Tyr Tyr Ala Asp Ser Val Lys
10

1 5

Gly

<210> 207

211> 6

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 207

Ser Asp Ser Gly Gly Phe

1 5

<210> 208

211> 17

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 208

Ala Cys Leu Asp Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val Lys

225



CN 107980046 B F % *

86/197 T

[3570]
[3571]
[3572]
[3573]
[3574]
[3575]
[3576]
[3577]
[3578]
[3579]
[3580]
[3581]
[3582]
[3583]
[3584]
[3585]
[3586]
[3587]
[3588]
[3589]
[3590]
[3591]
[3592]
[3593]
[3594]
[3595]
[3596]
[3597]
[3598]
[3599]
[3600]
[3601]
[3602]
[3603]
[3604]
[3605]
[3606]
[3607]
[3608]
[3609]
[3610]
[3611]

1 5 10 15
Gly

<210> 209

Q211> 12

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 209

Arg Ala Ser Gln Ser Val Ser Ser Ser Tyr Leu Ala
1 5 10
<210> 210

Q11> 7

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 210

Gly Ala Ser Ser Arg Ala Thr

1 5

<210> 211

211> 10

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 211

Gln His Tyr Gly Ser Pro Pro Ser Phe Thr
1 5 10
<210> 212

211> 12

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 212

Arg Ala Ser Gln Ser Leu Gly Ser Phe Tyr Leu Ala
1 5 10
<210> 213

<211> 10

<212> PRT

<213> Artificial Sequence

226
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[3612]
[3613]
[3614]
[3615]
[3616]
[3617]
[3618]
[3619]
[3620]
[3621]
[3622]
[3623]
[3624]
[3625]
[3626]
[3627]
[3628]
[3629]
[3630]
[3631]
[3632]
[3633]
[3634]
[3635]
[3636]
[3637]
[3638]
[3639]
[3640]
[3641]
[3642]
[3643]
[3644]
[3645]
[3646]
[3647]
[3648]
[3649]
[3650]
[3651]
[3652]
[3653]

220>

<223> Synthetic Construct

<400> 213

Lys His Tyr Gly Trp Pro Pro Ser Phe Thr
1 5 10
<210> 214

<211> 10

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 214

Gln His Tyr Asn Tyr Pro Pro Ser Phe Thr
1 5 10
<210> 215

211> 12

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 215

Arg Ala Ser Gln Ser Val Gly Asp Phe Tyr Leu Ala

1 5 10
<210> 216

<211> 10

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 216

Gln His Tyr Pro Tyr Pro Pro Ser Phe Thr
1 5 10
<210> 217

211> 12

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 217

Arg Ala Ser Gln Ser Val Ser Ser Ser Tyr Pro Ser

1 5 10
<210> 218
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[3654]
[3655]
[3656]
[3657]
[3658]
[3659]
[3660]
[3661]
[3662]
[3663]
[3664]
[3665]
[3666]
[3667]
[3668]
[3669]
[3670]
[3671]
[3672]
[3673]
[3674]
[3675]
[3676]
[3677]
[3678]
[3679]
[3680]
[3681]
[3682]
[3683]
[3684]
[3685]
[3686]
[3687]
[3688]
[3689]
[3690]
[3691]
[3692]
[3693]
[3694]
[3695]

211>
<212>
213>
<220>
223>
<400>

Arg Ala Ser Gln Ser Val Ser Ala His Tyr Leu Ala

1

<210>
211>
212>
213>
<220>
223>
<400>

Arg Ala Ser Gln Ser Val Ser Ser Phe Phe Leu Ala

1

<210>
211>
212>
213>
<220>
223>
<400>

12
PRT

Artificial Sequence

Synthetic Construct
218

5
219
12
PRT

Artificial Sequence

Synthetic Construct
219

5
220
10
PRT

Artificial Sequence

Synthetic Construct
220

10

10

Lys Tyr Tyr Pro Tyr Pro Pro Ser Phe Thr

1

<210>
211>
212>
213>
<220>
223>
<400>

Asp Ala Ser Ile Arg Ala Thr

1

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

5
221
7
PRT

Artificial Sequence

Synthetic Construct
221

5
222
9
PRT

Artificial Sequence

Synthetic Construct
222

228

10
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[3696] Gln Gln Tyr Gly Ser Trp Pro Leu Thr
[3697] 1 5

[3698] <210> 223

[3699] <211> 12

[3700]  <212> PRT

[3701] <213> Artificial Sequence

[3702] <220>

[3703] <223> Synthetic Construct

[3704]  <400> 223

[3705] Arg Ala Ser Gln Ser Val Ser Val Leu Tyr Leu Ala
[3706] 1 5 10
[3707] <210> 224

[3708] <211> 9

[3709]  <212> PRT

[3710] <213> Artificial Sequence

[3711]  <220>

[3712] <223> Synthetic Construct

[3713]  <400> 224

[3714] Gln Gln Tyr Gln Arg Trp Pro Leu Thr
[3715] 1 5

[3716]  <210> 225

[3717] <211> 9

[3718]  <212> PRT

[3719] <213> Artificial Sequence

[3720]  <220>

[3721] <223> Synthetic Construct

[3722]  <400> 225

[3723] Gln Gln Tyr Gln Ser Trp Pro Leu Thr
[3724] 1 5

[3725] <210> 226

[3726] <211> 12

[3727] <212> PRT

[3728] <213> Artificial Sequence

[3729]  <220>

[3730] <223> Synthetic Construct

[3731]  <400> 226

[3732] Arg Ala Ser Gln Ser Val Ser Asp Leu Tyr Leu Ala
[3733] 1 5 10
[3734] <210> 227

[3735] <211> 9

[3736] <212> PRT

[3737] <213> Artificial Sequence

229



CN 107980046 B ,? yu % 90/197 1L

[3738]  <220>

[3739]  <223> Synthetic Construct

[3740]  <400> 227

[3741] Gln Gln Tyr Gln Thr Trp Pro Leu Thr
[3742] 1 5

[3743] <210> 228

[3744] 211> 12

[3745] <212> PRT

[3746] <213> Artificial Sequence

[3747]  <220>

[3748] <223> Synthetic Construct

[3749] <400> 228

[3750] Arg Ala Ser Gln Ser Val Ser Asn Leu Tyr Leu Ala
(37511 1 5 10
[3752] <210> 229

[3753] <211> 9

[3754]  <212> PRT

[3755] <213> Artificial Sequence

[3756] 220>

[3757] <223> Synthetic Construct

[3758] <400> 229

[3759] Gln Gln Tyr Gln Gly Trp Pro Leu Thr
[3760] 1 5

[3761] <210> 230

[3762] <211> 12

[3763]  <212> PRT

[3764] <213> Artificial Sequence

[3765] 220>

[3766] <223> Synthetic Construct

[3767] <400> 230

[3768] Arg Ala Ser Gln Ser Val Ser Ala Tyr Tyr Leu Ala
[3769] 1 5 10
[3770] <210> 231

[37711 <211> 9

[3772] <212> PRT

[3773] <213> Artificial Sequence

[3774] 220>

[3775] <223> Synthetic Construct

[3776] <400> 231

[3777]  Gln Gln Tyr Glu Arg Trp Pro Leu Thr
[3778] 1 5

[3779] <210> 232

230
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[3780] 211> 12

[3781] <212> PRT

[3782] <213> Artificial Sequence

[3783]  <220>

[3784] <223> Synthetic Construct

[3785]  <400> 232

[3786] Arg Ala Ser Gln Ser Val Ser Ser Leu Tyr Leu Ala
[3787] 1 5 10
[3788] <210> 233

[3789] 211> 9

[3790]  <212> PRT

[3791] <213> Artificial Sequence

[3792] 220>

[3793] <223> Synthetic Construct

[3794] <400> 233

[3795] Gln Gln Tyr Gln Val Trp Pro Leu Thr
[3796] 1 5

[3797] <210> 234

[3798] <211> 9

[3799]1  <212> PRT

[3800] <213> Artificial Sequence

[3801]  <220>

[3802] <223> Synthetic Construct

[3803] <400> 234

[3804] Gln Gln Tyr Leu Asp Trp Pro Leu Thr
[3805] 1 5

[3806] <210> 235

[3807] <211> 12

[3808] <212> PRT

[3809] <213> Artificial Sequence

[3810]  <220>

[3811] <223> Synthetic Construct

[3812] <400> 235

[3813] Arg Ala Ser Gln Ser Val Ser Ala Leu Tyr Leu Ala
[3814] 1 5 10
[3815] <210> 236

[3816] <211> 9

[3817]  <212> PRT

[3818] <213> Artificial Sequence

[3819]  <220>

[3820]  <223> SEQ ID NO.: 237

[3821] <400> 236

231
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[3822] Gln Gln Tyr Leu Ala Trp Pro Leu Thr
[3823] 1 5

[3824] <210> 237

[3825] <211> 9

[3826]  <212> PRT

[3827] <213> Artificial Sequence

[3828]  <220>

[3829] <223> Synthetic Construct

[3830]  <400> 237

[3831] Gln Gln Tyr Phe Thr Trp Pro Leu Thr
[3832] 1 5

[3833] <210> 238

[3834] <211> 12

[3835]  <212> PRT

[3836] <213> Artificial Sequence

[3837]  <220>

[3838] <223> Synthetic Construct

[3839]  <400> 238

[3840] Arg Ala Ser Gln Ser Val Ser Pro Tyr Tyr Leu Ala
[3841] 1 5 10
[3842]  <210> 239

[3843] <211> 12

[3844]  <212> PRT

[3845] <213> Artificial Sequence

[3846]  <220>

[3847] <223> Synthetic Construct

[3848]  <400> 239

[3849] Arg Ala Ser Gln Ser Val Ser Val Glu Tyr Leu Ala
[3850] 1 5 10
[3851]  <210> 240

[3852] <211> 9

[3853]  <212> PRT

[3854] <213> Artificial Sequence

[3855]  <220>

[3856] <223> Synthetic Construct

[3857]  <400> 240

[3858] Gln Gln Tyr Ala Arg Trp Pro Leu Thr
[3859] 1 5

[3860] <210> 241

[3861] <211> 12

[3862]  <212> PRT

[3863] <213> Artificial Sequence

232
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[3864]  <220>

[3865] <223> Synthetic Construct

[3866]  <400> 241

[3867] Arg Ala Ser Gln Ser Val Ser Glu Leu Tyr Leu Ala
[3868] 1 5 10
[3869]  <210> 242

[3870] <211> 9

[3871]  <212> PRT

[3872] <213> Artificial Sequence

[3873] 220>

[3874] <223> Synthetic Construct

[3875] <400> 242

[3876] Gln Gln Tyr Phe Gly Trp Pro Leu Thr
[3877]1 1 5

[3878] <210> 243

[3879] 211> 12

[3880]  <212> PRT

[3881] <213> Artificial Sequence

[3882] 220>

[3883] <223> Synthetic Construct

[3884]  <400> 243

[3885] Arg Ala Ser Gln Ser Val Glu Met Ser Tyr Leu Ala
[3886] 1 5 10
[3887] <210> 244

[3888] 211> 9

[3889]  <212> PRT

[3890] <213> Artificial Sequence

[3891]  <220>

[3892] <223> Synthetic Construct

[3893] <400> 244

[3894] Gln Gln Tyr Ala His Trp Pro Leu Thr
[3895] 1 5

[3896] <210> 245

[3897] <211> 12

[3898]  <212> PRT

[3899] <213> Artificial Sequence

[3900]  <220>

[3901] <223> Synthetic Construct

[3902]  <400> 245

[3903] Arg Ala Ser Gln Ser Val Ser Ala Gln Tyr Leu Ala
[3904] 1 5 10
[3905] <210> 246

233
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[3906] <211> 12

[3907]  <212> PRT

[3908] <213> Artificial Sequence

[3909] <220>

[3910] <223> Synthetic Construct

[3911]  <400> 246

[3912]  Gly Pro Ser Gln Ser Val Ser Ser Ser Tyr Leu Ala
[3913] 1 5 10
[3914]  <210> 247

[3915] <211> 12

[3916]  <212> PRT

[3917] <213> Artificial Sequence

[3918]  <220>

[3919]  <223> Synthetic Construct

[3920]  <400> 247

[3921] Arg Ala Ser Gln Ser Val Ser Ser Ser Tyr Trp Ala
[3922] 1 5 10
[3923] <210> 248

[3924] <211> 9

[3925]  <212> PRT

[3926] <213> Artificial Sequence

[3927]  <220>

[3928] <223> Synthetic Construct

[3929]  <400> 248

[3930] Gln Gln Tyr Glu Ser Trp Pro Leu Thr
[3931] 1 5

[3932] <210> 249

[3933] <211> 12

[3934] <212> PRT

[3935] <213> Artificial Sequence

[3936]  <220>

[3937]  <223> Synthetic Construct

[3938]  <400> 249

[3939] Arg Gly Gly Gln Ser Val Ser Ser Ser Tyr Leu Ala
[3940] 1 5 10
[3941]  <210> 250

[3942] <211> 12

[3943]  <212> PRT

[3944] <213> Artificial Sequence

[3945]  <220>

[3946] <223> Synthetic Construct

[3947]  <400> 250
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[3948]
[3949]
[3950]
[3951]
[3952]
[3953]
[3954]
[3955]
[3956]
[3957]
[3958]
[3959]
[3960]
[3961]
[3962]
[3963]
[3964]
[3965]
[3966]
[3967]
[3968]
[3969]
[3970]
[3971]
[3972]
[3973]
[3974]
[3975]
[3976]
[3977]
[3978]
[3979]
[3980]
[3981]
[3982]
[3983]
[3984]
[3985]
[3986]
[3987]
[3988]
[3989]

Arg Ala Ser Gln Ser Val Ser Phe Leu Tyr Leu Ala
1 5 10
<210> 251

211> 12

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 251

Arg Ala Ser Gln Ser Val Ser Ser Thr Tyr Leu Ala
1 5 10
<210> 252

211> 7

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 252

Asp Ala Ser Ser Arg Ala Pro

1 5

<210> 253

211> 9

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 253

Gln Gln Tyr Ser Thr Ser Pro Leu Thr

1 5

<210> 254

211> 12

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 254

Arg Ala Ser Gln Ser Val Ser Pro Glu Tyr Leu Ala
1 5 10
<210> 255

211> 9

<212> PRT

<213> Artificial Sequence
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[3990]
[3991]
[3992]
[3993]
[3994]
[3995]
[3996]
[3997]
[3998]
[3999]
[4000]
[4001]
[4002]
[4003]
[4004]
[4005]
[4006]
[4007]
[4008]
[4009]
[4010]
[4011]
[4012]
[4013]
[4014]
[4015]
[4016]
[4017]
[4018]
[4019]
[4020]
[4021]
[4022]
[4023]
[4024]
[4025]
[4026]
[4027]
[4028]
[4029]
[4030]
[4031]

220>

<223> Synthetic Construct
<400> 255

Gln Gln Tyr Ser Val Trp Pro Leu Thr
1 5

<210> 256

211> 9

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 256

Gln Gln Tyr Ser Ala Trp Pro Leu Thr
1 5

<210> 257

211> 12

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 257

Arg Ala Ser Gln Ser Val Ser Ser Val Tyr Leu Ala

1 5 10
<210> 258

211> 9

<212> PRT

<213> Artificial Sequence

<220>

<223> Synthetic Construct

<400> 258

Gln Gln Tyr Ser Thr Trp Pro Leu Thr
1 5

<210> 259

211> 9

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 259

GIn Gln Tyr Ser Arg Trp Pro Leu Thr
1 5

<210> 260

236
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[4032] <211> 12

[4033]  <212> PRT

[4034] <213> Artificial Sequence

[4035]  <220>

[4036] <223> Synthetic Construct

[4037]  <400> 260

[4038] Arg Ala Ser Gln Ser Val Ser Pro Leu Tyr Leu Ala
[4039] 1 5 10
[4040] <210> 261

[4041]  <211> 9

[4042]  <212> PRT

[4043] <213> Artificial Sequence

[4044]  <220>

[4045]  <223> Synthetic Construct

[4046]  <400> 261

[4047]  Gln Gln Tyr Ser Ala Phe Pro Leu Thr
[4048] 1 5

[4049]  <210> 262

[4050] <211> 12

[4051]  <212> PRT

[4052] <213> Artificial Sequence

[4053]  <220>

[4054] <223> Synthetic Construct

[4055]  <400> 262

[4056] Trp Leu Ser Gln Ser Val Ser Ser Thr Tyr Leu Ala
[4057] 1 5 10
[4058] <210> 263

[4059] <211> 9

[4060]  <212> PRT

[4061] <213> Artificial Sequence

[4062]  <220>

[4063] <223> Synthetic Construct

[4064]  <400> 263

[4065] Gln Gln Tyr Ser Glu Trp Pro Leu Thr
[4066] 1 5

[4067] <210> 264

[4068] <211> 9

[4069]  <212> PRT

[4070] <213> Artificial Sequence

[4071]  <220>

[4072]  <223> Synthetic Construct

[4073]  <400> 264
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[4074]  Gln Gln Tyr Ser Ser Trp Pro Leu Thr
[4075] 1 5

[4076] <210> 265

[4077] <211> 12

[4078]  <212> PRT

[4079] <213> Artificial Sequence

[4080]  <220>

[4081] <223> Synthetic Construct

[4082]  <400> 265

[4083] Arg Ala Ser Gln Ser Val Ser Ser Leu Phe Leu Ala
[4084] 1 5 10
[4085]  <210> 266

[4086] <211> 12

[4087] <212> PRT

[4088] <213> Artificial Sequence

[4089]  <220>

[4090]  <223> Synthetic Construct

[4091]  <400> 266

[4092] Ala Cys Ser Gln Ser Val Ser Ser Thr Tyr Leu Ala
[4093] 1 5 10
[4094]  <210> 267

[4095] <211> 12

[4096]  <212> PRT

[4097] <213> Artificial Sequence

[4098]  <220>

[4099]  <223> Synthetic Construct

[4100]  <400> 267

[4101]  Arg Ala Ser Cys Asp Val Ser Ser Thr Tyr Leu Ala
[4102] 1 5 10
[4103] <210> 268

[4104] <211> 9

[4105]  <212> PRT

[4106] <213> Artificial Sequence

[4107]  <220>

[4108] <223> Synthetic Construct

[4109]  <400> 268

[4110]  Gln Gln Tyr Met Arg Ser Pro Leu Thr
(41111 1 5

[4112]  <210> 269

[4113]  <211> 12

[4114]  <212> PRT

[4115] <213> Artificial Sequence
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[4116]  <220>

[4117]  <223> Synthetic Construct

[4118]  <400> 269

[4119] Arg Ala Ser Glu Ala Val Pro Ser Thr Tyr Leu Ala
[4120] 1 5 10
[4121]  <210> 270

[4122] <211> 12

[4123]  <212> PRT

[4124] <213> Artificial Sequence

[4125] 220>

[4126] <223> Synthetic Construct

[4127]  <400> 270

[4128] Cys Ser Ser Gln Ser Val Ser Ser Thr Tyr Leu Ala
[4129] 1 5 10
[4130] <210> 271

[4131] <211> 12

[4132] <212> PRT

[4133] <213> Artificial Sequence

[4134]  <220>

[4135] <223> Synthetic Construct

[4136]  <400> 271

[4137] Arg Ala Ser Val Arg Val Ser Ser Thr Tyr Leu Ala
[4138] 1 5 10
[4139]  <210> 272

[4140] <211> 9

[4141]  <212> PRT

[4142] <213> Artificial Sequence

[4143]  <220>

[4144]  <223> Synthetic Construct

[4145]  <400> 272

[4146] Gln Gln Tyr Met Lys Trp Pro Leu Thr
[4147] 1 5

[4148] <210> 273

[4149] <211> 12

[4150]  <212> PRT

[4151] <213> Artificial Sequence

[4152]  <220>

[4153] <223> Synthetic Construct

[4154]  <400> 273

[4155] Arg Ala Ser Gln Ser Val Ser Ala Ala Tyr Leu Ala
[4156] 1 5 10
[4157]  <210> 274
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[4158]
[4159]
[4160]
[4161]
[4162]
[4163]
[4164]
[4165]
[4166]
[4167]
[4168]
[4169]
[4170]
[4171]
[4172]
[4173]
[4174]
[4175]
[4176]
[4177]
[4178]
[4179]
[4180]
[4181]
[4182]
[4183]
[4184]
[4185]
[4186]
[4187]
[4188]
[4189]
[4190]
[4191]
[4192]
[4193]
[4194]
[4195]
[4196]
[4197]
[4198]
[4199]

211> 9

<212> PRT

<213> Artificial Sequence
<220>

<223> Synthetic Construct
<400> 274

Gln Gln Tyr Met Cys Trp Pro Leu Thr
1 5

<210> 275

211> 12

<212> PRT

<213> Artificial Sequence
<220>

<223> Synthetic Construct
<400> 275

Arg Ala Ser Gln Ser Val Ser Ser Ser Tyr Trp Gly

1 5 10
<210> 276

211> 9

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 276

Gln Gln Tyr Gln Cys Trp Pro Leu Thr
1 5

210> 277

211> 12

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 277

Arg Ala Ser Gln Ser Val Ser Ser Pro Tyr Leu Ala

1 5 10
<210> 278

211> 9

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 278
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[4200] Gln Gln Tyr Lys Ala Trp Pro Leu Thr
[4201] 1 5

[4202] <210> 279

[4203] <211> 12

[4204]  <212> PRT

[4205] <213> Artificial Sequence

[4206]  <220>

[4207] <223> Synthetic Construct

[4208]  <400> 279

[4209] Arg Ala Ser Gln Ser Val Ser Tyr Leu Tyr Leu Ala
[4210] 1 5 10
[4211]  <210> 280

[4212] <211> 9

[4213] <212> PRT

[4214] <213> Artificial Sequence

[4215]  <220>

[4216] <223> Synthetic Construct

[4217]  <400> 280

[4218] Gln Gln Tyr Met Glu Trp Pro Leu Thr
[4219] 1 5

[4220] <210> 281

[4221] <211> 9

[4222] <212> PRT

[4223] <213> Artificial Sequence

[4224]  <220>

[4225] <223> Synthetic Construct

[4226]  <400> 281

[4227]  Gln Gln Tyr Gln Ala Trp Pro Leu Thr
[4228] 1 5

[4229] <210> 282

[4230] <211> 9

[4231] <212> PRT

[4232] <213> Artificial Sequence

[4233] <220>

[4234] <223> Synthetic Construct

[4235]  <400> 282

[4236] Gln Gln Tyr Gln Lys Trp Pro Leu Thr
[4237] 1 5

[4238] <210> 283

[4239] <211> 12

[4240] <212> PRT

[4241] <213> Artificial Sequence
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[4242]  <220>

[4243]  <223> Synthetic Construct

[4244] <400> 283

[4245] Arg Ala Ser Gln Ser Val Ser Ala Val Tyr Leu Ala
[4246] 1 5 10
[4247] <210> 284

[4248] <211> 9

[4249] <212> PRT

[4250] <213> Artificial Sequence

[4251] 220>

[4252] <223> Synthetic Construct

[4253] <400> 284

[4254]  Gln Gln Tyr Arg Ala Trp Pro Leu Thr
[4255] 1 5

[4256] <210> 285

[4257] 211> 12

[4258] <212> PRT

[4259] <213> Artificial Sequence

[4260] 220>

[4261]  <223> Synthetic Construct

[4262] <400> 285

[4263] Arg Ala Ser Ile Ala Val Ser Ser Thr Tyr Leu Ala
[4264] 1 5 10
[4265] <210> 286

[4266] <211> 9

[4267] <212> PRT

[4268] <213> Artificial Sequence

[4269] 220>

[4270]  <223> Synthetic Construct

[4271] <400> 286

[4272] Gln Gln Tyr Met Val Trp Pro Leu Thr
[4273] 1 5

[4274] <210> 287

[4275] 211> 12

[4276]  <212> PRT

[4277] <213> Artificial Sequence

[4278]  <220>

[4279] <223> Synthetic Construct

[4280] <400> 287

[4281] Arg Pro Arg Gln Ser Val Ser Ser Ser Tyr Leu Ala
[4282] 1 5 10
[4283] <210> 288
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[4284] <211> 9

[4285]  <212> PRT

[4286] <213> Artificial Sequence

[4287]  <220>

[4288] <223> Synthetic Construct

[4289]  <400> 288

[4290]  Gln Gln Tyr Gln Asp Trp Pro Leu Thr
[4291] 1 5

[4292] <210> 289

[4293] <211> 9

[4294]  <212> PRT

[4295] <213> Artificial Sequence

[4296]  <220>

[4297] <223> Synthetic Construct

[4298]  <400> 289

[4299]  Gln Gln Tyr Gln Glu Trp Pro Leu Thr
[4300] 1 5

[4301]  <210> 290

[4302] <211> 12

[4303]  <212> PRT

[4304] <213> Artificial Sequence

[4305]  <220>

[4306] <223> Synthetic Construct

[4307]  <400> 290

[4308] Arg Ala Ser Gln Ser Val Ser Ala Ser Tyr Leu Ala
[4309] 1 5 10
[4310] <210> 291

[4311] <211> 9

[4312] <212> PRT

[4313] <213> Artificial Sequence

[4314]  <220>

[4315] <223> Synthetic Construct

[4316]  <400> 291

[4317]  Gln Gln Tyr Met Ser Trp Pro Leu Thr
[4318] 1 5

[4319]  <210> 292

[4320] <211> 12

[4321]  <212> PRT

[4322] <213> Artificial Sequence

[4323]  <220>

[4324] <223> Synthetic Construct

[4325]  <400> 292
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[4326]
[4327]
[4328]
[4329]
[4330]
[4331]
[4332]
[4333]
[4334]
[4335]
[4336]
[4337]
[4338]
[4339]
[4340]
[4341]
[4342]
[4343]
[4344]
[4345]
[4346]
[4347]
[4348]
[4349]
[4350]
[4351]
[4352]
[4353]
[4354]
[4355]
[4356]
[4357]
[4358]
[4359]
[4360]
[4361]
[4362]
[4363]
[4364]
[4365]
[4366]
[4367]

Arg Ala Ser Gln Ser Val Ser Tyr Met Tyr Leu Ala
1 5 10
<210> 293

211> 9

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 293

Gln Gln Tyr Lys Ser Trp Pro Leu Thr
1 5

<210> 294

211> 9

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 294

Gln Gln Tyr Tyr Gly Trp Pro Leu Thr
1 5

<210> 295

211> 12

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 295

Arg Ala Ser Gln Pro Ile Ser Ser Ser Tyr Leu Ala
1 5 10
<210> 296

211> 9

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 296

Gln Gln Tyr Glu Phe Trp Pro Leu Thr
1 5

<210> 297

211> 12

<212> PRT

<213> Artificial Sequence
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[4368]
[4369]
[4370]
[4371]
[4372]
[4373]
[4374]
[4375]
[4376]
[4377]
[4378]
[4379]
[4380]
[4381]
[4382]
[4383]
[4384]
[4385]
[4386]
[4387]
[4388]
[4389]
[4390]
[4391]
[4392]
[4393]
[4394]
[4395]
[4396]
[4397]
[4398]
[4399]
[4400]
[4401]
[4402]
[4403]
[4404]
[4405]
[4406]
[4407]
[4408]
[4409]

220>
223>
<400>

Arg Ala Ser Gln Gly Ile Ser Ser Thr Tyr Leu Ala
10

1

<210>
211>
212>
213>
<220>
223>
<400>

Synthetic Construct
297

5
298
9
PRT

Artificial Sequence

Synthetic Construct
298

Gln Gln Tyr Ala Tyr Trp Pro Leu Thr

1

<210>
211>
212>
213>
<220>
223>
<400>

Arg Ala Ser Gln Ser Val Ser Val Arg Tyr Leu Ala
10

1

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

5
299
12
PRT

Artificial Sequence

Synthetic Construct
299

5
300
9
PRT

Artificial Sequence

Synthetic Construct
300

Gln Gln Tyr Gly Ser Trp Pro Ile Thr

1

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

5
301
5
PRT

Artificial Sequence
Synthetic Construct
VARIANT

3)..03

wherein X is A or P
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[4410]
[4411]
[4412]
[4413]
[4414]
[4415]
[4416]
[4417]
[4418]
[4419]
[4420]
[4421]
[4422]
[4423]
[4424]
[4425]
[4426]
[4427]
[4428]
[4429]
[4430]
[4431]
[4432]
[4433]
[4434]
[4435]
[4436]
[4437]
[4438]
[4439]
[4440]
[4441]
[4442]
[4443]
[4444]
[4445]
[4446]
[4447]
[4448]
[4449]
[4450]
[4451]

