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1. ) PD-1 HL B ) VEGE S5 19 XCHE [ il 6 2 1 P SOUHEE ) ik & 2 (3 k1 PD-1 5 L i
S E  BAMHIVECF KR HI 5 5 s ia, Has

(1) PTPD-14Hu4 ; A

(1) 7E AT IR PUPD-1HUAAR Y PR 2% B 55 11 B — EL 5 1) Cii A RMOE B2 () — NI VEGF K ik
[0 & AE 358, e A P 4 VEGE S50 1) 245 M 3k . 46 5 OV ID, BTl VID & A VEGFR 1) 4 % BK £
HRE 25 382 F N VEGFR2 ) S 2 BR i I FE S5 #4383, J9SEQ 1D NO: 63/ I L8 /7 41 5 tH
I, AN AHIR] R VID A H A8 AT NG 2 2 PR Ab 5 BT IR TPD—- 1 P44 1) B 2 — 1) C iy 28 FE 1R
I KBS A ROERE, o BT id KBS 2 1 H SEQ 1D NO: 36— 621 ik#zk s

H A TR iPD-1HUAR AL A SEQ 1D NO: 1/ 2/ 5 B4 Al AR [X 7 41| / 42 8l AR [X 5 1) o
JT &5 B 43 FE FECDR 5 32 HECDR.

2 FRAB R EL SR LTk B XL [ i 2 Ho Bk HiPD- 1A & TeGRPifAk

3 R AR L 3R 2 B 3 () RO [ il B 1, SR BT BUPD- 1504 A2 T g6 2K T G2 2K
Y 1gGa 2Rk

A4 AR AR S 3R 3 i s (1) XU [ i B 5 oA BT HUPD- 15U T g G R i ik, BLAE
FeX A1 85522810 B Ak B A 2 L 1R B 4t

5 . R AR SR 4 B i ) U 1) i B 1, oA BTl HUPD- 142 T g G 2R i ik, BLAE
FelX H 55522807 B Ab B A 2 HL 1R B #5228P,

6 . R 4 B B SR 1 I () RUCEE [ Fih A 2 1, R B B PD- 1 he 4 1) e ik 28 1) Ay e B BN
A,

7 AR AURZE R BT IR B SR [ il & B 5 He A T HUPD- 1B 27 SEQ 1D NO: 1/211

RSN L 0] AR X P 5/ AR B T AR X F A

8. ARAB AR EL SR 7 ik B XL [l i 2 ) Hob P HuPD- 1 H AR = g ik 4t

9. MRAE BRI ER LR N @ A B 1, HL 2

HISEQ ID NO: 73fJPIPD-1PuA%2 4% W 3 FISEQ ID NO: 75)HTPD- 1144 B #E-VIDFH
A WS B A A A

10. R E 1 , H g BOR) B R 1 — 9 AT — 7 Bk iy XU [ j 2 B 1

11 8, Frid 8RG8 BRI ZER 10FTIR I 2 A% IR -

12 AR ZL R TR B 4k, H R Rk k.

13 ARIEARZ R LLFTIR B A , FL R A AR IR S 1 A 2 Bk i & BB e 18 24

14 .15 F40H, HoAL SRR ZR 10 Frik (1) 2 4% 5 IR sl R R 11— 13 A — T T IR 1)
L2 RLNS

15. T = AR BRI EE SR 1 — 9 AT — T BT IR 1 0L 1) & B 13 19 92, BTk 7 v L 20
PR (1) 7E3&E TR I8 BT IR BURL 1) fih 6 B [ 1) 25 AF R 35 IR BRI ZE R 1A BT IR 1 15 =4, A (11)
[T UL J 3 SOUHE ) ik 5 B o

16. 2950, FALS BRI E R 1 — 9P AT — TR IA 5 XUHE 1) fik A 2 (1 R 24 Rk

17 BURE R T — 9 AT — T I [ R ) il & 2 3 ROBSUR B2 SR 16 iR I 254 28 64 H
Tl 8 AE A G T BB 5 PD- 13 M FIVEGE 28 1 14 AE 5% e MR s 1 25 0 vh 1 P e
Horb BT id e s A S 2O U L &5 e S B R ) T R L e B L AE /A
it O K98  JR e 0 270 R Sk BI0E RTINS T LB
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¥0[5IPD-18¢PD-L1 B #E[EVEGFRIERI N m st & EZEA R H
Fig

AR Fulg

[0001] A B Ak B SR 24 A W RR Aidak o ELAA i , AR B KB ) R PP PR A T B 1 -
1 (programmed death-1 (PD-1)) B2 FHEFET-FR A ECAAL (programmed death—11igand (PD-
L1))  H & M N R g4l A KAl ¥ (Vascular Endothelial Cell Growth Factor
(VEGF) ) S ek & (1) XCHE [ il & B ) S AS TR X R i B SR F I 2 H IR VB S ik 2
T2 R I B AL 75 BT il 22 A% 5 IR B A 1 15 S5 40 A L DL A Ji iR XCEE ) i 2 1 AE
YRIT S PT A/ B2 W 5 PD-1 80 PD-L Ly P FIVEGE S i 7% M AH SS9 Hh ) FH &

BHREAR

[0002]  fuy% ke 25 & (immune checkpoint) J& %98 R HFAELER) — KM A5 97,8
T T A0 B 2H 23 A G I B 4R B AT i R ke G A A4 , S SRR T B S BUR R
%% (Pardoll DM.,The blockade of immune checkpoints in cancer immunotherapy.Nat
Rev Cancer,2012,12(4) :252-264) o WIF T A I, /68 24 HE AE % 28 36t 4 P S 8 AR 490 1 2R 4% 4
FAH SRR 22— R T T S A 28 O A0 ) 1R A5 5 8 e AT ] 1 TR E 2 v P A6 1S T
TR 40 AN B A RO HE X MR I R B A% (Yao S,Zhu YAIChen L.,Advances in
targeting cell surface signaling molecules for immune modulation.Nat Rev Drug
Discov,2013,12(2) :130-146)

[0003]  FEFFYEAET-ERE -1 (PD-1) J& — M e SEH e ko & ri B 1, H A2 R S 2B 7
H— > B L HEAR  PD-1AE 1992 15 IR A I, oxof e 3k PRI ) e o AN ik 32 B PD- 1V Ak 5 BE 0
P ST MRS P AU T o 735 A6 A0 THH L B A BE L 4 D L 25 K A7 AEPD- 1R H . PD-13&
5 1 b R 1K T R 4 R SRR A DA R B A% 4 o AE i S5 P Vb B2 3% T e PD- 1560 .
[0004]  PD-1j& —#f55kDa IRLESIEEEH , MR X & — M AR A R M G157, 5
CD28HICTLA-4 E A [A] Y 14 o %5 5 I PD— 11K o i 48 i 3 T 4% 2 13 Ak , 29 RS e PR A0 T
T AEAAL (PD-L1) AL P LT B H ECAAR2 (PD-L2) - LA TEVF 2 4 2 B 17 PD-111 AL
RIS, AHE N O S8 L 45 e A0 22 b B B89 o J3 9, 76 8% 28 b RO | IR0 e AR G At 2%
P Ji TR A P S T v AR PD- 1A S A o £ JiR B b, PD- TR B AR anPD-L1 ) RIB 2 58
FIT G AR A9 (Iwai YZE A, Involvement of PD-L1 on tumor cells in the escape
from host immune system and tumor immunotherapy by PD-L1 blockade,PNAS,2002,
99 (19) :12293-7) .

[0005]  PD-1-5PD— 11 ECAA () 45 A X T 1815 TbR B 200 i A RO 2 e 41 ) 4 S8 i 2 4% o 2
YE H1 . PD-1 5PD-1 M) BCAR 4SS & J5 AT 2 BT ML 1 L S B I N 2 TAH L “FE3” Ao WA TL-10
S DR, PD—1 % % B A1) T 40 B 35 A « 4900 761 T 40 95 B A2 v %o B DR FR) S 52 12 ) DY o W A
VL 4 L 25 T PD— LHR) 20 R RE 98 3 SOR R A5 B3 [ 0 e e S ML e, S 30T
CELFETIbE 2 40 B AE PR e 2 0 1 b 2 20 i B % EL A e e oo e 1 AL 3 i g 4
- PD—1 A e A 5 Jirb R 32 0 4 4k B2 £ L R PD- 145 A 72 A T 300 TR 92 ) e A B2 4 B v A
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(P45 5 MNTT g 40 B 5 % 16 3 6 25 22 48 %0 Iy 4 B 1) % 4%

[0006]  Hff 5T BH , IX LL R PD— 11 Ji e v v P A E2 4 P 2 T e e i 2R 9K 2L A1 G, ok ik
B 200 B ) A= 40 2% ThiGE mT DL 3d i BH T PD—1 5 PD—1 i) it 45 & I B AR K & . B |17, $0IPD-1 5
PD- 1 B 45 A i Pk B FEHIPD- 1 B e fE Fr AR AN HTPD-L 1B e B B fs , {H A1 A £ X PD-
L2H 77 it o

[0007] 4, A 70 b B R A B BUPD- 1 LAk B B 35 il 51 . (BMS) 2 w] 1Y 44 il 5 it
(Nivolumab) FIER 5 (Merck) A Al IR 4T (Pembrolizumab) « PN EC T (7 i 44
OPDIVO®) e 4 NIEAL I TgGAH/A > T, IRMEAHT (7 4 KEYTRUDA®) J AL
TgGAPLIAR S T Frid HiPD- 1 H g FE B4R STk 40 - IPD-145 4 )5 Re 8 4 PD-1 15 . fid
PAPD-L1FIPD-L2[1) 254 5 H LA a3E Tybh 28 240 B % A4 165 58 0 = A 4 28 3 A 2R A B AT 1~ an TL-
2, FEAFBR PD— 10 B A P e 3% M 0 TIbk 2 20 e S 2 B AR ) # ) o SR [l B i 24 IR BV B )R
H AL B 0 R B0 SR L < BE R AR /N R B e L Sk R & S YR AR BT
T& RE L Sk S0 R AR /N e | B R A S T HIPD-L1EE, FIK Roche) A1)
atezolizumab.fE[E 2k 7% Merck KGaA) FN3E[E#5H: (Pfizer) SAEIT K Have lumab il F
BERH & i) durvalumabth 27~ 1 X6 BRE VR 7 0R

[0008]  ELARHLPD-1HUAA HUPD-L1FuAAXS e B Ve I7 AR AR EAT P ARG 7 A R AL
920% Fe A s Bt B T AR A7 AN 16 % o AT5 A AH 24— 50 0 1 Mg 28 35 6 4 FHAUPD- 144 Bt
PD-LIHUAARI VR TT ToRLEE o R, dfrr 42 = Beied v o7 B0 A8 AT =2 B A e v o s V) 7%
BRI — MR

[0009] A —J5 T, PR I8 JE ik (angiogenesis) tH 42 R e 3 A= Kl — > B 22 i [A]
(Ferrara NfflAlitalo K,Clinical applications of angiogenic growth factors and
their inhibitors,Nat Med.,1999;5 (12) :1359-64) . 7E & (1) 2 [ FIVARAL , B AL #B AT LA
IR ANA G ML, A2 A )78 TR RN 480 S I 1% 6 1 7 02 08 & IR 2 21 g I A T
B — AN R R B RE , 52 2 MR I IR AR AR X 22 FRERL R IS P B 4 A AR K R
TR — A F f i ) AR AR R 1, 4455 TR0 A= L8 T e D Re o 1R AL 24 I
BN B A A A TR R P R 2 i A A A i R (RIS A7 A, L DR FRE AR P48, T AP f
545 N A 8 AT DL IE 5 AR B A 204 o (H 2, 7R I A K #R e, VEGF % 73 T B = o
55 158 A R A ] BR] - 22 TR ) R 1T R AT 5 Otk B R ARt 1 IS A R 2 L ) SR B R
% B 1A R T 0 R AR T, R I AR KRN R AR A TR A O
[0010]  VEGF I A & /S M UIAH G 22 K, 43 7ol A2 v BE O~ ) B — R AR e ., BN
ANV VEGF-A-B.~C.-D.-E. FMGHLAE KA T (placental growth factor (PLGF)) ,4r ¥
M35 % 44kDa A% VEGF-A (B35 H BT ANVEGE 165) 1 2% 5 — S8 SEAA IR I 1l L 8 3 52
HA MM, 7 B2H Zh VEGE-AR I 2 15 LM - s 117 510 B i 0 46 i 5 SIS 40988 () T Js
A K o BEASVEGE SR B 03 10 A 4 27 305 1l 1o 40 B R THIVEGF 52 4 (VEGFR) S ji HH I — Frak 2
R/, BT VEGFRZ I W H5VEGFRT (1B FR AF1t-1) \VEGFR2 (1B #% AKDR.F1k-1) \VEGFR3 (1
FRAF1t-4) &, H A VEGFR1 \ VEGFR2 55 IfIL 8 1) 4B & 5% 2 %5 V), VEGF—C/D/VEGFR3 JUJ 15 4k 12 45
A R VTR R . VEGE KR 1) 2 B AE W22 D Re AL - (1) IR BEPE(R 2 A 0 se i i 22 0 2L
SRR Bz 20 B M5 S 3 T T s (2) $2 v I /8 G HE 2 TS I /8 P e o 1, A if R K0+
AMB AR AE I A1 8 28 5T A, S e 4 B 1) AR RE AR B A0 X ) S 3RS 775 (3) 12

5
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b R ) MEBE AN AL, BT e Ied 1) 64 5 RN 7 A% AIVE G 2 T A5 1L/ P B2 400 o 2 3l IR 5 il A
2TV I R A DA Ao fm 757 2 JEC B, () B, e 2EL 23 P 3508 380 T2 ol %) it I A R JE AN 58 38 X ek
JFUAE R 5 T3 NI IA 5 (4) HoARAE H  VEGF K i vl i85 5 b Je 4 it H BRI B S P i I
AT A b Rl 2 A P Lo N T % 4 R 5 VEGE S5 B 22 TR P Bz 441 B RE T B 1 /K A g 5 4% i
B 5T, BT 2 I VEGE X0 73, ok Ji e 1) e , 4 B 471 2 11 i SmT I35 400 i 1 22 o 1) &5
A P FIVEGE 2 1) R T35 s VEGE S g ad sk 38 o o /7 388 33 A8 I 2R 2R 1 (LR A 4 se A1 ) /%
TR TE AT AE R 2%, 9 s AR K VR R AR R SR 4 T R I 2 5T s (5) VEGF KA fIHLAAR I
o 9% R N, 2 JFE PR IR IR 5 % % (Lapeyre-Prost A% A, Immunomodulatory
Activity of VEGF in Cancer,Int Rev Cell Mol Biol.2017;330:295-342) .

[0011]  YEVEGFZRJH , ffitit £ KA T (PLGF) )40 % & SR /7 5 FIVEGF-ARI Y , 2 5 78
DRASR 3 A & AN S 1 38 T 1% - PLGF (1) AE W) 27 Th i 2 18 I s 57 45 5 HL 52 AR VEGFR 1/
F1t-1REUFH I VEGFRL/F1t—1 B A IR s AW 2 1, 45 6 LR J5 T 3 N R 4 i S5 0
AT B AR 520 P B 20 B ) 294 38 o PLGF RE 1 33E 5 22 B) 304 57 41 P 489 5 55 04k, , m] 5
TN R ARG EE A, U R AR B T, SRR BG In f E AE I 4, BE MG SR AU BEVEGF ) AR
WIEE T  Je 25 2 R e i A8 AR R B LA I AR TR T o 0 B I PLGF 260k 5 UM e
A2 I 3G 0 AN L R A3 o 78 UK IR v WL B PLGE A6 P A I 3= & 1 Mg b 3Rk, T ofi
B /DI e 843 ZRAKPLGE o [KHE , PLGE R FH A fife P68 i 18 Fe g of /8 30 A= RO AL s, v e 477 )
PLGF 1) A5 23 1 v DAIA 21400 g 2B K H 1Y

[0012]  Ifff PRA 70 S 7= 1) FH B2 o B2 e A4 5 AT ¥ 14 VEGFR B8 % FH BT VEGF 28 e 5 e 52 A4 1) 25
&, G VEGE A5 5 i % (1) 4% T =2 B Va7 M 7k 2 — IR 3 (Genentech) 24
A R ) DU BT (Bevacizumab, i i 4 Avastin) s& — PR EE 2 ) N R B & PLVEGFHL /A, 1
I8 oF BEL W7 VEGF-A S5 VEGFRIF) 45 & , f VEGFRICVA G AX. » B b R FE BT & 2 sl AE F « DR bt
H T — &6 I7 45 B , KRG T e H T A8 v il L L S TR e 5 O o &5
IR B ST o DR BTt 2 TF R B NI Bk 259 2 — . Sanofi-aventis A m] Al
Regeneron/s &) B i[RI BT A1 PE 3 (af 1ibercept) s& —FIVEGF-Trap, H & ¥4 VEGFR1 i 4R 552>
SE P FIVEGFR2 A A1 58 34 46 A3k 5 N TG 11 & X @i & 3R 15 0 — Fpih & 82 1, g ad i f i)
ML A8 A BT 6 — 840 el e 28 8 R FE B MR A

[0013] 435 DK% o 1 i K82 % H W vl A HiPD- 15044 \ HiPD-L1 5144  JLVEGF i 4 5k
VEGF-Trap) .34V T7 o M. o

[0014] %G yZ i 75 p 2R FAPD—1 \PD-L 175 1A 15 G928 W 25 11 25 24 , L S VEGR S i 7E i
IR T A 358 Hh 0 1) g S 2 RTR JE P g If 78 TR R PR AR T AR SUIsATS 75 249697 MR 1Y) &5 3k T
ML b, X A8 08 V25 1 8 W B [ S 2 0 4 B I PD— 18U PD-L1, A m) FLAG S 28 4111 1
YE AR I8 A A FHIR VEGE 2K 5 3 » AT B3 e 952 28 408 1°) TR 0 e g IfL 78 P VR I8 5 M
T X6} $E [r] PD— 1 8PD-L 1 (1) B — VB 97 o s S B B8 ) VEGE SR 1) B — VB 97 o S NI i o
DR IX AR VR — AN 7 Z8 02 H it L 1a) PD— 1 B PD-L 1 AV 7] VEGF 5K I 43111 A FpAS
[F) P A= A 1 it o Lt FH 75 223 S P S ST ) 7 o BB R S A PR [ i R BB o 7 o O
EPRIRTESS SOV, 24 8 NS 25 1a] 1 R 1 (H 2 el Al 1 BB AMEAR ARG - A oh, R
BRI 7R P R AL AR 25 24 5 U7 TR ) R Fh R 6 1, {EL e 38 5 X AR BRI W Fo VP Rl AR
H )4 2 A 3RS e PR C i 2% A, S IR AE T PR MR 1 ) 99 RFAEAN ] o 53 b, it FH R

6
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1770 PR PAS [F) 245 P01 97 325 R e B4 I s AN/ B RN B ME o o DR, AT 75 229E 9T e
(1) 28 3 977325, ELAT % M X 28 46 38 7 5B B L ) PD- 1 850PD- L1 L #E[] VEGF S ik 1 0UHE i) ik
HEH

[0015]  ARJ% BA$AE 1 ¥ [ PD- 185 PD-L1 H 4 ] VEGF 5 Ik 1 XA 17 87 T b 5 B (1, FLRE %
PP PD- 1342 UM PD-L LIS 42 FIXS VEGE KRG T A& @ A= M B , 3F F T MR a7
Tis A1/ 82 K 5 PD-1 . PD-L 13 14 AIVEGE X i P AH SC R 0 o

[0016]  JZEAMLIAR

[0017] AR BHATF T — P BY ) S8 17 PD- 1 5K PD-L 1 H ¥ i) VEGE 5% Ji% ) XUHE ) i & 2 1
g PR XL S E AR 22 E R B IR 2 E RN EUE 5 A 2% H R
PR A A0 DL S i i U ) i 5 2 AR AR R R T TR A1/ B2 W S5 PD-1 . PD-L 1 14
FIVEGE 2 1 vt P AH D 1) 2 93 H 1) FHIE

[0018]  [RIk, 7E—ANJ5 T, AR BH$ AL 7 # k) PD-1 8] PD-L 1 H ¥ [7] VEGE Z 5 1) XUHE [7) il &
B, BT XA [ fi A 2 1 A IPD-1 5 L EC AR 1) 45 A B PD-L1 5 H 2 AR 1) 4 4« Bl
VEGF K IRINE T8 T840, A& (1) JuPD- 19Uk s H HiPD-L1Hiik s #1 (i1) 5Pk $iPD-1
Prid B E PUPD-L1Pu i BOE R 2 D AN F I VEGF X5 1) 45 #4948 (VEGFs familiy
inhibiting domain, N H'4i5 ~NVID) .