220>

<221> VARIANT

<222> (5)..(5)

<223> wherein X is T, N, or S
<400> 301

Ser Tyr Xaa Met Xaa

1 5

<210> 302

Q211> 7

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
220>

<221> VARIANT

222> (5).. (%)

<223> wherein X is G or S
<400> 302

Gly Phe Thr Phe Xaa Ser Tyr
1 5

<210> 303

<211> 10

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
220>

<221> VARIANT

222> (5)..(5)

<223> wherein X is G or S
220>

<221> VARIANT

222> (8)..(©®)

<223> wherein X is A or P
220>

<221> VARIANT

<222> (10) .. (10)

<223> wherein X is T, N, or S

<400> 303
Gly Phe Thr Phe Xaa Ser Tyr Xaa Met Xaa
1 5 10
<210> 304
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[4452]
[4453]
[4454]
[4455]
[4456]
[4457]
[4458]
[4459]
[4460]
[4461]
[4462]
[4463]
[4464]
[4465]
[4466]
[4467]
[4468]
[4469]
[4470]
[4471]
[4472]
[4473]
[4474]
[4475]
[4476]
[4477]
[4478]
[4479]
[4480]
[4481]
[4482]
[4483]
[4484]
[4485]
[4486]
[4487]
[4488]
[4489]
[4490]
[4491]
[4492]
[4493]

211> 17

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<400> 304

Ala Ile Ser Gly Trp Gly Gly Ser Leu Pro Tyr Ala Asp Ser Val Lys
1 5 10 15
Gly

<210> 305

211> 17

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

220>

<221> VARIANT

222> (2).. (2

<223> wherein X is I, V, T, H, L, A, or C
220>

<221> VARIANT

222> 3)..(3)

<223> wherein X is S, D, G, T, I, L, F, M, or V
220>

<221> VARIANT

222> 4).. 4

<223> wherein X is G, Y, L, H, D, A, S, or M
<220>

<221> VARIANT

222> (5).. ()

<223> wherein X is S, Q, T, A, F, or W
<220>

<221> VARIANT

222> (1) .. (D

223> wherein X is G or T

220>

<221> VARIANT

222> (8)..(®)

<223> wherein ;X is N, S, P, Y, W, or F
220>

<221> VARIANT

222> (9).. (9

247



CN 107980046 B

F 5 =

108/197 1

[4494]
[4495]
[4496]
[4497]
[4498]
[4499]
[4500]
[4501]
[4502]
[4503]
[4504]
[4505]
[4506]
[4507]
[4508]
[4509]
[4510]
[4511]
[4512]
[4513]
[4514]
[4515]
[4516]
[4517]
[4518]
[4519]
[4520]
[4521]
[4522]
[4523]
[4524]
[4525]
[4526]
[4527]
[4528]
[4529]
[4530]
[4531]
[4532]
[4533]
[4534]
[4535]

223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<400>

Ala Xaa Xaa Xaa Xaa Gly Xaa Xaa Xaa Xaa Tyr Ala Asp Xaa Xaa Lys

1

Gly
210>
211>
212>
213>
220>
223>
220>
221>
222>
223>
220>
221>
222>
223>
220>
221>
222>
223>
220>
221>
222>
223>
220>
221>
222>

wherein ;X is S, T, I, L, T, A, R, V, K, G, or C

VARTANT
(10) .. (10)
wherein X is F, Y, P, W, H, or G

VARTANT
(14) .. (14)

wherein X is V, R, or L

VARIANT

(15) .. (15)

wherein X is G or T
305

5 10

306
6
PRT

Artificial Sequence

Synthetic Construct

VARTANT
1.
wherein X is S, V, I, D, G, T, L, F, or M

VARIANT
@ ..©
wherein X is G, Y, L, H, D, A, S, or M

VARIANT
3)..0

wherein X is S, G, F, or W

VARTANT
@ ..

wherein X is G or S

VARIANT
() .. 5
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[4536]
[4537]
[4538]
[4539]
[4540]
[4541]
[4542]
[4543]
[4544]
[4545]
[4546]
[4547]
[4548]
[4549]
[4550]
[4551]
[4552]
[4553]
[4554]
[4555]
[4556]
[4557]
[4558]
[4559]
[4560]
[4561]
[4562]
[4563]
[4564]
[4565]
[4566]
[4567]
[4568]
[4569]
[4570]
[4571]
[4572]
[4573]
[4574]
[4575]
[4576]
[4577]

<223> wherein X is G or T

220>

<221> VARIANT

222> (6) .. ()

<223> wherein X is N, S, P, Y, or W
<400> 306

Xaa Xaa Xaa Xaa Xaa Xaa

1 5

<210> 307

<211> 10

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

<220>

<221> VARIANT

<222> (5).. ()

<223> wherein X is A or Y

220>

<221> VARIANT

222> (6) .. ()

223> wherein X is A or S

220>

<221> VARIANT

222> (1) .. (D)

<223> wherein X is G, Q, L, P, or E
<400> 307

Val Ser Pro Ile Xaa Xaa Xaa Met Asp Tyr
1 5 10
<210> 308

211> 6

<212> PRT

<213> Artificial Sequence

220>

<223> Synthetic Construct

220>

<221> VARIANT

222> (5)..(5)

<223> wherein X is D, S, T, or A
220>

<221> VARIANT

<222> (6) .. ()
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[4578] <223> wherein X is I, S, L, P, or D
[4579]  <400> 308

[4580] Tyr Trp Pro Met Xaa Xaa

[4581] 1 5

[4582] <210> 309

[4583] <211> 12

[4584] <212> PRT

[4585] <213> Artificial Sequence

[4586]  <220>

[4587] <223> Synthetic Construct

[4588]  <220>

[4589]  <221> VARIANT

[4590] <222> (1)..(1)

[4591] <223> wherein X is R, G, W, A, or C
[4592] <220>

[4593]  <221> VARIANT

[4594] <222> (2)..(2)

[4595] <223> wherein X is A, P, G, L, C, or S
[4596]  <220>

[4597]  <221> VARIANT

[4598] <222> (3)..(3)

[4599]  <223> wherein X is S, G, or R
[4600]  <220>

[4601]  <221> VARIANT

[4602] <222> (4)..(4)

[4603] <223> wherein X is Q, C, E, V, or I
[4604]  <220>

[4605]  <221> VARIANT

[4606] <222> (5) .. (5)

[4607] <223> wherein X is S, P, G, A, R, or D
[4608]  <220>

[4609]  <221> VARIANT

[4610]  <222> (6)..(6)

[4611]  <223> wherein X is V, G, I, or L
[4612]  <220>

[4613]  <221> VARIANT

[4614]  <222> (7)..(7)

[4615]  <223> wherein X is S, E, D, P, or G
[4616]  <220>

[4617]  <221> VARIANT

[4618] <222> (8)..(8)

[4619]  <223> wherein X is S, P, F, A, M, E, V, N, D, or Y
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[4620]
[4621]
[4622]
[4623]
[4624]
[4625]
[4626]
[4627]
[4628]
[4629]
[4630]
[4631]
[4632]
[4633]
[4634]
[4635]
[4636]
[4637]
[4638]
[4639]
[4640]
[4641]
[4642]
[4643]
[4644]
[4645]
[4646]
[4647]
[4648]
[4649]
[4650]
[4651]
[4652]
[4653]
[4654]
[4655]
[4656]
[4657]
[4658]
[4659]
[4660]
[4661]

220>
221>
222>
223>
220>
221>
222>
223>
220>
221>
222>
223>
<220>
221>
222>
223>
<400>

Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa

1

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

VARIANT
©..0

wherein X is T, I, V, E, S, F, A, M, Q, Y, H, or R

VARTANT
(10) .. (10)

wherein X is Y or F

VARTANT
(11) .. (11

wherein X is L, W, or P

VARTANT

(12) .. (12)

wherein X is A, S, or G
309

5
310
7
PRT

Artificial Sequence

Synthetic Construct

VARIANT
®.. O

wherein X is G or D

VARTANT
@ ..

wherein X is S or 1

VARTANT
@ ..

wherein X is T or P
310

Xaa Ala Ser Xaa Arg Ala Xaa

1
<210>
211>

5
311
10

251
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[4662]
[4663]
[4664]
[4665]
[4666]
[4667]
[4668]
[4669]
[4670]
[4671]
[4672]
[4673]
[4674]
[4675]
[4676]
[4677]
[4678]
[4679]
[4680]
[4681]
[4682]
[4683]
[4684]
[4685]
[4686]
[4687]
[4688]
[4689]
[4690]
[4691]
[4692]
[4693]
[4694]
[4695]
[4696]
[4697]
[4698]
[4699]
[4700]
[4701]
[4702]
[4703]

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

PRT

Artificial Sequence

Synthetic Construct

VARIANT
®.. O

wherein X is Q or K

VARIANT
2 ..

wherein X is Hor Y

VARIANT
@ ..

wherein X is G, N, or P

VARTANT

5)..06)

wherein X is S, W, or Y
311

Xaa Xaa Tyr Xaa Xaa Pro Pro Ser Phe Thr

1

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

5 10
312
9
PRT

Artificial Sequence

Synthetic Construct

VARIANT
@ ..

wherein X is G, Q, E, L, F, A, S, M, K, R, or Y

VARTANT
() .. (5

wherein X is S, R, T, G, V, F, Y, D, A, H, V, E, K, or C

VARTANT
®) .. 6

wherein X is W, F, or S
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[4704]
[4705]
[4706]
[4707]
[4708]
[4709]
[4710]
[4711]
[4712]
[4713]
[4714]
[4715]
[4716]
[4717]
[4718]
[4719]
[4720]
[4721]
[4722]
[4723]
[4724]
[4725]
[4726]
[4727]
[4728]
[4729]
[4730]
[4731]
[4732]
[4733]
[4734]
[4735]
[4736]
[4737]
[4738]
[4739]
[4740]
[4741]
[4742]
[4743]
[4744]
[4745]

221>
222>

VARIANT
®..0®

<223> wherein X is L or I

<400>

312

Gln Gln Tyr Xaa Xaa Xaa Pro Xaa Thr

1

<210>
<2115
212>
213>
<220>
223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
223>
220>
221>
222>
223>
220>
<2215
222>
223>
220>
221>
222>
223>
220>
221>

5
313
119
PRT

Artificial Sequence

Synthetic Construct

VARIANT
(30) .. (30)

wherein X is

VARIANT
(33)..(33)

wherein X is

VARTANT
(35) .. (35)

wherein X is

VARIANT
(51) .. (51)

wherein X is

VARIANT
(52) .. (52)

wherein X is

VARIANT
(53) .. (53)

wherein X is

VARTANT
(54) .. (54)

wherein X is

VARTANT

G or S

A or P

or S

A, or C

L, F, M, orV

A, S, or M

or W
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[4746]
[4747]
[4748]
[4749]
[4750]
[4751]
[4752]
[4753]
[4754]
[4755]
[4756]
[4757]
[4758]
[4759]
[4760]
[4761]
[4762]
[4763]
[4764]
[4765]
[4766]
[4767]
[4768]
[4769]
[4770]
[4771]
[4772]
[4773]
[4774]
[4775]
[4776]
[4777]
[4778]
[4779]
[4780]
[4781]
[4782]
[4783]
[4784]
[4785]
[4786]
[4787]

222> (56) .. (56)

<223> wherein X is G or T

220>

<221> VARIANT

<222> (57) .. (57)

223> wherein X is N, S, P, Y, W, or F
220>

<221> VARIANT

<222> (58) .. (58)

223> wherein X is S, T, I, L, T, A, R, V, K, G, or C

220>

<221> VARIANT

222> (59) .. (59)

<223> wherein X is F, Y, P, W, H, or G

220>

<221> VARIANT

<222> (63) .. (63)

<223> wherein X is V, R, or L

220>

<221> VARIANT

<222> (64) .. (64)

223> wherein X is G or T

220>

<221> VARIANT

<222> (103) .. (103)

<223> wherein X is A or Y

220>

<221> VARIANT

<222> (104) .. (104)

<223> wherein X is A or S

220>

<221> VARIANT

<222> (105) .. (105)

<223> wherein X is G, Q, L, P, or E

<400> 313

Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu

1 5 10

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe

20 25

Xaa Met Xaa Trp Val Arg Gln Ala Pro Gly Lys
35 40

Ser Ala Xaa Xaa Xaa Xaa Gly Xaa Xaa Xaa Xaa

254

Val Gln Pro Gly Gly
15
Thr Phe Xaa Ser Tyr
30
Gly Leu Glu Trp Val
45
Tyr Ala Asp Xaa Xaa
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[4788]
[4789]
[4790]
[4791]
[4792]
[4793]
[4794]
[4795]
[4796]
[4797]
[4798]
[4799]
[4800]
[4801]
[4802]
[4803]
[4804]
[4805]
[4806]
[4807]
[4808]
[4809]
[4810]
[4811]
[4812]
[4813]
[4814]
[4815]
[4816]
[4817]
[4818]
[4819]
[4820]
[4821]
[4822]
[4823]
[4824]
[4825]
[4826]
[4827]
[4828]
[4829]

50
Lys Gly Arg Phe

65

Leu Gln Met Asn

Ala Arg Val Ser

5

70

85

100

Thr Leu Val Thr Val Ser S

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

115
314
115
PRT

Artificial Sequence

Synthetic Construct

VARIANT
(30) .. (30)

wherein X is G or S

VARIANT
(33)..(33)

wherein X is A or P

VARIANT
(35) .. (35)

wherein X is T, N,

VARTANT
(G1) .. (51)

wherein X is I, V,

VARTANT
(52) .. (52)

wherein X is S, D,

VARTANT
(53) .. (53)

wherein X is G, Y,

VARIANT
(54) .. (54)

5 60

75

90

105

er

or S

T, H, L, A, or C

G, T, I, L, F, M, or V

L, H, D, A, S, or M

255

110

95

Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr

80

Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys

Pro Ile Xaa Xaa Xaa Met Asp Tyr Trp Gly Gln Gly
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[4830]
[4831]
[4832]
[4833]
[4834]
[4835]
[4836]
[4837]
[4838]
[4839]
[4840]
[4841]
[4842]
[4843]
[4844]
[4845]
[4846]
[4847]
[4848]
[4849]
[4850]
[4851]
[4852]
[4853]
[4854]
[4855]
[4856]
[4857]
[4858]
[4859]
[4860]
[4861]
[4862]
[4863]
[4864]
[4865]
[4866]
[4867]
[4868]
[4869]
[4870]
[4871]

<223> wherein X is S, Q, T, A, F, or W

220>

<221> VARIANT

<222> (56) .. (56)

223> wherein X is G or T

220>

<221> VARIANT

<222> (57) .. (57)

<223> wherein X is N,

220>

<221> VARIANT

<222> (58) .. (58)

<223> wherein X is S, T, I,

220>

<221> VARIANT

<222> (59) .. (59)

<223> wherein X is F, Y, P,

220>

<221> VARIANT

<222> (63) .. (63)

<223> wherein X is V, R, or L

220>

<221> VARIANT

<222> (64) .. (64)

<223> wherein X13 is G or T

220>

<221> VARIANT

<222> (103) .. (103)

<223> wherein X is D, S, T,

220>

<221> VARIANT

<222> (104) .. (104)

<223> wherein X is I, S, L,

<400> 314

Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu

1 5 10

Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe

20 25

Xaa Met Xaa Trp Val Arg Gln Ala Pro Gly Lys
35 40

Ser Ala Xaa Xaa Xaa Xaa Gly Xaa Xaa Xaa Xaa

50 55

Y, W, or F

W, H, or G

or A

P, or D

256

Val Gln

Thr Phe

Gly Leu

45
Tyr Ala
60

L, T, A, R, V, K, G, or C

Pro Gly Gly
15

Xaa Ser Tyr

30

Glu Trp Val

Asp Xaa Xaa
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[4872]
[4873]
[4874]
[4875]
[4876]
[4877]
[4878]
[4879]
[4880]
[4881]
[4882]
[4883]
[4884]
[4885]
[4886]
[4887]
[4888]
[4889]
[4890]
[4891]
[4892]
[4893]
[4894]
[4895]
[4896]
[4897]
[4898]
[4899]
[4900]
[4901]
[4902]
[4903]
[4904]
[4905]
[4906]
[4907]
[4908]
[4909]
[4910]
[4911]
[4912]
[4913]

Lys Gly Arg Phe Thr Ile Ser

65

70

Leu GIn Met Asn Ser Leu Arg

85

Ala Arg Tyr Trp Pro Met Xaa

100

Val Ser Ser

<210>
211>
212>
213>
<220>
223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
223>
220>
221>
222>
223>
220>
221>
222>
223>
220>
<2215
222>
<223>
220>
221>
222>
223>

115
315
109
PRT

Artificial Sequence

Synthetic Construct

VARIANT
(24) .. (24)

wherein X is

VARTANT
(25) .. (25)

wherein X is

VARIANT
(26) .. (26)

wherein X is

VARIANT
27)..@7)

wherein X is

VARIANT
(28) .. (28)

wherein X is

VARTANT
(29) .. (29)

wherein X is

VARIANT
(30) .. (30)

wherein X is

or

Arg Asp Asn Ser Lys Asn Thr Leu Tyr

75

80

Ala Glu Asp Thr Ala Val Tyr Tyr Cys

90

95

Xaa Trp Gly Gln Gly Thr Leu Val Thr

105

A, or C

L, C, or S

V, or 1

G, A, R, or D

or L

P, or G

257

110
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[4914]
[4915]
[4916]
[4917]
[4918]
[4919]
[4920]
[4921]
[4922]
[4923]
[4924]
[4925]
[4926]
[4927]
[4928]
[4929]
[4930]
[4931]
[4932]
[4933]
[4934]
[4935]
[4936]
[4937]
[4938]
[4939]
[4940]
[4941]
[4942]
[4943]
[4944]
[4945]
[4946]
[4947]
[4948]
[4949]
[4950]
[4951]
[4952]
[4953]
[4954]
[4955]

220>
221>
222>
<223>
220>
221>
222>
<223>
220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
223>
220>
221>
222>
223>
220>
<2215
222>
<223>
220>
221>
222>
223>
220>
221>

VARTANT
(31 ..@3D

wherein X is

VARTANT
(32)..(32)

wherein X is

VARIANT
(33) .. (33)

wherein X is

VARIANT
(34) .. (34)

wherein X is

VARIANT
(35) .. (35)

wherein X is

VARTANT
(51) .. (51)

wherein X is

VARIANT
(54) .. (54)

wherein X is

VARIANT
(57) .. (57)

wherein X is

VARIANT
(90) .. (90)

wherein X is

VARTANT
(91) .. (9D

wherein X is

VARTANT

S, P, F, A, M, E, V, N, D, or Y

I, T, V, E, S, A, M, Q, Y, H, R, or F

Y or F

L, W, or P

A, S, or G

GorD

S or I

T or P

Q or K

HorY

258
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[4956]  <222> (93)..(93)

[4957] <223> wherein X is G, N, or P

[4958]  <220>

[4959]  <221> VARIANT

[4960]  <222> (94) .. (94)

[4961] <223> wherein X is S, W, or Y

[4962]  <400> 315

[4963] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[4964] 1 5 10 15
[4965] Glu Arg Ala Thr Leu Ser Cys Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa Xaa
[4966] 20 25 30

[4967] Xaa Xaa Xaa Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[4968] 35 40 45

[4969] Met Tyr Xaa Ala Ser Xaa Arg Ala Xaa Gly Ile Pro Asp Arg Phe Ser
[4970] 50 55 60

[4971] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[4972] 65 70 75 80
[4973] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Xaa Xaa Tyr Xaa Xaa Pro Pro
[4974] 85 90 95
[4975] Ser Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[4976] 100 105

[4977] <210> 316

[4978]  <211> 107

[4979]  <212> PRT

[4980] <213> Artificial Sequence

[4981]  <220>

[4982] <223> Synthetic Construct

[4983]  <220>

[4984]  <221> VARIANT

[4985]  <222> (24) .. (24)

[4986] <223> wherein X is R, G, W, A, or C

[4987]  <220>

[4988]  <221> VARIANT

[4989]  <222> (25) .. (25)

[4990] <223> wherein X is A, P, G, L, C, or S

[4991]  <220>

[4992]  <221> VARIANT

[4993]  <222> (26) .. (26)

[4994]  <223> wherein X is S, G, or R

[4995]  <220>

[4996]  <221> VARIANT

(49971  <222> (27)..(27)

259
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[4998]
[4999]
[5000]
[5001]
[5002]
[5003]
[5004]
[5005]
[5006]
[5007]
[5008]
[5009]
[5010]
[5011]
[5012]
[5013]
[5014]
[5015]
[5016]
[5017]
[5018]
[5019]
[5020]
[5021]
[5022]
[5023]
[5024]
[5025]
[5026]
[5027]
[5028]
[5029]
[5030]
[5031]
[5032]
[5033]
[5034]
[5035]
[5036]
[5037]
[5038]
[5039]

223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>
<2215
222>
223>
220>
221>
222>
223>
220>
221>
222>
<223>
220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
223>
<220>

wherein X is

VARTANT
(28) .. (28)

wherein X is

VARTANT
(29) .. (29)

wherein X is

VARIANT
(30) .. (30)

wherein X is

VARIANT
31).. (3D

wherein X is

VARTANT
(32 ..(32)

wherein X is

VARIANT
(33)..(33)

wherein X is Y or F

VARTANT
(34) .. (34)

E, V, or I

P, G, A, R, or D

or I

D, or P

F, A, M\, E, V, N, D, or Y

V, E, S, A, M, Q, Y, H, or R

wherein X is L, W, or P

VARTANT
(35) .. (35)

wherein X is A, S, or G

VARTANT
(51) .. (51)

wherein X is G or D

VARTANT
(54) .. (54)

wherein X is S or I

260
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[5040]
[5041]
[5042]
[5043]
[5044]
[5045]
[5046]
[5047]
[5048]
[5049]
[5050]
[5051]
[5052]
[5053]
[5054]
[5055]
[5056]
[5057]
[5058]
[5059]
[5060]
[5061]
[5062]
[5063]
[5064]
[5065]
[5066]
[5067]
[5068]
[5069]
[5070]
[5071]
[5072]
[5073]
[5074]
[5075]
[5076]
[5077]
[5078]
[5079]
[5080]
[5081]

221>
222>
223>
<220>
221>
222>
223>
<220>
221>
222>
223>
220>
221>
222>
223>
220>
221>
222>
<223>
<400>

VARTANT
G7) .. 67

wherein X is

VARTANT
(93) .. (93)

wherein X is

VARIANT
(94) .. (94)

wherein X is

VARIANT
(95) .. (95)

wherein X is

VARTANT
97) ..
wherein X is
316

Glu Ile Val Leu Thr

1

5

Glu Arg Ala Thr Leu

20

Xaa Xaa Xaa Trp Tyr

35

Met Tyr Xaa Ala Ser

50

Gly Ser Gly Ser Gly

65

Pro Glu Asp Phe Ala

85

Xaa Phe Gly Gln Gly

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

100
317
108
PRT

T or

p

W, S, or

L or

Gln

Ser

Gln

Xaa

Thr

70

Val

Thr

1

Ser

Cys

Gln

Arg

55

Asp

Tyr

Lys

Artificial Sequence

Synthetic Construct

317

L, F, A, S, M, R, K, orY

G, R, V, D, A, H E, K, C, F, or Y

Pro

Xaa

Lys

40

Ala

Phe

Tyr

Val

Gly Thr
10

Xaa Xaa

25

Pro Gly

Xaa Gly
Thr Leu
Cys Gln

90

Glu Ile
105

Leu

Xaa

Gln

Ile

Thr

75

Gln

Lys

Ser Leu

Xaa Xaa

Ala Pro
45

Pro Asp

60

Ile Ser

Tyr Xaa

Ser
Xaa
30

Arg
Arg

Arg

Xaa

Pro Gly
15

Xaa Xaa
Leu Leu
Phe Ser
Leu Glu

80

Xaa Pro
95

Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly

261
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[5082]
[5083]
[5084]
[5085]
[5086]
[5087]
[5088]
[5089]
[5090]
[5091]
[5092]
[5093]
[5094]
[5095]
[5096]
[5097]
[5098]
[5099]
[5100]
[5101]
[5102]
[5103]
[5104]
[5105]
[5106]
[5107]
[5108]
[5109]
[5110]
[5111]
[5112]
[5113]
[5114]
[5115]
[5116]
[5117]
[5118]
[5119]
[5120]
[5121]
[5122]
[5123]

1 5 10 15
Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ala Leu
20 25 30
Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
35 40 45
Ile Tyr Asp Ala Ser Ser Arg Ala Pro Gly Ile Pro Asp Arg Phe Ser
50 55 60
Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
65 70 75 80
Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Tyr Ser Ala Trp Pro
85 90 95
Leu Thr Phe Gly GIn Gly Thr Lys Val Glu Ile Lys
100 105
<210> 318
211> 21
<212> PRT
<213> Homo sapiens
<400> 318
Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
1 5 10 15
His Ala Ala Arg Pro
20
<210> 319
<211> 16
<212> PRT
<213> Homo sapiens
<400> 319
Gly Leu Ala Val Ser Thr Ile Ser Ser Phe Phe Pro Pro Gly Tyr Gln
1 5 10 15
<210> 320
211> 4b
<212> PRT
<213> Homo sapiens
<400> 320
Thr Thr Thr Pro Ala Pro Arg Pro Pro Thr Pro Ala Pro Thr Ile Ala
1 5 10 15
Ser Gln Pro Leu Ser Leu Arg Pro Glu Ala Cys Arg Pro Ala Ala Gly
20 25 30
Gly Ala Val His Thr Arg Gly Leu Asp Phe Ala Cys Asp
35 40 45
<210> 321
211> 231

262
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[5124]  <212> PRT

[5125] <213> Homo sapiens

[56126]  <400> 321

[5127] Glu Pro Lys Ser Pro Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala
[5128] 1 5 10 15
[5129] Pro Pro Val Ala Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys
[5130] 20 25 30

[5131] Asp Thr Leu Met Ile Ala Arg Thr Pro Glu Val Thr Cys Val Val Val
[5132] 35 40 45

[5133] Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp
[5134] 50 55 60

[5135] Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr
[5136] 65 70 75 80
[5137] Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp
[5138] 85 90 95
[5139] Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu
[5140] 100 105 110

[5141]  Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg
[5142] 115 120 125

[5143] Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys
[5144] 130 135 140

[5145] Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp
[5146] 145 150 155 160
[5147] Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys
[5148] 165 170 175
[5149] Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser
[5150] 180 185 190

[5151] Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser
[5152] 195 200 205

[5153] Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser
[5154] 210 215 220

[5155] Leu Ser Leu Ser Pro Gly Lys

[5156] 225 230

[5157]  <210> 322

[5158]  <211> 24

[56159]  <212> PRT

[5160] <213> Homo sapiens

[5161]  <400> 322

[5162] 1Ile Tyr Ile Trp Ala Pro Leu Ala Gly Thr Cys Gly Val Leu Leu Leu
[5163] 1 5 10 15
[5164] Ser Leu Val Ile Thr Leu Tyr Cys

[5165] 20

263
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[5166]  <210> 323

[5167] <211> 42

[5168]  <212> PRT

[5169] <213> Homo sapiens

[5170]  <400> 323

[5171] Lys Arg Gly Arg Lys Lys Leu Leu Tyr Ile Phe Lys Gln Pro Phe Met
[6172] 1 5 10 15
[5173] Arg Pro Val Gln Thr Thr Gln Glu Glu Asp Gly Cys Ser Cys Arg Phe
[5174] 20 25 30

[5175] Pro Glu Glu Glu Glu Gly Gly Cys Glu Leu

[5176] 35 40

[5177] <210> 324

[5178] <211> 112

[5179]  <212> PRT

[5180] <213> Homo sapiens

[5181]  <400> 324

[5182] Arg Val Lys Phe Ser Arg Ser Ala Asp Ala Pro Ala Tyr Gln Gln Gly
[5183] 1 5 10 15
[5184] Gln Asn Gln Leu Tyr Asn Glu Leu Asn Leu Gly Arg Arg Glu Glu Tyr
[5185] 20 25 30

[5186] Asp Val Leu Asp Lys Arg Arg Gly Arg Asp Pro Glu Met Gly Gly Lys
[5187] 35 40 45

[5188] Pro Arg Arg Lys Asn Pro Gln Glu Gly Leu Tyr Asn Glu Leu Gln Lys
[5189] 50 55 60

[5190] Asp Lys Met Ala Glu Ala Tyr Ser Glu Ile Gly Met Lys Gly Glu Arg
[5191]1 65 70 75 80
[5192] Arg Arg Gly Lys Gly His Asp Gly Leu Tyr Gln Gly Leu Ser Thr Ala
[5193] 85 90 95
[5194] Thr Lys Asp Thr Tyr Asp Ala Leu His Met Gln Ala Leu Pro Pro Arg
[5195] 100 105 110

[6196]  <210> 325

[5197] <211> 52

[5198]  <212> PRT

[5199] <213> Homo sapiens

[5200]  <400> 325

[5201] Phe Phe Ile Pro Leu Leu Val Val Ile Leu Phe Ala Val Asp Thr Gly
[56202] 1 5 10 15
[5203] Leu Phe Ile Ser Thr Gln Gln Gln Val Thr Phe Leu Leu Lys Ile Lys
[5204] 20 25 30

[5205] Arg Thr Arg Lys Gly Phe Arg Leu Leu Asn Pro His Pro Lys Pro Asn
[5206] 35 40 45

[5207] Pro Lys Asn Asn

264
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[5208] 50

[5209] <210> 326

[5210] <211> 215

[5211]  <212> PRT

[5212] <213> Homo sapiens

[5213]  <400> 326

[5214] Met Asp Thr Glu Ser Asn Arg Arg Ala Asn Leu Ala Leu Pro Gln Glu
[5215] 1 5 10 15
[5216] Pro Ser Ser Val Pro Ala Phe Glu Val Leu Glu Ile Ser Pro Gln Glu
[5217] 20 25 30

[5218] Val Ser Ser Gly Arg Leu Leu Lys Ser Ala Ser Ser Pro Pro Leu His
[5219] 35 40 45

[5220] Thr Trp Leu Thr Val Leu Lys Lys Glu Gln Glu Phe Leu Gly Val Thr
[5221] 50 55 60

[5222] Gln Ile Leu Thr Ala Met Ile Cys Leu Cys Phe Gly Thr Val Val Cys
[5223] 65 70 75 80
[5224] Ser Val Leu Asp Ile Ser His Ile Glu Gly Asp Ile Phe Ser Ser Phe
[5225] 85 90 95
[5226] Lys Ala Gly Tyr Pro Phe Trp Gly Ala Ile Phe Phe Ser Ile Ser Gly
[5227] 100 105 110

[5228] Met Leu Ser Ile Ile Ser Glu Arg Arg Asn Ala Thr Tyr Leu Val Arg
[5229] 115 120 125

[5230] Gly Ser Leu Gly Ala Asn Thr Ala Ser Ser Ile Ala Gly Gly Thr Gly
[5231] 130 135 140

[5232] Ile Thr Ile Leu Ile Ile Asn Leu Lys Lys Ser Leu Ala Tyr Ile His
[5233] 145 150 155 160
[5234] Ile His Ser Cys Gln Lys Phe Phe Glu Thr Lys Cys Phe Met Ala Ser
[5235] 165 170 175
[5236] Phe Ser Thr Glu Ile Val Val Met Met Leu Phe Leu Thr Ile Leu Gly
[5237] 180 185 190

[5238] Leu Gly Ser Ala Val Ser Leu Thr Ile Cys Gly Ala Gly Glu Glu Leu
[5239] 195 200 205

[5240] Lys Gly Asn Lys Val Pro Glu

[5241] 210 215

[56242] <210> 327

[5243] <211> 42

[56244]  <212> PRT

[5245] <213> Homo sapiens

[5246]  <400> 327

[5247] Lys Arg Gly Arg Lys Lys Leu Leu Tyr Ile Phe Lys Gln Pro Phe Met
[5248] 1 5 10 15
[5249] Arg Pro Val Gln Thr Thr Gln Glu Glu Asp Gly Cys Ser Cys Arg Phe
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[5250]
[5251]
[5252]
[5253]
[5254]
[5255]
[5256]
[5257]
[5258]
[5259]
[5260]
[5261]
[5262]
[5263]
[5264]
[5265]
[5266]
[5267]
[5268]
[5269]
[5270]
[5271]
[5272]
[5273]
[5274]
[5275]
[5276]
[5277]
[5278]
[5279]
[5280]
[5281]
[5282]
[5283]
[5284]
[5285]
[5286]
[5287]
[5288]
[5289]
[5290]
[5291]

20
Pro Glu Glu Glu Glu Gly Gly
35
<210> 328
211> 41
<212> PRT
<213> Homo sapiens
<400> 328
Arg Ser Lys Arg Ser Arg Gly
1 5
Pro Arg Arg Pro Gly Pro Thr
20
Pro Arg Asp Phe Ala Ala Tyr
35
<210> 329
211> 18
<212> PRT
<213> Homo sapiens
<400> 329
Met Ile Pro Ala Val Val Leu
1 5
Ala Ala
<210> 330
<211> 43
<212> PRT
<213> Artificial Sequence
220>
<223> Synthetic Construct
<400> 330
Leu Gly Glu Pro Gln Leu Cys
1 5
Tyr Gly Ile Val Leu Thr Leu
20
Arg Lys Ala Ala Ile Thr Ser
35
<210> 331
211> 22
<212> PRT
<213> Homo sapiens
<400> 331
Gly Ser Gly Ala Thr Asn Phe
1 5

25 30
Cys Glu Leu
40

Gly His Ser Asp Tyr Met Asn Met Thr

10 15
Arg Lys His Tyr Gln Pro Tyr Ala Pro
25 30
Arg Ser
40

Leu Leu Leu Leu Leu Val Glu Gln Ala
10 15

Tyr Ile Leu Asp Ala Ile Leu Phe Leu

10 15
Leu Tyr Cys Arg Leu Lys Ile Gln Val
25 30
Tyr Glu Lys Ser

40

Ser Leu Leu Lys Gln Ala Gly Asp Val
10 15
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[5292]
[5293]
[5294]
[5295]
[5296]
[5297]
[5298]
[52991]
[5300]
[5301]
[5302]
[5303]
[5304]
[5305]
[5306]
[5307]
[5308]
[5309]
[5310]
[5311]
[5312]
[5313]
[5314]
[5315]
[5316]
[5317]
[5318]
[5319]
[5320]
[5321]
[5322]
[5323]
[5324]
[5325]
[5326]
[5327]
[5328]
[5329]
[5330]
[5331]
[5332]
[5333]

Glu Glu Asn Pro Gly Pro

<210> 332

211> 21

<212> PRT
<213> Homo sapiens
<400> 332
Gly Ser Gly Glu Gly Arg Gly Ser Leu Leu Thr Cys Gly Asp Val Glu

1

20

5

Glu Asn Pro Gly Pro

210>
<2115
212>
<213>

220>

223>
<400>

333
15
PRT

Artificial Sequence

20

Synthetic Construct
333

Gly Gly Gly Gly Ser Gly Gly

1

<210> 334
<211> 530
<212> PRT
<213> Homo Sapiens
<400> 334
Leu Thr Pro Gln

1
Gln

His

Gly

Gln

65

Gly

Leu

Ser

Pro

Ala

Gly

Lys

50

Ala

Gly

Cys

His

Val

Leu
Leu
35

Gln
His
Gly
Gln
Asp

115

Leu

Glu
20

Thr
Ala
Gly
Lys
Ala
100

Gly

Cys

5

Gln
5
Thr
Pro
Leu
Leu
Gln
85
His
Gly

Gln

Val

Val

Gln

Glu

Thr

70

Ala

Gly

Lys

Ala

Val

Gln

Gln

Thr

55

Pro

Leu

Leu

Gln

His

Gly

Ala

Arg

Val

40

Val

Gln

Glu

Thr

Ala

120
Gly

10

15

Gly Ser Gly Gly Gly Gly Ser

10

Ile Ala
10

Leu Leu

25

Val Ala

Gln Arg

Gln Val

Thr Val
90

Pro Glu

105

Leu Glu

Leu Thr

267

Ser

Pro

Ile

Leu

Val

75

Gln

Gln

Thr

Pro

Asn

Val

Ala

Leu

60

Ala

Arg

Val

Val

Glu

Gly

Leu

Ser

45

Pro

Ile

Leu

Val

Gln

125
Gln

Gly

Cys

30

Asn

Val

Ala

Leu

Ala
110
Arg

Val

15

Gly
15

Gln
Asn
Leu
Ser
Pro
95

Ile

Leu

Val

Ala

Gly

Cys

Asn

80

Val

Ala

Leu

Ala
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[5334] 130 135 140

[5335] Ile Ala Ser His Asp Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg
[56336] 145 150 155 160
[5337] Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Glu Gln Val
[5338] 165 170 175
[5339] Val Ala Ile Ala Ser His Asp Gly Gly Lys Gln Ala Leu Glu Thr Val
[5340] 180 185 190

[5341] Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Glu
[5342] 195 200 205

[5343] Gln Val Val Ala Ile Ala Ser Asn Ile Gly Gly Lys Gln Ala Leu Glu
[5344] 210 215 220

[5345] Thr Val Gln Ala Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr
[6346] 225 230 235 240
[5347] Pro Glu Gln Val Val Ala Ile Ala Ser His Asp Gly Gly Lys Gln Ala
[5348] 245 250 255
[5349] Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly
[5350] 260 265 270

[5351] Leu Thr Pro Glu Gln Val Val Ala Ile Ala Ser Asn Ile Gly Gly Lys
[5352] 275 280 285

[5353] Gln Ala Leu Glu Thr Val Gln Ala Leu Leu Pro Val Leu Cys Gln Ala
[5354] 290 295 300

[5355] His Gly Leu Thr Pro Gln Gln Val Val Ala Ile Ala Ser Asn Asn Gly
[5356] 305 310 315 320
[5357] Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys
[5358] 325 330 335
[5359] Gln Ala His Gly Leu Thr Pro Glu Gln Val Val Ala Ile Ala Ser Asn
[5360] 340 345 350

[5361] Ile Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Ala Leu Leu Pro Val
[5362] 355 360 365

[5363] Leu Cys Gln Ala His Gly Leu Thr Pro Gln Gln Val Val Ala Ile Ala
[5364] 370 375 380

[5365] Ser Asn Gly Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu
[5366] 385 390 395 400
[5367] Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Glu Gln Val Val Ala
[5368] 405 410 415
[5369] 1Ile Ala Ser Asn Ile Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Ala
[5370] 420 425 430

[6371] Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Gln Gln Val
[5372] 435 440 445

[5373] Val Ala Ile Ala Ser Asn Gly Gly Gly Lys Gln Ala Leu Glu Thr Val
[5374] 450 455 460

[5375] Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Glu
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[5376] 465 470 475 480
[5377] Gln Val Val Ala Ile Ala Ser His Asp Gly Gly Lys Gln Ala Leu Glu
[5378] 485 490 495
[5379] Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr
[5380] 500 505 510

[5381] Pro Gln Gln Val Val Ala Ile Ala Ser Asn Gly Gly Gly Arg Pro Ala
[5382] 515 520 525

[5383] Leu Glu

[5384] 530

[5385] <210> 335

[5386] <211> 530

[5387] <212> PRT

[5388] <213> Artificial Sequence

[5389]  <220>

[5390] <223> Synthetic Construct

[56391]  <400> 335

[5392] Leu Thr Pro Glu Gln Val Val Ala Ile Ala Ser His Asp Gly Gly Lys
[6393] 1 5 10 15
[5394] Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala
[5395] 20 25 30

[6396] His Gly Leu Thr Pro Gln Gln Val Val Ala Ile Ala Ser Asn Gly Gly
[5397] 35 40 45

[5398] Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys
(53991 50 55 60

[5400] Gln Ala His Gly Leu Thr Pro Glu Gln Val Val Ala Ile Ala Ser His
[5401] 65 70 75 80
[5402] Asp Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val
[5403] 85 90 95
[5404] Leu Cys Gln Ala His Gly Leu Thr Pro Glu Gln Val Val Ala Ile Ala
[5405] 100 105 110

[5406] Ser Asn Ile Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Ala Leu Leu
[5407] 115 120 125

[5408] Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Gln Gln Val Val Ala
[5409] 130 135 140

[5410] Ile Ala Ser Asn Asn Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg
[5411] 145 150 155 160
[5412] Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Glu Gln Val
[5413] 165 170 175
[5414] Val Ala Ile Ala Ser His Asp Gly Gly Lys Gln Ala Leu Glu Thr Val
[5415] 180 185 190

[5416] Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Gln
[5417] 195 200 205
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[5418] Gln Val Val Ala Ile Ala Ser Asn Gly Gly Gly Lys Gln Ala Leu Glu
[5419] 210 215 220

[5420] Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr
[5421] 225 230 235 240
[5422] Pro Gln Gln Val Val Ala Ile Ala Ser Asn Asn Gly Gly Lys Gln Ala
[5423] 245 250 255
[5424] Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly
[5425] 260 265 270

[5426] Leu Thr Pro Gln GIn Val Val Ala Ile Ala Ser Asn Asn Gly Gly Lys
[5427] 275 280 285

[5428] Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala
[5429] 290 295 300

[5430] His Gly Leu Thr Pro Gln Gln Val Val Ala Ile Ala Ser Asn Gly Gly
[5431] 305 310 315 320
[5432] Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys
[5433] 325 330 335
[5434] Gln Ala His Gly Leu Thr Pro Glu Gln Val Val Ala Ile Ala Ser Asn
[5435] 340 345 350

[5436] Ile Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Ala Leu Leu Pro Val
[5437] 355 360 365

[5438] Leu Cys Gln Ala His Gly Leu Thr Pro Glu Gln Val Val Ala Ile Ala
[5439] 370 375 380

[5440] Ser His Asp Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu
[5441] 385 390 395 400
[5442] Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Glu Gln Val Val Ala
[5443] 405 410 415
[5444] Ile Ala Ser Asn Ile Gly Gly Lys GIn Ala Leu Glu Thr Val Gln Ala
[5445] 420 425 430

[5446] Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Glu Gln Val
[5447] 435 440 445

[5448] Val Ala Ile Ala Ser His Asp Gly Gly Lys Gln Ala Leu Glu Thr Val
[5449] 450 455 460

[5450] Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Gln
[5451] 465 470 475 480
[5452] Gln Val Val Ala Ile Ala Ser Asn Asn Gly Gly Lys Gln Ala Leu Glu
[5453] 485 490 495
[5454] Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr
[5455] 500 505 510

[5456] Pro Gln Gln Val Val Ala Ile Ala Ser Asn Gly Gly Gly Arg Pro Ala
[5457] 515 520 525

[5458] Leu Glu

[5459] 530
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[5460]  <210> 336

[5461]  <211> 530

[56462]  <212> PRT

[5463] <213> Artificial Sequence

[5464]  <220>

[5465] <223> Synthetic Construct

[5466]  <400> 336

[5467] Leu Thr Pro Gln Gln Val Val Ala Ile Ala Ser Asn Asn Gly Gly Lys
[5468] 1 5 10 15
[5469] Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala
[5470] 20 25 30

[56471] His Gly Leu Thr Pro Gln Gln Val Val Ala Ile Ala Ser Asn Gly Gly
[5472] 35 40 45

[5473] Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys
[5474] 50 55 60

[5475] Gln Ala His Gly Leu Thr Pro Gln Gln Val Val Ala Ile Ala Ser Asn
[5476] 65 70 75 80
[5477] Asn Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val
[5478] 85 90 95
[5479] Leu Cys Gln Ala His Gly Leu Thr Pro Gln Gln Val Val Ala Ile Ala
[5480] 100 105 110

[5481] Ser Asn Gly Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu
[5482] 115 120 125

[5483] Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Gln Gln Val Val Ala
[5484] 130 135 140

[5485] Ile Ala Ser Asn Gly Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg
[5486] 145 150 155 160
[5487] Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Gln Gln Val
[5488] 165 170 175
[5489] Val Ala Ile Ala Ser Asn Gly Gly Gly Lys Gln Ala Leu Glu Thr Val
[5490] 180 185 190

[5491] Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Gln
[5492] 195 200 205

[5493] GIn Val Val Ala Ile Ala Ser Asn Asn Gly Gly Lys Gln Ala Leu Glu
[5494] 210 215 220

[5495] Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr
[5496] 225 230 235 240
[5497] Pro Glu Gln Val Val Ala Ile Ala Ser Asn Ile Gly Gly Lys Gln Ala
[5498] 245 250 255
[56499] Leu Glu Thr Val Gln Ala Leu Leu Pro Val Leu Cys Gln Ala His Gly
[5500] 260 265 270

[56501] Leu Thr Pro Gln Gln Val Val Ala Ile Ala Ser Asn Asn Gly Gly Lys
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[5502] 275 280 285

[5503] Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala
[5504] 290 295 300

[5505] His Gly Leu Thr Pro Glu Gln Val Val Ala Ile Ala Ser His Asp Gly
[5506] 305 310 315 320
[5507] Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys
[5508] 325 330 335
[56509] Gln Ala His Gly Leu Thr Pro Glu Gln Val Val Ala Ile Ala Ser His
[5510] 340 345 350

[5511] Asp Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val
[5512] 355 360 365

[5513] Leu Cys Gln Ala His Gly Leu Thr Pro Glu Gln Val Val Ala Ile Ala
[5514] 370 375 380

[5515] Ser Asn Ile Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Ala Leu Leu
[5516] 385 390 395 400
[5517] Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Gln Gln Val Val Ala
[5518] 405 410 415
[5519] Ile Ala Ser Asn Gly Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg
[5520] 420 425 430

[5521] Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Glu Gln Val
[5522] 435 440 445

[5523] Val Ala Ile Ala Ser His Asp Gly Gly Lys Gln Ala Leu Glu Thr Val
[5524] 450 455 460

[5525] Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Glu
[56526] 465 470 475 480
[5527] Gln Val Val Ala Ile Ala Ser Asn Ile Gly Gly Lys Gln Ala Leu Glu
[5528] 485 490 495
[5529] Thr Val Gln Ala Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr
[5530] 500 505 510

[5531] Pro Gln Gln Val Val Ala Ile Ala Ser Asn Gly Gly Gly Arg Pro Ala
[5532] 515 520 525

[5533] Leu Glu

[5534] 530

[5535]  <210> 337

[5536] <211> 539

[5537]  <212> PRT

[5538] <213> Artificial Sequence

[6539]  <220>

[5540] <223> Synthetic Construct

[5541]  <400> 337

[5542] Asn Pro Gln Arg Ser Thr Val Trp Tyr Leu Thr Pro Gln Gln Val Val
[5543] 1 5 10 15
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[5544] Ala Ile Ala Ser Asn Asn Gly Gly Lys Gln Ala Leu Glu Thr Val Gln
[5545] 20 25 30

[5546] Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Gln Gln
[5547] 35 40 45

[5548] Val Val Ala Ile Ala Ser Asn Gly Gly Gly Lys Gln Ala Leu Glu Thr
[5549] 50 55 60

[5550] Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro
[5551] 65 70 75 80
[5552] Gln Gln Val Val Ala Ile Ala Ser Asn Asn Gly Gly Lys Gln Ala Leu
[5553] 85 90 95
[5554] Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu
[5555] 100 105 110

[5556] Thr Pro Gln Gln Val Val Ala Ile Ala Ser Asn Asn Gly Gly Lys Gln
[5557] 115 120 125

[5558] Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His
[5559] 130 135 140

[5560] Gly Leu Thr Pro Glu Gln Val Val Ala Ile Ala Ser His Asp Gly Gly
[5561] 145 150 155 160
[5562] Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln
[5563] 165 170 175
[5564] Ala His Gly Leu Thr Pro Glu Gln Val Val Ala Ile Ala Ser His Asp
[5565] 180 185 190

[5566] Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu
(55671 195 200 205

[5568] Cys Gln Ala His Gly Leu Thr Pro Gln Gln Val Val Ala Ile Ala Ser
(55691 210 215 220

[5570] Asn Gly Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro
[6571]1 225 230 235 240
[5572] Val Leu Cys Gln Ala His Gly Leu Thr Pro Gln Gln Val Val Ala Ile
[5573] 245 250 255
[5574] Ala Ser Asn Gly Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu
[5575] 260 265 270

[5576] Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Gln Gln Val Val
[5577] 275 280 285

[5578] Ala Ile Ala Ser Asn Gly Gly Gly Lys Gln Ala Leu Glu Thr Val Gln
[5579] 290 295 300

[5580] Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Gln Gln
[5581] 305 310 315 320
[5582] Val Val Ala Ile Ala Ser Asn Gly Gly Gly Lys Gln Ala Leu Glu Thr
[5583] 325 330 335
[5584] Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro
[5585] 340 345 350
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[5586] Gln Gln Val Val Ala Ile Ala Ser Asn Asn Gly Gly Lys Gln Ala Leu
[5587] 355 360 365

[5588] Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu
[5589] 370 375 380

[5590] Thr Pro Gln Gln Val Val Ala Ile Ala Ser Asn Asn Gly Gly Lys Gln
[5591] 385 390 395 400
[5592] Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His
[5593] 405 410 415
[5594] Gly Leu Thr Pro Gln Gln Val Val Ala Ile Ala Ser Asn Asn Gly Gly
[5595] 420 425 430

[5596] Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln
[5597] 435 440 445

[5598] Ala His Gly Leu Thr Pro Gln Gln Val Val Ala Ile Ala Ser Asn Gly
[5599] 450 455 460

[5600] Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu
[5601] 465 470 475 480
[5602] Cys Gln Ala His Gly Leu Thr Pro Gln Gln Val Val Ala Ile Ala Ser
[5603] 485 490 495
[5604] Asn Asn Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro
[5605] 500 505 510

[56606] Val Leu Cys Gln Ala His Gly Leu Thr Pro Gln Gln Val Val Ala Ile
[5607] 515 520 525

[5608] Ala Ser Asn Gly Gly Gly Arg Pro Ala Leu Glu

[5609] 530 535

[5610]  <210> 338

[5611]  <211> 530

[5612]  <212> PRT

[5613] <213> Artificial Sequence

[5614]  <220>

[5615]  <223> Synthetic Construct

[6616]  <400> 338

[5617] Leu Thr Pro Glu Gln Val Val Ala Ile Ala Ser His Asp Gly Gly Lys
[5618] 1 5 10 15
[5619] Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala
[5620] 20 25 30

[5621] His Gly Leu Thr Pro Glu Gln Val Val Ala Ile Ala Ser His Asp Gly
[5622] 35 40 45

[5623] Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys
[5624] 50 55 60

[5625] Gln Ala His Gly Leu Thr Pro Glu Gln Val Val Ala Ile Ala Ser His
[5626] 65 70 75 80
[5627] Asp Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val
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[5628] 85 90 95
[5629] Leu Cys Gln Ala His Gly Leu Thr Pro Glu Gln Val Val Ala Ile Ala
[5630] 100 105 110

[5631] Ser Asn Ile Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Ala Leu Leu
[5632] 115 120 125

[5633] Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Glu Gln Val Val Ala
[5634] 130 135 140

[5635] Ile Ala Ser His Asp Gly Gly Lys Gln Ala Leu Glu Thr Val GIn Arg
[5636] 145 150 155 160
[5637] Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Glu Gln Val
[5638] 165 170 175
[5639] Val Ala Ile Ala Ser His Asp Gly Gly Lys Gln Ala Leu Glu Thr Val
[5640] 180 185 190

[5641] Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Glu
[5642] 195 200 205

[5643] Gln Val Val Ala Ile Ala Ser His Asp Gly Gly Lys Gln Ala Leu Glu
[5644] 210 215 220

[5645] Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr
[5646] 225 230 235 240
[5647] Pro Gln Gln Val Val Ala Ile Ala Ser Asn Asn Gly Gly Lys Gln Ala
[5648] 245 250 255
[5649] Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly
[5650] 260 265 270

[5651] Leu Thr Pro Glu GIn Val Val Ala Ile Ala Ser Asn Ile Gly Gly Lys
[5652] 275 280 285

[5653] Gln Ala Leu Glu Thr Val Gln Ala Leu Leu Pro Val Leu Cys Gln Ala
[5654] 290 295 300

[5655] His Gly Leu Thr Pro Gln Gln Val Val Ala Ile Ala Ser Asn Asn Gly
[5656] 305 310 315 320
[5657] Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys
[5658] 325 330 335
[5659] Gln Ala His Gly Leu Thr Pro Gln Gln Val Val Ala Ile Ala Ser Asn
[5660] 340 345 350

[5661] Asn Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val
[5662] 355 360 365

[5663] Leu Cys Gln Ala His Gly Leu Thr Pro Gln Gln Val Val Ala Ile Ala
[5664] 370 375 380

[5665] Ser Asn Gly Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu
[5666] 385 390 395 400
[5667] Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Glu Gln Val Val Ala
[5668] 405 410 415
[5669] Ile Ala Ser His Asp Gly Gly Lys Gln Ala Leu Glu Thr Val GIn Arg
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[5670] 420 425 430

[5671] Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Gln Gln Val
[5672] 435 440 445

[5673] Val Ala Ile Ala Ser Asn Asn Gly Gly Lys Gln Ala Leu Glu Thr Val
[5674] 450 455 460

[5675] Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Glu
[5676] 465 470 475 480
[5677] Gln Val Val Ala Ile Ala Ser His Asp Gly Gly Lys Gln Ala Leu Glu
[5678] 485 490 495
[5679] Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr
[5680] 500 505 510

[5681] Pro Gln Gln Val Val Ala Ile Ala Ser Asn Gly Gly Gly Arg Pro Ala
[5682] 515 520 525

[5683] Leu Glu

[5684] 530

[5685]  <210> 339

[5686] <211> 530

[5687]  <212> PRT

[5688] <213> Artificial Sequence

[5689]  <220>

[5690] <223> Synthetic Construct

[5691]  <400> 339

[5692] Leu Thr Pro Gln Gln Val Val Ala Ile Ala Ser Asn Asn Gly Gly Lys
[5693] 1 5 10 15
[5694] Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala
[5695] 20 25 30

[5696] His Gly Leu Thr Pro Gln Gln Val Val Ala Ile Ala Ser Asn Asn Gly
[5697] 35 40 45

[5698] Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys
[5699] 50 55 60

[5700] Gln Ala His Gly Leu Thr Pro Gln Gln Val Val Ala Ile Ala Ser Asn
[5701] 65 70 75 80
[5702] Asn Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val
[5703] 85 90 95
[5704] Leu Cys Gln Ala His Gly Leu Thr Pro Glu Gln Val Val Ala Ile Ala
[5705] 100 105 110

[5706] Ser Asn Ile Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Ala Leu Leu
[5707] 115 120 125

[5708] Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Gln Gln Val Val Ala
[5709] 130 135 140

[5710] Ile Ala Ser Asn Asn Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg
(57111 145 150 155 160
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[5712] Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Glu Gln Val
[5713] 165 170 175
[5714] Val Ala Ile Ala Ser Asn Ile Gly Gly Lys Gln Ala Leu Glu Thr Val
[5715] 180 185 190

[5716] Gln Ala Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Gln
[5717] 195 200 205

[5718]  Gln Val Val Ala Ile Ala Ser Asn Gly Gly Gly Lys Gln Ala Leu Glu
[5719] 210 215 220

[5720] Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr
[5721] 225 230 235 240
[5722] Pro Glu Gln Val Val Ala Ile Ala Ser His Asp Gly Gly Lys Gln Ala
[5723] 245 250 255
[5724] Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly
[5725] 260 265 270

[5726] Leu Thr Pro Gln Gln Val Val Ala Ile Ala Ser Asn Gly Gly Gly Lys
[5727] 275 280 285

[5728] Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala
[5729] 290 295 300

[5730] His Gly Leu Thr Pro Glu Gln Val Val Ala Ile Ala Ser His Asp Gly
[5731] 305 310 315 320
[5732] Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys
[5733] 325 330 335
[5734] Gln Ala His Gly Leu Thr Pro Gln Gln Val Val Ala Ile Ala Ser Asn
[5735] 340 345 350

[5736] Gly Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val
[5737] 355 360 365

[5738] Leu Cys Gln Ala His Gly Leu Thr Pro Gln GIln Val Val Ala Ile Ala
[5739] 370 375 380

[5740] Ser Asn Asn Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu
[5741] 385 390 395 400
[5742] Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Glu Gln Val Val Ala
[5743] 405 410 415
[5744] Ile Ala Ser His Asp Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg
[5745] 420 425 430

[5746] Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Gln Gln Val
[5747] 435 440 445

[5748] Val Ala Ile Ala Ser Asn Gly Gly Gly Lys Gln Ala Leu Glu Thr Val
[5749] 450 455 460

[5750] Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Gln
[5751] 465 470 475 480
[5752] Gln Val Val Ala Ile Ala Ser Asn Gly Gly Gly Lys Gln Ala Leu Glu
[5753] 485 490 495
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[5754]
[5755]
[5756]
[5757]
[5758]
[5759]
[5760]
[5761]
[5762]
[5763]
[5764]
[5765]
[5766]
[5767]
[5768]
[5769]
[5770]
[5771]
[5772]
[5773]
[5774]
[5775]
[5776]
[5777]
[5778]
[5779]
[5780]
[5781]
[5782]
[5783]
[5784]
[5785]
[5786]
[5787]
[5788]
[5789]
[5790]
[5791]
[5792]
[5793]
[5794]
[5795]