[0019]  FE—/NSit r &9, Ak B 0 BUHE ) i 5 B B 2 (1) JTPD- 19T AR B HPD-L 14t
s F1 (11) ZERTIRPTPD-1HUAR B FTPD-L 1B AR 1) 1 4% B8 A (1) f — EL 5 10 Comg A R0 21
—ANVID, AT R, BTk (1) FETA (1) @i RSB 0%z, ik, AN IR BCE A R VID
% H AR EA TN Z IR BR AL 5 BT IR TPD-1HU AR B  HTPD-L 1P AR 1) B 4 2 — 1 C ity 2, JEE 2
& AR ke sk R &, DU, Bl VIDAL & VEGE 5% 1% ) 52 44 () i A1 458 R 3 i) — 354
[0020]  Ffyidk LA i) i 2 2 9 o A0 5 O HT0PD- 1044 A DL S AT AR HUPD- 1444, 1R 352 RE s 410
1 B /D PD-1 5 LR 45 A B B AR R AT, SRS BUE BAR A 2 A1 HUPD- 1 i Foks kit &
[RIHTPD- 19044k o £ — N SEHt 77 =, ik HIPD-1Hu 4810 &1 H SEQ ID NO:1/2.3/4.5/6.7/
8.9/10.11/12.13/14.15/16.17/18.19/20.21/22.23/24  F1120/121 i) e % B8 %5 1] 28 [X 77
F| /i v AR (X 51 R BT ) 4 5 BB B CDR 5 8 B CDR , flt it b, BTk HiiPD- 1 Pk L& ik 5
SEQ ID NO:1/2.3/4.5/6.7/8.9/10.11/12.13/14.15/16.17/18.19/20.21/22.23/24 . 1
120/ 1211 vt B A% AT AR X 7 21 /5 BE T AR [X 7 1), 555 it o) =185 m A2 [X 7 471/ 8 ]
A X A B A E/090%.91% .92% .93% .94 % .95% .96 % .97 % .98% .99 % B{ B £ 5 41|
— B A ARG, BTk HIPD-1Hi AR A5 ik B 4Nt pidilizumab AR AR HL AT HL
PD— 14T 4R i B % vl AR [X R0 A2 85 w1 AR X, 5 ol L, B HTPD- 1 Pu ik ik B 44 o 5 41
pidilizumabFIJRUFHHT .

[0021]  Ffpidk LA ) b 2 1 TR AL B I B PD-L1FuAR AT DL R AR AT HiPD-L1 Ak, H B R Rt
0 Bk D PD-L1 5 He 32 Ak 45 & (15 5 PD-188.CD80 (B7-1) B 51X P # 45 &) M AR EN ],
BLFEIA B A1 B HIPD-L1Hu A4 FKE KRB A tH I TPD-L1gi A 45— AN SETt 7 S, A
KHEEE AT PIPD-LIPUA A &% H SEQ 1D N0:25/26.27/28 129/ 30 i Xt 5 4 v] 4%
X 73 / 4% 55 R] AR (X Fp 51 o BT 2 16 4 340 B 55 CDR 5 42 85 CDR o Lk b , BT IR HLPD-L1Fi Ak A0 2
% H SEQID NO:25/26.27/28F129/ 301 fi ) B 55 nl AR [X 7 41 / B 55 ] AR X 7 41, 555 v i g
X EFE ] AR X T A/ B AR X T A B 2 /090%.91%.92% .93%.94% .95% .96 %
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97% . 98% 99% B E L FHI[E — MM F 5 B, fridpD-L1biikiE B
atezolizumab.avelumabfldurvalumab.

[0022]  FE—ANsiti 7 R, Bl HIPD-1Hu AR BATPD-L1 A4 & TG B4, K5 Sl 2 TG
W2 TgGo 2K L TG R HiAR  E— ML B SE 7 b, B8 T AR BHRl& | a1 Brid
PUPD- 1R B HIPD-L1HUAA A TgGall SBT3 Tl b & N TgGa VR 75— A5t 7 R
FriR TgGa 2R PR IERc[X Fh 2552280 B (EUSm 5 ) Ab L& Z LR B ¥, 45 il 2 R L TR B
S228P.SEQ 1D NO:33H &Er 1 7 il Tg Gl SR HTPD— 1 Hu A i) 2 B 1 e X 2 2L 12 /7 41 - SEQ
ID NO: 34 R 1 71 TG WP S8 HUPD- 1 Hi 4 (1) B A 1H 72 [X 2 LR 7 51 . SEQ ID NO: 35+
BoR T R TGl 2B HTPD- 1A 1) 41 22 (X IR T 41

[0023]  FE—ANsjiti 7 &, Frd HuPD-1 PR BT PD-L 1P L5 58 A Hu Ak it v] A8 [X FifE
5E X o A 2 B ) U i) ik 45 B 9 PR AR 70 e e 1 5 X 7R ) AT DA S e B AT, A kb R Y
SEQ ID NO: 3171 7R T /- Bl HIPD- 1 HT AR 1 « B 82 1 2 X R R 7 51 . SEQ 1D NO: 32+
BoR T R BIEPTPD- 1 TR I M I AR B 1 2 X Z AR T 41

[0024]  Fr ik XUHE A] it & 2 13 AL & IO VID AL & VEGE 5% i 1 32 44 11 Jf A1 455 R 33 1) — 384
[E—ANStE 7 E A, BT VIDEL S VEGFRI I e e B3k B 1 (Tg) FE45MIR2 (Domain 2,465 4
D2) FIVEGFR2H Tg 45 #4383 (Domain 3,45 AD3) « fE— AN BARSL it 77 2+, FTiAVEGFR1-
D2/VEGFR2-D3EASEQ 1D NO:63Fr/RI 2 L7 41, B 5SEQ 1D NO: 63 BT 5 B A
%/90%.91%.92% .93% .94 % .95% .96 % .97 % .98 % .99 % Bk 5 £ [F] — 14 [l & I IR
Fl) o £E — S22, FriRVIDAL 4 VEGFR1-D2 LA JZ VEGFR2-D3 FIVEGFR2[F) T g 45 #4484
(Domain 4,465 AD4) o fE—MEARSE T EH , Frik VEGFR1-D2/VEGFR2-D3-D4 E A4 SEQ 1D
NO: 64T/ (K S 28 7 %1, 5 5 SEQ ID NO: 64 1K) & 5% 5 91 A £ /090% .91 % .92% .
93%94%95% 96 % .97 % 98 % 99 % B 5 £ [A] — P R LR /7 51 fE— il 5 B
Fri&VIDAL & VEGFR1-D2, £ — AN HAKRSET# 77 22, JriAVEGFR1-D2 A SEQ ID NO: 6517~ H]
QAR 7 A, 8L 5SEQ ID NO: 65 2 2R 7 71 B A 22209096 .91 % .92%6 .93% .94% .95% «
96% 97% .98% 99 % ok & Z [F] — L BB T 41 .

[0025]  7E—ANSitE /7 S, 7R AT IR PTPD- 1 TR BT PD-L 1 T4 (1) 2 4 11 Co 1 B2 BTk VID
IR E — DN AN E R, LIt AL & IE HSEQ 1D NO:36-6211 ikHzk

[0026]  #E—ANEARSLH T =, Fridfl &8 H A5 SEQ ID NO: 73 HiPD- 1A f 4 W &
HISEQ ID NO: 75/ HTPD- 1P A B EE-VIDR & AL , T SO ROl & B EBY24. 3. fE— N A
MRS T S, Bk A& 8 AL S SEQ 1D NO: 771K HiPD-1HiAR 42 55 T 2L FISEQ 1D NO: 791
PIPD- 1R EBE-VIDRL & AL, N SCHFONR A R BY24 . 7 fE— AN BARSL G 7 9, Frid
flA 8 H A A SEQ ID NO:81AHTPD-1HiiAR 4285 AL FISEQ 1D NO: 83 HTPD— 1414 = ff -
VIDfEh & W3, N SCh RONE &R ABY24 . 4. /E — D EARSZ i 7 b, ikt & A B 5
SEQID NO:85[#iPD-14ifA%%4E W R AMISEQ ID NO:87HIHLPD-1 ik E4E-VIDREL & Wk,
SCHR R NG SR EBY24. 5o AR — N BAR S 7 FH, vk & B E B SEQ 1D NO: 89 #it
PD-1Hu AR 52 HE AL AISEQ 1D NO: 91K HiPD- 1A B A -VIDRE & WA , N SRR AR & B
BY24.6. 7 — AR T b, Frid & 82 2 AL & SEQ ID NO: 93MHiPD- 1 i A 4 v Kk
AISEQ ID NO: 95/ HTPD- 1P B EE-VIDRN & AL , T SO ROl & B EBY24 . 8. fE— M A
ST Zrp, BTk Bl &8 AL 27 SEQ ID NO: 97/ #iPD-1Hi /A% 4% W K FISEQ IDNO: 991
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PUPD- 1R EBE-VIDRL & AL, N SCHFONRG R BY24 . 9. fE— AN BARSL i 7 R, Frid
& E A SEQ ID NO: 101 () HiPD- 1 HLAARR HE MV L MISEQ ID NO: 103/ HiPD- 1414 -
VIDRb & W3, N e AR Rl &8 EBY24 .10 74— BAR S it 7 &b, rikmh & 5 [ a8
SEQ ID NO:105f4HiPD-1HiAR42 55 1V FEAISEQ 1D NO: 107 FiPD-1Hi4k B 45 -VIDREL & IV %,
NI FR AR A B EBY24 . 11 AE— AN BARSL T i, Brid il & S E A5 SEQ ID NO:109
[FJPTPD-1HUARFR BE MV FE FISEQ 1D NO: 1111 HIPD- 14k E&E-VIDRE A W&, N ST Fr Al
HHEABY24. 12 fE— N BARSLi 7y v, Bridft & & A & SEQ 1D NO: 113H4iPD- 19tk
BB A ASEQ ID NO: 1158 HTPD-1HiiR EHEE-VIDEL A W&, N CH AR & & E
BY24 .13 7E— AN ARSI 77 2+, Frid Rl & 8 A B 5 SEQ 1D NO: 1171 HTPD- 1tk 42 55 1.
FEFISEQ 1D NO: 119 HPD-1HL /K B - VIDEL & W L, F S #x AEh & 8 [BY24. 14.

[0027]  FE—/>HARSLT R, ridpi & A B S (1) —1MiEHatezolizumab.avelumab
Fldurvalumab@)FTPD-LIHLARAN (1) 7EFTIRPUPD-L AR I P % B o (1) B — BB 1Y) Cog
ROER—AVIDD ¥

[0028]  #E—ANSEhti 7y =, Frid k-G 2 AR e M i 8 ) PD— 1 8PD-L1 MIVEGF X ik 43 ¥, 411
il FH PD-18PD-L1FIVEGF K 7 M T WIS 515 F Ak BRI Rl & 8 B AU AEN B 5 26 A1
PE2EAPD-18KPD-L1, 1M H7E Cify tH 58 15 5% At Hb 45 & 2 FHVEGE Rl 1 o AR B B e 1H (0 fil &
HA RIS RIE TR 8 E S50 AR 45 6 10 A IS W B 25 [A) BE B, IX PPl i )
W H 5PD-18(PD-L1FIVEGF Z & 73 ¥ H I — Fh 4 ¢ R R 45 6 J5 A e il & 8 H 5 PD-1
BUPD-LIFIVEGF K5 T H i —Fh e TR e 6

[0029] A BHICIRAL T dmid Ak BHRL G B E I 2R B S i AR KRG AR £
WA BRI B, P de h 3R #AA , e i ide B A R IE G B R L & RIS B TR 7
—ANJTH AR AL T AL AR R B 2 A% R B R I E M AR B R A T —Fh
FredaRRHBAEARN L, BFPE () FiETREARKHMAEAREML FEFEAR
KRB TE E A, A (1) RIS A B A R 2

[0030]  FE—ANTH, A KSR T —F A& AR HB G E AR &M mAH A
Yot — P, B T AR BRI R A R A e WA S s AL SR & TR IT ST
87 1/ B2 Wi 5 PD-1 B PD-L 13 14 FVEGE ST 14 A8 < (299 » e 7 b FH 38 97 TR A/ 55
BT (a0, SRR AR 2R S BeRE i T VAR T TR AN/ B2 W S 2R AL
JeE 45 e B R L B T R SR (GIST) B (19, B S i) 9 < A /0N &1 e it e
(NSCLC) ~ 59 53955 « JR M52 117 27 e « Sk 2003500 e« I O IV 20 PR (48, K EL 99
[0031]  BRAE AR & , 75 A SCH BT R A5 3B AR 5 R ARAE B A W7 2 B Bt & A3 1)
L IEE AN 8 BRI AR & o AR SCHTHE S AR H AR A & R R BRI A 255
SCHRIE IS 5] 7 S GE R IR N o AL AR SO R B ERL D7 VAT R B PR 9 L
AN AT AT BRI ) o AR R B A LA RREAE « B P AR 250K MAS T8 B 5 B B TR 5 L M B R AL
FIER AT Bm 5 0L

[0032] [P ik

[0033] &t & DL T B P — Bl 52 B, 45 B o M T AR LIS T G 3 1 A R B 1A A 34k S it
F T YA KM B, B BoR T B RTOLIE 0 S 7 58 AR, B B AR AN R B AN PR
T A R St 7 R BRI e HE AT B
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[0034]  [E1: 467 T A BH (4 3 ) PD— 1 BPD-L 1 EL$E 1] VEGE 52 i fty OUHE i) ik &5 26 19 140 4514
N

[0035] |12 SR T St 2 ) % I Sl AR IR AR R B Rl B B 1 ZEIE SRR (BmM 1, 4- BRI
VEIE) A7 1E 1@t SDS-PAGEF F % B 5 Ye o JE il 45 R . K 2A TR 9K IE 1 R A 4 T B hr v
bR VKB : A BRI BY24 . 35 VKB 3 : A BRI BY24 . 4; JKiE4 - & BRI BY24 . 55 JKIE5 -
A& HEBY24.6; JKIEG: Rl G EHBY24 .8 VKIET : Bl &8 BY24.9; ykiES: & H
BY24.10;¥KiE9: @A 8x FIBY24. 11; 2B Uk & 1 - & [ 40 T E AR HEAR E4 ; VK TE2 : fib & &
FHBY24.12;yKiE3: Ml & HE EBY24 . 13 yki&4 : il & HE FIBY24 . 14; JKIE5 : HTIABY18. 1 ¥KiE6:
FH301-8; yKiET il & HBY24. 7.

[0036]  [E3: fx T Ak BRI Rl & R IBY 24 . 3 HUAKBY 18. 1FI%E 11301 -8 X S I #h 4 4 H
ioh- AR

[0037]  [&4: 8R4 K I El-S 8 FBY24 . 3 5HU4KBY18. LFIEE [ 301-81K) 44 A i i 8
VE AT IL R I R &

[0038] K BEHER

[0039] &% WHHRAL T BH I G 2 46 75 2 PD- iR 42 5 PD-L LI 2 MIVEGF X i A5 545 S IR A1)
AlG & A AZAMA G AR R AL T HT A& a5, UGz G R A TR
AMEFVETT ST A/ 8512 K 5 PD-1 8 PD-L 13 P FIVEGE 5% it 1 11 AH 3¢ ) 27 T Y i
[0040]  FiARE N 3CH 4 sE S, 75 WA U6 B 15 o (1) ARV Gn AR Aot i o i FR IR FEAE A
(00411 T.5E X

[0042]  RifE“29” 7E 5H 7 EUE A I B BA T s 2 = BUE /N % 1 R IR A1
bb $5 5 £ 7 B0E K5 %6 1 L BR 1Y e oS 1 B e e

[0043]  GnARSCH T A ARTE B R AR AR TR M B R VB ECE IR HE A HE
BRAT R A B R B EUD IR,

[0044]  “PD-1i&42” & FRATAIE L 5PD-145 &1 51 KM AN (5 518 S8 42, BFHEAR
TPD-15PD-L1454 1 51 KA NS 5 % T 15 BiPD-1 5PD-L245 & 1M 51 &K 4 NS
S 1% B PD-1 5PD-L1MIPD-L23X P # 45 &1 51 R 4B N 15 5 14 S8 1%

[0045]  “PD-L1i&42” 48 R i 5PD-L145 &1 51 K AN 5 544 5842, AfEEA
PR T-PD-L1 5PD-1454 1M 51 K 4B N {5 5 1% T & 1% . BUPD-L15CD80 (B7-1) &45-& 1M 51 K
YN 1B 5L 845 BUE PD-L1 5PD-1MICD80 (B7-1) iX W 3 45 411 51 K B 4B M 2 B4
S&z.