Thr Val Gln Arg Leu Leu Pro

500

Pro Gln Gln Val Val Ala Ile

Leu

<210>
<2115
212>
213

Glu
530

<220>

223>
<400>

515

340
530
PRT

Artificial Sequence

Leu Thr Pro Gln

1
Gln

His

Gly

Gln

65

Asp

Leu

Ser

Pro

Ile

145

Leu

Val

Gln

Gln

Thr

Ala

Gly

Lys

50

Ala

Gly

Cys

Asn

Val

130

Ala

Leu

Ala

Arg

Val

210
Val

Leu
Leu
35

Gln
His
Gly
Gln
Gly
115
Leu
Ser
Pro
Ile
Leu
195

Val

Gln

Glu
20

Thr
Ala
Gly
Lys
Ala
100
Gly
Cys
His
Val
Ala
180
Leu

Ala

Arg

Gln
5
Thr
Pro
Leu
Leu
Gln
85
His
Gly
Gln
Asp
Leu
165
Ser
Pro

Ile

Leu

Val

Val

Glu

Glu

Thr

70

Ala

Gly

Lys

Ala

Gly

150

Cys

His

Val

Ala

Leu

Synthetic Construct
340

Val

Gln

Gln

Thr

55

Pro

Leu

Leu

Gln

His

135

Gly

Gln

Asp

Leu

Ser

215

Pro

Val Leu Cys Gln Ala His Gly Leu Thr

505

510

Ala Ser Asn Gly Gly Gly Arg Pro Ala

520

Ala Tle

Arg Leu
25

Val Val

40

Val Gln

Glu Gln

Glu Thr

Thr Pro
105

Ala Leu

120

Gly Leu

Lys Gln

Ala His

Gly Gly
185

Cys Gln

200

Asn Gly

Val Leu

278

Ala
10

Leu
Ala
Arg
Val
Val
90

Gln
Glu
Thr
Ala
Gly
170
Lys
Ala

Gly

Cys

Ser

Pro

Ile

Leu

Val

75

Gln

Gln

Thr

Pro

Leu

155

Leu

Gln

His

Gly

Gln

Asn

Val

Ala

Leu

60

Ala

Arg

Val

Val

Glu

140

Glu

Thr

Ala

Gly

Lys

220
Ala

525

Gly
Leu
Ser
45

Pro
Ile
Leu
Val
Gln
125
Gln
Thr
Pro
Leu
Leu
205

Gln

His

Gly
Cys
30

His
Val
Ala
Leu
Ala
110
Arg
Val
Val
Glu
Glu
190
Thr

Ala

Gly

Gly
15

Gln
Asp
Leu
Ser
Pro
95

Ile
Leu
Val
Gln
Gln
175
Thr
Pro

Leu

Leu

Lys

Ala

Gly

Cys

His

80

Val

Ala

Leu

Ala

Arg

160

Val

Val

Gln

Glu

Thr
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[5796] 225 230 235 240
[5797]  Pro Glu Gln Val Val Ala Ile Ala Ser Asn Ile Gly Gly Lys Gln Ala
[5798] 245 250 255
[5799] Leu Glu Thr Val Gln Ala Leu Leu Pro Val Leu Cys Gln Ala His Gly
[5800] 260 265 270

[56801] Leu Thr Pro Glu Gln Val Val Ala Ile Ala Ser His Asp Gly Gly Lys
[5802] 275 280 285

[5803] Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala
[5804] 290 295 300

[5805] His Gly Leu Thr Pro Gln Gln Val Val Ala Ile Ala Ser Asn Gly Gly
[5806] 305 310 315 320
[56807] Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys
[5808] 325 330 335
[5809] Gln Ala His Gly Leu Thr Pro Glu Gln Val Val Ala Ile Ala Ser His
[5810] 340 345 350

[5811] Asp Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val
[5812] 355 360 365

[5813] Leu Cys Gln Ala His Gly Leu Thr Pro Glu Gln Val Val Ala Ile Ala
[5814] 370 375 380

[5815] Ser Asn Ile Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Ala Leu Leu
[5816] 385 390 395 400
[5817] Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Glu Gln Val Val Ala
[5818] 405 410 415
[5819] Ile Ala Ser His Asp Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg
[5820] 420 425 430

[5821] Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Glu Gln Val
[5822] 435 440 445

[5823] Val Ala Ile Ala Ser His Asp Gly Gly Lys Gln Ala Leu Glu Thr Val
[5824] 450 455 460

[5825] Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Glu
[5826] 465 470 475 480
[5827] Gln Val Val Ala Ile Ala Ser Asn Ile Gly Gly Lys Gln Ala Leu Glu
[5828] 485 490 495
[5829] Thr Val Gln Ala Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr
[5830] 500 505 510

[5831] Pro Gln Gln Val Val Ala Ile Ala Ser Asn Gly Gly Gly Arg Pro Ala
[5832] 515 520 525

[5833] Leu Glu

[5834] 530

[5835]  <210> 341

[5836] <211> 530

[5837] <212> PRT
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[5838] <213> Artificial Sequence

[5839] <220>

[5840] <223> Synthetic Construct

[5841]  <400> 341

[5842] Leu Thr Pro Gln GIn Val Val Ala Ile Ala Ser Asn Gly Gly Gly Lys
[5843] 1 5 10 15
[5844] Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala
[5845] 20 25 30

[5846] His Gly Leu Thr Pro Gln Gln Val Val Ala Ile Ala Ser Asn Asn Gly
[5847] 35 40 45

[5848] Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys
[5849] 50 55 60

[5850] Gln Ala His Gly Leu Thr Pro Glu Gln Val Val Ala Ile Ala Ser His
[5851] 65 70 75 80
[5852] Asp Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val
[5853] 85 90 95
[5854] Leu Cys Gln Ala His Gly Leu Thr Pro Gln Gln Val Val Ala Ile Ala
[5855] 100 105 110

[5856] Ser Asn Gly Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu
(58571 115 120 125

[5858] Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Glu Gln Val Val Ala
(58591 130 135 140

[5860] Ile Ala Ser His Asp Gly Gly Lys Gln Ala Leu Glu Thr Val GIn Arg
[5861] 145 150 155 160
[5862] Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Gln Gln Val
[5863] 165 170 175
[5864] Val Ala Ile Ala Ser Asn Gly Gly Gly Lys Gln Ala Leu Glu Thr Val
[5865] 180 185 190

[5866] Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Gln
[5867] 195 200 205

[5868] Gln Val Val Ala Ile Ala Ser Asn Gly Gly Gly Lys Gln Ala Leu Glu
[5869] 210 215 220

[5870] Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr
[5871] 225 230 235 240
[5872] Pro Glu Gln Val Val Ala Ile Ala Ser Asn Ile Gly Gly Lys Gln Ala
[5873] 245 250 255
[5874] Leu Glu Thr Val GIn Ala Leu Leu Pro Val Leu Cys Gln Ala His Gly
[5875] 260 265 270

[5876] Leu Thr Pro Glu GIn Val Val Ala Ile Ala Ser His Asp Gly Gly Lys
[5877] 275 280 285

[5878] Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala
[5879] 290 295 300
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[5880] His Gly Leu Thr Pro Glu Gln Val Val Ala Ile Ala Ser His Asp Gly
[5881] 305 310 315 320
[5882] Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val Leu Cys
[5883] 325 330 335
[5884] Gln Ala His Gly Leu Thr Pro Gln Gln Val Val Ala Ile Ala Ser Asn
[5885] 340 345 350

[5886] Gly Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu Pro Val
[5887] 355 360 365

[5888] Leu Cys Gln Ala His Gly Leu Thr Pro Gln Gln Val Val Ala Ile Ala
[5889] 370 375 380

[5890] Ser Asn Asn Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg Leu Leu
[5891] 385 390 395 400
[5892] Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Gln Gln Val Val Ala
[5893] 405 410 415
[5894] Ile Ala Ser Asn Gly Gly Gly Lys Gln Ala Leu Glu Thr Val Gln Arg
[5895] 420 425 430

[5896] Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Glu Gln Val
[5897] 435 440 445

[5898] Val Ala Ile Ala Ser Asn Ile Gly Gly Lys Gln Ala Leu Glu Thr Val
[5899] 450 455 460

[5900] Gln Ala Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr Pro Glu
[5901] 465 470 475 480
[56902] Gln Val Val Ala Ile Ala Ser His Asp Gly Gly Lys Gln Ala Leu Glu
[5903] 485 490 495
[5904] Thr Val Gln Arg Leu Leu Pro Val Leu Cys Gln Ala His Gly Leu Thr
[5905] 500 505 510

[5906] Pro Gln Gln Val Val Ala Ile Ala Ser Asn Gly Gly Gly Arg Pro Ala
[5907] 515 520 525

[5908] Leu Glu

[5909] 530

[6910]  <210> 342

[6911]1  <211> 136

[6912]  <212> PRT

[5913] <213> Homo sapiens

[56914]  <400> 342

[5915] Cys Pro Tyr Ser Asn Pro Ser Leu Cys Ser Gly Gly Gly Gly Ser Glu
[5916] 1 5 10 15
[5917] Leu Pro Thr Gln Gly Thr Phe Ser Asn Val Ser Thr Asn Val Ser Pro
[5918] 20 25 30

[5919] Ala Lys Pro Thr Thr Thr Ala Cys Pro Tyr Ser Asn Pro Ser Leu Cys
[5920] 35 40 45

[5921]  Ser Gly Gly Gly Gly Ser Pro Ala Pro Arg Pro Pro Thr Pro Ala Pro
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[5922] 50 55 60

[5923] Thr Ile Ala Ser Gln Pro Leu Ser Leu Arg Pro Glu Ala Cys Arg Pro
[5924] 65 70 75 80
[5925] Ala Ala Gly Gly Ala Val His Thr Arg Gly Leu Asp Phe Ala Cys Asp
[5926] 85 90 95
[5927] Ile Tyr Ile Trp Ala Pro Leu Ala Gly Thr Cys Gly Val Leu Leu Leu
[5928] 100 105 110

[5929] Ser Leu Val Ile Thr Leu Tyr Cys Asn His Arg Asn Arg Arg Arg Val
[5930] 115 120 125

[5931] Cys Lys Cys Pro Arg Pro Val Val

[5932] 130 135

[5933] <210> 343

[6934]  <211> 453

[6935]  <212> PRT

[5936] <213> Artificial Sequence

[6937]  <220>

[5938] <223> Synthetic Construct

[56939]  <400> 343

[5940] Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
[5941] 1 5 10 15
[5942] His Ala Ala Arg Pro Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu
[5943] 20 25 30

[5944] Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe
[5945] 35 40 45

[5946] Thr Phe Ser Ser Tyr Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys
[5947] 50 55 60

[5948] Gly Leu Glu Trp Val Ser Ala Ile Ser Asp Ser Gly Gly Ser Thr Tyr
[56949] 65 70 75 80
[5950] Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser
[5951] 85 90 95
[5952] Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr
[5953] 100 105 110

[5954] Ala Val Tyr Tyr Cys Ala Arg Tyr Trp Pro Met Asp Ile Trp Gly Gln
[5955] 115 120 125

[5956] Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly
[5957] 130 135 140

[5958] Gly Ser Gly Gly Gly Gly Ser Glu Ile Val Leu Thr Gln Ser Pro Gly
[5959] 145 150 155 160
[5960] Thr Leu Ser Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala
[5961] 165 170 175
[5962] Ser Gln Ser Val Ser Ser Ser Tyr Leu Ala Trp Tyr Gln Gln Lys Pro
[5963] 180 185 190
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[5964] Gly Gln Ala Pro Arg Leu Leu Met Tyr Asp Ala Ser Ile Arg Ala Thr
[5965] 195 200 205

[5966] Gly Ile Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr
[5967] 210 215 220

[5968] Leu Thr Ile Ser Arg Leu Glu Pro Glu Asp Phe Ala Val Tyr Tyr Cys
[5969] 225 230 235 240
[5970] Gln Gln Tyr Gly Ser Trp Pro Leu Thr Phe Gly Gln Gly Thr Lys Val
[5971] 245 250 255
[5972] Glu Ile Lys Gly Leu Ala Val Ser Thr Ile Ser Ser Phe Phe Pro Pro
[5973] 260 265 270

[5974] Gly Tyr Gln Ile Tyr Ile Trp Ala Pro Leu Ala Gly Thr Cys Gly Val
[5975] 275 280 285

[5976] Leu Leu Leu Ser Leu Val Ile Thr Leu Tyr Cys Lys Arg Gly Arg Lys
[5977] 290 295 300

[5978] Lys Leu Leu Tyr Ile Phe Lys Gln Pro Phe Met Arg Pro Val Gln Thr
[5979] 305 310 315 320
[5980] Thr Gln Glu Glu Asp Gly Cys Ser Cys Arg Phe Pro Glu Glu Glu Glu
[5981] 325 330 335
[5982] Gly Gly Cys Glu Leu Arg Val Lys Phe Ser Arg Ser Ala Asp Ala Pro
[5983] 340 345 350

[5984] Ala Tyr Gln Gln Gly Gln Asn Gln Leu Tyr Asn Glu Leu Asn Leu Gly
[5985] 355 360 365

[5986] Arg Arg Glu Glu Tyr Asp Val Leu Asp Lys Arg Arg Gly Arg Asp Pro
(59871 370 375 380

[5988] Glu Met Gly Gly Lys Pro Arg Arg Lys Asn Pro Gln Glu Gly Leu Tyr
[5989] 385 390 395 400
[5990] Asn Glu Leu Gln Lys Asp Lys Met Ala Glu Ala Tyr Ser Glu Ile Gly
[5991] 405 410 415
[5992] Met Lys Gly Glu Arg Arg Arg Gly Lys Gly His Asp Gly Leu Tyr Gln
[5993] 420 425 430

[5994] Gly Leu Ser Thr Ala Thr Lys Asp Thr Tyr Asp Ala Leu His Met Gln
[5995] 435 440 445

[5996] Ala Leu Pro Pro Arg

[5997] 450

[5998] <210> 344

[5999] <211> 482

[6000]  <212> PRT

[6001] <213> Artificial Sequence

[6002]  <220>

[6003] <223> Synthetic Construct

[6004]  <400> 344

[6005] Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
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[6006] 1 5 10 15
[6007] His Ala Ala Arg Pro Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu
[6008] 20 25 30

[6009] Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe
[6010] 35 40 45

[6011]  Thr Phe Ser Ser Tyr Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys
[6012] 50 55 60

[6013] Gly Leu Glu Trp Val Ser Ala Ile Ser Asp Ser Gly Gly Ser Thr Tyr
[6014] 65 70 75 80
[6015] Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser
[6016] 85 90 95
[6017] Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr
[6018] 100 105 110

[6019] Ala Val Tyr Tyr Cys Ala Arg Tyr Trp Pro Met Asp Ile Trp Gly Gln
[6020] 115 120 125

[6021] Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly
[6022] 130 135 140

[6023] Gly Ser Gly Gly Gly Gly Ser Glu Ile Val Leu Thr Gln Ser Pro Gly
[6024] 145 150 155 160
[6025] Thr Leu Ser Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala
[6026] 165 170 175
[6027] Ser Gln Ser Val Ser Ser Ser Tyr Leu Ala Trp Tyr Gln Gln Lys Pro
[6028] 180 185 190

[6029] Gly Gln Ala Pro Arg Leu Leu Met Tyr Asp Ala Ser Ile Arg Ala Thr
[6030] 195 200 205

[6031] Gly Ile Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr
[6032] 210 215 220

[6033] Leu Thr Ile Ser Arg Leu Glu Pro Glu Asp Phe Ala Val Tyr Tyr Cys
[6034] 225 230 235 240
[6035] Gln Gln Tyr Gly Ser Trp Pro Leu Thr Phe Gly Gln Gly Thr Lys Val
[6036] 245 250 255
[6037] Glu Ile Lys Thr Thr Thr Pro Ala Pro Arg Pro Pro Thr Pro Ala Pro
[6038] 260 265 270

[6039] Thr Ile Ala Ser Gln Pro Leu Ser Leu Arg Pro Glu Ala Cys Arg Pro
[6040] 275 280 285

[6041] Ala Ala Gly Gly Ala Val His Thr Arg Gly Leu Asp Phe Ala Cys Asp
[6042] 290 295 300

[6043] Ile Tyr Ile Trp Ala Pro Leu Ala Gly Thr Cys Gly Val Leu Leu Leu
[6044] 305 310 315 320
[6045] Ser Leu Val Ile Thr Leu Tyr Cys Lys Arg Gly Arg Lys Lys Leu Leu
[6046] 325 330 335
[6047] Tyr Ile Phe Lys Gln Pro Phe Met Arg Pro Val Gln Thr Thr Gln Glu
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[6048] 340 345 350

[6049] Glu Asp Gly Cys Ser Cys Arg Phe Pro Glu Glu Glu Glu Gly Gly Cys
[6050] 355 360 365

[6051] Glu Leu Arg Val Lys Phe Ser Arg Ser Ala Asp Ala Pro Ala Tyr Gln
[6052] 370 375 380

[6053] Gln Gly Gln Asn Gln Leu Tyr Asn Glu Leu Asn Leu Gly Arg Arg Glu
[6054] 385 390 395 400
[6055] Glu Tyr Asp Val Leu Asp Lys Arg Arg Gly Arg Asp Pro Glu Met Gly
[6056] 405 410 415
[6057] Gly Lys Pro Arg Arg Lys Asn Pro Gln Glu Gly Leu Tyr Asn Glu Leu
[6058] 420 425 430

[6059] Gln Lys Asp Lys Met Ala Glu Ala Tyr Ser Glu Ile Gly Met Lys Gly
[6060] 435 440 445

[6061]  Glu Arg Arg Arg Gly Lys Gly His Asp Gly Leu Tyr Gln Gly Leu Ser
[6062] 450 455 460

[6063] Thr Ala Thr Lys Asp Thr Tyr Asp Ala Leu His Met Gln Ala Leu Pro
[6064] 465 470 475 480
[6065] Pro Arg

[6066]  <210> 345

[6067] <211> 668

[6068]  <212> PRT

[6069] <213> Artificial Sequence

[6070]  <220>

[6071]  <223> Synthetic Construct

[6072]  <400> 345

[6073] Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
[6074] 1 5 10 15
[6075] His Ala Ala Arg Pro Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu
[6076] 20 25 30

[6077] Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe
[6078] 35 40 45

[6079] Thr Phe Ser Ser Tyr Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys
[6080] 50 55 60

[6081] Gly Leu Glu Trp Val Ser Ala Ile Ser Asp Ser Gly Gly Ser Thr Tyr
[6082] 65 70 75 80
[6083] Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser
[6084] 85 90 95
[6085] Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr
[6086] 100 105 110

[6087] Ala Val Tyr Tyr Cys Ala Arg Tyr Trp Pro Met Asp Ile Trp Gly Gln
[6088] 115 120 125

[6089] Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly

285



CN 107980046 B }? yu % 146/197 11
[6090] 130 135 140

[6091]  Gly Ser Gly Gly Gly Gly Ser Glu Ile Val Leu Thr Gln Ser Pro Gly
[6092] 145 150 155 160
[6093] Thr Leu Ser Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala
[6094] 165 170 175
[6095] Ser Gln Ser Val Ser Ser Ser Tyr Leu Ala Trp Tyr Gln Gln Lys Pro
[6096] 180 185 190

[6097] Gly Gln Ala Pro Arg Leu Leu Met Tyr Asp Ala Ser Ile Arg Ala Thr
[6098] 195 200 205

[6099] Gly Ile Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr
[6100] 210 215 220

[6101] Leu Thr Ile Ser Arg Leu Glu Pro Glu Asp Phe Ala Val Tyr Tyr Cys
[6102] 225 230 235 240
[6103] Gln Gln Tyr Gly Ser Trp Pro Leu Thr Phe Gly Gln Gly Thr Lys Val
[6104] 245 250 255
[6105] Glu Ile Lys Glu Pro Lys Ser Pro Asp Lys Thr His Thr Cys Pro Pro
[6106] 260 265 270

[6107] Cys Pro Ala Pro Pro Val Ala Gly Pro Ser Val Phe Leu Phe Pro Pro
[6108] 275 280 285

[6109] Lys Pro Lys Asp Thr Leu Met Ile Ala Arg Thr Pro Glu Val Thr Cys
[6110] 290 295 300

[6111]  Val Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp
[6112] 305 310 315 320
[6113] Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu
[6114] 325 330 335
[6115]  Glu Gln Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu
[6116] 340 345 350

[6117] His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn
[6118] 355 360 365

[6119] Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly
[6120] 370 375 380

[6121]  Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Asp Glu
[6122] 385 390 395 400
[6123] Leu Thr Lys Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr
[6124] 405 410 415
[6125] Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn
[6126] 420 425 430

[6127] Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe
[6128] 435 440 445

[6129] Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn
[6130] 450 455 460

[6131]  Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr
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[6132] 465 470 475 480
[6133] Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys Ile Tyr Ile Trp Ala Pro
[6134] 485 490 495
[6135] Leu Ala Gly Thr Cys Gly Val Leu Leu Leu Ser Leu Val Ile Thr Leu
[6136] 500 505 510

[6137] Tyr Cys Lys Arg Gly Arg Lys Lys Leu Leu Tyr Ile Phe Lys Gln Pro
[6138] 515 520 525

[6139] Phe Met Arg Pro Val Gln Thr Thr Gln Glu Glu Asp Gly Cys Ser Cys
[6140] 530 535 540

[6141]  Arg Phe Pro Glu Glu Glu Glu Gly Gly Cys Glu Leu Arg Val Lys Phe
[6142] 545 550 555 560
[6143] Ser Arg Ser Ala Asp Ala Pro Ala Tyr Gln GIln Gly Gln Asn Gln Leu
[6144] 565 570 575
[6145] Tyr Asn Glu Leu Asn Leu Gly Arg Arg Glu Glu Tyr Asp Val Leu Asp
[6146] 580 585 590

[6147] Lys Arg Arg Gly Arg Asp Pro Glu Met Gly Gly Lys Pro Arg Arg Lys
[6148] 595 600 605

[6149]  Asn Pro Gln Glu Gly Leu Tyr Asn Glu Leu Gln Lys Asp Lys Met Ala
[6150] 610 615 620

[6151]  Glu Ala Tyr Ser Glu Ile Gly Met Lys Gly Glu Arg Arg Arg Gly Lys
[6152] 625 630 635 640
[6153] Gly His Asp Gly Leu Tyr Gln Gly Leu Ser Thr Ala Thr Lys Asp Thr
[6154] 645 650 655
[6155] Tyr Asp Ala Leu His Met Gln Ala Leu Pro Pro Arg

[6156] 660 665

[6157]  <210> 346

[6158] <211> 453

[6159]  <212> PRT

[6160] <213> Artificial Sequence

[6161]  <220>

[6162] <223> Synthetic Construct

[6163]  <400> 346

[6164] Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
[6165] 1 5 10 15
[6166] His Ala Ala Arg Pro Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu
[6167] 20 25 30

[6168] Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe
[6169] 35 40 45

[6170] Thr Phe Ser Ser Tyr Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys
[6171] 50 55 60

[6172]  Gly Leu Glu Trp Val Ser Ala Ile Leu Ser Ser Gly Gly Ser Thr Tyr
[6173] 65 70 75 80
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[6174] Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser
[6175] 85 90 95
[6176] Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr
[6177] 100 105 110

[6178] Ala Val Tyr Tyr Cys Ala Arg Tyr Trp Pro Met Asp Ile Trp Gly Gln
[6179] 115 120 125

[6180] Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly
[6181] 130 135 140

[6182]  Gly Ser Gly Gly Gly Gly Ser Glu Ile Val Leu Thr Gln Ser Pro Gly
[6183] 145 150 155 160
[6184] Thr Leu Ser Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Gly
[6185] 165 170 175
[6186] Gly Gln Ser Val Ser Ser Ser Tyr Leu Ala Trp Tyr Gln Gln Lys Pro
[6187] 180 185 190

[6188] Gly Gln Ala Pro Arg Leu Leu Met Tyr Asp Ala Ser Ile Arg Ala Thr
[6189] 195 200 205

[6190] Gly Ile Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr
[6191] 210 215 220

[6192] Leu Thr Ile Ser Arg Leu Glu Pro Glu Asp Phe Ala Val Tyr Tyr Cys
[6193] 225 230 235 240
[6194]  Gln Gln Tyr Gln Ser Trp Pro Leu Thr Phe Gly Gln Gly Thr Lys Val
[6195] 245 250 255
[6196] Glu Ile Lys Gly Leu Ala Val Ser Thr Ile Ser Ser Phe Phe Pro Pro
[6197] 260 265 270

[6198] Gly Tyr Gln Ile Tyr Ile Trp Ala Pro Leu Ala Gly Thr Cys Gly Val
[6199] 275 280 285

[6200] Leu Leu Leu Ser Leu Val Ile Thr Leu Tyr Cys Lys Arg Gly Arg Lys
[6201] 290 295 300

[6202] Lys Leu Leu Tyr Ile Phe Lys Gln Pro Phe Met Arg Pro Val Gln Thr
[6203] 305 310 315 320
[6204] Thr Gln Glu Glu Asp Gly Cys Ser Cys Arg Phe Pro Glu Glu Glu Glu
[6205] 325 330 335
[6206] Gly Gly Cys Glu Leu Arg Val Lys Phe Ser Arg Ser Ala Asp Ala Pro
[6207] 340 345 350

[6208] Ala Tyr Gln Gln Gly Gln Asn Gln Leu Tyr Asn Glu Leu Asn Leu Gly
[6209] 355 360 365

[6210] Arg Arg Glu Glu Tyr Asp Val Leu Asp Lys Arg Arg Gly Arg Asp Pro
[6211] 370 375 380

[6212]  Glu Met Gly Gly Lys Pro Arg Arg Lys Asn Pro Gln Glu Gly Leu Tyr
[6213] 385 390 395 400
[6214]  Asn Glu Leu Gln Lys Asp Lys Met Ala Glu Ala Tyr Ser Glu Ile Gly
[6215] 405 410 415
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[6216]
[6217]
[6218]
[6219]
[6220]
[6221]
[6222]
[6223]
[6224]
[6225]
[6226]
[6227]
[6228]
[6229]
[6230]
[6231]
[6232]
[6233]
[6234]
[6235]
[6236]
[6237]
[6238]
[6239]
[6240]
[6241]
[6242]
[6243]
[6244]
[6245]
[6246]
[6247]
[6248]
[6249]
[6250]
[6251]
[6252]
[6253]
[6254]
[6255]
[6256]
[6257]

Met Lys Gly Glu Arg Arg Arg

420

Gly Leu Ser Thr Ala Thr Lys

435

Ala Leu Pro Pro Arg

<210>
<2115
212>
213>

450

220>

223>
<400>

347
482
PRT

Artificial Sequence

Met Ala Leu Pro

1
His

Val

Thr

Gly

65
Tyr

Ala

Gly

Gly

145

Thr

Gly

Gly

Gly

Leu

Ala

Gln

Phe

50

Leu

Ala

Asn

Val

Thr

130

Ser

Leu

Gln

Gln

Ile

210
Thr

Ala

Pro
35

Ser

Glu

Asp

Thr

Tyr

115

Leu

Gly

Ser

Ser

Ala

195

Pro

Ile

Arg
20

Gly
Ser
Trp
Ser
Leu
100
Tyr
Val
Gly
Leu
Val
180
Pro

Asp

Ser

Synthetic Construct
347

Val Thr Ala

5

Pro

Gly

Tyr

Val

Val

85

Tyr

Cys

Thr

Gly

Ser

165

Ser

Arg

Arg

Arg

Glu

Ser

Ala

Ser

70

Lys

Leu

Ala

Val

Gly

150

Pro

Ser

Leu

Phe

Leu

Val

Leu

Met

55

Ala

Gly

Gln

Arg

Ser

135

Ser

Gly

Ser

Leu

Ser

215
Glu

Gly Lys Gly His Asp Gly Leu Tyr Gln

425

430

Asp Thr Tyr Asp Ala Leu His Met Gln

440

Leu
Gln
Arg
40

Asn
Ile
Arg
Met
Tyr
120
Ser
Glu
Glu
Tyr
Met
200

Gly

Pro

Leu
Leu

25

Leu

Leu
Phe
Asn
105
Trp
Gly
Ile
Arg
Leu
185
Tyr

Ser

Glu

289

Leu
10

Leu
Ser
Val
Ser
Thr
90

Ser
Pro
Gly
Val
Ala
170
Ala
Asp

Gly

Asp

Pro

Glu

Cys

Arg

Ser

75

Ile

Leu

Met

Gly

Leu

155

Thr

Trp

Ala

Ser

Phe

Leu
Ser
Ala
Gln
60

Gly
Ser
Arg
Asp
Gly
140
Thr
Leu
Tyr
Ser
Gly

220
Ala

445

Ala
Gly
Ala
45

Ala
Gly
Arg
Ala
Ile
125
Ser
Gln
Ser
Gln
Ile
205

Thr

Val

Leu

Gly

30

Ser

Pro

Ser

Asp

Glu

110

Trp

Gly

Ser

Cys

Gln

190

Asp

Tyr

Leu
15

Gly
Gly
Gly
Thr
Asn
95

Asp
Gly
Gly
Pro
Arg
175
Lys
Ala

Phe

Tyr

Leu

Leu

Phe

Lys

Tyr

80

Ser

Thr

Gln

Gly

Gly

160

Gly

Pro

Thr

Thr

Cys
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[6258] 225 230 235 240
[6259] Gln Gln Tyr Gln Ser Trp Pro Leu Thr Phe Gly Gln Gly Thr Lys Val
[6260] 245 250 255
[6261]  Glu Ile Lys Thr Thr Thr Pro Ala Pro Arg Pro Pro Thr Pro Ala Pro
[6262] 260 265 270

[6263] Thr Ile Ala Ser Gln Pro Leu Ser Leu Arg Pro Glu Ala Cys Arg Pro
[6264] 275 280 285

[6265] Ala Ala Gly Gly Ala Val His Thr Arg Gly Leu Asp Phe Ala Cys Asp
[6266] 290 295 300

[6267] Ile Tyr Ile Trp Ala Pro Leu Ala Gly Thr Cys Gly Val Leu Leu Leu
[6268] 305 310 315 320
[6269] Ser Leu Val Ile Thr Leu Tyr Cys Lys Arg Gly Arg Lys Lys Leu Leu
[6270] 325 330 335
[6271] Tyr Ile Phe Lys Gln Pro Phe Met Arg Pro Val Gln Thr Thr Gln Glu
[6272] 340 345 350

[6273] Glu Asp Gly Cys Ser Cys Arg Phe Pro Glu Glu Glu Glu Gly Gly Cys
[6274] 355 360 365

[6275] Glu Leu Arg Val Lys Phe Ser Arg Ser Ala Asp Ala Pro Ala Tyr Gln
[6276] 370 375 380

[6277] Gln Gly Gln Asn Gln Leu Tyr Asn Glu Leu Asn Leu Gly Arg Arg Glu
[6278] 385 390 395 400
[6279]  Glu Tyr Asp Val Leu Asp Lys Arg Arg Gly Arg Asp Pro Glu Met Gly
[6280] 405 410 415
[6281] Gly Lys Pro Arg Arg Lys Asn Pro Gln Glu Gly Leu Tyr Asn Glu Leu
[6282] 420 425 430

[6283] Gln Lys Asp Lys Met Ala Glu Ala Tyr Ser Glu Ile Gly Met Lys Gly
[6284] 435 440 445

[6285] Glu Arg Arg Arg Gly Lys Gly His Asp Gly Leu Tyr Gln Gly Leu Ser
[6286] 450 455 460

[6287] Thr Ala Thr Lys Asp Thr Tyr Asp Ala Leu His Met Gln Ala Leu Pro
[6288] 465 470 475 480
[6289] Pro Arg

[6290] <210> 348

[6291] <211> 668

[6292]  <212> PRT

[6293] <213> Artificial Sequence

[6294]  <220>

[6295] <223> Synthetic Construct

[6296]  <400> 348

[6297] Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
[6298] 1 5 10 15
[6299] His Ala Ala Arg Pro Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu
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[6300] 20 25 30

[6301] Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe
[6302] 35 40 45

[6303] Thr Phe Ser Ser Tyr Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys
[6304] 50 55 60

[6305] Gly Leu Glu Trp Val Ser Ala Ile Leu Ser Ser Gly Gly Ser Thr Tyr
[6306] 65 70 75 80
[6307] Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser
[6308] 85 90 95
[6309] Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr
[6310] 100 105 110

[6311] Ala Val Tyr Tyr Cys Ala Arg Tyr Trp Pro Met Asp Ile Trp Gly Gln
[6312] 115 120 125

[6313] Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly
[6314] 130 135 140

[6315] Gly Ser Gly Gly Gly Gly Ser Glu Ile Val Leu Thr Gln Ser Pro Gly
[6316] 145 150 155 160
[6317] Thr Leu Ser Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Gly
[6318] 165 170 175
[6319] Gly Gln Ser Val Ser Ser Ser Tyr Leu Ala Trp Tyr Gln Gln Lys Pro
[6320] 180 185 190

[6321]  Gly Gln Ala Pro Arg Leu Leu Met Tyr Asp Ala Ser Ile Arg Ala Thr
[6322] 195 200 205

[6323] Gly Ile Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr
[6324] 210 215 220

[6325] Leu Thr Ile Ser Arg Leu Glu Pro Glu Asp Phe Ala Val Tyr Tyr Cys
[6326] 225 230 235 240
[6327] Gln Gln Tyr Gln Ser Trp Pro Leu Thr Phe Gly Gln Gly Thr Lys Val
[6328] 245 250 255
[6329] Glu Ile Lys Glu Pro Lys Ser Pro Asp Lys Thr His Thr Cys Pro Pro
[6330] 260 265 270

[6331] Cys Pro Ala Pro Pro Val Ala Gly Pro Ser Val Phe Leu Phe Pro Pro
[6332] 275 280 285

[6333] Lys Pro Lys Asp Thr Leu Met Ile Ala Arg Thr Pro Glu Val Thr Cys
[6334] 290 295 300

[6335] Val Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp
[6336] 305 310 315 320
[6337] Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu
[6338] 325 330 335
[6339] Glu Gln Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu
[6340] 340 345 350

[6341] His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn
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[6342] 355 360 365

[6343] Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly
[6344] 370 375 380

[6345]  Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Asp Glu
[6346] 385 390 395 400
[6347] Leu Thr Lys Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr
[6348] 405 410 415
[6349] Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn
[6350] 420 425 430

[6351] Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe
[6352] 435 440 445

[6353] Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn
[6354] 450 455 460

[6355] Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr
[6356] 465 470 475 480
[6357] Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys Ile Tyr Ile Trp Ala Pro
[6358] 485 490 495
[6359] Leu Ala Gly Thr Cys Gly Val Leu Leu Leu Ser Leu Val Ile Thr Leu
[6360] 500 505 510

[6361] Tyr Cys Lys Arg Gly Arg Lys Lys Leu Leu Tyr Ile Phe Lys Gln Pro
[6362] 515 520 525

[6363] Phe Met Arg Pro Val Gln Thr Thr Gln Glu Glu Asp Gly Cys Ser Cys
[6364] 530 535 540

[6365] Arg Phe Pro Glu Glu Glu Glu Gly Gly Cys Glu Leu Arg Val Lys Phe
[6366] 545 550 555 560
[6367] Ser Arg Ser Ala Asp Ala Pro Ala Tyr Gln Gln Gly Gln Asn Gln Leu
[6368] 565 570 575
[6369] Tyr Asn Glu Leu Asn Leu Gly Arg Arg Glu Glu Tyr Asp Val Leu Asp
[6370] 580 585 590

[6371] Lys Arg Arg Gly Arg Asp Pro Glu Met Gly Gly Lys Pro Arg Arg Lys
[6372] 595 600 605

[6373] Asn Pro Gln Glu Gly Leu Tyr Asn Glu Leu Gln Lys Asp Lys Met Ala
[6374] 610 615 620

[6375] Glu Ala Tyr Ser Glu Ile Gly Met Lys Gly Glu Arg Arg Arg Gly Lys
[6376] 625 630 635 640
[6377] Gly His Asp Gly Leu Tyr Gln Gly Leu Ser Thr Ala Thr Lys Asp Thr
[6378] 645 650 655
[6379] Tyr Asp Ala Leu His Met Gln Ala Leu Pro Pro Arg

[6380] 660 665

[6381]  <210> 349

[6382] <211> 453

[6383] <212> PRT
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[6384] <213> Artificial Sequence

[6385]  <220>

[6386] <223> Synthetic Construct

[6387]  <400> 349

[6388] Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
[6389] 1 5 10 15
[6390] His Ala Ala Arg Pro Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu
[6391] 20 25 30

[6392] Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe
[6393] 35 40 45

[6394] Thr Phe Ser Ser Tyr Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys
[6395] 50 55 60

[6396] Gly Leu Glu Trp Val Ser Ala Ile Ser Asp Phe Gly Gly Ser Thr Tyr
[6397] 65 70 75 80
[6398] Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser
[6399] 85 90 95
[6400] Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr
[6401] 100 105 110

[6402] Ala Val Tyr Tyr Cys Ala Arg Tyr Trp Pro Met Asp Ile Trp Gly Gln
[6403] 115 120 125

[6404] Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly
[6405] 130 135 140

[6406] Gly Ser Gly Gly Gly Gly Ser Glu Ile Val Leu Thr Gln Ser Pro Gly
[6407] 145 150 155 160
[6408] Thr Leu Ser Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala
[6409] 165 170 175
[6410] Ser Gln Ser Val Ser Asp Leu Tyr Leu Ala Trp Tyr Gln Gln Lys Pro
[6411] 180 185 190

[6412] Gly Gln Ala Pro Arg Leu Leu Met Tyr Asp Ala Ser Ile Arg Ala Thr
[6413] 195 200 205

[6414] Gly Ile Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr
[6415] 210 215 220

[6416] Leu Thr Ile Ser Arg Leu Glu Pro Glu Asp Phe Ala Val Tyr Tyr Cys
[6417] 225 230 235 240
[6418]  Gln Gln Tyr Gln Thr Trp Pro Leu Thr Phe Gly Gln Gly Thr Lys Val
[6419] 245 250 255
[6420] Glu Ile Lys Gly Leu Ala Val Ser Thr Ile Ser Ser Phe Phe Pro Pro
[6421] 260 265 270

[6422] Gly Tyr Gln Ile Tyr Ile Trp Ala Pro Leu Ala Gly Thr Cys Gly Val
[6423] 275 280 285

[6424] Leu Leu Leu Ser Leu Val Ile Thr Leu Tyr Cys Lys Arg Gly Arg Lys
[6425] 290 295 300
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[6426] Lys Leu Leu Tyr Ile Phe Lys Gln Pro Phe Met Arg Pro Val Gln Thr
[6427] 305 310 315 320
[6428] Thr Gln Glu Glu Asp Gly Cys Ser Cys Arg Phe Pro Glu Glu Glu Glu
[6429] 325 330 335
[6430] Gly Gly Cys Glu Leu Arg Val Lys Phe Ser Arg Ser Ala Asp Ala Pro
[6431] 340 345 350

[6432] Ala Tyr Gln Gln Gly Gln Asn Gln Leu Tyr Asn Glu Leu Asn Leu Gly
[6433] 355 360 365

[6434] Arg Arg Glu Glu Tyr Asp Val Leu Asp Lys Arg Arg Gly Arg Asp Pro
[6435] 370 375 380

[6436] Glu Met Gly Gly Lys Pro Arg Arg Lys Asn Pro Gln Glu Gly Leu Tyr
[6437] 385 390 395 400
[6438] Asn Glu Leu Gln Lys Asp Lys Met Ala Glu Ala Tyr Ser Glu Ile Gly
[6439] 405 410 415
[6440] Met Lys Gly Glu Arg Arg Arg Gly Lys Gly His Asp Gly Leu Tyr Gln
[6441] 420 425 430

[6442] Gly Leu Ser Thr Ala Thr Lys Asp Thr Tyr Asp Ala Leu His Met Gln
[6443] 435 440 445

[6444] Ala Leu Pro Pro Arg

[6445] 450

[6446]  <210> 350

[6447]  <211> 482

[6448]  <212> PRT

[6449] <213> Artificial Sequence

[6450]  <220>

[6451]  <223> Synthetic Construct

[6452]  <400> 350

[6453] Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
[6454] 1 5 10 15
[6455] His Ala Ala Arg Pro Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu
[6456] 20 25 30

[6457] Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe
[6458] 35 40 45

[6459] Thr Phe Ser Ser Tyr Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys
[6460] 50 55 60

[6461] Gly Leu Glu Trp Val Ser Ala Ile Ser Asp Phe Gly Gly Ser Thr Tyr
[6462] 65 70 75 80
[6463] Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser
[6464] 85 90 95
[6465] Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr
[6466] 100 105 110

[6467] Ala Val Tyr Tyr Cys Ala Arg Tyr Trp Pro Met Asp Ile Trp Gly Gln
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[6468] 115 120 125

[6469]  Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly
[6470] 130 135 140

[6471]  Gly Ser Gly Gly Gly Gly Ser Glu Ile Val Leu Thr Gln Ser Pro Gly
[6472] 145 150 155 160
[6473] Thr Leu Ser Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala
[6474] 165 170 175
[6475] Ser Gln Ser Val Ser Asp Leu Tyr Leu Ala Trp Tyr Gln Gln Lys Pro
[6476] 180 185 190

[6477] Gly Gln Ala Pro Arg Leu Leu Met Tyr Asp Ala Ser Ile Arg Ala Thr
[6478] 195 200 205

[6479] Gly Ile Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr
[6480] 210 215 220

[6481] Leu Thr Ile Ser Arg Leu Glu Pro Glu Asp Phe Ala Val Tyr Tyr Cys
[6482] 225 230 235 240
[6483] Gln Gln Tyr Gln Thr Trp Pro Leu Thr Phe Gly Gln Gly Thr Lys Val
[6484] 245 250 255
[6485] Glu Ile Lys Thr Thr Thr Pro Ala Pro Arg Pro Pro Thr Pro Ala Pro
[6486] 260 265 270

[6487] Thr Ile Ala Ser Gln Pro Leu Ser Leu Arg Pro Glu Ala Cys Arg Pro
[6488] 275 280 285

[6489] Ala Ala Gly Gly Ala Val His Thr Arg Gly Leu Asp Phe Ala Cys Asp
[6490] 290 295 300

[6491] Ile Tyr Ile Trp Ala Pro Leu Ala Gly Thr Cys Gly Val Leu Leu Leu
[6492] 305 310 315 320
[6493] Ser Leu Val Ile Thr Leu Tyr Cys Lys Arg Gly Arg Lys Lys Leu Leu
[6494] 325 330 335
[6495] Tyr Ile Phe Lys Gln Pro Phe Met Arg Pro Val Gln Thr Thr Gln Glu
[6496] 340 345 350

[6497] Glu Asp Gly Cys Ser Cys Arg Phe Pro Glu Glu Glu Glu Gly Gly Cys
[6498] 355 360 365

[6499] Glu Leu Arg Val Lys Phe Ser Arg Ser Ala Asp Ala Pro Ala Tyr Gln
[6500] 370 375 380

[6501] Gln Gly Gln Asn Gln Leu Tyr Asn Glu Leu Asn Leu Gly Arg Arg Glu
[6502] 385 390 395 400
[6503] Glu Tyr Asp Val Leu Asp Lys Arg Arg Gly Arg Asp Pro Glu Met Gly
[6504] 405 410 415
[6505] Gly Lys Pro Arg Arg Lys Asn Pro Gln Glu Gly Leu Tyr Asn Glu Leu
[6506] 420 425 430

[6507] Gln Lys Asp Lys Met Ala Glu Ala Tyr Ser Glu Ile Gly Met Lys Gly
[6508] 435 440 445

[6509] Glu Arg Arg Arg Gly Lys Gly His Asp Gly Leu Tyr Gln Gly Leu Ser
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[6510]
[6511]
[6512]
[6513]
[6514]
[6515]
[6516]
[6517]
[6518]
[6519]
[6520]
[6521]
[6522]
[6523]
[6524]
[6525]
[6526]
[6527]
[6528]
[6529]
[6530]
[6531]
[6532]
[6533]
[6534]
[6535]
[6536]
[6537]
[6538]
[6539]
[6540]
[6541]
[6542]
[6543]
[6544]
[6545]
[6546]
[6547]
[6548]
[6549]
[6550]
[6551]

450

455

460

Thr Ala Thr Lys Asp Thr Tyr Asp Ala Leu His Met Gln Ala Leu Pro

465

Pro

<210>
<2115
212>
<213>

Arg

220>

223>
<400>

351
668
PRT

Artificial Sequence

Met Ala Leu

1
His

Val
Thr
Gly
65

Tyr
Lys
Ala
Gly
Gly
145
Thr
Ser
Gly
Gly
Leu

225
Gln

Ala

Gln

Phe

50

Leu

Ala

Asn

Val

Thr

130

Ser

Leu

Gln

Gln

Ile

210

Thr

Gln

Ala
Pro
35

Ser
Glu
Asp
Thr
Tyr
115
Leu
Gly
Ser
Ser
Ala
195
Pro

Ile

Tyr

Pro
Arg
20

Gly
Ser
Trp
Ser
Leu
100
Tyr
Val
Gly
Leu
Val
180
Pro
Asp

Ser

Gln

Val
5
Pro
Gly
Tyr
Val
Val
85
Tyr
Cys
Thr
Gly
Ser
165
Ser
Arg
Arg

Arg

Thr

470

Thr

Glu

Ser

Ala

Ser

70

Lys

Leu

Ala

Val

Gly

150

Pro

Asp

Leu

Phe

Leu

230
Trp

Synthetic Construct
351

Ala
Val
Leu
Met
55

Ala
Gly
Gln
Arg
Ser
135
Ser
Gly
Leu
Leu
Ser
215

Glu

Pro

Leu
Gln
Arg
40

Asn
Ile
Arg
Met
Tyr
120
Ser
Glu
Glu
Tyr
Met
200
Gly

Pro

Leu

Leu Leu

10
Leu Leu
25

Leu Ser

Trp Val

Ser Asp

Phe Thr
90

Asn Ser

105

Trp Pro

Gly Gly

Ile Val

Arg Ala
170

Leu Ala

185

Tyr Asp

Ser Gly

Glu Asp

Thr Phe

296

475

Pro

Glu

Cys

Arg

Phe

75

Ile

Leu

Met

Gly

Leu

155

Thr

Trp

Ala

Ser

Phe

235
Gly

Leu
Ser
Ala
Gln
60

Gly
Ser
Arg
Asp
Gly
140
Thr
Leu
Tyr
Ser
Gly
220

Ala

Gln

Ala
Gly
Ala
45

Ala
Gly
Arg
Ala
Ile
125
Ser
Gln
Ser
Gln
Ile
205
Thr

Val

Gly

Leu
Gly
30

Ser
Pro
Ser
Asp
Glu
110
Trp
Gly
Ser
Cys
Gln
190
Arg
Asp

Tyr

Thr

Leu
15

Gly
Gly
Gly
Thr
Asn
95

Asp
Gly
Gly
Pro
Arg
175
Lys
Ala
Phe

Tyr

Lys

480

Leu

Leu

Phe

Lys

80

Ser

Thr

Gln

Gly

Gly

160

Ala

Pro

Thr

Thr

Cys

240
Val
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[6552] 245 250 255
[6553] Glu Ile Lys Glu Pro Lys Ser Pro Asp Lys Thr His Thr Cys Pro Pro
[6554] 260 265 270

[6555] Cys Pro Ala Pro Pro Val Ala Gly Pro Ser Val Phe Leu Phe Pro Pro
[6556] 275 280 285

[6557] Lys Pro Lys Asp Thr Leu Met Ile Ala Arg Thr Pro Glu Val Thr Cys
[6558] 290 295 300

[6559] Val Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp
[6560] 305 310 315 320
[6561] Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu
[6562] 325 330 335
[6563] Glu Gln Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu
[6564] 340 345 350

[6565] His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn
[6566] 355 360 365

[6567] Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly
[6568] 370 375 380

[6569] Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Asp Glu
[6570] 385 390 395 400
[6571] Leu Thr Lys Asn GIln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr
[6572] 405 410 415
[6573] Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn
[6574] 420 425 430

[6575] Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe
[6576] 435 440 445

[6577] Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn
[6578] 450 455 460

[6579] Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr
[6580] 465 470 475 480
[6581] Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys Ile Tyr Ile Trp Ala Pro
[6582] 485 490 495
[6583] Leu Ala Gly Thr Cys Gly Val Leu Leu Leu Ser Leu Val Ile Thr Leu
[6584] 500 505 510

[6585] Tyr Cys Lys Arg Gly Arg Lys Lys Leu Leu Tyr Ile Phe Lys Gln Pro
[6586] 515 520 525

[6587] Phe Met Arg Pro Val Gln Thr Thr Gln Glu Glu Asp Gly Cys Ser Cys
[6588] 530 535 540

[6589] Arg Phe Pro Glu Glu Glu Glu Gly Gly Cys Glu Leu Arg Val Lys Phe
[6590] 545 550 555 560
[6591]  Ser Arg Ser Ala Asp Ala Pro Ala Tyr Gln Gln Gly Gln Asn Gln Leu
[6592] 565 570 575
[6593] Tyr Asn Glu Leu Asn Leu Gly Arg Arg Glu Glu Tyr Asp Val Leu Asp
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[6594] 580 585 590

[6595] Lys Arg Arg Gly Arg Asp Pro Glu Met Gly Gly Lys Pro Arg Arg Lys
[6596] 595 600 605

[6597] Asn Pro Gln Glu Gly Leu Tyr Asn Glu Leu Gln Lys Asp Lys Met Ala
[6598] 610 615 620

[6599] Glu Ala Tyr Ser Glu Ile Gly Met Lys Gly Glu Arg Arg Arg Gly Lys
[6600] 625 630 635 640
[6601] Gly His Asp Gly Leu Tyr Gln Gly Leu Ser Thr Ala Thr Lys Asp Thr
[6602] 645 650 655
[6603] Tyr Asp Ala Leu His Met Gln Ala Leu Pro Pro Arg

[6604] 660 665

[6605]  <210> 352

[6606]  <211> 453

[6607]  <212> PRT

[6608] <213> Artificial Sequence

[6609]  <220>

[6610]  <223> Synthetic Construct

[6611]  <400> 352

[6612] Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
[6613] 1 5 10 15
[6614] His Ala Ala Arg Pro Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu
[6615] 20 25 30

[6616] Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe
[6617] 35 40 45

[6618] Thr Phe Ser Ser Tyr Pro Met Ser Trp Val Arg Gln Ala Pro Gly Lys
[6619] 50 55 60

[6620] Gly Leu Glu Trp Val Ser Ala Ile Gly Gly Ser Gly Gly Ser Thr Tyr
[6621] 65 70 75 80
[6622] Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser
[6623] 85 90 95
[6624] Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr
[6625] 100 105 110

[6626] Ala Val Tyr Tyr Cys Ala Arg Tyr Trp Pro Met Asp Ser Trp Gly Gln
[6627] 115 120 125

[6628] Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly
[6629] 130 135 140

[6630] Gly Ser Gly Gly Gly Gly Ser Glu Ile Val Leu Thr Gln Ser Pro Gly
[6631] 145 150 155 160
[6632] Thr Leu Ser Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala
[6633] 165 170 175
[6634] Ser Gln Ser Val Ser Ser Thr Tyr Leu Ala Trp Tyr Gln Gln Lys Pro
[6635] 180 185 190
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[6636] Gly Gln Ala Pro Arg Leu Leu Ile Tyr Asp Ala Ser Ser Arg Ala Pro
[6637] 195 200 205

[6638] Gly Ile Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr
[6639] 210 215 220

[6640] Leu Thr Ile Ser Arg Leu Glu Pro Glu Asp Phe Ala Val Tyr Tyr Cys
[6641] 225 230 235 240
[6642] Gln Gln Tyr Ser Thr Ser Pro Leu Thr Phe Gly Gln Gly Thr Lys Val
[6643] 245 250 255
[6644] Glu Ile Lys Gly Leu Ala Val Ser Thr Ile Ser Ser Phe Phe Pro Pro
[6645] 260 265 270

[6646] Gly Tyr Gln Ile Tyr Ile Trp Ala Pro Leu Ala Gly Thr Cys Gly Val
[6647] 275 280 285

[6648] Leu Leu Leu Ser Leu Val Ile Thr Leu Tyr Cys Lys Arg Gly Arg Lys
[6649] 290 295 300

[6650] Lys Leu Leu Tyr Ile Phe Lys Gln Pro Phe Met Arg Pro Val Gln Thr
[6651] 305 310 315 320
[6652] Thr Gln Glu Glu Asp Gly Cys Ser Cys Arg Phe Pro Glu Glu Glu Glu
[6653] 325 330 335
[6654] Gly Gly Cys Glu Leu Arg Val Lys Phe Ser Arg Ser Ala Asp Ala Pro
[6655] 340 345 350

[6656] Ala Tyr Gln Gln Gly Gln Asn Gln Leu Tyr Asn Glu Leu Asn Leu Gly
[6657] 355 360 365

[6658] Arg Arg Glu Glu Tyr Asp Val Leu Asp Lys Arg Arg Gly Arg Asp Pro
[6659] 370 375 380

[6660] Glu Met Gly Gly Lys Pro Arg Arg Lys Asn Pro Gln Glu Gly Leu Tyr
[6661] 385 390 395 400
[6662] Asn Glu Leu Gln Lys Asp Lys Met Ala Glu Ala Tyr Ser Glu Ile Gly
[6663] 405 410 415
[6664] Met Lys Gly Glu Arg Arg Arg Gly Lys Gly His Asp Gly Leu Tyr Gln
[6665] 420 425 430

[6666] Gly Leu Ser Thr Ala Thr Lys Asp Thr Tyr Asp Ala Leu His Met Gln
[6667] 435 440 445

[6668] Ala Leu Pro Pro Arg

[6669] 450

[6670]  <210> 353

[6671]  <211> 482

[6672]  <212> PRT

[6673] <213> Artificial Sequence

[6674]  <220>

[6675] <223> Synthetic Construct

[6676]  <400> 353

[6677] Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
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[6678] 1 5 10 15
[6679] His Ala Ala Arg Pro Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu
[6680] 20 25 30

[6681] Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe
[6682] 35 40 45

[6683] Thr Phe Ser Ser Tyr Pro Met Ser Trp Val Arg Gln Ala Pro Gly Lys
[6684] 50 55 60

[6685] Gly Leu Glu Trp Val Ser Ala Ile Gly Gly Ser Gly Gly Ser Thr Tyr
[6686] 65 70 75 80
[6687] Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser
[6688] 85 90 95
[6689] Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr
[6690] 100 105 110

[6691] Ala Val Tyr Tyr Cys Ala Arg Tyr Trp Pro Met Asp Ser Trp Gly Gln
[6692] 115 120 125

[6693] Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly
[6694] 130 135 140

[6695] Gly Ser Gly Gly Gly Gly Ser Glu Ile Val Leu Thr Gln Ser Pro Gly
[6696] 145 150 155 160
[6697] Thr Leu Ser Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala
[6698] 165 170 175
[6699] Ser Gln Ser Val Ser Ser Thr Tyr Leu Ala Trp Tyr Gln Gln Lys Pro
[6700] 180 185 190

[6701]  Gly Gln Ala Pro Arg Leu Leu Ile Tyr Asp Ala Ser Ser Arg Ala Pro
[6702] 195 200 205

[6703] Gly Ile Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr
[6704] 210 215 220

[6705] Leu Thr Ile Ser Arg Leu Glu Pro Glu Asp Phe Ala Val Tyr Tyr Cys
[6706] 225 230 235 240
[6707]  Gln Gln Tyr Ser Thr Ser Pro Leu Thr Phe Gly Gln Gly Thr Lys Val
[6708] 245 250 255
[6709] Glu Ile Lys Thr Thr Thr Pro Ala Pro Arg Pro Pro Thr Pro Ala Pro
[6710] 260 265 270

[6711] Thr Ile Ala Ser Gln Pro Leu Ser Leu Arg Pro Glu Ala Cys Arg Pro
[6712] 275 280 285

[6713] Ala Ala Gly Gly Ala Val His Thr Arg Gly Leu Asp Phe Ala Cys Asp
[6714] 290 295 300

[6715] Ile Tyr Ile Trp Ala Pro Leu Ala Gly Thr Cys Gly Val Leu Leu Leu
[6716] 305 310 315 320
[6717]  Ser Leu Val Ile Thr Leu Tyr Cys Lys Arg Gly Arg Lys Lys Leu Leu
[6718] 325 330 335
[6719] Tyr Ile Phe Lys Gln Pro Phe Met Arg Pro Val Gln Thr Thr Gln Glu
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[6720] 340 345 350