[0046]  GnARSCRTH , AE “Rr 45 A7 BIRXPUR S H 00 T4 A B EH I+ B ar
DA 55 AN A8 21 B AR S 0 A B AR X 00 o B o S 1 5 5 mT A 3 T T K A 8 T B U
(ELTSA) BRAGUIRE AN 3 #0ZR FH A B, 1 a2 1 46 25 TR 3L 3R (SPR) 2K (FEBIAcore
X E#T) (LiljebladZ: N, Analysis of agalacto—IgG in rheumatoid arthritis
using surface plasmon resonance,Glyco J.,2000,17,323-329) & .

[0047]  “SEFNJ7” B “Gh G R AN 7 e I W 25 A0 T 1 K 01 2 1) RE L AR FH I [ A 4G S o A
77643 F X0 FLECABR DY 0 25 A0 77 0] LLIE & HH A (Ko) AR, 7 20 5 50 il o 230 5 2
145 25 3828 B (3 ) A Ko AlTkon) B LR B o 5 R 70T DA B AR AT 24 0 ) o L v e T
D2 A0 1) — AN BAR 7 2 3R T 55 5 T R LR35 (SPR) »
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[0048]  ARTE “PUIR” LA LU & A T HB I EAR T Bk ik 2 it
22 BT (B, UK S P 5UAA) IR e Ao T R A B SR 4 i R B R A
A ELR SEBEG IR I 7, R DL SE BEPUIR 2 T I D REPE A B AR E AR Tl WnFab  F
(ab”) 2o PUARHIIE RE X AT AR 203 (i 22 58 40) DME MR LA Rs P (B4, LSS sl > BL T
B AR  FUARRESEAL P BRI A N A S Dh REBAMA T RE)

(00491 RIE“APUAR” AR PUA” L 58 PR AN SE BEGUAR™ LA SC AP n] T3 FH R $i
ZAERPUR, FriR PLR R A A 5 RIRPUAREE F AR AR 454 o

[0050] AR “PUAR EEE" SR AEDUIR 70 T R AF ALK PRSI 22 IRBE P I RO, HAE IR H 1
OL N R E DL BT IR K S o

(00511 ARE “PUARREE" SRAEDUAR > TR AF ALK PRSI 22 IRBE P K BN o kR BE AN
BEAR A L E A PUAR R BE R A .

[0052] SR 1 () “[A) — 1tk 1 0 0 (%) " AR R ik 8 5 A U B 45 o s 1) AR R
SRy SIREAT X I HLAA e B 1 3B B B K SR — 1k i or B SN A5 F BAS
G JEARA PR <5 EHAF NP A — PR — A I (g e 81 v 55 A 30 B A o s R B AR a3k
W2y B PR 8 kIR ke A R] P s R e B 11 0 4

[0053]  RE “HRER" BARTEE M AL AT Fh fe VR e AT T 1 U7 2k 1 A 5%
R

[0054] {55 Fp " fE HE 4 22 3 1 SR AON=3im &1 20 H) B R 14 2 21, LAkt 2 1 Joi 70 = 4
R At o A S 1 5 0 R 2 (55 1, HLAE 7 WA R 18 5 DT

[0055] A3 “Nif” Fia N ) e R 8 2 IR , AR T8 “Coi” $RCoim ) R A AL IR -

[0056]  ARE “Bl &7 F50RE P A B2 AL Hh kB B R A B — N e A IR SR A R
JEE 7

(00571 GRS, AR TE Rl & 8 7 $5 0 5 DU B M B AN A4 B - VI DR 15 3 2 1)
B2 T P DU RE W A2 Bl B A AR 22 BRBE P (BN PR B - VDR
I A B A AR 2 KB IR .

[0058] A1 “f5 40" 45 S 2 ] Forh SINAME 2 A2 IR B A, B X 2R 40 e ) 1A
T LA AR A AR AN AL R L 3 AL 5 SR AL AL 4 AT LA AR 1 7 1E 2
20 A2 TT AR OR 7 AR A W 5 B AR AR S ) 2 R o i A B B R R A
AL IE IR B0 W) e T DA A ) s TR K AR A A 3 s sh 2L 2R N 8 1 4

(00591 ARAE AT B “S2 AKX n] B A% Y, A2 1R L 3 AL B AR EAN IR 5
tezh i (B, g2 45 RO E) L RACSE (B0, ARTEE N RACSS W) S A ik 58
(B, AN ERATRSR) oR5 At , AN

[0060] AR VBT HE A IEAE 35287 (1 MR A B0 2 RARSRE A I AR AN o 48 22
[R1E ST R AL FEAEANIR T B 150 BRI RE IR I/ IN T 9 (1 A ] L 93 Bl ) 2
B 5 R BT IEFERS B AT 1 2 FR e o L SO B MR IR S 5 LA S R A S T o £ —
LS 5 S, AR I RS R P ARRE 5 T A e P DAl i 9 9 ) 8

(00611 ARTE “DUbtR AF FI” 48 AT LB 2 Fh 3 BUR R I AV A O R EAR T4,
R A AR/ < Ty A K T il T 40 8 B 2 B R 40 M A D AR R A
TeE” AR SO A P T8 i S AR AR A R

11
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[0062] II.Eh&EM

[0063] 7% BH AL 7 #E ] PD—1 8 PD-L1 EL¥E ] VEGF Z I () XURE ) ik & 8 1, B 55 (1) 31
PD-1 4R B E PUPD-L1HAAk s F1 (1) 5 AR PiPD- 1 PR B H JTPD-L1IHUIAA ROk 2 /0
ANVID, oAb fibA B 03X 7 Bl 28 2000 s I Ik Bt B B e & Ik Sk B2 . Ak B el R
(112073 (1) HUPD-1PTARBLPTPD-L 1P 25 2% R v] LA e i — i B 42

[0064]  7E—LL STt /7 9, A B ) fil & B 2 B B Be S 1R T 2k DU e e Y S R 7
kDA HEE-VIDRh A IV B 2H e 5 DY SR AN 85 1 o AN 22 i , 5 Sk A4 B A -V IDR & 1.
BB —APURESE, 52— VID, Hohf i s AIVIDH JIEBE B 563 12 sl B — A Bk
AR SR IEE

[0065] 7% %z B f il 25 25 14 L KT 4R 25 46 25 A PD- 13 2 B PD-L 13 4% H 3 HIVEGE 5K e {5 5%
SB%ZE A B A BT R A S PD- IR A PD- 1 5 HEIRE S i S E 54 5%
& A AW PD-L1i& 2 & PD-L1 5 2R & i A S 1 (E 514 S8 ZM A &
4 VEGE R (S 5 4% 53848 2 HVEGF-A.—B.—C.~D.~EMIPLGF 5 VEGF X Jik (1) 52 A& (5]
VEGFR1.VEGFR2FIVEGFR3) & & Fi /- S5 516 &%

[0066]  {F— szt 7y ZErf , AR A BH Bl B8 LA 1O MR /I Bl G LA 1O MEE 10 M) i
B8 A (Ko) 5PD-18PD-L145 & s HLLA10 MEEE /N B i LA 10 MEE 10~ M) fift 25 5 41 (Ko) 5
VEGF F ek e 45 & o

[0067]  —HiPD-1$i4AREFLPD-L1PiiA

[0068] A ARG B H AL S I PTPD- 1 ek sl GiPD-L1 A4 2 HH i B & 1 M 2k 2
FTPA 2% R R VU SR AR R .

[0069] NSt 7 =, AN 22 Clii , &5 2 FTPD- 1 AR Bl PiPD-L1Fu AR ) 4 B —
A AR X (VH) , AR A ] AR B8 % 4 5l 55 B m] AR 25 My 3, B S5 A& = A8 e 45 4 38k (CH1 . CH2 i
CH3) , ARVE BB 2 [X o el , AN 22 Coig , B 26 UPD- 1 Hu R B HPD- L1 HU IR B2 55 B A
—ANA]ARX (VL) , HRRAE T AR 2k mlc e e ] A s W, B J5 — ME e 8% (CL) 25003,
FRVEEFENE 8 X o PrPD-1HU AR B HIPD-LIHUAR IR A | i iy BT PD-1Hu R B PD-L L HUAAR A 42
B DCEFE) I Fab 2y 11— NFe 45 F 384 1o

[0070] A% BHRELG &5 AL & 1 HIPD- 1 TR BT PD-L 1 HL AR B8 45 LA 55 1 25 A0 A7, 451 LA
107 MR /N A 3% H LA 10 MAE 107 MK K » 43 591 5 PD- 18 PD-L 1 S R 45 &, I H LR BB PD-1
SHCARPD-L1/PD-L245 A Fi /- S 15 5% T & A 8k BH WrPD-L1 5 52 4KPD-1/CD80 (B7-1) 5 &
B 305 516 S

[0071]  ARSCHE N RIAFFRAE 7 AR B Rl G 8 A A & I TPD-1HUAAR I ot B85S T A [X
(VH) FRE2BE AR X (VL) B0 46, AR SCHE R R IBHR AL T A K Bl A& 8 H R A & 14T
PD-LIPTAAR B Bk B85 nT AR X (VH) A n] AR X (VL) (P45 F- o 75— LS g S Hp , AR BH il
A 8 P PTPD- LHURBHTPD-L1PTAR 23 B 5 R 1AB R 1B s 2 R R 7 71 B R
5] — B 7 51, Bl 40, 53R 1A R BRI 7~ B ot BB 8 n] A8 (X 7 %))/ 5 ] AR X P 41 2L 22 /b
90% .91%.92% .93% .94 % .95% .96 % .97 % .98 % 99 % 54, 5 £ 7 41| [7] — VLK) [T 51

[0072]  FK1A.fbA S A I HTPD- 1P H 8% v] AR X N2 55 m A8 X 7 41 (1) 481 7

12
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TE L €323 37 A 51%%(SEQ
[ES ID NO: )
VH QVOQLVESGGGVVQPGRSLRLDCKASGITFSNSGMHWVRQAPGKGLEWVAVIWYDGSKRY | 1

[0073] YADSVKGRFTISRDNSKNTLFLOMNSLRAEDTAVYYCATNDDY WGQG

VL EIVLTQSPATLSLSPGERATLSCRASQSVSSYLAWYQQKPGQAPRLLIYDASNRATGIPARFS | 2
GSGSGTDFTLTISSLEPEDFAVYY CQQSSNWPRTFGQG

VH QVQLVQSGVEVKKPGASVKVSCKASGYTFTNYYMYWVRQAPGQGLEWMGGINPSNGGT | 3
NFNEKFKNRVTLTTDSSTTTAYMELKSLQFDDTAVYYCARRDYRFDMGFDYWGQG

VL EIVLTQSPATLSLSPGERATLSCRASKGVSTSGYSYLHWYQQKPGQAPRLLIYLASYLESGVP | 4
ARFSGSGSGTDFTLTISSLEPEDFAVYYCQHSRDLPLTFGGG

VH QVQLVQSGSELKKPGASVKISCKASGYTFTNYGMNWVRQAPGQGLQWMGWINTDSGEST | 5
YAEEFKGRFVFSLDTSVNTAYLQITSLTAEDTGMYFCVRVGYDALDYWGQG

VL EIVLTQSPSSLSASVGDRVTITCSARSSVSYMHWFQQKPGKAPKLWIYRTSNLASGVPSRFSG | 6
SGSGTSYCLTINSLQPEDFATYYCQQRSSFPLTFGGG

VH EVQLVESGGGLVQPGGSLRLSCAASGFTFSSYMMSWVRQAPGKGLEWVATISGGGANTYY | 7
PDSVKGRFTISRDNAKNSLYLOMNSLRAEDTAVYYCARQLYYFDYWGQG

NI DIQMTQSPSSLSASVGDRVTITCLASQTIGTWLTWYQQKPGKAPKLLIYTATSLADGVPS 8
RFSGSGSGTDFTLTISSLQPEDFATYYCQQVYSIPWTFGGG

VH QVTLKESGPALVKPTQTLTLTCTFSGFSLSTSGTCVSWIRQPPGKALEWLATICWEDSKGYN | 9
PSLKSRLTISKDTSKNQAVLTMTNMDPVDTATYYCARREDSGYFWFPY WGQG

VL NIQMTQSPSSLSASVGDRVTITCKAGONVNNYLAWYQOQKPGKAPKVLIFNANSLOQTGVPSR 10
FSGSGSGTDFTLTISSLQPEDFATYYCQQYNSWTTFGGG

VH QVQLQESGPGLVKPSETLSLTCTVSGFSLTSYGVHWIRQPPGKGLEWLGVIWAGGSTNYNP | 11
SLKSRLTISKDNSKSQVSLKMSSVTAADTAVYYCARAYGNYWYIDVWGQG

VL DIVMTQSPDSLAVSLGERATINCKASQSVSNDVAWYQOQKPGQPPKLLINYAFHRFTGVPDR 12
FSGSGYGTDFTLTISSLQAEDVAVYYCHQAYSSPYTFGGG

[0074] VH VQLVESGGGVVQPGRSLRLDCKASGITFSNYGMHWVRQAPGKGLEWVAVIWYDSSRKYY | 13

ADSVKGRFTISRDNSKNTLFLQMNSLRAEDTAVYYCATNNDY WGQG

VL DIQMTQSPSSLSASVGDRVTITCRASQSVSNYLDWYQQKPGKAPKLLIYDASTRATGVPSRF | 14
SGSGSGTDFTLTISSLQPEDFATYYCQONMOQLPLTFGQG

VH DLVQSGAEVKKPGASVKVSCKASGYTFTSYGISWVRQAPGQGLEWMGWISAYNGNTNYA 15
QKLQGRVTMTTDTSTSTAYMELRSLRSDDTAVYYCARGRGY SYGIDAFDIWGQG

VL LSYVLTQPPSVSVSPGQTARITCSGDALPKQYAY WYQQKPGQAPVLVIYKDSERPSGIPERFS | 16
GSSSGTTVTLTISGVQAEDEADYYCQSADSSGTYVVFGGG

VH QGOQLVQSGAEVKKPGASVKVSCKASGYTFTDYEMHWVRQAPGQGLEWMGVIESETGGTA | 17
YNQKFQGRVTLTADKSSSTAYMELSSLRSEDTAVYYCTREGITTVATTYYWYFDVWGQG

VL DVVMTQSPLSLPVTLGQPASISCRSSQSIVHSNGNTYLEWYLQKPGQSPQLLIYKVSNRFSGV | 18
PDRFSGSGSGTDFTLKISRVEAEDVGVYYCFQGSHVPLTFGQG

VH EVQLVESGGGLVQPGGSLRLSCAASGFTFSSYGMSWVRQAPGKGLEWVATISGGGSDTYY 19
ADSVEGRFTISRDNSKNTLYLOMNSLRAEDTAVYYCARQLNYAWFAYWGQG

VL DIVLTQSPASLAVSPGQRATITCRASESVDNYGISFMNWYQQKPGQPPKLLIYTSSNKDTGV | 20
PARFSGSGSGTDFTLTINPMEAEDTAVYYCQQSKEVPWTFGGG

VH QVQLVQSGAEVKKPGSSVKVSCKASGGTFSSY AISWVRQAPGQGLEWMGLIIPMFDTAGY | 21
AQKFQGRVAITVDESTSTAYMELSSLRSEDTAVYYCARAEHSSTGTFDYWGQG

VL DIQMTQSPSSVSASVGDRVTITCRASQGISSWLAWYQQKPGKAPKLLISAASSLQSGVPSRFS | 22

GSGSGTDFTLTISSLQPEDFATYYCQQANHLPFTFGGG

13
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VH QLOLOQESGPGLVKPSETLTLTCTVSADSISSTTYYWVWIRQPPGKGLEWIGSISYSGSTYYNP | 23
SLKSRVTVSVDTSKNQFSLKLNSVAATDTALYYCARHLGYNGRYLPFDY WGQG

VL QSALTQPASVSGSPGQSITISCTGTSSDVGFYNYVSWYQOQHPGKAPELMIYDVSNRPSGVSD | 24
[0075] RFSGSKSGNTASLTISGLQAEDEADYYCSSYTNISTWVFGGG
VH QVQLVESGGGVVQPGRSLRLTCKASGLTFSSSGMHWVRQAPGKGLEWVAVIWYDGSKRY 120
YADSVKGRFTISRDNSKNTLFLOMNSLRAEDTAVYYCATNNDYWGQG
VL EIVLTQSPATLSLSPGERATLSCRASQSVSSY LAWY QOKPGQAPRLLIYTASNRATGIPARFS 121

GSGSGTDFTLTISSLEPEDFAVYYCQQYSNWPRTFGQG

[0076]  ZR1B. @& & A HIFIPD-L1HUAR 1Y 5 n] 42 X AN i i 42 X Fr 41 ) 1)1

—_ FABA T B34 % ( SEQ
JES IDNO: )
VH EVQLVESGGGLVQPGGSLRLSCAASGFTFSDSWIHWVRQAPGKGLEWVAWISPYGGSTYY | 25

ADSVKGRFTISADTSKNTAYLQMNSLRAEDTAVYYCARRHWPGGFDY WGQG

VL DIQMTQSPSSLSASVGDRVTITCRASQDVSTAVAWYQQKPGKAPKLLIYSASFLYSGVPSRF | 26
SGSGSGTDFTLTISSLQPEDFATYYCQQYLYHPATFGQG

[ 0 077] VH EVQLVESGGGLVQPGGSLRLSCAASGFTFSRYWMSWVRQAPGKGLEWVANIKQDGSEKY 27
YVDSVKGRFTISRDNAKNSLYLOMNSLRAEDTAVYYCAREGGWFGELAFDYWGQG

VL EIVLTQSPGTLSLSPGERATLSCRASQRVSSSYLAWYQQKPGQAPRLLIYDASSRATGIPDRF | 28
SGSGSGTDFTLTISRLEPEDFAVYYCQQYGSLPWTFGQG

VH EVQLLESGGGLVQPGGSLRLSCAASGFTFSSYIMMWVRQAPGKGLEWVSSIYPSGGITFYAD |+ 29
TVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARIKLGTVTITVDYWGQG

VL QSALTQPASVSGSPGQSITISCTGTSSDVGGYNYVSWYQQHPGKAPKLMIYDVSNRPSGVSN | 30
RFSGSKSGNTASLTISGLQAEDEADYYCSSYTSSSTRVFGTG

[0078]  FE—NSEH 7 S, AR MRt G B P B PTPD- 1T AR B 51 H SEQ 1D NO:1/2.3/
4.5/6.7/8.9/10.11/12,13/14.15/16.17/18,19/20.21/22.23 /24 F1120/121 1] % HE 55
A AR X 751/ 2 B m] AR X 4 A B A ) 4 8 L CDR S5 e BECDR o 75— AN St 77 B h , A8 K B
Al 2 (A R FIPD-LIFL AR 43 I SEQ TD NO:25/26.27/28 129/ 30/ Jiiht 5 % A 2% (X ¢
1) /2 AT AR X A v i ) 4 B ECDR 5 ECDR . F T %655 B nT A2 X 5k n] 42 [X
() Z AR 7 5 1 I CDR A 7 ¥ SR g A Stdel o 2 Y, HLRT T 58 58 AR SO A T R g
BE AT AR X N/ B4R B P AR XA 2 B R e 51 v X CDR o AT A 245 5 CDRIA F A 7 i 1 2 R B R
fF5 1 inKabat #t €12 .Chothia ft /g £ L AL ADMAL € vk - = W, , #l iiKabat , Sequences of
Proteins of Immunological Interest,National Institutes of Health,Bethesda,Md.

(1991) ;Al-Lazikani%$ A\ ,Standard conformations for the canonical structures of
immunoglobulins.,J.Mol.Biol.273:927-948 (1997) ; LA kMartin ACZE A ,Modeling
antibody hypervariable loops:a combined algorithm,Proc.Natl.Acad.Sci.USA 86:
9268-9272 (1989) »

[0079] A W il & 2 1 H A HTPD- 1 HT AR BT PD-L 1 HT4A AT LA K T H AR 1 5 [X 1) 2 AL
FEAT R 73 e BB, fIade Jye Y

[0080]  ASCHE T AR2H &ML AR Rl & E Th I HIPD- 1 HU AR AR B E 2 X I A 2R 7 71
(455

[0081] 2. @A A IPIPDIFLR R BE1E & X 51 ) 1 7

o>
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124k R A BILBEA 7

A
[ 008 2] x & TKVEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDS
TYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC (SEQIDNO: 31)
PN TKLTVLGQPKAAPSVTLFPPSSEELQANKATLVCLISDFYPGAVTVAWKADSSPVKAGVETTTPSKQSNNK

YAASSYLSLTPEQWKSHRSYSCQVTHEGSTVEKTVAPTECS (SEQID NO: 32)

[0083] A% % W1l 45 26 14 o LD L B Pk Tt PD-L L i i T o e 52 X S S 51
PRI TgGIHA R Tl 2 TG\ TgGoll 2K L TgGa V.2 B A4 , B RF Al b 2 1 gGa I 54T
A AR IEHE , BT IR 1 g4l 25 HiPD- 1 Hi A BB PD-L1F A EF ¢ [X Hh &5 S228 07 B b A0, 4B 1 o A=
A (arm-exchange) I LR B e, 15 i Hb i 2 L 1R L 2:5228P .

[0084]  ZRSCAE R RIFHLME T AR BIRAA A (1 H I HUPD- 1 P4 EEBE1H o X 11 R SE R 7 471
[ 4515

[0085] 3. Fl& 4k (A Hh A HUPD L Mk 2 A 1 12 X FR 471 i 431

FHEAN | RABAF)
IgG1 TLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSS

GLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPEKPKD
TLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGK
EYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPE
[0086] NNYKTTPPVLDSDGSFFLY SKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK (SEQ ID NO:
33)

IgG2 TTVTVSTASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSL
SSVVTVPSSNFGTQTYTCNVDHKPSNTKVDKTVERKCCVECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPE
VTCVVVDVSHEDPEVQFNWYVDGVEVHNAKTKPREEQFNSTFRVVSVLTVVHQDWLNGKEYKCKVSNK
GLPAPIEKTISKTKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPML

DSDGSFFLY SKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK ( SEQ ID NO: 34)

IgG4 TLVTVSSASTKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSL
[0087] SSVVTVPSSSLGTKTYTCNVDHKPSNTKVDKRVESKY GPPCPPCPAPEFLGGPSVFLFPPKPKDTLMISRTPE
VICVVVDVSQEDPEVQFNWYVDGVEVHNAKTKPREEQFNSTYRVVSVLTVLHQDWLNGKEYKCKVSN

KGLPSSIEKTISKAKGOPREPOVYTLPPSQEEMTEKNQVSLTCLVKGFYPSDIAVEWESNGOQPENNYKTTPPY

LDSDGSFFLYSRLTVDKSRWQEGNVFSCSVMHEALHNHYTQKSLSLSLGK ( SEQ ID NO: 35}

[0088]  — NfHIIVEGF 5% Jk [ 4% k)4, (VID)

[00891 7% BH Bl & 28 19 vh (1 “H00 I VEGE 5% 1 1 45 /4%, (VID) ” 43,2 VEGFRH) Ff A 5 A6 455 1)
— #0853 o VEGFRSZ 1 /& A7 T~ 4 Hf 2 Th] (1) — Folv s 0 IR VA lg 2 A, FL R AR X Pl T4 S e Bk R
(Ig) FELA B B - 1, N\VEGFRIELE 95 41,2345 .6 FITHI BN TghE S 38, Tt 4G
A3 L M A/ 5 RO R N , T g o 5 AL 3 7 7 i A7 5 R 31 Cot o PR FE AR ST R AN HE , T U T
S5 A \VEGFR 2 [ 1IN 23 Coi i 7 4 o £E — L2 St 7 S8+, VIDAL 7% 1% H VEGFR1 . VEGFR2
FIVEGFR3 (1) — FEK 2 FRVEGFRIF) &2 /b — N T g 45 M3k o 75— 75 T, VIDEL 5 VEGFRIF 22 /0 1
2.3.4.5 6 MEARHEIL TAN T B4 Mtk . 76 55— 5 1T, VIDA S VEGFRIJ 1 £ 7. 156,185, 1%
VN E RN EVR NP ES 2y A

[0090] A iR R T A0 & Rhak 22 FVEGFRIF) 2 /b — AN Tg bR 45 My VID o 75 — B8 52 it 7
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Zrh, VIDAL 23k H 9 Pk &2 Fhik [ VEGFRL . VEGFR2 RIVEGFR3 [ VEGFRIF 2 /b — AN TgRE S #)
B AHE T A5 B MVEGFRE BN TgFESS MR 2 A I VID 5l 4n, VID AT DA &
VEGFR1 ({440 A VEGER1) ] Tgkf &5 #4382 FIVEGFR2 ({5 i A VEGFR2) 1 Tg k45 #4983 . 75 o) — 5K
Jiti 75 2, VIDA] LA 2 VEGFR1 (8 4 A VEGFR1) [ T g A% 45 #4935 1-3 . VEGFR1 (41 41 A VEGFR1)
() T g BE &5 K48 2-3 . VEGFR2 (4141 A VEGFR2) ) Tg ¥ 45 ¥y 3ek 1-3 . VEGFR1 ({541 A VEGFR1) i Tg
FELE R I3 2 FIVEGFR2 (540 A VEGFR2) ) Tg# 45 #4383 -4 , BRVEGFR1 (5] 4 AVEGFR1) (1) T4
FEIF2ANVEGFRS (411 U1 AN VEGFR3) [ T 45 33 o X 6 T 45 R 45l AN Al ) LA PR VDI 8
O W) T g BF &5 A 30 ) BB R 4l 3R L 3E | % A1) 57531173 Yu DC%,Soluble vascular
endothelial growth factor decoy receptor FP3 exerts potent antiangiogenic
effects,Mol.Ther.,2012,20 (3) :938-947f1Holash,]J.%%,VEGF-Trap:a VEGF blocker
with potent antitumor effects,PNAS,2002,99 (17) :11393-11398, 4= #BSCHRAE 1L L3
GRS AE— L5t 9, VIDE A AE—i% H R4 SEQ 1D NO:63—65 T~ HI&
FMR T 78 5SEQ ID NO:63— 6517~ I 2 2R 7 511 2 A 2 /090% .91 %6 .92% .93% .94 % «
95% .96% 97 % +98% 99 % ol ¥ £ [A] — VL ZIEFR 7 51

[0091]  FAfkE A IMVIDE LR T 51 51T

VID BRI F 7

VEGFRI1-D2/VEGF SDTGRPFVEMYSEIPEITHMTEGRELVIPCRVTSPNITVTLKKFPLDTLIPDGKRITWDSRKGFIISN

R2-D3 ATYKEIGLLTCEATVNGHLYKTNYLTHRQTNTIIDVVLSPSHGIELSVGEKLVLNCTARTELNVG
IDFNWEYPSSKHQHKKLVNRDLKTQSGSEMKKFLSTLTIDGVTRSDQGLYTCAASSGLMTKKN
STFVRVHEK ( SEQ ID NO: 63 )

VEGFRI1-D2/VEGF SDTGRPFVEMY SEIPEIITHMTEGRELVIPCRVTSPNITVTLKKFPLDTLIPDGKRIITWDSRKGFIISN
[0092] R2-D3-D4 ATYKEIGLLTCEATVNGHLYKTNYLTHRQTNTIIDVVLSPSHGIELSVGEKLVLNCTARTELNVG
IDFNWEYPSSKHQHKKLVNRDLKTQSGSEMKKFLSTLTIDGVTRSDQGLYTCAASSGLMTKKN
STFVRVHEKPFVAFGSGMESLVEATVGERVRIPAKYLGYPPPEIKWYKNGIPLESNHTIKAGHVL

TIMEVSERDTGNYTVILTNPISKEKQSHVVSLVVYVPPGPGD ( SEQ ID NO: 64 )

VEGFR1-D2 SDTGRPFVEMY SEIPEIITHMTEGRELVIPCRVTSPNITVTLKKFPLDTLIPDGKRIIWDSRKGFIISN

ATYKEIGLLTCEATVNGHLYKTNYLTHRQTNT (SEQ ID NO: 65)

[0093] A& BHEL A R AL S I VIDAE O LA = (0 35 A0 77, 451 Gt DA 107 SMER B /N L A1 348 1 LA
107"MZE 10 "M Kp, 5 VEGF S e e 57 M 45 &, 71 H UL I VEGE 52 ik 15 4H it % [T VEGF R 45 &
HRE 5 S 515 F

[0094]  —Jik$=Ek

[0095] AUk B & g5 AEPIPD- 1HUIAR B HTPD-L1 P44 1) B AECom FIVID N A 306 60 25 1)
PR R — D EE AR — L2 — 20N TR I K o AR S0 2 RN E A S A 1K
ko

[0096] fF — st 7 Eh A kELKG S 25N A ER Mk & iEA
AKTTPKLEEGEFSEAR (SEQ ID NO:36) ; AKTTPKLEEGEFSEARV (SEQ ID NO:37) ; AKTTPKLGG (SEQ
ID NO:38) ; SAKTTPKLGG (SEQ ID NO:39) ; SAKTTP (SEQ ID NO:40) ;RADAAP (SEQ ID NO:41) ;
RADAAPTVS (SEQ ID NO:42) ;RADAAAAGGPGS (SEQ TID NO:43) ;RADAAAA (SEQ ID NO:44) ;
SAKTTPKLEEGEFSEARV (SEQ ID NO:45) ; ADAAP (SEQ ID NO:46) ; DAAPTVSIFPP (SEQ ID NO:
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47) s TVAAP (SEQ ID NO:48) ; TVAAPSVFIFPP (SEQ ID NO:49) ; QPKAAP (SEQ ID NO:50) ;
QPKAAPSVTLEPP (SEQ ID NO:51) ; AKTTPP (SEQ ID NO:52) ; AKTTPPSVTPLAP (SEQ ID NO:53) ;
AKTTAP (SEQ ID NO:54) ; AKTTAPSVYPLAP (SEQ ID NO:55) ; ASTKGP (SEQ ID NO:56) ;
ASTKGPSVFPLAP (SEQ ID NO:57) ;GGGGSGGGGSGGGGS (SEQ ID NO:58) ; GENKVEYAPALMALS (SEQ
ID NO:59) ; GPAKELTPLKEAKVS (SEQ ID NO:60) ; GHEAAAVMQVQYPAS (SEQ ID NO:61) ;
GGGGSGGGGSGGGGSA (SEQ 1D NO:62) [k k .

[0097]  TTT. A BA A RCHE m) fil 5 B 1 1 A 7= A 2digb

[0098] A BH [ 00 [ fil 5 A 13 0 DG sl 3 [ 25 KA s (9] anMerrid £1 e 1d i AH & &)
ARG T B AT K e P SRR ) ik B B PO R B R ) 2 TR
/B G AT BT iR X ) i 26 3 PR PR S5 -VIDRE & W A Z 8 7 & id AN — ekl 2
AR DUE 3 — P AR 18 = 4R vo R A/ B8R IE s TV, BT DL B i o B TR 2
AR IER LM P AE—ANSEitiT 2, 324 7 A AR R B ) — Ml 2 Fh 2 4% B R I 84k
P M R He A4k

(00991 W] LA A ST AR N T3 BN J5 V2 R A Sl R IR A Rk BAR B FEAE AR 05
5 TR KR A B AR B RE N T3 (YAC) o — MLk i Szt 7 2, fd FH 1 B L
FIB G 2 g = R IA Bk

[0100] —H &4 17 H T RIS AR IR — Ml 2 Fh 2 % 5 BRI Rk 5, W]
DU FRak AR G 8l 5| N0& BRI 1E EAM R o 2 R R v DL RS2 AN H 1, il dn, I A=
ARG BERRES UTUE  FE 2 L W R O RN B T O BRI G VR R A R T TR AR 1) A G
AR E B A .

[0101]  FE— ALt 7 B, 184t 7S — Pk 2 PR K H 2 % BRI 18 0. 7E— L8
ST S PR TS AR B R BRI A 3 A a0 A ST L RAE “fE 2 4R F5 0T LA
AR DL AR A R B B R ) i B AT AR MR R 4 R o 1 T S R SR AR R B 1)
R[] il A B ) 08 110 A1 3 240 A AR A3 A S ) o AR 4R 75 22, S S 4 P T DA PR o Rk 3%
PRI e sl F, 3 BT DA 8 K& O SR 40 T B BhOR ISR I 2% LU 3R A5 2 0 2 1)
AR B SRR [r) B i R T R . FH o 5 ) 1 32 40 R 0358 A AR ), o K 18 A%
oA W 22 4K 3 B BRI B, B PP R AZ 4R L, Gn b [ 6 6RO S 4 (CHO) B2 R 4 &5 . mT LA
A O = i B TR N W AL B YD A 2 A I LB 1E 4 S B )T RS SVA0RE AL
TE'E CVL & (COS-T7) s AR £ (29384 293F 40 i) 46 B35 40 i (BHK) VA5 4 i (CV1) JFEDN
SR B A (VERO-76) N B S0 40 g (HELA) R B 41 g (MDCK)  Afi vk 27 K BRHIE 4 i (BRL
38) At pE (W138)  AFFAE4NAE (Hep G2) CHOZM M - & #if 88 41 HY & 40YO NSO P3X63 F1
Sp2/0%5F o3& T 77 AE H H B AL ah W1 E A R 258 2 WA inYazaki A1Wu, Me thods in
Molecular Biology,#248% (B.K.C.Lo%%3 ,Humana Press,Totowa,NJ]) , 55255-268 111
(2003) -

[0102]  AC8HIE ) 0 E IX B8 75 3 40 28 G v Rk AN 8 R IR B E BOR o 7 — AN St 77 52
W SR TP AR AR B ) RO ) i A I v e BT IR 7 VR LR AR IS T 3R B iR XU
] il B I 25 T 5 IR AR SR SRR 78 S 41, BT A 32 40 AL B 2 A T IR XOUHE )
GERAMN X, I H G EAM E0rE E4RiE; 7250 R R XGE R p & & .

[0103]  4p A S B ) 2% (9 XCHE ) ik 5 25 13 0T LB 3 8 BN A 52 A v 0 AH il L 9

17



CN 109575140 B ﬁﬁ HH :F; 15/42 11

TR JE T B LK SR AR T R /INHERH Z AT S 44k o FH R Ali4b i e 2 8 R SRR 2k
TR H R T T v g B 7K PR SR K PR SR R 2R, LI LS ARSI AR N DR 21T 5 L
(01041 mJ DA I 22 b s R0 40 BT 5 92 HR RO AE— P V2 0 A i B 1 USRS 1) i 5 2 1 T 4
F5E 5 BT I B850 4 it T 4 A g s L K v AR B 1 A o T DA S ek AR A 2 N 22 R
5, S O 3 BCRAE A STHR AL IR XU i) i A B 1 B/ A S R MR R / B A ) T
[0105]  IV.Z4MdH A A&

[0106]  7E 55— /N5 TH AR WSRAE T H A, o, A &Y, iidH &M a& 502
FH AR TC 3] 75 — 2 1) A SC BT IR B XCHE 1) il B 1 o WA SCRT S “n] 24 A s AR B
FHZS B AT ART DA S8 77 43 B S5 S595 77 AR AL B SR 71458 o A K BH 1) 25 W0 4 45 038 T ik
WL B W B A B A R E R R it A (91 2 3 st v S B o

[0107] AR B IILH AW 0] LA T 22 Fh R 2R o 3% 6 1R X451 G 6 975 Y0 A7  F [] 4 ] 4 7 784
YR AS VAT (), ] 3 568 PR Y R R P SR VA v D) 20 BRUPR 75 s VR 2 751 i B 751 A
7 o e 3 19 2 2R e TR I il FEASS =QR 6 97 & o % WL P de 4 & P Ak mT v 5 VS TR
FE AT I R 2o AR 3 0 it PR O i 1 A (B, Bk S B2 R IR ap ) L)
TR AE— AN IR St T b, aE st K P R B S e P OUEE R A B 7R S — MR
S 7 S Il LN R BB T VRS i P SRR ) kA R

[0108] LA S filr B 4G 48 “B B 40t <0 iy 15 40 07 Xt 1 =48 I 1 i it R0 =) 36 it
FH 2 A0 it PR X, 88 i e v B e S 9 LS (EASBR T ik o LI S sk < 2 Y S B
s VSR RS AR

[0109]  yRIT7 ML AW — ML 2142 TE B 1) FF HL7E lis A A7 254 R AR e - il LUK 4 B e
1l R VA T A LR 43 R i B s R 3o AT DI T K v M A A (R OURES [ i 2
) ALK SN IE B R 7 H B i 0 9 B » 1) 4% T B ml 3 SV VR sk
RV PEAC A P FE N TG BRI B R SR ) 2% 2 B BT 3R T TRV B B A R 0 O R AN At R
53 o AT LA B0 AT an SR M 5 o 76 2 SR B 1B 0 T 5 T LA e ol FH 2 T 3 2 751 4 e 1
FURDE BB o 0T DL Id ik 78 206 4 Hh B 15 S AR W AT P A7 i 437 2 B i s g 25 A0 B e g 5
AT VES S IE KRR .