[6721] Glu Asp Gly Cys Ser Cys Arg Phe Pro Glu Glu Glu Glu Gly Gly Cys
[6722] 355 360 365

[6723] Glu Leu Arg Val Lys Phe Ser Arg Ser Ala Asp Ala Pro Ala Tyr Gln
[6724] 370 375 380

[6725] Gln Gly Gln Asn Gln Leu Tyr Asn Glu Leu Asn Leu Gly Arg Arg Glu
[6726] 385 390 395 400
[6727]  Glu Tyr Asp Val Leu Asp Lys Arg Arg Gly Arg Asp Pro Glu Met Gly
[6728] 405 410 415
[6729] Gly Lys Pro Arg Arg Lys Asn Pro Gln Glu Gly Leu Tyr Asn Glu Leu
[6730] 420 425 430

[6731] Gln Lys Asp Lys Met Ala Glu Ala Tyr Ser Glu Ile Gly Met Lys Gly
[6732] 435 440 445

[6733] Glu Arg Arg Arg Gly Lys Gly His Asp Gly Leu Tyr Gln Gly Leu Ser
[6734] 450 455 460

[6735] Thr Ala Thr Lys Asp Thr Tyr Asp Ala Leu His Met Gln Ala Leu Pro
[6736] 465 470 475 480
[6737] Pro Arg

[6738] <210> 354

[6739] <211> 668

[6740]  <212> PRT

[6741] <213> Artificial Sequence

[6742] <220>

[6743] <223> Synthetic Construct

[6744]  <400> 354

[6745] Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
[6746] 1 5 10 15
[6747] His Ala Ala Arg Pro Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu
[6748] 20 25 30

[6749] Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe
[6750] 35 40 45

[6751] Thr Phe Ser Ser Tyr Pro Met Ser Trp Val Arg Gln Ala Pro Gly Lys
[6752] 50 55 60

[6753] Gly Leu Glu Trp Val Ser Ala Ile Gly Gly Ser Gly Gly Ser Thr Tyr
[6754] 65 70 75 80
[6755] Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser
[6756] 85 90 95
[6757] Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr
[6758] 100 105 110

[6759] Ala Val Tyr Tyr Cys Ala Arg Tyr Trp Pro Met Asp Ser Trp Gly Gln
[6760] 115 120 125

[6761] Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly
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[6762] 130 135 140

[6763] Gly Ser Gly Gly Gly Gly Ser Glu Ile Val Leu Thr Gln Ser Pro Gly
[6764] 145 150 155 160
[6765] Thr Leu Ser Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala
[6766] 165 170 175
[6767] Ser Gln Ser Val Ser Ser Thr Tyr Leu Ala Trp Tyr Gln Gln Lys Pro
[6768] 180 185 190

[6769] Gly Gln Ala Pro Arg Leu Leu Ile Tyr Asp Ala Ser Ser Arg Ala Pro
[6770] 195 200 205

[6771]  Gly Ile Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr
[6772] 210 215 220

[6773] Leu Thr Ile Ser Arg Leu Glu Pro Glu Asp Phe Ala Val Tyr Tyr Cys
[6774] 225 230 235 240
[6775] Gln Gln Tyr Ser Thr Ser Pro Leu Thr Phe Gly Gln Gly Thr Lys Val
[6776] 245 250 255
[6777] Glu Ile Lys Glu Pro Lys Ser Pro Asp Lys Thr His Thr Cys Pro Pro
[6778] 260 265 270

[6779] Cys Pro Ala Pro Pro Val Ala Gly Pro Ser Val Phe Leu Phe Pro Pro
[6780] 275 280 285

[6781] Lys Pro Lys Asp Thr Leu Met Ile Ala Arg Thr Pro Glu Val Thr Cys
[6782] 290 295 300

[6783] Val Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp
[6784] 305 310 315 320
[6785] Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu
[6786] 325 330 335
[6787] Glu Gln Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu
[6788] 340 345 350

[6789] His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn
[6790] 355 360 365

[6791] Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly
[6792] 370 375 380

[6793]  Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Asp Glu
[6794] 385 390 395 400
[6795] Leu Thr Lys Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr
[6796] 405 410 415
[6797] Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn
[6798] 420 425 430

[6799] Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe
[6800] 435 440 445

[6801] Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn
[6802] 450 455 460

[6803] Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr
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[6804] 465 470 475 480
[6805] Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys Ile Tyr Ile Trp Ala Pro
[6806] 485 490 495
[6807] Leu Ala Gly Thr Cys Gly Val Leu Leu Leu Ser Leu Val Ile Thr Leu
[6808] 500 505 510

[6809] Tyr Cys Lys Arg Gly Arg Lys Lys Leu Leu Tyr Ile Phe Lys Gln Pro
[6810] 515 520 525

[6811]  Phe Met Arg Pro Val Gln Thr Thr Gln Glu Glu Asp Gly Cys Ser Cys
[6812] 530 535 540

[6813] Arg Phe Pro Glu Glu Glu Glu Gly Gly Cys Glu Leu Arg Val Lys Phe
[6814] 545 550 555 560
[6815] Ser Arg Ser Ala Asp Ala Pro Ala Tyr Gln GIn Gly Gln Asn Gln Leu
[6816] 565 570 575
[6817] Tyr Asn Glu Leu Asn Leu Gly Arg Arg Glu Glu Tyr Asp Val Leu Asp
[6818] 580 585 590

[6819] Lys Arg Arg Gly Arg Asp Pro Glu Met Gly Gly Lys Pro Arg Arg Lys
[6820] 595 600 605

[6821] Asn Pro Gln Glu Gly Leu Tyr Asn Glu Leu Gln Lys Asp Lys Met Ala
[6822] 610 615 620

[6823] Glu Ala Tyr Ser Glu Ile Gly Met Lys Gly Glu Arg Arg Arg Gly Lys
[6824] 625 630 635 640
[6825] Gly His Asp Gly Leu Tyr Gln Gly Leu Ser Thr Ala Thr Lys Asp Thr
[6826] 645 650 655
[6827] Tyr Asp Ala Leu His Met Gln Ala Leu Pro Pro Arg

[6828] 660 665

[6829] <210> 355

[6830] <211> 453

[6831]  <212> PRT

[6832] <213> Artificial Sequence

[6833]  <220>

[6834] <223> Synthetic Construct

[6835]  <400> 355

[6836] Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
[6837] 1 5 10 15
[6838] His Ala Ala Arg Pro Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu
[6839] 20 25 30

[6840] Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe
[6841] 35 40 45

[6842] Thr Phe Ser Ser Tyr Pro Met Ser Trp Val Arg Gln Ala Pro Gly Lys
[6843] 50 55 60

[6844] Gly Leu Glu Trp Val Ser Ala Ile Gly Gly Ser Gly Gly Trp Ser Tyr
[6845] 65 70 75 80
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[6846] Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser
[6847] 85 90 95
[6848] Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr
[6849] 100 105 110

[6850] Ala Val Tyr Tyr Cys Ala Arg Tyr Trp Pro Met Asp Ser Trp Gly Gln
[6851] 115 120 125

[6852] Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly
[6853] 130 135 140

[6854] Gly Ser Gly Gly Gly Gly Ser Glu Ile Val Leu Thr Gln Ser Pro Gly
[6855] 145 150 155 160
[6856] Thr Leu Ser Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Trp Leu
[6857] 165 170 175
[6858] Ser Gln Ser Val Ser Ser Thr Tyr Leu Ala Trp Tyr Gln Gln Lys Pro
[6859] 180 185 190

[6860] Gly Gln Ala Pro Arg Leu Leu Ile Tyr Asp Ala Ser Ser Arg Ala Pro
[6861] 195 200 205

[6862] Gly Ile Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr
[6863] 210 215 220

[6864] Leu Thr Ile Ser Arg Leu Glu Pro Glu Asp Phe Ala Val Tyr Tyr Cys
[6865] 225 230 235 240
[6866] Gln Gln Tyr Ser Glu Trp Pro Leu Thr Phe Gly Gln Gly Thr Lys Val
(68671 245 250 255
[6868] Glu Ile Lys Gly Leu Ala Val Ser Thr Ile Ser Ser Phe Phe Pro Pro
[6869] 260 265 270

[6870] Gly Tyr Gln Ile Tyr Ile Trp Ala Pro Leu Ala Gly Thr Cys Gly Val
[6871] 275 280 285

[6872] Leu Leu Leu Ser Leu Val Ile Thr Leu Tyr Cys Lys Arg Gly Arg Lys
[6873] 290 295 300

[6874] Lys Leu Leu Tyr Ile Phe Lys Gln Pro Phe Met Arg Pro Val Gln Thr
[6875] 305 310 315 320
[6876] Thr Gln Glu Glu Asp Gly Cys Ser Cys Arg Phe Pro Glu Glu Glu Glu
[6877] 325 330 335
[6878] Gly Gly Cys Glu Leu Arg Val Lys Phe Ser Arg Ser Ala Asp Ala Pro
[6879] 340 345 350

[6880] Ala Tyr Gln Gln Gly Gln Asn Gln Leu Tyr Asn Glu Leu Asn Leu Gly
[6881] 355 360 365

[6882] Arg Arg Glu Glu Tyr Asp Val Leu Asp Lys Arg Arg Gly Arg Asp Pro
[6883] 370 375 380

[6884] Glu Met Gly Gly Lys Pro Arg Arg Lys Asn Pro Gln Glu Gly Leu Tyr
[6885] 385 390 395 400
[6886] Asn Glu Leu Gln Lys Asp Lys Met Ala Glu Ala Tyr Ser Glu Ile Gly
[6887] 405 410 415
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[6888]
[6889]
[6890]
[6891]
[6892]
[6893]
[6894]
[6895]
[6896]
[6897]
[6898]
[6899]
[6900]
[6901]
[6902]
[6903]
[6904]
[6905]
[6906]
[6907]
[6908]
[6909]
[6910]
[6911]
[6912]
[6913]
[6914]
[6915]
[6916]
[6917]
[6918]
[6919]
[6920]
[6921]
[6922]
[6923]
[6924]
[6925]
[6926]
[6927]
[6928]
[6929]

Met Lys Gly Glu Arg Arg Arg

420

Gly Leu Ser Thr Ala Thr Lys

435

Ala Leu Pro Pro Arg

<210>
<2115
212>
213

450

<220>

223>
<400>

356
482
PRT

Artificial Sequence

Met Ala Leu Pro

1
His

Val

Thr

Gly

65
Tyr

Ala

Gly

Gly

145

Thr

Ser

Gly

Gly

Leu

Ala

Gln

Phe

50

Leu

Ala

Asn

Val

Thr

130

Ser

Leu

Gln

Gln

Ile

210
Thr

Ala

Pro
35

Ser

Glu

Asp

Thr

Tyr

115

Leu

Gly

Ser

Ser

Ala

195

Pro

Ile

Arg
20

Gly
Ser
Trp
Ser
Leu
100
Tyr
Val
Gly
Leu
Val
180
Pro

Asp

Ser

Synthetic Construct
356

Val Thr Ala

5

Pro

Gly

Tyr

Val

Val

85

Tyr

Cys

Thr

Gly

Ser

165

Ser

Arg

Arg

Arg

Glu

Ser

Pro

Ser

70

Lys

Leu

Ala

Val

Gly

150

Pro

Ser

Leu

Phe

Leu

Val

Leu

Met

55

Ala

Gly

Gln

Arg

Ser

135

Ser

Gly

Thr

Leu

Ser

215
Glu

Gly Lys Gly His Asp Gly Leu Tyr Gln

425

430

Asp Thr Tyr Asp Ala Leu His Met Gln

440

Leu
Gln
Arg
40

Ser
Ile
Arg
Met
Tyr
120
Ser
Glu
Glu
Tyr
Ile
200

Gly

Pro

Leu
Leu

25

Leu

Gly
Phe
Asn
105
Trp
Gly
Ile
Arg
Leu
185
Tyr

Ser

Glu

305

Leu
10

Leu
Ser
Val
Gly
Thr
90

Ser
Pro
Gly
Val
Ala
170
Ala
Asp

Gly

Asp

Pro

Glu

Cys

Arg

Ser

75

Ile

Leu

Met

Gly

Leu

155

Thr

Trp

Ala

Ser

Phe

Leu
Ser
Ala
Gln
60

Gly
Ser
Arg
Asp
Gly
140
Thr
Leu
Tyr
Ser
Gly

220
Ala

445

Ala
Gly
Ala
45

Ala
Gly
Arg
Ala
Ser
125
Ser
Gln
Ser
Gln
Ser
205

Thr

Val

Leu
Gly
30

Ser
Pro
Trp
Asp
Glu
110
Trp
Gly
Ser
Cys
Gln
190
Arg

Asp

Tyr

Leu
15

Gly
Gly
Gly
Ser
Asn
95

Asp
Gly
Gly
Pro
Trp
175
Lys
Ala

Phe

Tyr

Leu

Leu

Phe

Lys

Tyr

80

Ser

Thr

Gln

Gly

Gly

160

Leu

Pro

Pro

Thr

Cys
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[6930] 225 230 235 240
[6931] Gln Gln Tyr Ser Glu Trp Pro Leu Thr Phe Gly Gln Gly Thr Lys Val
[6932] 245 250 255
[6933] Glu Ile Lys Thr Thr Thr Pro Ala Pro Arg Pro Pro Thr Pro Ala Pro
[6934] 260 265 270

[6935] Thr Ile Ala Ser Gln Pro Leu Ser Leu Arg Pro Glu Ala Cys Arg Pro
[6936] 275 280 285

[6937] Ala Ala Gly Gly Ala Val His Thr Arg Gly Leu Asp Phe Ala Cys Asp
[6938] 290 295 300

[6939] Ile Tyr Ile Trp Ala Pro Leu Ala Gly Thr Cys Gly Val Leu Leu Leu
[6940] 305 310 315 320
[6941] Ser Leu Val Ile Thr Leu Tyr Cys Lys Arg Gly Arg Lys Lys Leu Leu
[6942] 325 330 335
[6943] Tyr Ile Phe Lys Gln Pro Phe Met Arg Pro Val Gln Thr Thr Gln Glu
[6944] 340 345 350

[6945] Glu Asp Gly Cys Ser Cys Arg Phe Pro Glu Glu Glu Glu Gly Gly Cys
[6946] 355 360 365

[6947] Glu Leu Arg Val Lys Phe Ser Arg Ser Ala Asp Ala Pro Ala Tyr Gln
[6948] 370 375 380

[6949] Gln Gly Gln Asn Gln Leu Tyr Asn Glu Leu Asn Leu Gly Arg Arg Glu
[6950] 385 390 395 400
[6951]  Glu Tyr Asp Val Leu Asp Lys Arg Arg Gly Arg Asp Pro Glu Met Gly
[6952] 405 410 415
[6953] Gly Lys Pro Arg Arg Lys Asn Pro Gln Glu Gly Leu Tyr Asn Glu Leu
[6954] 420 425 430

[6955] Gln Lys Asp Lys Met Ala Glu Ala Tyr Ser Glu Ile Gly Met Lys Gly
[6956] 435 440 445

[6957] Glu Arg Arg Arg Gly Lys Gly His Asp Gly Leu Tyr Gln Gly Leu Ser
[6958] 450 455 460

[6959] Thr Ala Thr Lys Asp Thr Tyr Asp Ala Leu His Met Gln Ala Leu Pro
[6960] 465 470 475 480
[6961] Pro Arg

[6962]  <210> 357

[6963] <211> 668

[6964]  <212> PRT

[6965] <213> Artificial Sequence

[6966]  <220>

[6967] <223> Synthetic Construct

[6968]  <400> 357

[6969] Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
[6970] 1 5 10 15
[6971] His Ala Ala Arg Pro Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu
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[6972] 20 25 30

[6973] Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe
[6974] 35 40 45

[6975] Thr Phe Ser Ser Tyr Pro Met Ser Trp Val Arg Gln Ala Pro Gly Lys
[6976] 50 55 60

[6977] Gly Leu Glu Trp Val Ser Ala Ile Gly Gly Ser Gly Gly Trp Ser Tyr
[6978] 65 70 75 80
[6979] Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser
[69801] 85 90 95
[6981] Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr
[6982] 100 105 110

[6983] Ala Val Tyr Tyr Cys Ala Arg Tyr Trp Pro Met Asp Ser Trp Gly Gln
[6984] 115 120 125

[6985] Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly
[6986] 130 135 140

[6987] Gly Ser Gly Gly Gly Gly Ser Glu Ile Val Leu Thr Gln Ser Pro Gly
[6988] 145 150 155 160
[6989] Thr Leu Ser Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Trp Leu
[6990] 165 170 175
[6991] Ser Gln Ser Val Ser Ser Thr Tyr Leu Ala Trp Tyr Gln Gln Lys Pro
[6992] 180 185 190

[6993] Gly Gln Ala Pro Arg Leu Leu Ile Tyr Asp Ala Ser Ser Arg Ala Pro
[6994] 195 200 205

[6995] Gly Ile Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr
[6996] 210 215 220

[6997] Leu Thr Ile Ser Arg Leu Glu Pro Glu Asp Phe Ala Val Tyr Tyr Cys
[6998] 225 230 235 240
[6999] Gln Gln Tyr Ser Glu Trp Pro Leu Thr Phe Gly Gln Gly Thr Lys Val
[7000] 245 250 255
[7001]  Glu Ile Lys Glu Pro Lys Ser Pro Asp Lys Thr His Thr Cys Pro Pro
[7002] 260 265 270

[7003] Cys Pro Ala Pro Pro Val Ala Gly Pro Ser Val Phe Leu Phe Pro Pro
[7004] 275 280 285

[7005] Lys Pro Lys Asp Thr Leu Met Ile Ala Arg Thr Pro Glu Val Thr Cys
[7006] 290 295 300

[7007]  Val Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp
[7008] 305 310 315 320
[7009] Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu
[7010] 325 330 335
[7011]  Glu Gln Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu
[7012] 340 345 350

[7013] His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn

307



CN 107980046 B }? ﬂ % 168/197 11
[7014] 355 360 365

[7015] Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly
[7016] 370 375 380

[7017]  Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Asp Glu
[7018] 385 390 395 400
[7019] Leu Thr Lys Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr
[7020] 405 410 415
[7021]  Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn
[7022] 420 425 430

[7023] Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe
[7024] 435 440 445

[7025] Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn
[7026] 450 455 460

[7027] Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr
[7028] 465 470 475 480
[7029]  Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys Ile Tyr Ile Trp Ala Pro
[7030] 485 490 495
[7031] Leu Ala Gly Thr Cys Gly Val Leu Leu Leu Ser Leu Val Ile Thr Leu
[7032] 500 505 510

[7033] Tyr Cys Lys Arg Gly Arg Lys Lys Leu Leu Tyr Ile Phe Lys Gln Pro
[7034] 515 520 525

[7035] Phe Met Arg Pro Val Gln Thr Thr Gln Glu Glu Asp Gly Cys Ser Cys
[7036] 530 535 540

[7037]  Arg Phe Pro Glu Glu Glu Glu Gly Gly Cys Glu Leu Arg Val Lys Phe
[7038] 545 550 555 560
[7039]  Ser Arg Ser Ala Asp Ala Pro Ala Tyr Gln Gln Gly Gln Asn Gln Leu
[7040] 565 570 575
[7041]  Tyr Asn Glu Leu Asn Leu Gly Arg Arg Glu Glu Tyr Asp Val Leu Asp
[7042] 580 585 590

[7043] Lys Arg Arg Gly Arg Asp Pro Glu Met Gly Gly Lys Pro Arg Arg Lys
[7044] 595 600 605

[7045] Asn Pro Gln Glu Gly Leu Tyr Asn Glu Leu Gln Lys Asp Lys Met Ala
[7046] 610 615 620

[7047] Glu Ala Tyr Ser Glu Ile Gly Met Lys Gly Glu Arg Arg Arg Gly Lys
[7048] 625 630 635 640
[7049] Gly His Asp Gly Leu Tyr Gln Gly Leu Ser Thr Ala Thr Lys Asp Thr
[7050] 645 650 655
[7051]  Tyr Asp Ala Leu His Met Gln Ala Leu Pro Pro Arg

[7052] 660 665

[7053]  <210> 358

[7054] <211> 453

[7055]  <212> PRT
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[7056] <213> Artificial Sequence

[7057]  <220>

[7058] <223> Synthetic Construct

[7059]  <400> 358

[7060] Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
[7061] 1 5 10 15
[7062] His Ala Ala Arg Pro Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu
[7063] 20 25 30

[7064] Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe
[7065] 35 40 45

[7066] Thr Phe Ser Ser Tyr Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys
[7067] 50 55 60

[7068] Gly Leu Glu Trp Val Ser Ala Ile Ser Asp Ser Gly Gly Ser Arg Trp
[7069] 65 70 75 80
[7070] Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser
[7071] 85 90 95
[7072]  Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr
[7073] 100 105 110

[7074] Ala Val Tyr Tyr Cys Thr Arg Tyr Trp Pro Met Asp Ile Trp Gly Gln
[7075] 115 120 125

[7076] Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly
[7077] 130 135 140

[7078] Gly Ser Gly Gly Gly Gly Ser Glu Ile Val Leu Thr Gln Ser Pro Gly
[7079] 145 150 155 160
[7080] Thr Leu Ser Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala
[7081] 165 170 175
[7082] Ser Val Arg Val Ser Ser Thr Tyr Leu Ala Trp Tyr Gln Gln Lys Pro
[7083] 180 185 190

[7084] Gly Gln Ala Pro Arg Leu Leu Met Tyr Asp Ala Ser Ile Arg Ala Thr
[7085] 195 200 205

[7086] Gly Ile Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr
[7087] 210 215 220

[7088] Leu Thr Ile Ser Arg Leu Glu Pro Glu Asp Phe Ala Val Tyr Tyr Cys
[7089] 225 230 235 240
[7090] Gln Gln Tyr Met Lys Trp Pro Leu Thr Phe Gly Gln Gly Thr Lys Val
[7091] 245 250 255
[7092]  Glu Ile Lys Gly Leu Ala Val Ser Thr Ile Ser Ser Phe Phe Pro Pro
[7093] 260 265 270

[7094] Gly Tyr Gln Ile Tyr Ile Trp Ala Pro Leu Ala Gly Thr Cys Gly Val
[7095] 275 280 285

[7096] Leu Leu Leu Ser Leu Val Ile Thr Leu Tyr Cys Lys Arg Gly Arg Lys
[7097] 290 295 300
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[7098] Lys Leu Leu Tyr Ile Phe Lys Gln Pro Phe Met Arg Pro Val Gln Thr
[7099] 305 310 315 320
[7100] Thr Gln Glu Glu Asp Gly Cys Ser Cys Arg Phe Pro Glu Glu Glu Glu
[7101] 325 330 335
[7102]  Gly Gly Cys Glu Leu Arg Val Lys Phe Ser Arg Ser Ala Asp Ala Pro
[7103] 340 345 350

[7104] Ala Tyr Gln Gln Gly Gln Asn Gln Leu Tyr Asn Glu Leu Asn Leu Gly
[7105] 355 360 365

[7106] Arg Arg Glu Glu Tyr Asp Val Leu Asp Lys Arg Arg Gly Arg Asp Pro
[7107] 370 375 380

[7108]  Glu Met Gly Gly Lys Pro Arg Arg Lys Asn Pro Gln Glu Gly Leu Tyr
[7109] 385 390 395 400
[7110]  Asn Glu Leu Gln Lys Asp Lys Met Ala Glu Ala Tyr Ser Glu Ile Gly
[7111] 405 410 415
[7112] Met Lys Gly Glu Arg Arg Arg Gly Lys Gly His Asp Gly Leu Tyr Gln
[7113] 420 425 430

[7114]  Gly Leu Ser Thr Ala Thr Lys Asp Thr Tyr Asp Ala Leu His Met Gln
[7115] 435 440 445

[7116] Ala Leu Pro Pro Arg

[7117] 450

[7118]  <210> 359

[7119]  <211> 482

[7120]  <212> PRT

[7121]  <213> Artificial Sequence

[7122]  <220>

[7123] <223> Synthetic Construct

[7124]  <400> 359

[7125] Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
[7126] 1 5 10 15
[7127] His Ala Ala Arg Pro Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu
[7128] 20 25 30

[7129] Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe
[7130] 35 40 45

[7131] Thr Phe Ser Ser Tyr Ala Met Asn Trp Val Arg Gln Ala Pro Gly Lys
[7132] 50 55 60

[7133] Gly Leu Glu Trp Val Ser Ala Ile Ser Asp Ser Gly Gly Ser Arg Trp
[7134] 65 70 75 80
[7135] Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser
[7136] 85 90 95
[7137] Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr
[7138] 100 105 110

[7139] Ala Val Tyr Tyr Cys Thr Arg Tyr Trp Pro Met Asp Ile Trp Gly Gln
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[7140] 115 120 125

[7141] Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly Ser Gly Gly Gly
[7142] 130 135 140

[7143] Gly Ser Gly Gly Gly Gly Ser Glu Ile Val Leu Thr Gln Ser Pro Gly
[7144] 145 150 155 160
[7145] Thr Leu Ser Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala
[7146] 165 170 175
[7147]  Ser Val Arg Val Ser Ser Thr Tyr Leu Ala Trp Tyr Gln Gln Lys Pro
[7148] 180 185 190

[7149]  Gly Gln Ala Pro Arg Leu Leu Met Tyr Asp Ala Ser Ile Arg Ala Thr
[7150] 195 200 205

[7151] Gly Ile Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr
[7152] 210 215 220

[7153] Leu Thr Ile Ser Arg Leu Glu Pro Glu Asp Phe Ala Val Tyr Tyr Cys
[7154] 225 230 235 240
[7155]  Gln Gln Tyr Met Lys Trp Pro Leu Thr Phe Gly Gln Gly Thr Lys Val
[7156] 245 250 255
[7157]  Glu Ile Lys Thr Thr Thr Pro Ala Pro Arg Pro Pro Thr Pro Ala Pro
[7158] 260 265 270

[7159] Thr Ile Ala Ser Gln Pro Leu Ser Leu Arg Pro Glu Ala Cys Arg Pro
[7160] 275 280 285

[7161] Ala Ala Gly Gly Ala Val His Thr Arg Gly Leu Asp Phe Ala Cys Asp
[7162] 290 295 300

[7163] Ile Tyr Ile Trp Ala Pro Leu Ala Gly Thr Cys Gly Val Leu Leu Leu
[7164] 305 310 315 320
[7165] Ser Leu Val Ile Thr Leu Tyr Cys Lys Arg Gly Arg Lys Lys Leu Leu
[7166] 325 330 335
[7167] Tyr Ile Phe Lys Gln Pro Phe Met Arg Pro Val Gln Thr Thr Gln Glu
[7168] 340 345 350

[7169]  Glu Asp Gly Cys Ser Cys Arg Phe Pro Glu Glu Glu Glu Gly Gly Cys
[7170] 355 360 365

[7171]  Glu Leu Arg Val Lys Phe Ser Arg Ser Ala Asp Ala Pro Ala Tyr Gln
[7172] 370 375 380

[7173]  Gln Gly Gln Asn Gln Leu Tyr Asn Glu Leu Asn Leu Gly Arg Arg Glu
[7174] 385 390 395 400
[7175]  Glu Tyr Asp Val Leu Asp Lys Arg Arg Gly Arg Asp Pro Glu Met Gly
[7176] 405 410 415
[7177]  Gly Lys Pro Arg Arg Lys Asn Pro Gln Glu Gly Leu Tyr Asn Glu Leu
[7178] 420 425 430

[7179] Gln Lys Asp Lys Met Ala Glu Ala Tyr Ser Glu Ile Gly Met Lys Gly
[7180] 435 440 445

[7181]  Glu Arg Arg Arg Gly Lys Gly His Asp Gly Leu Tyr Gln Gly Leu Ser
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[7182]
[7183]
[7184]
[7185]
[7186]
[7187]
[7188]
[7189]
[7190]
[7191]
[7192]
[7193]
[7194]
[7195]
[7196]
[7197]
[7198]
[7199]
[7200]
[7201]
[7202]
[7203]
[7204]
[7205]
[7206]
[7207]
[7208]
[7209]
[7210]
[7211]
[7212]
[7213]
[7214]
[7215]
[7216]
[7217]
[7218]
[7219]
[7220]
[7221]
[7222]
[7223]