[0110]  FERELES it 77 S, v] LA IRt FH A 7 BH (%) UHE 1] 45 25 11, 4910 195 4 A B 71
BT B PR R — R 28 11 it FH o A R B 4D SO0 i) ik B 11 1 T DA S ) 7 7 0 7 IR 9
o RS R B EL B N R E R b T IRV T G S BT IR AL e DABE IR 751
— B NI H LT ERE) R 77 8 A A BE 7 (troche) B8 Bl 7] VB L5 4 5] G
KARFEF (wafer) S IEAE O 1@ I 367 B 40 i B 7325 0t FH AR 7 B 1 S0UHE ) ik & 2

AT RE 5 BN R U v fil 5 £ 1 S5 7 1 OV B R A BB X R Rl S it FH - 38 mT DA
AR HI BT 3 B i G T &9

01T A BH 25 G T DAL & “YRI7 A 3R BT A & 1 4% 5 B BT iR XU
[RGB o “YRYT A AR Fa DL TR B R R R R A TR B [A) B, A LI R VR T 4
(115 o AT LUR 3% 2 Fh IR 3R A i IR S AR I AR 88 HE D AN B2 AR SR IT B & IRIT A
R AT A BB FHAE A KIRI7 A i AE & AN T RT3 3R, “TBIT AR
7 IE RO AT B S A (R AR K R) £ 02920 % FEALE L A 24409 E AR
16 i 28 /D 2560 %6 AT B At 348 1 25 /D 2980 % o T LALE Tl AR A 1 T sh i il R 40 v
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PEA A 5 B PR OCHEL ) k- 2 10 0 ) ] B 0 (g, eRg AR 1) R

[0112]  “Tips A &R Hi8 DA 75 B ) & IR Fr s 75 E R (8] B, A RS B Bl 7 TR &5 SR 1
B, BT P R A2 AR R W B T ERCCE B A B B L BT
BHHENTIHRITAESE.

[0113] A 5 AR ST Pk WU ) i & 2 11 P ) At A T 4 5 B A Y J6l P9 o X5 T DL
— A AR R, B A0 CFE A8 B A AR, A bR s TR B B s T
2 FHER R 5 R0 F it P 22 52 4 3 11 285 B sl LA e

[0114] V. ¥R A il & 85 1 10 &

[0115] XS T 1 NUHE ) @il 2 11 LA R A Rk Y A2 T FE i DA RV 7 e RN TR o &
Bl , w] LUK 8 4 it 55 4R 4D B A ) 855 5 41 i B8t FH 28 52, i, N 2Rzl
PLYG T TR A/ 812 61 2 Fh 5 PD- 135 14  PD-L 135 1 FIVEGE 52 1 14 AH 26 1 8205 , 461 e
JiE -

[0116]  FE—ANJ7 T, A K BB AL 1 AR S B A A A U A6 0 i, A7) A I35 K B PR B 2R
TR RE S (B0, Sk B R B 3 A= i s ) H AE AEPD-1 8 PD-L1 AVEGE 5 43 T~ 11 12 Wy
55 %AW A : (D) 78 RVFAEELAE R A 10 264 SRR (AT kb, o BRFE ) 5
TR SR I (1) R [ - 1 B Ao 8 ) 52 35 it FH B 3R OCHEL [ i & 8 10 R0 (A1) A I Bk
U ) il A5 2 1 RRE i RS st , 6 BRURE ) 2 BT B TE 1 - BB I TE iR s A7 A
PD-18PD-L1MIVEGF K 531, F¢ HL ol LA R R A SCRT i v T A /BT (3 FH PR RS oK
[0117] R —LLSTjit 7 &9, FEIR YT /T, B, fERC 48 VA TT 2 AT BLE Y6 7 18] B% Ja 1 Rk G
J7 2 BUAEIIPD-1 8K PD-L 1 FIVEGF S 73 o AT LAs FH B0 ARG I 5 v B 6 S 3 2H 24k 27 L G S 4
a4k, 2% (FACS \ELTSAI & \PCR—FZ A (51411, RT-PCR) A4 N BAR AR « —FiE b , 44 P AR 1K
77 325 v e P SOUSE [ i L ) b P ARG W R AR A0 DA AR HEAS I 45 4 1 B A
AL B A G I AR ) S5 ELHE 2 Fh AR ) 2 0 PRI B RS R I R G TR UG
(T, AZ R LR ) 9 o RH U P4 5

[0118]  7E—SLsjifiJy S Hh , 4R PN s '8 PD—1 B PD-L1 FIVEGF S i 431 7K 7 Al / 5843 A7 451
i, PLAEAR N 5 20 (5, i 36 A A 3@ 1 B AR B R (9 4, 1E TR S W R SRR R
(PET) #1488 I PTG P bR T 04 AR I W SOURE [ @i A B 1 o B — AN St 5 S8, 9, JE i A
I FHPETRF (1 4 , "SF— 80t 4201 267 0 (FDG) ) LA T A 7 =0b e i A & B R ) i A R
A4 P9l 5 PD—1 8 PD-L 1 FIVEGF 5K i 43 - 7K~ Al / B 43 A

[0119]  ZE—ANSZit 5 Zerh , AR BB AL T 60 B AR STk XUHE ) fi &5 25 11 R0 FH U8 B
EWHkE .

[0120]  7E 55— ANJ7TH , AR B S A% I OUHE i fil 6 B 11 4 A L SRR T B TR 75 EAE 523
S5 G 5 N ek A LA T BSLPRT 5E H0 » INTT 00 o) B3 2 A D 0 T 1 e i A K
H I FE RS BT o m DA R U FH OO [ 5 2 11 DA i P e 11 A A B30 Ty G R
23 b, XUREL ) A B AT DL AR RE VR T A/ TR FUZE A e o 2 A R B ) DU 1)
5P A 25 2H A it B X 2 A ] DL AT ] I it FH 55 (R B e A
[0121] PRtk E— ANty R, AR R B SRR — Pl i) 52 60 o s 2H B AR ) v, B
R 5 1B HE ) 52 3 T FH G T A8 R I AR SRR ) RURE ) ik 5 B o 7 S — AN S T &
W, AR R B BRI — Fh B 1k 32 X3 v R 4T B B BN B R s B R B Tk, Bk T AT

19



CN 109575140 B ﬁﬁ HH :F; 17/42 71

0 52 o PB4 R A ST 0 KUK e 5 B
(0122 Sy e FTURIFL k2 B 1 1697 0/ SR T 048 205 (LR 564
LA (A0, L LT P BERT 000, 5 R R0 BT A 2510
7 S RS S AR 61 T A R 00, /B R MR,
W 5L SRR AL (A, 50 T A 38 A TSR (A, 5 e
b B ) R CNS (I 5 P25 5 2B A - SRS R o,
SO B (100, A3 SR 3 0 P I 52 5 ) R0 S 8 A 2B
P LB AR 0145 10 LA ML A A MBI A /N A A
HE T LA T 9. o A S A B A

[0123] i S 1, A ) 0 BLIRE 55 6 o £ M P o B
(GIST) I (I SR I A AR (NSCLC) 5P LT OSSR K
UL 5 ML R (0, TR

(01241 HiiA LA T S MU 0t K 52 OB 7 5 4 ELS 524 B 75 24 5 L
PR 1A 5 1 (R

STt 451

[0125]  SEdsl 1 60 2 B BSR4 St i RSO vy 2Rk 3 Ak () ) 2

[0126] (1) VE AR IEAIHIPDIFUARBY 18 . 1A S R A% T R ) & B b 8 1A B A4 e A 2t

[0127] #R#EInternational Nonproprietary Name (INN) ¥ % 1 45 9623 B 4N i H
UK R IR 7 7V, A IS & 78 6 R 0P S 4N (CHO) Fh R IE M) R IdZFH R 751 »
TBHE LI FER Y TREA R A WA RZAZ TRV iR R T 5 R IE & 7= A bt
PDIFUARAEA S H Rom APIABY18. 1,

[0128]  #iPD1HiAABY18. 154 (BY18. 1L) )T %1 (SEQ ID NO:66) :

[0129]  CTCGAGGCCACCATGGAGACCGACACACTCCTCCTGTGGGTGCTGCTGCTGTGGGTGCCTGGCTCCACT
GGCGAGATTGTGCTGACACAGTCCCCOGCTACTCTGAGCCTGAGCCCTGGCGAGAGGGCTACACTGTCTTGCAGAGC
TTCTCAGTCCGTGTCTTCTTACCTCGCTTGGTATCAGCAGAAGCCCGGCCAGGCTCCAAGACTGCTGATCTATGACG
CTTCTAACCGCGCTACAGGCATTCCTGCTAGGTTCAGCGGCAGCGGCTCTGGCACCGACTTCACACTCACAATTAGC
TCTCTTGAACCTGAGGACTTCGCCGTGTACTACTGCCAGCAGTCTAGCAACTGGCCTAGAACATTCGGCCAGGGCAC
TAAGGTGGAGATTAAGAGAACCGTGGCCGCCCCCAGCGTGTTCATCTTCCCTCCCAGCGACGAGCAGCTGAAGTCTG
GCACCGCCAGCGTGGTGTGCCTGCTGAACAACTTCTACCCCCGOGAGGCCAAGGTGCAGTGGAAGGTGGACAACGCC
CTGCAGAGCGGCAACAGCCAGGAGAGOGTGACCGAGCAGGACTCCAAGGACAGCACCTACAGCCTGAGCAGCACCCT
GACCCTGAGCAAGGCCGACTACGAGAAGCACAAGGTGTACGCCTGCGAGGTGACCCACCAGGGACTGTCTAGCCCCG
TGACCAAGAGCTTCAACCGGGGCGAGTGCTAAGAATTC

[0130]  HTPD1Hi/ABY18. 11544 (BY18. 1L) & &M% /741 (SEQ 1D NO:67) -

[0131]  METDTLLLWVLLLWVPGSTGEIVLTQSPATLSLSPGERATLSCRASQSVSSYLAWYQQKPGQAPRLLIY
DASNRATGIPARFSGSGSGTDFTLTISSLEPEDFAVYYCQQSSNWPRTFGQGTKVEIKRTVAAPSVF IFPPSDEQLK
SGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSS
PVTKSFNRGEC

[0132]  #iPD1HifABY18. 1[4k (BY18. 1H) )T 41 (SEQ ID NO:68) :
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[0133]  TCTAGAGCCACCATGGAGACCGACACCCTGCTGCTGTGGGTGCTGCTCCTGTGGGTGCCTGGCTCCAC
AGGCCAGGTGCAGCTCGTGGAGTCCGGCGGCGGCGTGGTGCAGCCCGGCAGATCCCTCAGACTGGACTGCAAGGCA
TCCGGCATTACATTCTCTAACTCTGGAATGCACTGGGTGAGACAGGCTCCTGGCAAGGGCCTGGAATGGGTGGCCG
TGATTTGGTACGACGGCTCTAAGAGATACTACGCTGACTCCGTGAAGGGCCGGTTCACAATTAGCAGAGACAACTC
CAAGAACACTCTGTTCCTCCAGATGAACAGCCTGAGAGCCGAGGACACCGCTGTGTACTACTGCGCCACCAACGAC
GACTACTGGGGCCAGGGCACCCTCGTGACAGTGTCTTCCGCCTCCACCAAGGGCCCTTCCGTGTTCCCTCTGGCCC
CTTGCTCCCGCTCCACCTCCGAGTCCACCGCCGCCCTGGGCTGCCTGGTGAAGGACTACTTCCCTGAGCCTGTGAC
CGTGTCCTGGAACTCCGGCGCCCTGACCTCCGGCGTGCACACCTTCCCTGCCGTGCTGCAGTCCTCCGGCCTGTAC
TCCCTGTCCTCCGTGGTGACCGTGCCTTCCTCCTCCCTGGGCACCAAGACCTACACCTGCAACGTGGACCACAAGC
CTTCCAACACCAAGGTGGACAAGCGCGTGGAGTCCAAGTACGGCCCTCCTTGCCCTCCTTGCCCTGCCCCTGAGTT
CCTGGGCGGCCCTTCCGTGTTCCTGTTCCCTCCTAAGCCTAAGGACACCCTGATGATCTCCCGCACCCCTGAGGTG
ACCTGCGTGGTGGTGGACGTGTCCCAGGAGGACCCTGAGGTGCAGTTCAACTGGTACGTGGACGGCGTGGAGGTGC
ACAACGCCAAGACCAAGCCTCGCGAGGAGCAGTTCAACTCCACCTACCGCGTGGTGTCCGTGCTGACCGTGCTGCA
CCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCTTCCTCCATCGAGAAGACC
ATCTCCAAGGCCAAGGGCCAGCCTCGCGAGCCTCAGGTGTACACCCTGCCTCCTTCCCAGGAGGAGATGACCAAGA
ACCAGGTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCTTCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCA
GCCTGAGAACAACTACAAGACCACCCCTCCTGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCCGCCTGACC
GTGGACAAGTCCCGCTGGCAGGAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACCACTACA
CCCAGAAGTCCCTGTCCCTGTCCCTGGGCAAGTAA GTCGAC

[0134]  #iPD1HUAABY18. 11 4% (BY18. 1H) S FE/R )41 (SEQ ID NO:69) :

[0135]  METDTLLLWVLLLWVPGSTGQVQLVESGGGVVQPGRSLRLDCKASGITFSNSGMHWVRQAPGKGLEWVA
VIWYDGSKRYYADSVKGRETTSRDNSKNTLFLQMNSLRAEDTAVYYCATNDDYWGQGTLVTVSSASTKGPSVFPLAP
CSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTKTYTCNVDHKPS
NTKVDKRVESKYGPPCPPCPAPEFLGGPSVELFPPKPKDTLMISRTPEVTCVVVDVSQEDPEVQENWYVDGVEVHNA
KTKPREEQENSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSTEKTISKAKGQPREPQVYTLPPSQEEMTKNQVS
LTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSRLTVDKSRWQEGNVFSCSVMHEALHNHY TQKSL
SLSLGK

[0136]  Hidrad T RIZ 4> “METDTLLLWVLLLWVPGSTG” N5 5 ik JF 1) o

[0137]  Lig4Emm A TIEER A R &R 7 LidBY18. 1LYmtS A% 1L /7 41 F1BY 18 . 1HZw Y
AT . 4 HIEBY18. 1LY As % e FXho T-EcoR T M) , 44 ELAG X314 £r I A S Tk i
& R Ak R B ik (G B RL S :CN104195173B, 3K EH Jb L A R AR 2 =) H
XhoI-EcoRI U], -4 i W44 4 Xho T-EcoRT XU G I fHBY 18 . 1L 4w A A% H FRIE B N Z
XhoT-EcoRT XU U) I B A X R IE & 10 A 2Bt A R = SR B8R, SR AT
BY18. 1L % A5 4% H BRI F A XU Ik B 25 2 Bk e & B s AR ik 84k s R 5, 70 il
BY18. 1H%i A% 1K FXbal-Sal DXUEG VI, ¥ O 2 A\ T BY18. ILYwt5 % H R I KA WKL &
)2 S T e 2 ST v 2 8 15 04 I Xba T-Sa 1 TXW g 1) , P8 o 2 J2 4 4 Xba T-Sa l T XU g 1)
[FIBY18 . IHZm AL A% FH FRIE$2 N & Xbal-Sal IXUEF VIH 2 5 N T BY18. 1LYw A5 A% 1 L i) B A XU
RIE G R RE A g = R #A, kA 7 2 S ABY18. ILgwiS % H R FIBY18. 1H
G A% IR (1) B A KR I 1) A ok e B R v A 3 AR, 2 0N 1 36 UF 1E ) f 3R 08 5 3R
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3 HIPDIPLAABY18. 1,

[0138] & idkhh, ] LIKEBY18. 1L4mAd % R IE AT 3N T BY18. IHgmID % IR B A
WU T Fa B AT S I Jie £ i v A R IA 34 , I FF 3RS PiABY 18. 1,

[0139]  (2) /At HR A 85 11 301 - 84w At % B2 1) & Fi M ik 3 A Ay 72

[0140] #R#EInternational Nonproprietary Name (INN) Z# % o 25 5 87391 Bl A1 PG
I (aflibercept) FIRIERR T HIEHRE , 4k A& A 7EH B A R 90 S 4008 (CHO) Rk~
AL 75, R Fe il A ) TR A R A 76 ROz TR IT 51 TR 1 IR T 51 %
ik Ja PR AR B A PRI AR S R RN AR E 3018,

[0141]  FREH301-8/ 4w iZ H R /741 (SEQ ID NO:70) :

[0142]  AAGCTTGCCACCATGGAGACCGACACCCTGCTGCTCTGGGTGCTGCTGCTCTGGGTGCCCGGCTCCACC
GGATCCGACACCGGCOGCCCTTTCGTGGAGATGTACTCCGAGATCCCTGAGATCATCCACATGACCGAGGGCCGOGA
GCTGGTGATCCCTTGCCGOGTGACCTCCCCTAACATCACCGTGACCCTGAAGAAGTTCCCTCTGGACACCCTGATCC
CTGACGGCAAGCGCATCATCTGGGACTCCCGCAAGGGCTTCATCATCTCCAACGCCACCTACAAGGAGATCGGCCTG
CTGACCTGCGAGGCCACCGTGAACGGCCACCTGTACAAGACCAACTACCTGACCCACCGCCAGACCAACACCATCAT
CGACGTGGTGCTGTCCCCTTCCCACGGCATCGAGCTGTCCGTGGGCGAGAAGCTGGTGCTGAACTGCACCGCCCGCA
COGAGCTGAACGTGGGCATCGACTTCAACTGGGAGTACCCTTCCTCCAAGCACCAGCACAAGAAGCTGGTGAACCGC
GACCTGAAGACCCAGTCCGGCTCCGAGATGAAGAAGTTCCTGTCCACCCTGACCATCGACGGCGTGACCCGCTCOGA
CCAGGGCCTGTACACCTGCGCCGCCTCCTCCGGCCTGATGACCAAGAAGAACTCCACCTTCGTGCGCGTGCACGAGA
AGGATAAGACCCATACATGTCCCCCATGCCCCGCTCCAGAACTGCTGGGOGGACCTTCCGTGTTTCTGTTCCCACCC
AAACCAAAGGACACACTGATGATCAGCAGAACCCCTGAGGTGACTTGCGTGGTCGTGGACGTGAGCCATGAGGACCC
CGAGGTGAAGTTCAACTGGTATGTGGATGGCGTGGAAGTGCATAATGCCAAGACAAAACCTAGGGAAGAGCAGTACA
ACAGCACCTACAGGGTGGTGAGCGTGCTGACCGTGCTGCACCAGGATTGGCTGAACGGCAAGGAATACAAGTGCAAG
GTGTCCAATAAGGCTCTGCCTGCACCTATCGAGAAGACCATCAGCAAAGCCAAGGGCCAACCCAGAGAGCCTCAAGT
CTACACCCTGCCCCCAAGCAGGGATGAGCTGACCAAAAATCAAGTGAGCCTGACATGCCTGGTCAAAGGCTTCTACC
CTAGCGACATCGCCGTGGAGTGGGAGAGCAATGGCCAGCCTGAGAACAACTACAAGACCACTCCCCCCGTCCTGGAT
AGCGACGGCAGCTTCTTCCTGTACTCCAAACTGACAGTCGATAAAAGCAGGTGGCAGCAAGGCAATGTCTTTAGCTG
TAGCGTGATGCACGAGGCCCTGCATAACCACTACACTCAAAAGTCCCTGTCCCTGAGCCCCGGA

[0143]  ZRH301-8MIE LR /741 (SEQ ID NO:71) :

[0144]  METDTLLLWVLLLWVPGSTGSDTGRPFVEMYSEIPEI THMTEGRELVIPCRVTSPNITVTLKKFPLDTL
IPDGKRT ITWDSRKGFT ISNATYKEIGLLTCEATVNGHLYKTNYLTHRQTNT I IDVVLSPSHG IELSVGEKLVLNCTA
RTELNVGIDFNWEYPSSKHQHKKLVNRDLKTQSGSEMKKFLSTLTIDGVTRSDQGLYTCAASSGLMTKKNSTFVRVH
EKDKTHTCPPCPAPELLGGPSVELFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGVEVHNAKTKPREEQ
YNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPTEKT I SKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGF
YPSDTAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHY TQKSLSLSPG
[0145] 43 5% 25 1 301 -8 Zm TS A% TR ¥ 51| FIXho T-EcoR T M EE VI , 5 B A MR L Z A
AL A R R R B (R AL S :CN104195173B, 3K H AL mt tL VEAE DI R B R A
) FIXhoI-EcoRT XA ] , F i id 3% 422 44 22 Xho T -EcoR T XUBE U1 2K 11 301-8 4 i % HF iR
FENZXho I-EcoRTXUEH I LA WU IE G A 2 i & B = RURIA 3R, SR ST
301811 u il A% TR 7 41 1) B A DR IR B A EBE I A Rl o 35 3Rk Ak - 800 P 56
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WEIERf G AT 3RE, TR IEFE A % AEA301-8. A 301-8M LR 75 5 A HoAR
H A TR AR 7 1 R R T A A TR

[0146]  (3) PD—1FNVEGE S J 1) WU ] ik &5 2 1 Gt A% T R 1 5 B S I8 B AR g 2
[0147] AR HER AR PTPD- 1P AR I HBE nl AR X A4 4k n] A8 X 7 41 R 2 Hh BUAR i 2 55 18 2
X 721 2 3 i 1) AR 1E E X 781 R 4H VIDF 51\ LL K& SEQ ID NO:36— 621 k4K
JF 5 A4k A A 70 O B O S 41 (CHO) FR RIB I IR 41, 3F 4T F IS 2B
TREARAFE U FSEQ ID NO: 72— 118 {B% 4% 5 Frn i Z A% IR F 51

[0148]  Fh&EREHBY24.3 (x, 1gG4) [ 424E AL (BY24. 3L) #% 7% /751 (SEQ 1D NO:72) :
[0149]  CTCGAGGCCACCATGGAGACCGACACACTCCTCCTGTGGGTGCTGCTGCTGTGGGTGCCTGGCTCCACT
GGCGAGATTGTGCTGACACAGTCCCCCGCTACTCTGAGCCTGAGCCCTGGCGAGAGGGCTACACTGTCTTGCAGAGC
TTCTCAGTCCGTGTCTTCTTACCTCGCTTGGTATCAGCAGAAGCCCGGCCAGGCTCCAAGACTGCTGATCTATGACG
CTTCTAACCGCGCTACAGGCATTCCTGCTAGGTTCAGCGGCAGCGGCTCTGGCACCGACTTCACACTCACAATTAGC
TCTCTTGAACCTGAGGACTTCGCCGTGTACTACTGCCAGCAGTCTAGCAACTGGCCTAGAACATTCGGCCAGGGCAC
TAAGGTGGAGATTAAGAGAACCGTGGCCGCCCCCAGCGTGTTCATCTTCCCTCCCAGCGACGAGCAGCTGAAGTCTG
GCACCGCCAGCGTGGTGTGCCTGCTGAACAACTTCTACCCCCGCGAGGCCAAGGTGCAGTGGAAGGTGGACAACGCC
CTGCAGAGCGGCAACAGCCAGGAGAGCGTGACCGAGCAGGACTCCAAGGACAGCACCTACAGCCTGAGCAGCACCCT
GACCCTGAGCAAGGCCGACTACGAGAAGCACAAGGTGTACGCCTGCGAGGTGACCCACCAGGGACTGTCTAGCCCCG
TGACCAAGAGCTTCAACCGGGGCGAGTGCTAAGAATTC

[0150]  El &R ABY24.3 (x, 1gG4) MIELBET 3 (BY24 . 3L) W FEMR ¥ 41 (SEQ ID NO:73) :ME
TDTLLLWVLLLWVPGSTGEIVLTQSPATLSLSPGERATLSCRASQSVSSYLAWYQQKPGQAPRLLIYDASNRATGIP
ARFSGSGSGTDFTLTISSLEPEDFAVYYCQQSSNWPRTFGQGTKVEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLL
NNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGE
C

[0151] Rl &EEEBY24.3 (x, 1gG4) I HEBE-VIDEL G 2L (BY24 . 3H) #% & )7 41 (SEQ 1D
NO:74) :

[0152]  TCTAGAGCCACCATGGAGACCGACACCCTGCTGCTGTGGGTGCTGCTCCTGTGGGTGCCTGGCTCCACA
GGCCAGGTGCAGCTCGTGGAGTCCGGCGGCGGCGTGGTGCAGCCCGGCAGATCCCTCAGACTGGACTGCAAGGCATC
CGGCATTACATTCTCTAACTCTGGAATGCACTGGGTGAGACAGGCTCCTGGCAAGGGCCTGGAATGGGTGGCOGTGA
TTTGGTACGACGGCTCTAAGAGATACTACGCTGACTCCGTGAAGGGCCGGTTCACAATTAGCAGAGACAACTCCAAG
AACACTCTGTTCCTCCAGATGAACAGCCTGAGAGCCGAGGACACCGCTGTGTACTACTGCGCCACCAACGACGACTA
CTGGGGCCAGGGCACCCTCGTGACAGTGTCTTCCGCCTCCACCAAGGGCCCTTCOGTGTTCCCTCTGGCCCCTTGCT
CCCGCTCCACCTCCGAGTCCACCGCCGCCCTGGGCTGCCTGGTGAAGGACTACTTCCCTGAGCCTGTGACCGTGTCC
TGGAACTCCGGCGCCCTGACCTCCGGCGTGCACACCTTCCCTGCCGTGCTGCAGTCCTCCGGCCTGTACTCCCTGTC
CTCCGTGGTGACCGTGCCTTCCTCCTCCCTGGGCACCAAGACCTACACCTGCAACGTGGACCACAAGCCTTCCAACA
CCAAGGTGGACAAGCGCGTGGAGTCCAAGTACGGCCCTCCTTGCCCTCCTTGCCCTGCCCCTGAGTTCCTGGGCGGE
CCTTCCGTGTTCCTGTTCCCTCCTAAGCCTAAGGACACCCTGATGATCTCCCGCACCCCTGAGGTGACCTGCGTGGT
GGTGGACGTGTCCCAGGAGGACCCTGAGGTGCAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAACGCCAAGA
CCAAGCCTCGCGAGGAGCAGTTCAACTCCACCTACCGCGTGGTGTCCGTGCTGACCGTGCTGCACCAGGACTGGCTG
AACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCTTCCTCCATCGAGAAGACCATCTCCAAGGCCAA
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GGGCCAGCCTCGOGAGCCTCAGGTGTACACCCTGCCTCCTTCCCAGGAGGAGATGACCAAGAACCAGGTGTCCCTGA
CCTGCCTGGTGAAGGGCTTCTACCCTTCCGACATCGCOGTGGAGTGGGAGTCCAACGGCCAGCCTGAGAACAACTAC
AAGACCACCCCTCCTGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCCGCCTGACCGTGGACAAGTCCCGCTG
GCAGGAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACCACTACACCCAGAAGTCCCTGTCCC
TGTCCCTGGGCGGCGGAGGATCTGGCCGCGGAGGCAGTGGAGGCGGCGGAAGCGCTTCCGACACCGGCCGCCCTTTC
GTGGAGATGTACTCCGAGATCCCTGAGATCATCCACATGACCGAGGGCCGCGAGCTGGTGATCCCTTGCCGCGTGAC
CTCCCCTAACATCACCGTGACCCTGAAGAAGTTCCCTCTGGACACCCTGATCCCTGACGGCAAGCGCATCATCTGGG
ACTCCCGCAAGGGCTTCATCATCTCCAACGCCACCTACAAGGAGATCGGCCTGCTGACCTGCGAGGCCACCGTGAAC
GGCCACCTGTACAAGACCAACTACCTGACCCACCGCCAGACCAACACCATCATCGACGTGGTGCTGTCCCCTTCCCA
CGGCATCGAGCTGTCCGTGGGCGAGAAGCTGGTGCTGAACTGCACCGCCCGCACCGAGCTGAACGTGGGCATCGACT
TCAACTGGGAGTACCCTTCCTCCAAGCACCAGCACAAGAAGCTGGTGAACCGCGACCTGAAGACCCAGTCCGGCTCC
GAGATGAAGAAGTTCCTGTCCACCCTGACCATCGACGGCGTGACCCGCTCCGACCAGGGCCTGTACACCTGCGCCGC
CTCCTCCGGCCTGATGACCAAGAAGAACTCCACCTTCGTGOGCGTGCACGAGAAGTAAGTCGAC

[0153] fh&EEEABY24.3 (x,1gG4) A EAE-VIDRE & V.5 (BY24 . 3H) A F: R F %1 (SEQ 1D
NO:75) :

[0154]  METDTLLLWVLLLWVPGSTGQVQLVESGGGVVQPGRSLRLDCKASGITFSNSGMHWVRQAPGKGLEWVA
VIWYDGSKRYYADSVKGRFTISRDNSKNTLFLQMNSLRAEDTAVYYCATNDDYWGQGTLVTVSSASTKGPSVEPLAP
CSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTKTYTCNVDHKPS
NTKVDKRVESKYGPPCPPCPAPEFLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSQEDPEVQFNWYVDGVEVHNA
KTKPREEQFNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKTISKAKGQPREPQVY TLPPSQEEMTKNQVS
LTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSRLTVDKSRWQEGNVFSCSVMHEALHNHY TQKSL
SLSLGGGGSGGGGSGGGGSASDTGRPFVEMYSETPET THMTEGRELVIPCRVTSPNITVTLKKFPLDTLIPDGKRI I
WDSRKGFIISNATYKETGLLTCEATVNGHLYKTNYLTHRQTNTIIDVVLSPSHGIELSVGEKLVLNCTARTELNVGI
DENWEYPSSKHQHKKLVNRDLKTQSGSEMKKFLSTLTIDGVTRSDQGLYTCAASSGLMTKKNSTEVRVHEK

[0155]  Fl&EREHBY24.7 (x, 1gG2) [ 424E I HE (BY24. 71L) #% 7% /751 (SEQ 1D NO:76) :
[0156]  CTCGAGGCCACCATGGAGACCGACACACTCCTCCTGTGGGTGCTGCTGCTGTGGGTGCCTGGCTCCACT
GGCGAGATCAAGCGGACCGTGGCCGCCCCATCCGTGTTCATTTTCCCACCTTCCGAGATTGTGCTGACACAGTCCCC
CGCTACTCTGAGCCTGAGCCCTGGCGAGAGGGCTACACTGTCTTGCAGAGCTTCCAAGGGCGTGAGCACATCOGGCT
ACTCCTACCTCCACTGGTATCAGCAGAAGCCAGGCCAGGCCCCAAGACTGCTGATATACCTCGCTTCTTACTTAGAG
TCTGGCGTGCCCGCTCGGTTCAGCGGCTCCGGCTCTGGCACCGACTTCACCCTGACAATTTCTAGCCTGGAGCCCGA
GGACTTCGCCGTGTACTACTGCCAGCACTCTAGGGACCTGCCTCTCACATTCGGCGGCGGCACTAAGGTGGAGATTA
AGAGAACCGTGGCCGCCCCCAGCGTGTTCATCTTCCCTCCCAGCGACGAGCAGCTGAAGTCTGGCACCGCCAGCGTG
GTGTGCCTGCTGAACAACTTCTACCCCCGCGAGGCCAAGGTGCAGTGGAAGGTGGACAACGCCCTGCAGAGCGGCAA
CAGCCAGGAGAGCGTGACCGAGCAGGACTCCAAGGACAGCACCTACAGCCTGAGCAGCACCCTGACCCTGAGCAAGG
CCGACTACGAGAAGCACAAGGTGTACGCCTGCGAGGTGACCCACCAGGGACTGTCTAGCCCCGTGACCAAGAGCTTC
AACCGGGGCGAGTGCTAAGAATTC

[0157]  Rh&EREABY24.7 (x, 1gG2) [ 424E AL (BY24. 7L) &L /751 (SEQ 1D NO:77) :
[0158]  METDTLLLWVLLLWVPGSTGEIVLTQSPATLSLSPGERATLSCRASKGVSTSGYSYLHWYQQKPGQAPR
LLIYLASYLESGVPARFSGSGSGTDFTLTISSLEPEDFAVYYCQHSRDLPLTFGGGTKVEIKRTVAAPSVFIFPPSD
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EQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQ
GLSSPVTKSENRGEC

[0159] Rl & EEEBY24.7 (x, 1gG2) I HBE-VID@L A& 2L (BY24 . 7TH) #% & )7 41 (SEQ 1D
NO:78) :

[0160]  TCTAGAGCCACCATGGAGACCGACACCCTGCTGCTGTGGGTGCTGCTCCTGTGGGTGCCTGGCTCCACA
GGCCAGGTGCAGCTCGTGCAGTCTGGCGTGGAGGTGAAGAAGCCTGGCGCCTCTGTGAAGGTGTCTTGCAAGGCTTC
CGGCTACACTTTCACTAACTACTACATGTACTGGGTGAGACAGGCTCCCGGCCAGGGCCTAGAGTGGATGGGCGGCA
TTAACCCTAGCAACGGCGGCACAAACTTCAACGAGAAGTTCAAGAACCGCGTGACCCTGACCACAGACTCTAGCACA
ACAACTGCTTACATGGAGCTGAAGTCTCTCCAGTTCGACGACACCGCTGTGTACTACTGCGCTCGGAGGGACTACAG
ATTCGACATGGGCTTCGACTACTGGGGCCAGGGCACCACTGTGACAGTGTCTACAGCCTCCACCAAGGGCCCTTCCG
TGTTCCCTCTGGCCCCTTGCTCCOGCTCCACCTCCGAGTCCACCGCCGCCCTGGGCTGCCTGGTGAAGGACTACTTC
CCTGAGCCTGTGACCGTGTCCTGGAACTCCGGCGCCCTGACCTCCGGOGTGCACACCTTCCCTGCCGTGCTGCAGTC
CTCCGGCCTGTACTCCCTGTCCTCCGTGGTGACCGTGCCTTCCTCCAACTTCGGCACCCAGACATACACATGCAACG
TGGACCACAAGCCTTCTAACACAAAGGTGGACAAGACCGTGGAGCGGAAGTGCTGCGTGGAGTGCCCACCTTGCCCC
GCTCCTCCTGTGGCCGGCCCTTCTGTGTTCCTGTTCCCACCTAAGCCAAAGGACACACTCATGATCAGCAGAACCCC
TGAGGTGACCTGCGTGGTGGTGGACGTGAGCCACGAGGACCCCGAGGTGCAGTTCAACTGGTATGTGGACGGCGTGG
AGGTGCACAACGCTAAGACCAAGCCTAGAGAAGAACAGTTCAACAGCACATTCAGAGTGGTGTCCGTGCTCACCGTG
GTGCACCAGGACTGGCTGAACGGCAAAGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCAGCCCCTATCGAAAA
AACAATCAGCAAGACCAAGGGCCAGCCTAGAGAGCCTCAGGTGTACACACTGCCTCCATCTCGGGAAGAAATGACAA
AGAACCAGGTGTCCCTCACATGCCTCGTGAAGGGCTTCTACCCATCCGACATCGCTGTGGAGTGGGAGTCTAACGGC
CAGCCOGAGAACAACTACAAGACCACCCCTCCTATGCTCGACTCCGACGGCTCTTTCTTCCTGTACTCTAAGCTGAC
CGTGGACAAGTCCAGATGGCAGCAGGGCAACGTGTTCTCTTGCAGCGTGATGCACGAGGCTCTCCACAACCACTACA
CCCAGAAGTCCCTGAGCCTGTCTCCAGGCGGCGGAGGATCTGGCGGCGGAGGCAGTGGAGGCGGCGGAAGCGCTTCC
GACACCGGCCGCCCTTTCGTGGAGATGTACTCCGAGATCCCTGAGATCATCCACATGACCGAGGGCCGCGAGCTGGT
GATCCCTTGCCGOGTGACCTCCCCTAACATCACCGTGACCCTGAAGAAGTTCCCTCTGGACACCCTGATCCCTGACG
GCAAGCGCATCATCTGGGACTCCCGCAAGGGCTTCATCATCTCCAACGCCACCTACAAGGAGATCGGCCTGCTGACC
TGCGAGGCCACCGTGAACGGCCACCTGTACAAGACCAACTACCTGACCCACCGCCAGACCAACACCTAAGTCGAC
[0161] Rl &EEBY24.7 (x, 1gG2) I HEE-VIDEL A& 2L (BY24 . TH) &L 741 (SEQ 1D
NO:79) :

[0162]  METDTLLLWVLLLWVPGSTGQVQLVQSGVEVKKPGASVKVSCKASGYTETNYYMYWVRQAPGQGLEWMG
GINPSNGGTNFNEKFKNRVTLTTDSSTTTAYMELKSLQFDDTAVYYCARRDYRFDMGFDYWGQGTTVTVSTASTKGP
SVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSNFGTQTYTC
NVDHKPSNTKVDKTVERKCCVECPPCPAPPVAGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVQFENWYVDG
VEVHNAKTKPREEQFNSTFRVVSVLTVVHQDWLNGKEYKCKVSNKGLPAPTEKT I SKTKGQPREPQVYTLPPSREEM
TKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPMLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNH
YTQKSLSLSPGGGGSGGGGSGGGGSASDTGRPFVEMYSETPET THMTEGRELVIPCRVTSPNI TVTLKKFPLDTLIP
DGKRIIWDSRKGFIISNATYKEIGLLTCEATVNGHLYKTNYLTHRQTNT