450

455

460

Thr Ala Thr Lys Asp Thr Tyr Asp Ala Leu His Met Gln Ala Leu Pro

465

Pro

<210>
<2115
212>
<213>

Arg

220>

223>
<400>

360
668
PRT

Artificial Sequence

Met Ala Leu

1
His

Val
Thr
Gly
65

Tyr
Lys
Ala
Gly
Gly
145
Thr
Ser
Gly
Gly
Leu

225
Gln

Ala

Gln

Phe

50

Leu

Ala

Asn

Val

Thr

130

Ser

Leu

Val

Gln

Ile

210

Thr

Gln

Ala
Pro
35

Ser
Glu
Asp
Thr
Tyr
115
Leu
Gly
Ser
Arg
Ala
195
Pro

Ile

Tyr

Pro
Arg
20

Gly
Ser
Trp
Ser
Leu
100
Tyr
Val
Gly
Leu
Val
180
Pro
Asp

Ser

Met

Val
5
Pro
Gly
Tyr
Val
Val
85
Tyr
Cys
Thr
Gly
Ser
165
Ser
Arg
Arg

Arg

Lys

470

Thr

Glu

Ser

Ala

Ser

70

Lys

Leu

Thr

Val

Gly

150

Pro

Ser

Leu

Phe

Leu

230
Trp

Synthetic Construct
360

Ala
Val
Leu
Met
55

Ala
Gly
Gln
Arg
Ser
135
Ser
Gly
Thr
Leu
Ser
215

Glu

Pro

Leu
Gln
Arg
40

Asn
Ile
Arg
Met
Tyr
120
Ser
Glu
Glu
Tyr
Met
200
Gly

Pro

Leu

Leu Leu

10
Leu Leu
25

Leu Ser

Trp Val

Ser Asp

Phe Thr
90

Asn Ser

105

Trp Pro

Gly Gly

Ile Val

Arg Ala
170

Leu Ala

185

Tyr Asp

Ser Gly

Glu Asp

Thr Phe

312

475

Pro

Glu

Cys

Arg

Ser

75

Ile

Leu

Met

Gly

Leu

155

Thr

Trp

Ala

Ser

Phe

235
Gly

Leu
Ser
Ala
Gln
60

Gly
Ser
Arg
Asp
Gly
140
Thr
Leu
Tyr
Ser
Gly
220

Ala

Gln

Ala
Gly
Ala
45

Ala
Gly
Arg
Ala
Ile
125
Ser
Gln
Ser
Gln
Ile
205
Thr

Val

Gly

Leu
Gly
30

Ser
Pro
Ser
Asp
Glu
110
Trp
Gly
Ser
Cys
Gln
190
Arg
Asp

Tyr

Thr

Leu
15
Gly

Gly

Gly

Asn
95

Asp
Gly
Gly
Pro
Arg
175
Lys
Ala
Phe

Tyr

Lys

480

Leu

Leu

Phe

Lys

Trp

80

Ser

Thr

Gln

Gly

Gly

160

Ala

Pro

Thr

Thr

Cys

240
Val
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[7224] 245 250 255
[7225] Glu Ile Lys Glu Pro Lys Ser Pro Asp Lys Thr His Thr Cys Pro Pro
[7226] 260 265 270

[7227] Cys Pro Ala Pro Pro Val Ala Gly Pro Ser Val Phe Leu Phe Pro Pro
[7228] 275 280 285

[7229] Lys Pro Lys Asp Thr Leu Met Ile Ala Arg Thr Pro Glu Val Thr Cys
[7230] 290 295 300

[7231] Val Val Val Asp Val Ser His Glu Asp Pro Glu Val Lys Phe Asn Trp
[7232] 305 310 315 320
[7233] Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu
[7234] 325 330 335
[7235] Glu Gln Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu
[7236] 340 345 350

[7237] His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn
[7238] 355 360 365

[7239] Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly
[7240] 370 375 380

[7241]  Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Arg Asp Glu
[7242] 385 390 395 400
[7243] Leu Thr Lys Asn GIn Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr
[7244] 405 410 415
[7245] Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn
[7246] 420 425 430

[7247] Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe
[7248] 435 440 445

[7249] Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn
[7250] 450 455 460

[7251]  Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr
[7252] 465 470 475 480
[7253] Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys Ile Tyr Ile Trp Ala Pro
[7254] 485 490 495
[7255] Leu Ala Gly Thr Cys Gly Val Leu Leu Leu Ser Leu Val Ile Thr Leu
[7256] 500 505 510

[7257] Tyr Cys Lys Arg Gly Arg Lys Lys Leu Leu Tyr Ile Phe Lys Gln Pro
[7258] 515 520 525

[7259] Phe Met Arg Pro Val GIn Thr Thr Gln Glu Glu Asp Gly Cys Ser Cys
[7260] 530 535 540

[7261]  Arg Phe Pro Glu Glu Glu Glu Gly Gly Cys Glu Leu Arg Val Lys Phe
[7262] 545 550 555 560
[7263] Ser Arg Ser Ala Asp Ala Pro Ala Tyr Gln Gln Gly Gln Asn Gln Leu
[7264] 565 570 575
[7265] Tyr Asn Glu Leu Asn Leu Gly Arg Arg Glu Glu Tyr Asp Val Leu Asp
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[7266] 580 585 590

[7267] Lys Arg Arg Gly Arg Asp Pro Glu Met Gly Gly Lys Pro Arg Arg Lys
[7268] 595 600 605

[7269] Asn Pro Gln Glu Gly Leu Tyr Asn Glu Leu Gln Lys Asp Lys Met Ala
[7270] 610 615 620

[7271]  Glu Ala Tyr Ser Glu Ile Gly Met Lys Gly Glu Arg Arg Arg Gly Lys
[7272] 625 630 635 640
[7273]  Gly His Asp Gly Leu Tyr Gln Gly Leu Ser Thr Ala Thr Lys Asp Thr
[7274] 645 650 655
[7275] Tyr Asp Ala Leu His Met Gln Ala Leu Pro Pro Arg

[7276] 660 665

[7277] <210> 361

[7278] <211> 453

[7279] <212> PRT

[7280] <213> Artificial Sequence

[7281]  <220>

[7282] <223> Synthetic Construct

[7283]  <400> 361

[7284] Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
[7285] 1 5 10 15
[7286] His Ala Ala Arg Pro Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu
[7287] 20 25 30

[7288] Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe
[7289] 35 40 45

[7290] Thr Phe Gly Ser Tyr Ala Met Thr Trp Val Arg Gln Ala Pro Gly Lys
[7291] 50 55 60

[7292] Gly Leu Glu Trp Val Ser Ala Ile Asp Tyr Ser Gly Gly Asn Thr Phe
[7293] 65 70 75 80
[7294]  Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser
[7295] 85 90 95
[7296] Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr
[7297] 100 105 110

[7298] Ala Val Tyr Tyr Cys Ala Arg Val Ser Pro Ile Ala Ser Gly Met Asp
[7299] 115 120 125

[7300] Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
[7301] 130 135 140

[7302] Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Glu Ile Val Leu Thr
[7303] 145 150 155 160
[7304] Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly Glu Arg Ala Thr Leu
[7305] 165 170 175
[7306] Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Ser Tyr Pro Ser Trp Tyr
[7307] 180 185 190
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[7308] Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu Ile Tyr Gly Ala Ser
[7309] 195 200 205

[7310] Ser Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly
[7311] 210 215 220

[7312]  Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu Pro Glu Asp Phe Ala
[7313] 225 230 235 240
[7314]  Val Tyr Tyr Cys Gln His Tyr Pro Tyr Pro Pro Ser Phe Thr Phe Gly
[7315] 245 250 255
[7316]  Gln Gly Thr Lys Val Glu Ile Lys Gly Leu Ala Val Ser Thr Ile Ser
[7317] 260 265 270

[7318]  Ser Phe Phe Pro Pro Gly Tyr Gln Ile Tyr Ile Trp Ala Pro Leu Ala
[7319] 275 280 285

[7320] Gly Thr Cys Gly Val Leu Leu Leu Ser Leu Val Ile Thr Leu Tyr Cys
[7321] 290 295 300

[7322] Lys Arg Gly Arg Lys Lys Leu Leu Tyr Ile Phe Lys Gln Pro Phe Met
[7323] 305 310 315 320
[7324] Arg Pro Val Gln Thr Thr Gln Glu Glu Asp Gly Cys Ser Cys Arg Phe
[7325] 325 330 335
[7326] Pro Glu Glu Glu Glu Gly Gly Cys Glu Leu Arg Val Lys Phe Ser Arg
[7327] 340 345 350

[7328] Ser Ala Asp Ala Pro Ala Tyr Gln Gln Gly Gln Asn Gln Leu Tyr Asn
[7329] 355 360 365

[7330] Glu Leu Asn Leu Gly Arg Arg Glu Glu Tyr Asp Val Leu Asp Lys Arg
[7331] 370 375 380

[7332] Arg Gly Arg Asp Pro Glu Met Gly Gly Lys Pro Arg Arg Lys Asn Pro
[7333] 385 390 395 400
[7334] Gln Glu Gly Leu Tyr Asn Glu Leu Gln Lys Asp Lys Met Ala Glu Ala
[7335] 405 410 415
[7336] Tyr Ser Glu Ile Gly Met Lys Gly Glu Arg Arg Arg Gly Lys Gly His
[7337] 420 425 430

[7338] Asp Gly Leu Tyr GIn Gly Leu Ser Thr Ala Thr Lys Asp Thr Tyr Asp
[7339] 435 440 445

[7340] Ala Leu His Met Gln

[7341] 450

[7342] <210> 362

[7343] <211> 487

[7344]  <212> PRT

[7345] <213> Artificial Sequence

[7346]  <220>

[7347] <223> Synthetic Construct

[7348]  <400> 362

[7349] Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
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[7350] 1 5 10 15
[7351] His Ala Ala Arg Pro Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu
[7352] 20 25 30

[7353] Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe
[7354] 35 40 45

[7355] Thr Phe Gly Ser Tyr Ala Met Thr Trp Val Arg Gln Ala Pro Gly Lys
[7356] 50 55 60

[7357] Gly Leu Glu Trp Val Ser Ala Ile Asp Tyr Ser Gly Gly Asn Thr Phe
[7358] 65 70 75 80
[7359] Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser
[7360] 85 90 95
[7361] Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr
[7362] 100 105 110

[7363] Ala Val Tyr Tyr Cys Ala Arg Val Ser Pro Ile Ala Ser Gly Met Asp
[7364] 115 120 125

[7365] Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
[7366] 130 135 140

[7367] Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Glu Ile Val Leu Thr
[7368] 145 150 155 160
[7369]  Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly Glu Arg Ala Thr Leu
[7370] 165 170 175
[7371] Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Ser Tyr Pro Ser Trp Tyr
[7372] 180 185 190

[7373]  Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu Ile Tyr Gly Ala Ser
[7374] 195 200 205

[7375]  Ser Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly
[7376] 210 215 220

[7377] Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu Pro Glu Asp Phe Ala
[7378] 225 230 235 240
[7379] Val Tyr Tyr Cys Gln His Tyr Pro Tyr Pro Pro Ser Phe Thr Phe Gly
[7380] 245 250 255
[7381] Gln Gly Thr Lys Val Glu Ile Lys Thr Thr Thr Pro Ala Pro Arg Pro
[7382] 260 265 270

[7383] Pro Thr Pro Ala Pro Thr Ile Ala Ser Gln Pro Leu Ser Leu Arg Pro
[7384] 275 280 285

[7385] Glu Ala Cys Arg Pro Ala Ala Gly Gly Ala Val His Thr Arg Gly Leu
[7386] 290 295 300

[7387] Asp Phe Ala Cys Asp Ile Tyr Ile Trp Ala Pro Leu Ala Gly Thr Cys
[7388] 305 310 315 320
[7389] Gly Val Leu Leu Leu Ser Leu Val Ile Thr Leu Tyr Cys Lys Arg Gly
[7390] 325 330 335
[7391] Arg Lys Lys Leu Leu Tyr Ile Phe Lys Gln Pro Phe Met Arg Pro Val
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[7392] 340 345 350

[7393] Gln Thr Thr Gln Glu Glu Asp Gly Cys Ser Cys Arg Phe Pro Glu Glu
[7394] 355 360 365

[7395] Glu Glu Gly Gly Cys Glu Leu Arg Val Lys Phe Ser Arg Ser Ala Asp
[7396] 370 375 380

[7397] Ala Pro Ala Tyr Gln Gln Gly Gln Asn Gln Leu Tyr Asn Glu Leu Asn
[7398] 385 390 395 400
[7399] Leu Gly Arg Arg Glu Glu Tyr Asp Val Leu Asp Lys Arg Arg Gly Arg
[7400] 405 410 415
[7401]  Asp Pro Glu Met Gly Gly Lys Pro Arg Arg Lys Asn Pro Gln Glu Gly
[7402] 420 425 430

[7403] Leu Tyr Asn Glu Leu Gln Lys Asp Lys Met Ala Glu Ala Tyr Ser Glu
[7404] 435 440 445

[7405] Ile Gly Met Lys Gly Glu Arg Arg Arg Gly Lys Gly His Asp Gly Leu
[7406] 450 455 460

[7407] Tyr Gln Gly Leu Ser Thr Ala Thr Lys Asp Thr Tyr Asp Ala Leu His
[7408] 465 470 475 480
[7409] Met Gln Ala Leu Pro Pro Arg

[7410] 485

[7411]1  <210> 363

[7412] <211> 673

[7413]  <212> PRT

[7414] <213> Artificial Sequence

[7415]  <220>

[7416] <223> Synthetic Construct

[7417]  <400> 363

[7418] Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
[7419]1 1 5 10 15
[7420] His Ala Ala Arg Pro Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu
[7421] 20 25 30

[7422] Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe
[7423] 35 40 45

[7424] Thr Phe Gly Ser Tyr Ala Met Thr Trp Val Arg Gln Ala Pro Gly Lys
[7425] 50 55 60

[7426] Gly Leu Glu Trp Val Ser Ala Ile Asp Tyr Ser Gly Gly Asn Thr Phe
[7427] 65 70 75 80
[7428] Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser
[7429] 85 90 95
[7430] Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr
[7431] 100 105 110

[7432] Ala Val Tyr Tyr Cys Ala Arg Val Ser Pro Ile Ala Ser Gly Met Asp
[7433] 115 120 125
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[7434] Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
[7435] 130 135 140

[7436] Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Glu Ile Val Leu Thr
[7437] 145 150 155 160
[7438] Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly Glu Arg Ala Thr Leu
[7439] 165 170 175
[7440] Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Ser Tyr Pro Ser Trp Tyr
[7441] 180 185 190

[7442]  Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu Ile Tyr Gly Ala Ser
[7443] 195 200 205

[7444] Ser Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly
[7445] 210 215 220

[7446] Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu Pro Glu Asp Phe Ala
[7447] 225 230 235 240
[7448] Val Tyr Tyr Cys Gln His Tyr Pro Tyr Pro Pro Ser Phe Thr Phe Gly
[7449] 245 250 255
[7450] Gln Gly Thr Lys Val Glu Ile Lys Glu Pro Lys Ser Pro Asp Lys Thr
[7451] 260 265 270

[7452] His Thr Cys Pro Pro Cys Pro Ala Pro Pro Val Ala Gly Pro Ser Val
[7453] 275 280 285

[7454]  Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ala Arg Thr
[7455] 290 295 300

[7456] Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp Pro Glu
[7457] 305 310 315 320
[7458] Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys
[7459] 325 330 335
[7460] Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg Val Val Ser
[7461] 340 345 350

[7462] Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys
[7463] 355 360 365

[7464] Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile
[7465] 370 375 380

[7466] Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro
[7467] 385 390 395 400
[7468] Pro Ser Arg Asp Glu Leu Thr Lys Asn Gln Val Ser Leu Thr Cys Leu
[7469] 405 410 415
[7470] Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn
[7471] 420 425 430

[7472]  Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser
[7473] 435 440 445

[7474]  Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg
[7475] 450 455 460
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[7476] Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu
[7477] 465 470 475 480
[7478] His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys Ile
[7479] 485 490 495
[7480] Tyr Ile Trp Ala Pro Leu Ala Gly Thr Cys Gly Val Leu Leu Leu Ser
[7481] 500 505 510

[7482] Leu Val Ile Thr Leu Tyr Cys Lys Arg Gly Arg Lys Lys Leu Leu Tyr
[7483] 515 520 525

[7484] Ile Phe Lys Gln Pro Phe Met Arg Pro Val Gln Thr Thr Gln Glu Glu
[7485] 530 535 540

[7486] Asp Gly Cys Ser Cys Arg Phe Pro Glu Glu Glu Glu Gly Gly Cys Glu
[7487] 545 550 555 560
[7488] Leu Arg Val Lys Phe Ser Arg Ser Ala Asp Ala Pro Ala Tyr Gln Gln
[7489] 565 570 575
[7490] Gly Gln Asn Gln Leu Tyr Asn Glu Leu Asn Leu Gly Arg Arg Glu Glu
[7491] 580 585 590

[7492] Tyr Asp Val Leu Asp Lys Arg Arg Gly Arg Asp Pro Glu Met Gly Gly
[7493] 595 600 605

[7494] Lys Pro Arg Arg Lys Asn Pro Gln Glu Gly Leu Tyr Asn Glu Leu Gln
[7495] 610 615 620

[7496] Lys Asp Lys Met Ala Glu Ala Tyr Ser Glu Ile Gly Met Lys Gly Glu
[7497] 625 630 635 640
[7498] Arg Arg Arg Gly Lys Gly His Asp Gly Leu Tyr Gln Gly Leu Ser Thr
[7499] 645 650 655
[7500] Ala Thr Lys Asp Thr Tyr Asp Ala Leu His Met Gln Ala Leu Pro Pro
[7501] 660 665 670

[7502] Arg

[7503] <210> 364

[7504]  <211> 453

[7505]  <212> PRT

[7506] <213> Artificial Sequence

[7507]  <220>

[7508] <223> Synthetic Construct

[7509]  <400> 364

[7510] Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
[7511] 1 5 10 15
[7512] His Ala Ala Arg Pro Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu
[7513] 20 25 30

[7514] Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe
[7515] 35 40 45

[7516] Thr Phe Gly Ser Tyr Ala Met Thr Trp Val Arg Gln Ala Pro Gly Lys
[7517] 50 55 60
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[7518] Gly Leu Glu Trp Val Ser Ala Ile Ser Gly Ser Gly Gly Asn Thr Phe
[7519] 65 70 75 80
[7520] Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser
[7521] 85 90 95
[7522] Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr
[7523] 100 105 110

[7524] Ala Val Tyr Tyr Cys Ala Arg Val Ser Pro Ile Ala Ala Pro Met Asp
[7525] 115 120 125

[7526] Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
[7527] 130 135 140

[7528] Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Glu Ile Val Leu Thr
[7529] 145 150 155 160
[7530] Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly Glu Arg Ala Thr Leu
[7531] 165 170 175
[7532] Ser Cys Arg Ala Ser Gln Leu Gly Ser Phe Tyr Leu Ala Trp Tyr Gln
[7533] 180 185 190

[7534] Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu Ile Tyr Gly Ala Ser Ser
[7535] 195 200 205

[7536] Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr
[7537] 210 215 220

[7538] Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu Pro Glu Asp Phe Ala Val
[7539] 225 230 235 240
[7540] Tyr Tyr Cys Gln His Tyr Asn Tyr Pro Pro Ser Phe Thr Phe Gly Gln
[7541] 245 250 255
[7542] Gly Thr Lys Val Glu Ile Lys Gly Leu Ala Val Ser Thr Ile Ser Ser
[7543] 260 265 270

[7544]  Phe Phe Pro Pro Gly Tyr Gln Ile Tyr Ile Trp Ala Pro Leu Ala Gly
[7545] 275 280 285

[7546] Thr Cys Gly Val Leu Leu Leu Ser Leu Val Ile Thr Leu Tyr Cys Lys
[7547] 290 295 300

[7548] Arg Gly Arg Lys Lys Leu Leu Tyr Ile Phe Lys Gln Pro Phe Met Arg
[7549] 305 310 315 320
[7550] Pro Val Gln Thr Thr Gln Glu Glu Asp Gly Cys Ser Cys Arg Phe Pro
[7551] 325 330 335
[7552]  Glu Glu Glu Glu Gly Gly Cys Glu Leu Arg Val Lys Phe Ser Arg Ser
[7553] 340 345 350

[7554] Ala Asp Ala Pro Ala Tyr Gln Gln Gly Gln Asn Gln Leu Tyr Asn Glu
[7555] 355 360 365

[7556] Leu Asn Leu Gly Arg Arg Glu Glu Tyr Asp Val Leu Asp Lys Arg Arg
[7557] 370 375 380

[7558] Gly Arg Asp Pro Glu Met Gly Gly Lys Pro Arg Arg Lys Asn Pro Gln
[7559] 385 390 395 400
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[7560] Glu Gly Leu Tyr Asn Glu Leu Gln Lys Asp Lys Met Ala Glu Ala Tyr
[7561] 405 410 415
[7562] Ser Glu Ile Gly Met Lys Gly Glu Arg Arg Arg Gly Lys Gly His Asp
[7563] 420 425 430

[7564]  Gly Leu Tyr Gln Gly Leu Ser Thr Ala Thr Lys Asp Thr Tyr Asp Ala
[7565] 435 440 445

[7566] Leu His Met Gln Ala

[7567] 450

[7568] <210> 365

[7569] <211> 486

[7570]  <212> PRT

[7571] <213> Artificial Sequence

[7572]  <220>

[7573] <223> Synthetic Construct

[7574]  <400> 365

[7575] Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
[7576] 1 5 10 15
[7577] His Ala Ala Arg Pro Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu
[7578] 20 25 30

[7579] Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe
[7580] 35 40 45

[7581] Thr Phe Gly Ser Tyr Ala Met Thr Trp Val Arg Gln Ala Pro Gly Lys
[7582] 50 55 60

[7583] Gly Leu Glu Trp Val Ser Ala Ile Ser Gly Ser Gly Gly Asn Thr Phe
[7584] 65 70 75 80
[7585] Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser
[7586] 85 90 95
[7587] Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr
[7588] 100 105 110

[7589] Ala Val Tyr Tyr Cys Ala Arg Val Ser Pro Ile Ala Ala Pro Met Asp
[7590] 115 120 125

[7591] Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
[7592] 130 135 140

[7593] Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Glu Ile Val Leu Thr
[7594] 145 150 155 160
[7595]  Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly Glu Arg Ala Thr Leu
[7596] 165 170 175
[7597] Ser Cys Arg Ala Ser Gln Leu Gly Ser Phe Tyr Leu Ala Trp Tyr Gln
[7598] 180 185 190

[7599]  Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu Ile Tyr Gly Ala Ser Ser
[7600] 195 200 205

[7601] Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr
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[7602] 210 215 220

[7603] Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu Pro Glu Asp Phe Ala Val
[7604] 225 230 235 240
[7605] Tyr Tyr Cys Gln His Tyr Asn Tyr Pro Pro Ser Phe Thr Phe Gly Gln
[7606] 245 250 255
[7607] Gly Thr Lys Val Glu Ile Lys Thr Thr Thr Pro Ala Pro Arg Pro Pro
[7608] 260 265 270

[7609] Thr Pro Ala Pro Thr Ile Ala Ser Gln Pro Leu Ser Leu Arg Pro Glu
[7610] 275 280 285

[7611]  Ala Cys Arg Pro Ala Ala Gly Gly Ala Val His Thr Arg Gly Leu Asp
[7612] 290 295 300

[7613]  Phe Ala Cys Asp Ile Tyr Ile Trp Ala Pro Leu Ala Gly Thr Cys Gly
[7614] 305 310 315 320
[7615] Val Leu Leu Leu Ser Leu Val Ile Thr Leu Tyr Cys Lys Arg Gly Arg
[7616] 325 330 335
[7617] Lys Lys Leu Leu Tyr Ile Phe Lys Gln Pro Phe Met Arg Pro Val Gln
[7618] 340 345 350

[7619] Thr Thr Gln Glu Glu Asp Gly Cys Ser Cys Arg Phe Pro Glu Glu Glu
[7620] 355 360 365

[7621]  Glu Gly Gly Cys Glu Leu Arg Val Lys Phe Ser Arg Ser Ala Asp Ala
[7622] 370 375 380

[7623] Pro Ala Tyr Gln Gln Gly Gln Asn Gln Leu Tyr Asn Glu Leu Asn Leu
[7624] 385 390 395 400
[7625] Gly Arg Arg Glu Glu Tyr Asp Val Leu Asp Lys Arg Arg Gly Arg Asp
[7626] 405 410 415
[7627]  Pro Glu Met Gly Gly Lys Pro Arg Arg Lys Asn Pro Gln Glu Gly Leu
[7628] 420 425 430

[7629]  Tyr Asn Glu Leu Gln Lys Asp Lys Met Ala Glu Ala Tyr Ser Glu Ile
[7630] 435 440 445

[7631]  Gly Met Lys Gly Glu Arg Arg Arg Gly Lys Gly His Asp Gly Leu Tyr
[7632] 450 455 460

[7633] Gln Gly Leu Ser Thr Ala Thr Lys Asp Thr Tyr Asp Ala Leu His Met
[7634] 465 470 475 480
[7635] Gln Ala Leu Pro Pro Arg

[7636] 485

[7637]  <210> 366

[7638] <211> 672

[7639]  <212> PRT

[7640] <213> Artificial Sequence

[7641]  <220>

[7642]  <223> Synthetic Construct

[7643]  <400> 366
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[7644] Met Ala Leu Pro Val Thr Ala Leu Leu Leu Pro Leu Ala Leu Leu Leu
[7645] 1 5 10 15
[7646] His Ala Ala Arg Pro Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu
[7647] 20 25 30

[7648] Val Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe
[7649] 35 40 45

[7650] Thr Phe Gly Ser Tyr Ala Met Thr Trp Val Arg Gln Ala Pro Gly Lys
[7651] 50 55 60

[7652] Gly Leu Glu Trp Val Ser Ala Ile Ser Gly Ser Gly Gly Asn Thr Phe
[7653] 65 70 75 80
[7654] Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser
[7655] 85 90 95
[7656] Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr
[7657] 100 105 110

[7658] Ala Val Tyr Tyr Cys Ala Arg Val Ser Pro Ile Ala Ala Pro Met Asp
[7659] 115 120 125

[7660] Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Gly Gly Gly Gly
[7661] 130 135 140

[7662]  Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Glu Ile Val Leu Thr
[7663] 145 150 155 160
[7664]  Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly Glu Arg Ala Thr Leu
[7665] 165 170 175
[7666] Ser Cys Arg Ala Ser Gln Leu Gly Ser Phe Tyr Leu Ala Trp Tyr Gln
[7667] 180 185 190

[7668] Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu Ile Tyr Gly Ala Ser Ser
[7669] 195 200 205

[7670] Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr
[7671] 210 215 220

[7672] Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu Pro Glu Asp Phe Ala Val
[7673] 225 230 235 240
[7674]  Tyr Tyr Cys Gln His Tyr Asn Tyr Pro Pro Ser Phe Thr Phe Gly Gln
[7675] 245 250 255
[7676] Gly Thr Lys Val Glu Ile Lys Glu Pro Lys Ser Pro Asp Lys Thr His
[7677] 260 265 270

[7678] Thr Cys Pro Pro Cys Pro Ala Pro Pro Val Ala Gly Pro Ser Val Phe
[7679] 275 280 285

[7680] Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ala Arg Thr Pro
[7681] 290 295 300

[7682]  Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp Pro Glu Val
[7683] 305 310 315 320
[7684] Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr
[7685] 325 330 335
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[7686] Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg Val Val Ser Val
[7687] 340 345 350

[7688] Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys
[7689] 355 360 365

[7690] Lys Val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser
[7691] 370 375 380

[7692] Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro
[7693] 385 390 395 400
[7694] Ser Arg Asp Glu Leu Thr Lys Asn Gln Val Ser Leu Thr Cys Leu Val
[7695] 405 410 415
[7696] Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly
[7697] 420 425 430

[7698] Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp
[7699] 435 440 445

[7700] Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp
[7701] 450 455 460

[7702]  Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu His
[7703] 465 470 475 480
[7704] Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys Ile Tyr
[7705] 485 490 495
[7706] Ile Trp Ala Pro Leu Ala Gly Thr Cys Gly Val Leu Leu Leu Ser Leu
[7707] 500 505 510

[7708] Val Ile Thr Leu Tyr Cys Lys Arg Gly Arg Lys Lys Leu Leu Tyr Ile
[7709] 515 520 525

[7710]  Phe Lys Gln Pro Phe Met Arg Pro Val Gln Thr Thr Gln Glu Glu Asp
[7711] 530 535 540

[7712]  Gly Cys Ser Cys Arg Phe Pro Glu Glu Glu Glu Gly Gly Cys Glu Leu
[7713] 545 550 555 560
[7714]  Arg Val Lys Phe Ser Arg Ser Ala Asp Ala Pro Ala Tyr Gln Gln Gly
[7715] 565 570 575
[7716]  Gln Asn Gln Leu Tyr Asn Glu Leu Asn Leu Gly Arg Arg Glu Glu Tyr
[7717] 580 585 590

[7718] Asp Val Leu Asp Lys Arg Arg Gly Arg Asp Pro Glu Met Gly Gly Lys
[7719] 595 600 605

[7720]  Pro Arg Arg Lys Asn Pro Gln Glu Gly Leu Tyr Asn Glu Leu Gln Lys
[7721] 610 615 620

[7722] Asp Lys Met Ala Glu Ala Tyr Ser Glu Ile Gly Met Lys Gly Glu Arg
[7723] 625 630 635 640
[7724] Arg Arg Gly Lys Gly His Asp Gly Leu Tyr Gln Gly Leu Ser Thr Ala
[7725] 645 650 655
[7726] Thr Lys Asp Thr Tyr Asp Ala Leu His Met Gln Ala Leu Pro Pro Arg
[7727] 660 665 670
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[7728] <210> 367

[7729] 211> 345

[7730]  <212> DNA

[7731] <213> Artificial Sequence

[7732] 220>

[7733] <223> Synthetic Construct

[7734] 220>

[7735] <221> misc feature

[7736]  <222> (293) .. (293)

[7737] <223> n is a, ¢, g, or t

[7738] <400> 367

[7739] gaggtgcage tgctggaatc tggeggagga ctggtgeage ctggeggete tctgagactg 60
[7740] tcttgtgeeg ccageggett caccttcage agectacgeca tgaactgggt gegecaggee 120
[7741]  cctggcaaag gcctggaatg ggtgtcegee atcagegata geggeggeag cacctactac 180
[7742] gcecgatageg tgaagggeeg gttcaccatc agecgggaca acagcaagaa caccctgtac 240
[7743] ctgcagatga acagcctgeg ggeccgaggac accgecgtgt actactgtge canatactgg 300
[7744] cccatggaca tctggggeca gggaaccttg gtcaccgtet ccteca 345

[7745] <210> 368

[7746] <211> 324

[7747] <212> DNA

[7748] <213> Artificial Sequence

[7749] 220>

[7750] <223> Synthetic Construct

[7751] <400> 368

[7752] gagatcgtge tgacacagag ccctggecacc ctgagectgt ctccaggega aagagccacce 60
[7753] ctgtcetgea aagccageca gagegtgtcece agcagetace tggectggta tcagcaaaag 120
[7754] cceggecagg cteceeegget getgatgtac gatgecagea tcagagcecac cggeatccece 180
[7755] gacagatttt ccggctcetgg cageggecace gacttcacce tgaccatcag cagactggaa 240
[7756] cccgaggact tcgeegtgta ctactgeccag cagtacggea getggecect gacatttgge 300
[7757] cagggcacaa aggtggagat caaa 324

[7758] <210> 369

[7759] 211> 345

[7760] <212> DNA

[7761] <213> Artificial Sequence

[7762]  <220>

[7763] <223> Synthetic Construct

[7764] <400> 369

[7765] gaggtgcage tgctggaatc tggeggagga ctggtgecage ctggeggete tctgagactg 60
[7766] tcttgtgeeg ccageggett caccttcage agctacgeca tgaactgggt gegecaggee 120
[7767] cctggtaaag gtttggaatg ggtttctget attctgtegt ctggtggtte tacttactat 180
[7768] gcegattetg ttaagggtag attcaccatt tctagagaca actctaagaa caccttgtac 240
[7769] ttgcaaatga actccttgag agctgaagat actgctgttt attactgtge tagatactgg 300

325



CN 107980046 B

FF

5l %R

186/197 1L

[7770]
[7771]
[7772]
[7773]
[7774]
[7775]
[7776]
[7777]
[7778]
[7779]
[7780]
[7781]
[7782]
[7783]
[7784]
[7785]
[7786]
[7787]
[7788]
[7789]
[7790]
[7791]
[7792]
[7793]
[7794]
[7795]
[7796]
[7797]
[7798]
[7799]
[7800]
[7801]
[7802]
[7803]
[7804]
[7805]
[7806]
[7807]
[7808]
[7809]
[7810]
[7811]

ccaatggata tttggggtca aggtactctg gtcaccgtet cctca 345

210>
211>
212>
213>
220>
223>
<400> 370
gagatcgtgce
ttgtcttgta

370
324
DNA

ccaggtcaag
gatagatttt
ccagaagatt
caaggtacaa
<210> 371
211> 345
<212> DNA
213>
220>
223>
<400> 371
gaggtgcagce
tcttgtgeceg
cctggcaaag
gccgatageg
ctgcaaatga
cccatggaca
<210> 372
211> 324
<212> DNA
213>
220>
223>
<400> 372
gagatcgtgce
ctgtcctgea
cceggecagg
gacagattca
cccgaggact
cagggcacaa
<210> 373
211> 345

tgacacagag
gagggggtca
ctccaagatt
ctggttctgg
tcgetgttta
aggttgaaat

tgctggaatce
ccagcggcett
gactggaatg
tgaagggcceg
acagcctgeg

gctggggeca

tgacacagag
aagccagceca
ctcceegget
geggetetgg
tcgeegtgta
aggtggagat

Artificial Sequence

Synthetic Construct

ccetggeacce
atccgtttcce
attgatgtac
ttceggtact
ctactgtcaa
caaa 324

Artificial Sequence

Synthetic Construct

tggcggagga
caccttcagce
ggtgtccgee
gttcaccatc
ggcecgaggac
gggaactttg

Artificial Sequence

Synthetic Construct

ccetggeacce
gagcgtgtcce
gctgatctac
cagcggceacc
ctactgccag
caaa 324

ctgagcectgt
tcttettatt
gatgcttcta
gatttcactt

caatatcagt

ctggtgcage
agctacccta
atcggaggcet
agccgggaca
accgecegtgt
gtcaccgtct

ctgagcecctgt
agcacatacc
gatgcctctt
gacttcaccc

cagtacagca

326

ctcctggtga
tggcttggta
ttagagccac
tgactatctce
cttggceccatt

ctggecggete
tgagctgggt
ctggeggceag
acagcaagaa
actactgtgce
cctca 345

ctccaggcecga
tggcctggta
ctagagcccce
tgaccatcag

ccagcceccect

aagagctact
tcaacaaaaa
cggtattcca
tagattggaa
gacttttggt

tctgagactg
gcgecaggec
cacctactac
caccctgtac

cagatactgg

aagagccacc
tcagcaaaag
tggcatcccee
cagactggaa

gacctttgge

60

120
180
240
300

120
180
240
300

60

120
180
240
300
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[7812]  <212> DNA

[7813] <213> Artificial Sequence

[7814]  <220>

[7815] <223> Synthetic Construct

[7816]  <400> 373

[7817] gaggtgcage tgctggaatc tggeggagga ctggtgecage ctggeggete tctgagactg 60
[7818] tcttgtgeeg ccageggett caccttcage agctacccta tgagetgggt gegecaggee 120
[7819] cctggtaaag gtttggaatg ggtttctget attggtggtt caggtggttg gagttattat 180
[7820] gccgattctg ttaagggtag attcaccatt tctagagaca actctaagaa caccttgtac 240
[7821] ttgcaaatga actccttgag agctgaagat actgctgttt attactgtge tagatactgg 300
[7822] ccaatggatt cttggggtca aggtactctg gtcaccgtct cctca 345

[7823] <210> 374

[7824] <211> 324

[7825]  <212> DNA

[7826] <213> Artificial Sequence

[7827]  <220>

[7828] <223> Synthetic Construct

[7829]  <400> 374

[7830] gagatcgtge tgacacagag ccctggcacc ctgagecctgt ctcctggtga aagagctact 60
[7831] ttgtecttgtt ggttgtceteca atctgtttece tectacttact tggettggta tcaacaaaaa 120
[7832] ccaggtcaag ctccaagatt attgatctac gatgettctt ctagagcacc aggtattcca 180
[7833] gatagatttt ctggttctgg ttccggtact gatttcactt tgactatctc tagattggaa 240
[7834] ccagaagatt tcgctgttta ctactgccaa caatactctg agtggeccatt gacttttggt 300
[7835] caaggtacaa aggttgaaat caaa 324

[7836] <210> 375

[7837] <211> 345

[7838]  <212> DNA

[7839] <213> Artificial Sequence

[7840]  <220>

[7841]  <223> Synthetic Construct

[7842]  <400> 375

[7843] gaggtgcage tgctggaatc tggecggagga ctggtgecage ctggeggete tectgagactg 60
[7844] tcttgtgeecg ccageggett caccttcage agetacgeca tgaactgggt gegecaggee 120
[7845] cctggtaaag gtttggaatg ggtttctget atttctgatt ctggtggttc taggtggtat 180
[7846] gcecgattetg ttaagggtag attcaccatt tctagagaca actctaagaa caccttgtac 240
[7847] ttgcaaatga actccttgag agctgaagat actgctgttt attactgtac geggtactgg 300
[7848] ccaatggata tttggggtca aggtactctg gtcaccgtet ccteca 345

[7849] <210> 376

[7850] <211> 324

[7851]  <212> DNA

[7852] <213> Artificial Sequence

[7853]  <220>
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[7854] <223> Synthetic Construct

[7855]  <400> 376

[7856] gagatcgtge tgacacagag ccctggcacc ctgagecctgt ctcctggtga aagagctact 60
[7857] ttgtettgtt ggttgtceteca atctgtttece tctacttact tggettggta tcaacaaaaa 120
[7858] ccaggtcaag ctccaagatt attgatctac gatgettctt ctagagcacc aggtattcca 180
[7859] gatagatttt ctggttctgg ttccggtact gatttcactt tgactatctc tagattggaa 240
[7860] ccagaagatt tcgctgttta ctactgccaa caatactctg agtggeccatt gacttttggt 300
[7861] caaggtacaa aggttgaaat caaa 324

[7862]  <210> 377

[7863] <211> 11

[7864]  <212> PRT

[7865] <213> Artificial Sequence

[7866]  <220>

[7867] <223> Synthetic Construct

[7868]  <400> 377

[7869] Arg Ala Ser Gln Leu Gly Ser Phe Tyr Leu Ala

[7870] 1 5 10

[7871]  <210> 378

[7872] <211> 118

[7873]  <212> PRT

[7874] <213> Artificial Sequence

[7875]  <220>

[7876]  <223> Synthetic Construct

[7877]1  <400> 378

[7878]  Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[7879] 1 5 10 15

[7880] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[7881] 20 25 30

[7882] Ala Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val

[7883] 35 40 45

[7884] Ser Ala Ile Ser Ala Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val

[7885] 50 55 60

[7886] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[7887] 65 70 75 80

[7888] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[7889] 85 90 95

[7890] Ala Arg Leu Ser Trp Ser Gly Ala Phe Asp Asn Trp Gly Gln Gly Thr
[7891] 100 105 110

[7892] Leu Val Thr Val Ser Ser

[7893] 115

[7894]  <210> 379

[7895] <211> 109
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[7896]  <212> PRT

[7897] <213> Artificial Sequence

[7898]  <220>

[7899] <223> Synthetic Construct

[7900]  <400> 379

[7901] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[7902] 1 5 10 15
[7903] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Asn Val Ser Ser Ser
[7904] 20 25 30

[7905] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[7906] 35 40 45

[7907] Ile Tyr Gly Ala Ser Tyr Arg Ala Thr Gly Ile Pro Asp Arg Phe Ser
[7908] 50 55 60

[7909]  Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[7910] 65 70 75 80
[7911]  Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln His Tyr Gly Ser Pro Pro
[7912] 85 90 95
[7913]  Ser Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[7914] 100 105

[7915]  <210> 380

[7916] <211> 118

[7917]  <212> PRT

[7918] <213> Artificial Sequence

[7919]  <220>

[7920] <223> Synthetic Construct

[7921]  <400> 380

[7922] Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[7923] 1 5 10 15
[7924] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Arg Ser Tyr
[7925] 20 25 30

[7926] Ala Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[7927] 35 40 45

[7928] Ser Ala Ile Ser Gly Ser Gly Gly Ser Thr Phe Tyr Ala Asp Ser Val
[7929] 50 55 60

[7930] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[7931] 65 70 75 80
[7932] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[7933] 85 90 95
[7934] Ala Thr Val Gly Thr Ser Gly Ala Phe Gly Ile Trp Gly Gln Gly Thr
[7935] 100 105 110

[7936] Leu Val Thr Val Ser Ser

[7937] 115
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[7938]
[7939]
[7940]
[7941]
[7942]
[7943]
[7944]
[7945]
[7946]
[7947]
[7948]
[7949]
[7950]
[7951]
[7952]
[7953]
[7954]
[7955]
[7956]
[7957]
[7958]
[7959]
[7960]
[7961]
[7962]
[7963]
[7964]
[7965]
[7966]
[7967]
[7968]
[7969]
[7970]
[7971]
[7972]
[7973]
[7974]
[7975]
[7976]
[7977]
[7978]
[7979]

<210> 381

211> 5

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 381

Ser Tyr Ala Met Ser

1 5

<210> 382

211> 10

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 382

Gly Phe Thr Phe Ser Ser Tyr Ala Met Ser
1 5 10
<210> 383

211> 6

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 383

Ser Ala Ser Gly Gly Ser

1 5

<210> 384

Q211> 17

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 384

Ala Ile Ser Ala Ser Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val Lys

1 5 10
Gly

<210> 385

211> 9

<212> PRT

<213> Artificial Sequence

220>
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[7980]
[7981]
[7982]
[7983]
[7984]
[7985]
[7986]
[7987]
[7988]
[7989]
[7990]
[7991]
[7992]
[7993]
[7994]
[7995]
[7996]
[7997]
[7998]
[7999]
[8000]
[8001]
[8002]
[8003]
[8004]
[8005]
[8006]
[8007]
[8008]
[8009]
[8010]
[8011]
[8012]
[8013]
[8014]
[8015]
[8016]
[8017]
[8018]
[8019]
[8020]
[8021]

<223> Synthetic Construct
<400> 385

Leu Ser Trp Ser Gly Ala Phe Asp Asn
1 5

<210> 386

211> 5

<212> PRT

<213> Artificial Sequence
<220>

<223> Synthetic Construct
<400> 386

Ser Tyr Ala Met Ser

1 5

<210> 387

Q211> 7

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 387

Gly Phe Thr Phe Arg Ser Tyr
1 5

<210> 388

<211> 10

<212> PRT

<213> Artificial Sequence
<220>

<223> Synthetic Construct
<400> 388

Gly Phe Thr Phe Arg Ser Tyr Ala Met Ser
1 5 10
<210> 389

211> 6

<212> PRT

<213> Artificial Sequence
220>

<223> Synthetic Construct
<400> 389

Ser Gly Ser Gly Gly Ser

1 5

<210> 390

211> 17
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[8022]  <212> PRT

[8023] <213> Artificial Sequence

[8024]  <220>

[8025] <223> Synthetic Construct

[8026]  <400> 390

[8027] Ala Ile Ser Gly Ser Gly Gly Ser Thr Phe Tyr Ala Asp Ser Val Lys
[8028] 1 5 10 15
[8029] Gly

[8030] <210> 391

[8031] <211> 9

[8032]  <212> PRT

[8033] <213> Artificial Sequence

[8034]  <220>

[8035] <223> Synthetic Construct

[8036]  <400> 391

[8037] Val Gly Thr Ser Gly Ala Phe Gly Ile
[8038] 1 5

[8039]  <210> 392

[8040] <211> 7

[8041]  <212> PRT

[8042] <213> Artificial Sequence

[8043]  <220>

[8044] <223> Synthetic Construct

[8045]  <400> 392

[8046] Gly Ala Ser Ser Arg Ala Tyr

[8047] 1 5

[8048]  <210> 393

[8049] <211> 10

[8050]  <212> PRT

[8051] <213> Artificial Sequence

[8052]  <220>

[8053] <223> Synthetic Construct

[8054]  <400> 393

[8055] Gln His Tyr Gly Ser Pro Pro Leu Phe Thr
[8056] 1 5 10
[8057]  <210> 394

[8058]  <211> 12

[8059] <212> PRT

[8060] <213> Artificial Sequence

[8061]  <220>

[8062] <223> Synthetic Construct

[8063]  <400> 394
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[8064]
[8065]
[8066]
[80671]
[8068]
[8069]
[8070]
[8071]
[8072]
[8073]
[8074]
[8075]
[8076]
[8077]
[8078]
[8079]
[8080]
[8081]
[8082]
[8083]
[8084]
[8085]
[8086]
[8087]
[8088]
[8089]
[8090]
[8091]
[8092]
[8093]
[8094]
[8095]
[8096]
[8097]
[8098]
[8099]
[8100]
[8101]
[8102]
[8103]
[8104]
[8105]

Arg Ala Ser Gln Asn Val Ser Ser Ser Tyr Leu Ala

1

<210> 395
211> 7
<212> PRT

5

10

<213> Artificial Sequence

<220>

<223> Synthetic Construct

<400> 395

Gly Ala Ser Tyr Arg Ala Thr

1

<210> 396
<211> 519
<212> PRT

5

<213> Artificial Sequence

<220>

<223> P5ACI1-A2 BCMA CAR construct with R2 epitope

<400> 396

Met Ala Leu Pro

1

His Ala Ala Arg

20

Val Gln Pro Gly
35

Thr Phe Ser Ser

50

Gly Leu Glu Trp

65

Tyr Ala Asp Ser

Lys Asn Thr Leu
100

Ala Val Tyr Tyr

115
Gly Thr Leu Val
130

Gly Ser Gly Gly

145

Thr Leu Ser Leu

Gly Gln Ser Val
180

Val
5

Pro
Gly
Tyr

Val

Val
85
Tyr

Cys

Thr

Gly

Ser

165

Ser

Thr

Glu

Ser

Ala

Ser

70

Lys

Leu

Ala

Val

Gly

150

Pro

Ser

Ala Leu Leu Leu Pro Leu Ala
10
Val Gln Leu Leu Glu Ser Gly
25
Leu Arg Leu Ser Cys Ala Ala
40 45
Met Asn Trp Val Arg Gln Ala
55 60
Ala Ile Leu Ser Ser Gly Gly
75
Gly Arg Phe Thr Ile Ser Arg
90
Gln Met Asn Ser Leu Arg Ala
105
Arg Tyr Trp Pro Met Asp Ile
120 125
Ser Ser Gly Gly Gly Gly Ser
135 140
Ser Glu Ile Val Leu Thr Gln
155
Gly Glu Arg Ala Thr Leu Ser
170
Ser Tyr Leu Ala Trp Tyr Gln
185

333

Leu

Gly

30

Ser

Pro

Ser

Asp

Glu

110

Trp

Gly

Ser

Cys

Gln
190

Leu
15

Gly
Gly
Gly
Thr
Asn
95

Asp
Gly
Gly
Pro
Arg

175
Lys

Leu

Leu

Phe

Lys

Tyr

80

Ser

Thr

Gln

Gly

Gly

160

Gly

Pro
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[8106] Gly Gln Ala Pro Arg Leu Leu Met Tyr Asp Ala Ser Ile Arg Ala Thr
[8107] 195 200 205

[8108] Gly Ile Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr
[8109] 210 215 220

[8110] Leu Thr Ile Ser Arg Leu Glu Pro Glu Asp Phe Ala Val Tyr Tyr Cys
(81111 225 230 235 240
[8112]  Gln Gln Tyr Gln Ser Trp Pro Leu Thr Phe Gly Gln Gly Thr Lys Val
[8113] 245 250 255
[8114] Glu Ile Lys Gly Ser Gly Gly Gly Gly Ser Cys Pro Tyr Ser Asn Pro
[8115] 260 265 270

[8116] Ser Leu Cys Ser Gly Gly Gly Gly Ser Cys Pro Tyr Ser Asn Pro Ser
[8117] 275 280 285

[8118] Leu Cys Ser Gly Gly Gly Gly Ser Thr Thr Thr Pro Ala Pro Arg Pro
[8119] 290 295 300

[8120] Pro Thr Pro Ala Pro Thr Ile Ala Ser Gln Pro Leu Ser Leu Arg Pro
[8121] 305 310 315 320
[8122] Glu Ala Cys Arg Pro Ala Ala Gly Gly Ala Val His Thr Arg Gly Leu
[8123] 325 330 335
[8124] Asp Phe Ala Cys Asp Ile Tyr Ile Trp Ala Pro Leu Ala Gly Thr Cys
[8125] 340 345 350

[8126] Gly Val Leu Leu Leu Ser Leu Val Ile Thr Leu Tyr Cys Lys Arg Gly
[8127] 355 360 365

[8128] Arg Lys Lys Leu Leu Tyr Ile Phe Lys Gln Pro Phe Met Arg Pro Val
[8129] 370 375 380

[8130] Gln Thr Thr Gln Glu Glu Asp Gly Cys Ser Cys Arg Phe Pro Glu Glu
[8131] 385 390 395 400
[8132] Glu Glu Gly Gly Cys Glu Leu Arg Val Lys Phe Ser Arg Ser Ala Asp
[8133] 405 410 415
[8134] Ala Pro Ala Tyr Gln Gln Gly Gln Asn Gln Leu Tyr Asn Glu Leu Asn
[8135] 420 425 430

[8136] Leu Gly Arg Arg Glu Glu Tyr Asp Val Leu Asp Lys Arg Arg Gly Arg
[8137] 435 440 445

[8138] Asp Pro Glu Met Gly Gly Lys Pro Arg Arg Lys Asn Pro Gln Glu Gly
[8139] 450 455 460

[8140] Leu Tyr Asn Glu Leu Gln Lys Asp Lys Met Ala Glu Ala Tyr Ser Glu
[8141] 465 470 475 480
[8142] Ile Gly Met Lys Gly Glu Arg Arg Arg Gly Lys Gly His Asp Gly Leu
[8143] 485 490 495
[8144] Tyr Gln Gly Leu Ser Thr Ala Thr Lys Asp Thr Tyr Asp Ala Leu His
[8145] 500 505 510

[8146] Met Gln Ala Leu Pro Pro Arg

[8147] 515
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[8148]
[8149]
[8150]
[8151]
[8152]
[8153]
[8154]
[8155]
[8156]
[8157]
[8158]
[8159]
[8160]
[8161]
[8162]
[8163]
[8164]
[8165]
[8166]
[8167]
[8168]
[8169]
[8170]
[8171]
[8172]
[8173]
[8174]
[8175]
[8176]
[8177]
[8178]
[8179]
[8180]
[8181]
[8182]
[8183]
[8184]
[8185]
[8186]
[8187]
[8188]
[8189]

<210> 397
211> 9
<212> PRT
<213> Homo
<400> 397

sapiens

Cys Pro Tyr Ser Asn Pro Ser Leu Cys

1

<210> 398
211> 37

<212> PRT

5

<213> Artificial Sequence

<220>

<223> R2 epitope

<400> 398

Gly Ser Gly Gly Gly Gly Ser Cys Pro Tyr Ser Asn Pro Ser Leu Cys

1

5

10

15

Ser Gly Gly Gly Gly Ser Cys Pro Tyr Ser Asn Pro Ser Leu Cys Ser

20

Gly Gly Gly Gly Ser

35
<210> 399
211> 1497
<212> DNA

<213> Artificial Sequence

<220>

25

30

<223> nucleic acid sequence encoding P5AC1-V2.1

<400> 399
atggcactgce
ccagaggtgce
ctgtcectgeg
gcaccaggca
tatgccgatt
tacctgcaga
tggcccatgg
tceggeggag
accctgagece
agctcctett
tacgacgcct
accgacttta
cagcagtacc
tccggaggag
ccaaggccac

ctgtgaccge
agctgctgga
cecgeetetgg
agggactgga
ccgtgaaggg
tgaacagcct
acatctgggg
gaggcetetgg
tgtcceetgg
acctggcectg
ccatcagggce
cactgaccat
agtcttggcce
gaggatcttg

ctacaccagc

cctgetgetg
gagcggagga
cttcacctte
gtgggtgtct
ccgettcecaca
gagagccgag
ccagggcaca
cggcggcegsc
agagagagcc
gtatcagcag
aacaggcatc
ctccaggctg
actgacattt
cccttattee

acctaccatc

ccactggcecce
ggactggtgce
agctcctacg
gccatcctgt
atcagccggg
gatacagccg
ctggtgaccg
agcgagatcg
accctgtett
aagccaggcc
cccgateggt
gagccetgagg
ggccagggcea
aacccatctce

gcctctcecage

335

tgctgetgea
agccaggagg
ccatgaactg
ctagcggcegsg
acaactccaa
tgtactattg
tgtcctetgg
tgctgacaca
gtaggggegg
aggcccccag
tctctggaag
atttcgeegt
ccaaggtgga
tgtgcaccac

cactgagcct

cgeegeeegg
aagcctgaga
ggtgaggcag
cagcacctac
gaataccctg
cgccaggtat
aggaggagga
gagcccaggce
ccagagcgtg
actgctgatg
cggatccgga
gtactattgc
gatcaaggga
aacccctgea

gagacccgag

120
180
240
300
360
420
480
540
600
660
720
780
840
900
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[8190] gcetgtagge ctgcagecagg aggagcecagtg cacacacggg gactggactt tgectgegat 960
[8191] atctacatct gggcacctct ggcaggaaca tgtggcgtge tgetgetgag cetggtcate 1020
[8192] accctgtact gcaagagagg caggaagaag ctgectgtata tcttcaagca gececctttatg 1080
[8193] cgccctgtge agacaaccca ggaggaggat ggctgetcect gtaggttcee agaagaggag 1140
[8194] gagggaggat gtgagctgeg cgtgaagttt tctcggageg ccgacgeace tgecataccag 1200
[8195] cagggacaga atcagctgta taacgagctg aatctgggec ggagagagga gtatgacgtg 1260
[8196] ctggataaga ggaggggaag ggacccagag atgggaggea agccacggag aaagaacccc 1320
[8197] caggagggcc tgtacaatga gctgcagaag gataagatgg ccgaggecta tagegagatc 1380
[8198] ggcatgaagg gagagaggcg ccggggeaag ggacacgacg gactgtacca gggactgtee 1440
[8199] acagccacca aggacaccta tgatgccctg cacatgcagg ccctgecace aaggtga 1497
[8200]  <210> 400

[8201]  <211> 157

[8202]  <212> PRT

[8203] <213> Artificial Sequence

[8204]  <220>

[8205] <223> Synthetic construct RQRS with signal sequence

[8206]  <400> 400

[8207] Met Gly Thr Ser Leu Leu Cys Trp Met Ala Leu Cys Leu Leu Gly Ala

[8208] 1 5 10 15

[8209] Asp His Ala Asp Ala Cys Pro Tyr Ser Asn Pro Ser Leu Cys Ser Gly

[8210] 20 25 30

[8211] Gly Gly Gly Ser Glu Leu Pro Thr Gln Gly Thr Phe Ser Asn Val Ser

[8212] 35 40 45

[8213] Thr Asn Val Ser Pro Ala Lys Pro Thr Thr Thr Ala Cys Pro Tyr Ser

[8214] 50 55 60

[8215] Asn Pro Ser Leu Cys Ser Gly Gly Gly Gly Ser Pro Ala Pro Arg Pro

[8216] 65 70 75 80

[8217] Pro Thr Pro Ala Pro Thr Ile Ala Ser Gln Pro Leu Ser Leu Arg Pro

[8218] 85 90 95

[8219] Glu Ala Cys Arg Pro Ala Ala Gly Gly Ala Val His Thr Arg Gly Leu

[8220] 100 105 110

[8221] Asp Phe Ala Cys Asp Ile Tyr Ile Trp Ala Pro Leu Ala Gly Thr Cys

[8222] 115 120 125

[8223] Gly Val Leu Leu Leu Ser Leu Val Ile Thr Leu Tyr Cys Asn His Arg

[8224] 130 135 140

[8225] Asn Arg Arg Arg Val Cys Lys Cys Pro Arg Pro Val Val

[8226] 145 150 155

[8227] <210> 401

[8228] <211> 109

[8229]  <212> PRT

[8230] <213> Artificial Sequence

[8231]  <220>
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[8232] <223> Synthetic Construct

[8233]  <400> 401

[8234] Glu Ile Val Leu Thr Gln Ser Pro Gly Thr Leu Ser Leu Ser Pro Gly
[8235] 1 5 10 15
[8236] Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Ser
[8237] 20 25 30

[8238] Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu
[8239] 35 40 45

[8240] Ile Tyr Gly Ala Ser Ser Arg Ala Tyr Gly Ile Pro Asp Arg Phe Ser
[8241] 50 55 60

[8242] Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Arg Leu Glu
[8243] 65 70 75 80
[8244] Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln His Tyr Gly Ser Pro Pro
[8245] 85 90 95
[8246] Leu Phe Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

[8247] 100 105
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