[0163]  F&ERHBY24.4 (x, 1gG4) [ 424E IV JE (BY24 . 41L) #% 7% /751 (SEQ 1D NO:80) :
[0164]  CTCGAGGCCACCATGGAGACCGACACACTCCTCCTGTGGGTGCTGCTGCTGTGGGTGCCTGGCTCCACT
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GGCGAGATCGTGCTGACACAGAGTCCTAGTTCCCTGAGCGCATCCGTCGGCGATAGGGTGACTATCACTTGTAGCGC
ACGCAGTAGCGTGTCTTACATGCACTGGTTTCAGCAGAAGCCCGGCAAGGCACCCAAGCTGTGGATCTACCGGACCA
GTAACCTCGCCTCTGGAGTGCCATCCAGGTTTAGTGGCTCCGGAAGTGGAACTTCTTACTGCCTCACAATTAATAGT
CTCCAGCCCGAGGATTTTGCAACATACTACTGTCAGCAGCGGTCTAGCTTTCCCCTGACATTCGGCGGAGGCACTAA
GGTGGAGATTAAGAGAACCGTGGCCGCCCCCAGCGTGTTCATCTTCCCTCCCAGCGACGAGCAGCTGAAGTCTGGCA
COGCCAGCGTGGTGTGCCTGCTGAACAACTTCTACCCCCGCGAGGCCAAGGTGCAGTGGAAGGTGGACAACGCCCTG
CAGAGCGGCAACAGCCAGGAGAGCGTGACCGAGCAGGACTCCAAGGACAGCACCTACAGCCTGAGCAGCACCCTGAC
CCTGAGCAAGGCCGACTACGAGAAGCACAAGGTGTACGCCTGCGAGGTGACCCACCAGGGACTGTCTAGCCCCGTGA
CCAAGAGCTTCAACCGGGGCGAGTGCTAAGAATTC

[0165]  Eh & ABY24.4 (x,1gG4) FR BT I (BY24 . 4L) & W2 /7)) (SEQ ID NO:81) :ME
TDTLLLWVLLLWVPGSTGEIVLTQSPSSLSASVGDRVTITCSARSSVSYMHWFQQKPGKAPKLWIYRTSNLASGVPS
RESGSGSGTSYCLTINSLQPEDFATYYCQQRSSFPLTFGGGTKVETKRTVAAPSVFIFPPSDEQLKSGTASVVCLLN
NEFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC
[0166]  FAEFIBY24.4 (x,1gG4) I E & -VIDAL A IV (BY24 . 4H) &R F %1 (SEQ 1D
NO:82) :

[0167]  TCTAGAGCCACCATGGAGACCGACACCCTGCTGCTGTGGGTGCTGCTCCTGTGGGTGCCTGGCTCCACA
GGCCAGGTGCAGCTGGTCCAGAGCGGAAGCGAGCTTAAGAAGCCTGGAGCATCTGTCAAGATTAGTTGTAAGGCAAG
TGGCTACACATTTACCAACTACGGAATGAATTGGGTGCGCCAGGCACCCGGACAGGGCCTCCAGTGGATGGGATGGA
TCAATACCGATAGCGGCGAGTCTACATACGCTGAGGAGTTTAAGGGCCGGTTCGTGTTCAGTCTCGATACAAGCGTG
AACACAGCTTACCTCCAAATCACTTCTCTGACTGCTGAGGACACCGGCATGTACTTTTGCGTCCGCGTCGGCTACGA
CGCACTCGATTACTGGGGACAGGGCACCCTCGTGACAGTGTCTTCCGCCTCCACCAAGGGCCCTTCOGTGTTCCCTC
TGGCOCCTTGCTCCCGCTCCACCTCCGAGTCCACCGCCGCCCTGGGCTGOCTGGTGAAGGACTACTTCCCTGAGCCT
GTGACCGTGTCCTGGAACTCCGGCGCCCTGACCTCOGGCGTGCACACCTTCCCTGCCGTGCTGCAGTCCTCCGGCCT
GTACTCCCTGTCCTCOGTGGTGACCGTGCCTTCCTCCTCCCTGGGCACCAAGACCTACACCTGCAACGTGGACCACA
AGCCTTCCAACACCAAGGTGGACAAGCGCGTGGAGTCCAAGTACGGCCCTCCTTGCCCTCCTTGCCCTGCCCCTGAG
TTCCTGGGCGGCCCTTCCGTGTTCCTGTTCCCTCCTAAGCCTAAGGACACCCTGATGATCTCCOGCACCCCTGAGGT
GACCTGCGTGGTGGTGGACGTGTCCCAGGAGGACCCTGAGGTGCAGTTCAACTGGTACGTGGACGGCGTGGAGGTGC
ACAACGCCAAGACCAAGCCTCGCGAGGAGCAGTTCAACTCCACCTACCGOGTGGTGTCCGTGCTGACCGTGCTGCAC
CAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCTTCCTCCATCGAGAAGACCAT
CTCCAAGGCCAAGGGCCAGCCTCGCGAGCCTCAGGTGTACACCCTGCCTCCTTCCCAGGAGGAGATGACCAAGAACC
AGGTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCTTCCGACATCGCOGTGGAGTGGGAGTCCAACGGCCAGCCT
GAGAACAACTACAAGACCACCCCTCCTGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCCGCCTGACCGTGGA
CAAGTCCCGCTGGCAGGAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACCACTACACCCAGA
AGTCCCTGTCCCTGTCCCTGGGCGGCGGAGGATCTGGCGGCCGAGGCAGTGGAGGCGGCGGAAGCGCTTCCGACACC
GGCCGCCCTTTCGTGGAGATGTACTCCGAGATCCCTGAGATCATCCACATGACCGAGGGCCGCGAGCTGGTGATCCC
TTGCOGCGTGACCTCCCCTAACATCACCGTGACCCTGAAGAAGTTCCCTCTGGACACCCTGATCCCTGACGGCAAGC
GCATCATCTGGGACTCCCGCAAGGGCTTCATCATCTCCAACGCCACCTACAAGGAGATCGGCCTGCTGACCTGCGAG
GCCACCGTGAACGGCCACCTGTACAAGACCAACTACCTGACCCACCGCCAGACCAACACCATCATCGACGTGGTGCT
GTCCCCTTCCCACGGCATCGAGCTGTCCGTGGGCGAGAAGCTGGTGCTGAACTGCACCGCCCGCACCGAGCTGAACG
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TGGGCATCGACTTCAACTGGGAGTACCCTTCCTCCAAGCACCAGCACAAGAAGCTGGTGAACCGCGACCTGAAGACC
CAGTCCGGCTCCGAGATGAAGAAGTTCCTGTCCACCCTGACCATCGACGGCGTGACCCGCTCCGACCAGGGCCTGTA
CACCTGCGCCGCCTCCTCCGGCCTGATGACCAAGAAGAACTCCACCTTCGTGCGCGTGCACGAGAAGTAAGTCGAC
[0168] & EEEABY24.4 (x,1gG4) B EAE-VIDREL & V.5 (BY24 . 4H) R F R F 1) (SEQ 1D
NO:83) :

[0169]1  METDTLLLWVLLLWVPGSTGQVQLVQSGSELKKPGASVKISCKASGYTFTNYGMNWVRQAPGQGLQWMG
WINTDSGESTYAEEFKGRFVFSLDTSVNTAYLQITSLTAEDTGMYFCVRVGYDALDYWGQGTLVTVSSASTKGPSVE
PLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTEPAVLQSSGLYSLSSVVTVPSSSLGTKTYTCNVD
HKPSNTKVDKRVESKYGPPCPPCPAPEFLGGPSVFLEPPKPKDTLMISRTPEVTCVVVDVSQEDPEVQENWYVDGVE
VHNAKTKPREEQFNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSTEKTTSKAKGQPREPQVY TLPPSQEEMTK
NQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSRLTVDKSRWQEGNVESCSVMHEALHNHY T
QKSLSLSLGGGGSGGGGSGGGGSASDTGRPFVEMYSETPET THMTEGRELV I PCRVTSPNITVTLKKFPLDTLIPDG
KRITWDSRKGFTISNATYKEIGLLTCEATVNGHLYKTNYLTHRQTNT I IDVVLSPSHGIELSVGEKLVLNCTARTEL
NVGIDENWEYPSSKHQHKKLVNRDLKTQSGSEMKKFLSTLTIDGVTRSDQGLYTCAASSGLMTKKNSTFVRVHEK
[0170]  Fh&EREBY24.5 (x, 1gG4) [ 424E I JE (BY24. 5L) #% 17 l& /751 (SEQ 1D NO:84) :
[0171]  CTCGAGGCCACCATGGAGACCGACACACTCCTCCTGTGGGTGCTGCTGCTGTGGGTGCCTGGCTCCACT
GGCGACATTCAGATGACCCAGTCTCCAAGCTCTCTGAGCGCTTCCGTGGGCGACCGCGTGACAATTACATGCCTCGC
ATCTCAGACCATTGGCACCTGGCTGACATGGTATCAGCAGAAGCCTGGCAAGGCCCCTAAGCTGCTGATTTACACCG
CTACCTCCCTCGCCGACGGCGTGCCATCTAGGTTCTCTGGCTCCGGCTCCGGCACAGACTTCACACTCACTATTTCT
TCCCTCCAGCCCGAGGACTTCGCCACATACTACTGCCAGCAGGTGTACTCTATCCCTTGGACTTTCGGCGGCGGCAC
TAAGGTGGAGATTAAGAGAACCGTGGCCGCCCCCAGCGTGTTCATCTTCCCTCCCAGCGACGAGCAGCTGAAGTCTG
GCACCGCCAGCGTGGTGTGCCTGCTGAACAACTTCTACCCCCGCGAGGCCAAGGTGCAGTGGAAGGTGGACAACGCC
CTGCAGAGCGGCAACAGCCAGGAGAGCGTGACCGAGCAGGACTCCAAGGACAGCACCTACAGCCTGAGCAGCACCCT
GACCCTGAGCAAGGCCGACTACGAGAAGCACAAGGTGTACGCCTGCGAGGTGACCCACCAGGGACTGTCTAGCCCCG
TGACCAAGAGCTTCAACCGGGGCGAGTGCTAAGAATTC

[0172]  Eh&EEABY24.5 (x, 1gG4) I HE T (BY24.5L) & M2 /7 %)) (SEQ ID NO:85) :ME
TDTLLLWVLLLWVPGSTGDIQMTQSPSSLSASVGDRVTITCLASQT IGTWLTWYQQKPGKAPKLLIYTATSLADGVP
SRFSGSGSGTDETLTISSLQPEDFATYYCQQVYSIPWTFGGGTKVE IKRTVAAPSVF TFPPSDEQLKSGTASVVCLL
NNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGE
C

[0173] Rl & EBY24.5 (x, 1gG4) T HEBE-VIDEL A T2 (BY24 . 5H) #% 8 )7 41 (SEQ 1D
NO:86) :

[0174]  TCTAGAGCCACCATGGAGACCGACACCCTGCTGCTGTGGGTGCTGCTCCTGTGGGTGCCTGGCTCCACA
GGCGAGGTCCAGCTCGTCGAGAGTGGAGGCGGCCTCGTGCAGCCCGGCGGAAGCCTCAGACTGTCTTGTGCTGCATC
TGGCTTCACTTTCTCTAGTTACATGATGAGTTGGGTGAGACAGGCACCAGGAAAGGGATTGGAGTGGGTCGCAACAA
TCAGTGGCGGAGGAGCAAACACATACTACCCCGATAGCGTCAAGGGACGGTTCACCATTAGTCGCGATAACGCTAAG
AACTCCCTGTACCTTCAGATGAATAGTCTCCGCGCTGAGGATACCGCCGTGTACTACTGCGCACGGCAGCTCTACTA
CTTCGATTACTGGGGCCAGGGCACCCTCGTGACAGTGTCTTCCGCCTCCACCAAGGGCCCTTCCGTGTTCCCTCTGG
CCCCTTGCTCCCGCTCCACCTCCGAGTCCACCGCCGCCCTGGGCTGCCTGGTGAAGGACTACTTCCCTGAGCCTGTG
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ACCGTGTCCTGGAACTCCGGCGCCCTGACCTCCGGCGTGCACACCTTCCCTGCCGTGCTGCAGTCCTCCGGCCTGTA
CTCCCTGTCCTCOGTGGTGACCGTGCCTTCCTCCTCCCTGGGCACCAAGACCTACACCTGCAACGTGGACCACAAGC
CTTCCAACACCAAGGTGGACAAGCGCGTGGAGTCCAAGTACGGCCCTCCTTGCCCTCCTTGCCCTGCCCCTGAGTTC
CTGGGOGGCCCTTCCGTGTTCCTGTTCCCTCCTAAGCCTAAGGACACCCTGATGATCTCCCGCACCCCTGAGGTGAC
CTGCGTGGTGGTGGACGTGTCCCAGGAGGACCCTGAGGTGCAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACA
ACGCCAAGACCAAGCCTCGCGAGGAGCAGTTCAACTCCACCTACCGCGTGGTGTCCGTGCTGACCGTGCTGCACCAG
GACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCTTCCTCCATCGAGAAGACCATCTC
CAAGGCCAAGGGCCAGCCTCGCGAGCCTCAGGTGTACACCCTGCCTCCTTCCCAGGAGGAGATGACCAAGAACCAGG
TGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCTTCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCTGAG
AACAACTACAAGACCACCCCTCCTGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCCGCCTGACCGTGGACAA
GTCCCGCTGGCAGGAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACCACTACACCCAGAAGT
CCCTGTCCCTGTCCCTGGGOGGCGGAGGATCTGGCGGCGGAGGCAGTGGAGGCGGCGGAAGCGCTTCCGACACCGGC
CGCCCTTTCGTGGAGATGTACTCCGAGATCCCTGAGATCATCCACATGACCGAGGGCCGCGAGCTGGTGATCCCTTG
CCGCGTGACCTCCCCTAACATCACCGTGACCCTGAAGAAGTTCCCTCTGGACACCCTGATCCCTGACGGCAAGCGCA
TCATCTGGGACTCCCGCAAGGGCTTCATCATCTCCAACGCCACCTACAAGGAGATCGGCCTGCTGACCTGCGAGGCC
ACCGTGAACGGCCACCTGTACAAGACCAACTACCTGACCCACCGCCAGACCAACACCATCATCGACGTGGTGCTGTC
CCCTTCCCACGGCATCGAGCTGTCCGTGGGCGAGAAGCTGGTGCTGAACTGCACCGCCCGCACCGAGCTGAACGTGG
GCATCGACTTCAACTGGGAGTACCCTTCCTCCAAGCACCAGCACAAGAAGCTGGTGAACCGCGACCTGAAGACCCAG
TCCGGCTCCGAGATGAAGAAGTTCCTGTCCACCCTGACCATCGACGGCGTGACCCGCTCCGACCAGGGCCTGTACAC
CTGCGCCGOCTCCTCCGGCCTGATGACCAAGAAGAACTCCACCTTCGTGOGCGTGCACGAGAAGTAAGTCGAC
[0175] Rl & EEEBY24.5 (x, 1gG4) T EBE-VIDAL A T2 (BY24 . 5H) &L 741 (SEQ 1D
NO:87) :

[0176]  METDTLLLWVLLLWVPGSTGEVQLVESGGGLVQPGGSLRLSCAASGFTFSSYMMSWVRQAPGKGLEWVA
TISGGGANTYYPDSVKGRFTISRDNAKNSLYLQMNSLRAEDTAVYYCARQLYYFDYWGQGTLVTVSSASTKGPSVFP
LAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTKTYTCNVDH
KPSNTKVDKRVESKYGPPCPPCPAPEFLGGPSVFLEPPKPKDTLMISRTPEVTCVVVDVSQEDPEVQENWYVDGVEV
HNAKTKPREEQENSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSTEKTISKAKGQPREPQVYTLPPSQEEMTKN
QVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSRLTVDKSRWQEGNVESCSVMHEALHNHYTQ
KSLSLSLGGGGSGGGGSGGGGSASDTGRPFVEMYSEIPET THMTEGRELVIPCRVTSPNITVTLKKFPLDTLIPDGK
RITIWDSRKGFIISNATYKEIGLLTCEATVNGHLYKTNYLTHRQTNTIIDVVLSPSHGIELSVGEKLVLNCTARTELN
VGIDFNWEYPSSKHQHKKLVNRDLKTQSGSEMKKFLSTLTIDGVTRSDQGLYTCAASSGLMTKKNSTFVRVHEK
[0177]  Rh&EREHBY24.6 (x, 1gG2) [ 424E I HE (BY24.6L) #% 7% /751 (SEQ 1D NO:88) :
[0178]  CTCGAGGCCACCATGGAGACCGACACACTCCTCCTGTGGGTGCTGCTGCTGTGGGTGCCTGGCTCCACT
GGCAATATTCAGATGACCCAGAGTCCTAGTAGCCTGAGCGCATCCGTCGGCGACCGCGTGACCATTACATGTAAGGC
CGGACAGAACGTGAATAATTACCTCGCTTGGTATCAGCAGAAGCCAGGCAAGGCTCCAAAGGTGCTCATCTTCAATG
CTAACAGTCTCCAGACTGGCGTCCCTTCCCGGTTTAGTGGAAGTGGATCTGGCACCGATTTCACACTCACTATCAGT
TCTTTGCAACCCGAGGATTTTGCCACATACTACTGTCAGCAGTACAATAGCTGGACAACTTTCGGCGGAGGAACTAA
GGTGGAGATTAAGAGAACCGTGGCCGCCCCCAGCGTGTTCATCTTCCCTCCCAGCGACGAGCAGCTGAAGTCTGGCA
CCGCCAGCGTGGTGTGCCTGCTGAACAACTTCTACCCCCGCGAGGCCAAGGTGCAGTGGAAGGTGGACAACGCCCTG
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CAGAGCGGCAACAGCCAGGAGAGCGTGACCGAGCAGGACTCCAAGGACAGCACCTACAGCCTGAGCAGCACCCTGAC
CCTGAGCAAGGCCGACTACGAGAAGCACAAGGTGTACGCCTGCGAGGTGACCCACCAGGGACTGTCTAGCCCCGTGA
CCAAGAGCTTCAACCGGGGCGAGTGCTAAGAATTC

[0179]  Eh & ABY24.6 (x,1gG2) B 3 (BY24 . 6L) & &ML /741 (SEQ ID NO:89) :ME
TDTLLLWVLLLWVPGSTGNIQMTQSPSSLSASVGDRVTITCKAGQNVNNYLAWYQQKPGKAPKVLIFNANSLQTGVP
SRFSGSGSGTDFTLTISSLQPEDFATYYCQQYNSWITFGGGTKVEIKRTVAAPSVFTFPPSDEQLKSGTASVVCLLN
NFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC
[0180] Fh&EEEABY24.6 (x,1gG2) A EAE-VIDREL & V.5 (BY24 . 6H) % HERF 41 (SEQ 1D
NO:90) :

[0181]  TCTAGAGCCACCATGGAGACCGACACCCTGCTGCTGTGGGTGCTGCTCCTGTGGGTGCCTGGCTCCACA
GGCCAGGTCACACTCAAGGAGTCCGGCCCAGCTCTCGTGAAGCCTACACAGACCCTCACTCTCACCTGTACATTCAG
CGGATTTAGCCTGAGCACTTCTGGAACATGCGTGTCTTGGATTCGGCAGCCACCCGGAAAGGCACTCGAATGGCTCG
CAACCATCTGTTGGGAGGACAGTAAGGGCTACAATCCATCTCTGAAGTCTAGGCTGACAATTAGTAAGGACACCTCC
AAGAATCAGGCCGTGCTGACTATGACTAATATGGACCCCGTCGATACCGCCACATACTACTGCGCTAGACGCGAGGA
TAGTGGCTACTTTTGGTTTCCTTACTGGGGCCAGGGAACCCTCGTGACAGTGTCTTCCGCCTCCACCAAGGGCCCTT
CCGTGTTCCCTCTGGCCCCTTGCTCCOGCTCCACCTCCGAGTCCACCGCCGCCCTGGGCTGCCTGGTGAAGGACTAC
TTCCCTGAGCCTGTGACCGTGTCCTGGAACTCCGGCGCCCTGACCTCCGGCGTGCACACCTTCCCTGCCGTGCTGCA
GTCCTCCGGCCTGTACTCCCTGTCCTCCGTGGTGACCGTGCCTTCCTCCTCCCTGGGCACCAAGACCTACACCTGCA
ACGTGGACCACAAGCCTTCCAACACCAAGGTGGACAAGCGCGTGGAGTCCAAGTACGGCCCTCCTTGCCCTCCTTGC
CCTGCCCCTGAGTTCCTGGGCGGCCCTTCCGTGTTCCTGTTCCCTCCTAAGCCTAAGGACACCCTGATGATCTCCCG
CACCCCTGAGGTGACCTGCGTGGTGGTGGACGTGTCCCAGGAGGACCCTGAGGTGCAGTTCAACTGGTACGTGGACG
GCGTGGAGGTGCACAACGCCAAGACCAAGCCTCGCGAGGAGCAGTTCAACTCCACCTACCGCGTGGTGTCCGTGCTG
ACCGTGCTGCACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCTTCCTCCAT
CGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCTCGCGAGCCTCAGGTGTACACCCTGCCTCCTTCCCAGGAGGAGA
TGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCTTCCGACATCGCCGTGGAGTGGGAGTCC
AACGGCCAGCCTGAGAACAACTACAAGACCACCCCTCCTGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCCG
CCTGACCGTGGACAAGTCCOGCTGGCAGGAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACC
ACTACACCCAGAAGTCCCTGTCCCTGTCCCTGGGCGGOGGAGGATCTGGCGGCGGAGGCAGTGGAGGCGGCGGAAGC
GCTTCCGACACCGGCCGCCCTTTCGTGGAGATGTACTCCGAGATCCCTGAGATCATCCACATGACCGAGGGCCGCGA
GCTGGTGATCCCTTGCCGCGTGACCTCCCCTAACATCACCGTGACCCTGAAGAAGTTCCCTCTGGACACCCTGATCC
CTGACGGCAAGCGCATCATCTGGGACTCCCGCAAGGGCTTCATCATCTCCAACGCCACCTACAAGGAGATCGGCCTG
CTGACCTGCGAGGCCACCGTGAACGGCCACCTGTACAAGACCAACTACCTGACCCACCGCCAGACCAACACCATCAT
CGACGTGGTGCTGTCCCCTTCCCACGGCATCGAGCTGTCCGTGGGCGAGAAGCTGGTGCTGAACTGCACCGCCCGCA
CCGAGCTGAACGTGGGCATCGACTTCAACTGGGAGTACCCTTCCTCCAAGCACCAGCACAAGAAGCTGGTGAACCGC
GACCTGAAGACCCAGTCCGGCTCCGAGATGAAGAAGTTCCTGTCCACCCTGACCATCGACGGCGTGACCCGCTCCGA
CCAGGGCCTGTACACCTGCGCCGCCTCCTCOGGCCTGATGACCAAGAAGAACTCCACCTTCGTGCGCGTGCACGAGA
AGTAAGTCGAC

[0182] Fh&EEEABY24.6 (x,1gG2) A EAE-VIDREL & V.5 (BY24 . 6H) KR F 41 (SEQ 1D
NO:91) :
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[0183]  METDTLLLWVLLLWVPGSTGQVTLKESGPALVKPTQTLTLTCTFSGFSLSTSGTCVSWIRQPPGKALEW
LATICWEDSKGYNPSLKSRLTISKDTSKNQAVLTMTNMDPVDTATYYCARREDSGYFWFPYWGQGTLVTVSSASTKG
PSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTKTYT
CNVDHKPSNTKVDKRVESKYGPPCPPCPAPEFLGGPSVFLEPPKPKDTLMISRTPEVTCVVVDVSQEDPEVQENWYV
DGVEVHNAKTKPREEQENSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSTEKTISKAKGQPREPQVYTLPPSQE
EMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSRLTVDKSRWQEGNVFSCSVMHEALH
NHYTQKSLSLSLGGGGSGGGGSGGGGSASDTGRPEFVEMYSETIPET THMTEGRELVIPCRVTSPNITVTLKKFPLDTL
IPDGKRIIWDSRKGFIISNATYKEIGLLTCEATVNGHLYKTNYLTHRQTNT I IDVVLSPSHGIELSVGEKLVLNCTA
RTELNVGIDFNWEYPSSKHQHKKLVNRDLKTQSGSEMKKFLSTLTIDGVTRSDQGLYTCAASSGLMTKKNSTFVRVH
EK

[0184]  Fh&EREBY24.8 (x, 1gG4) [ 424 AL (BY24.8L) #% 17 l& /751 (SEQ 1D NO:92) :
[0185]  CTCGAGGCCACCATGGAGACCGACACACTCCTCCTGTGGGTGCTGCTGCTGTGGGTGCCTGGCTCCACT
GGCGACATCGTGATGACCCAGAGTCCTGATAGTCTGGCCGTGTCCCTCGGCGAGCGCGCAACAATCAATTGCAAGGC
ATCTCAGTCCGTTTCCAACGATGTCGCATGGTATCAGCAGAAGCCTGGACAGCCACCTAAGCTGCTCATTAACTACG
CCTTCCACAGATTCACTGGCGTGCCCGATCGGTTTTCCGGAAGTGGATACGGAACCGACTTTACACTGACTATTAGT
TCTCTACAAGCTGAGGACGTCGCTGTGTACTACTGTCACCAGGCTTACTCTAGCCCATACACATTTGGAGGCGGCAC
TAAGGTGGAGATTAAGAGAACCGTGGCCGCCCCCAGCGTGTTCATCTTCCCTCCCAGCGACGAGCAGCTGAAGTCTG
GCACCGCCAGCGTGGTGTGCCTGCTGAACAACTTCTACCCCCGCGAGGCCAAGGTGCAGTGGAAGGTGGACAACGCC
CTGCAGAGCGGCAACAGCCAGGAGAGCGTGACCGAGCAGGACTCCAAGGACAGCACCTACAGCCTGAGCAGCACCCT
GACCCTGAGCAAGGCCGACTACGAGAAGCACAAGGTGTACGCCTGCGAGGTGACCCACCAGGGACTGTCTAGCCCCG
TGACCAAGAGCTTCAACCGGGGCGAGTGCTAAGAATTC

[0186]  Fl&ERHBY24.8 (x, 1gG4) [ 424 AL (BY24. 8L) &ML /741 (SEQ 1D NO:93) :
[0187]  METDTLLLWVLLLWVPGSTGDIVMTQSPDSLAVSLGERATINCKASQSVSNDVAWYQQKPGQPPKLLIN
YAFHRFTGVPDRFSGSGYGTDFTLTISSLQAEDVAVYYCHQAYSSPYTFGGGTKVEIKRTVAAPSVF IFPPSDEQLK
SGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSS
PVTKSENRGEC

[0188] Ml & EEIBY24.8 (x, 1gG4) T H BE-VIDAL A 2L (BY24 . 8H) #% & )7 41 (SEQ 1D
NO:94) :

[0189]  TCTAGAGCCACCATGGAGACCGACACCCTGCTGCTGTGGGTGCTGCTCCTGTGGGTGCCTGGCTCCACA
GGCCAGGTCCAGCTCCAGGAGAGCGGACCTGGCCTCGTGAAGCCTAGCGAGACTCTGTCTCTGACATGTACAGTGTC
CGGCTTTAGCCTCACTTCTTACGGCGTGCACTGGATTCGCCAGCCACCCGGAAAGGGATTGGAATGGCTCGGCGTCA
TTTGGGCCGGAGGCAGCACTAACTACAACCCATCTCTCAAGTCTAGGCTCACAATCAGCAAGGATAATAGTAAGAGT
CAGGTGTCCCTGAAGATGAGTTCCGTCACCGCTGCCGATACCGCTGTGTACTACTGCGCACGCGCATACGGCAATTA
CTGGTACATCGACGTGTGGGGACAGGGCACCCTCGTGACAGTGTCTTCCGCCTCCACCAAGGGCCCTTCCGTGTTCC
CTCTGGCCCCTTGCTCCCGCTCCACCTCCGAGTCCACCGCCGCCCTGGGCTGCCTGGTGAAGGACTACTTCCCTGAG
CCTGTGACCGTGTCCTGGAACTCCGGCGCCCTGACCTCCGGCGTGCACACCTTCCCTGCCGTGCTGCAGTCCTCCGG
CCTGTACTCCCTGTCCTCCGTGGTGACCGTGCCTTCCTCCTCCCTGGGCACCAAGACCTACACCTGCAACGTGGACC
ACAAGCCTTCCAACACCAAGGTGGACAAGCGCGTGGAGTCCAAGTACGGCCCTCCTTGCCCTCCTTGCCCTGCCCCT
GAGTTCCTGGGCGGCCCTTCCGTGTTCCTGTTCCCTCCTAAGCCTAAGGACACCCTGATGATCTCCCGCACCCCTGA
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GGTGACCTGCGTGGTGGTGGACGTGTCCCAGGAGGACCCTGAGGTGCAGTTCAACTGGTACGTGGACGGCGTGGAGG
TGCACAACGCCAAGACCAAGCCTCGCGAGGAGCAGTTCAACTCCACCTACCGCGTGGTGTCOGTGCTGACCGTGCTG
CACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCTTCCTCCATCGAGAAGAC
CATCTCCAAGGCCAAGGGCCAGCCTCGCGAGCCTCAGGTGTACACCCTGCCTCCTTCCCAGGAGGAGATGACCAAGA
ACCAGGTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCTTCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAG
CCTGAGAACAACTACAAGACCACCCCTCCTGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCCGCCTGACCGT
GGACAAGTCCCGCTGGCAGGAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACCACTACACCC
AGAAGTCCCTGTCCCTGTCCCTGGGCGGCGGAGGATCTGGCGGCGGAGGCAGTGGAGGCGGCGGAAGCGCTTCCGAC
ACCGGCCGCCCTTTCGTGGAGATGTACTCCGAGATCCCTGAGATCATCCACATGACCGAGGGCCGCGAGCTGGTGAT
CCCTTGCCGCGTGACCTCCOCTAACATCACCGTGACCCTGAAGAAGTTCCCTCTGGACACCCTGATCCCTGACGGCA
AGCGCATCATCTGGGACTCCCGCAAGGGCTTCATCATCTCCAACGCCACCTACAAGGAGATCGGCCTGCTGACCTGC
GAGGCCACCGTGAACGGCCACCTGTACAAGACCAACTACCTGACCCACCGCCAGACCAACACCATCATCGACGTGGT
GCTGTCCCCTTCCCACGGCATCGAGCTGTCOGTGGGCGAGAAGCTGGTGCTGAACTGCACCGCCCGCACCGAGCTGA
ACGTGGGCATCGACTTCAACTGGGAGTACCCTTCCTCCAAGCACCAGCACAAGAAGCTGGTGAACCGCGACCTGAAG
ACCCAGTCCGGCTCCGAGATGAAGAAGTTCCTGTCCACCCTGACCATCGACGGCGTGACCCGCTCCGACCAGGGCCT
GTACACCTGCGCCGCCTCCTCCGGCCTGATGACCAAGAAGAACTCCACCTTCGTGCGCGTGCACGAGAAGTAAGTCG
AC

[0190] Fh&EEEABY24.8 (x,1gG4) A EAE-VIDRL & V.5 (BY24 . 8H) @ KR F %1 (SEQ 1D
NO:95) :

[0191]  METDTLLLWVLLLWVPGSTGQVQLQESGPGLVKPSETLSLTCTVSGFSLTSYGVHWIRQPPGKGLEWLG
VIWAGGSTNYNPSLKSRLTISKDNSKSQVSLKMSSVTAADTAVYYCARAYGNYWY IDVWGQGTLVTVSSASTKGPSV
FPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTKTYTCNV
DHKPSNTKVDKRVESKYGPPCPPCPAPEFLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSQEDPEVQENWY VDGV
EVHNAKTKPREEQFNSTYRVVSVL TVLHQDWLNGKEYKCKVSNKGLPSSTEKTISKAKGQPREPQVYTLPPSQEEMT
KNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSRLTVDKSRWQEGNVFSCSVMHEALHNHY
TQKSLSLSLGGGGSGGGGSGGGGSASDTGRPFVEMYSETPET THMTEGRELVIPCRVTSPNITVTLKKFPLDTLIPD
GKRITWDSRKGFIISNATYKEIGLLTCEATVNGHLYKTNYLTHRQTNTI IDVVLSPSHGIELSVGEKLVLNCTARTE
LNVGIDFNWEYPSSKHQHKKLVNRDLKTQSGSEMKKFLSTLTIDGVTRSDQGLYTCAASSGLMTKKNSTFVRVHEK
[0192]  Fh&EREABY24.9 (x, TgG4) f424E IV JE (BY24.9L) #% 17 l& /751 (SEQ 1D NO:96) :
[0193]  CTCGAGGCCACCATGGAGACCGACACACTCCTCCTGTGGGTGCTGCTGCTGTGGGTGCCTGGCTCCACT
GGCGATATTCAGATGACACAGTCCCCAAGTTCCCTGAGCGCCTCCGTCGGAGACCGGGTCACCATTACTTGTCGCGC
TTCTCAGAGCGTGAGTAATTACCTCGATTGGTATCAGCAGAAGCCAGGAAAGGCTCCTAAGCTGCTCATCTACGACG
CATCCACCCGCGCAACAGGCGTGCCTAGCCGGTTTAGCGGATCTGGAAGTGGCACTGATTTCACACTCACAATCTCT
AGTCTGCAACCCGAGGACTTTGCTACATACTACTGTCAGCAGAACATGCAGCTGCCACTGACATTCGGCCAGGGAAC
TAAGGTGGAGATTAAGAGAACCGTGGCCGCCCCCAGCGTGTTCATCTTCCCTCCCAGCGACGAGCAGCTGAAGTCTG
GCACCGCCAGCGTGGTGTGCCTGCTGAACAACTTCTACCCCCGCGAGGCCAAGGTGCAGTGGAAGGTGGACAACGCC
CTGCAGAGCGGCAACAGCCAGGAGAGCGTGACCGAGCAGGACTCCAAGGACAGCACCTACAGCCTGAGCAGCACCCT
GACCCTGAGCAAGGCCGACTACGAGAAGCACAAGGTGTACGCCTGCGAGGTGACCCACCAGGGACTGTCTAGCCCCG
TGACCAAGAGCTTCAACCGGGGCGAGTGCTAAGAATTC
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[0194]  Fh&EREABY24.9 (x, TgG4) [ 424E IV JE (BY24.9L) &1L /751 (SEQ 1D NO:97) :
[0195]  METDTLLLWVLLLWVPGSTGDIQMTQSPSSLSASVGDRVTITCRASQSVSNYLDWYQQKPGKAPKLLIY
DASTRATGVPSRFSGSGSGTDFTLTISSLQPEDFATYYCQQNMQLPLTFGQGTKVEIKRTVAAPSVFIFPPSDEQLK
SGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSS
PVTKSENRGEC

[0196]  Rl&EEEBY24.9 (x, 1gG4) I HEBE-VIDEL A 2L (BY24 . 9H) #% & )7 41 (SEQ 1D
NO:98) :

[0197]  TCTAGAGCCACCATGGAGACCGACACCCTGCTGCTGTGGGTGCTGCTCCTGTGGGTGCCTGGCTCCACA
GGCGTGCAGCTCGTCGAGTCCGGCGGAGGCGTGGTCCAGCCAGGACGCAGTCTGCGCCTGGATTGTAAGGCAAGCGG
CATCACCTTTAGTAACTACGGTATGCACTGGGTGAGACAGGCTCCCGGAAAGGGCCTAGAATGGGTGGCCGTCATTT
GGTACGACTCTTCTAGGAAGTACTACGCCGATAGTGTCAAGGGACGGTTCACAATCTCTCGCGATAATAGCAAGAAT
ACACTGTTTTTGCAAATGAACTCCCTCAGAGCTGAGGATACCGCTGTGTACTACTGCGCAACCAACAATGATTACTG
GGGACAGGGCACCCTCGTGACAGTGTCTTCCGCCTCCACCAAGGGCCCTTCCGTGTTCCCTCTGGCCCCTTGCTCCC
GCTCCACCTCCGAGTCCACCGCCGCCCTGGGCTGCCTGGTGAAGGACTACTTCCCTGAGCCTGTGACCGTGTCCTGG
AACTCCGGCGCCCTGACCTCOGGCGTGCACACCTTCCCTGCOGTGCTGCAGTCCTCCGGCCTGTACTCCCTGTCCTC
CGTGGTGACCGTGCCTTCCTCCTCCCTGGGCACCAAGACCTACACCTGCAACGTGGACCACAAGCCTTCCAACACCA
AGGTGGACAAGCGCGTGGAGTCCAAGTACGGCCCTCCTTGCCCTCCTTGCCCTGCCCCTGAGTTCCTGGGCGGCCCT
TCCGTGTTCCTGTTCCCTCCTAAGCCTAAGGACACCCTGATGATCTCCCGCACCCCTGAGGTGACCTGCGTGGTGGT
GGACGTGTCCCAGGAGGACCCTGAGGTGCAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAACGCCAAGACCA
AGCCTCGCGAGGAGCAGTTCAACTCCACCTACCGCGTGGTGTCCGTGCTGACCGTGCTGCACCAGGACTGGCTGAAC
GGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCTTCCTCCATCGAGAAGACCATCTCCAAGGCCAAGGG
CCAGCCTCGCGAGCCTCAGGTGTACACCCTGCCTCCTTCCCAGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCT
GCCTGGTGAAGGGCTTCTACCCTTCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAGCCTGAGAACAACTACAAG
ACCACCCCTCCTGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCCGCCTGACCGTGGACAAGTCCCGCTGGCA
GGAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACCACTACACCCAGAAGTCCCTGTCCCTGT
CCCTGGGCGGCGGAGGATCTGGCGGCCGAGGCAGTGGAGGCGGCGGAAGCGCTTCCGACACCGGCCGCCCTTTCGTG
GAGATGTACTCCGAGATCCCTGAGATCATCCACATGACCGAGGGCCGCGAGCTGGTGATCCCTTGCCGCGTGACCTC
CCCTAACATCACCGTGACCCTGAAGAAGTTCCCTCTGGACACCCTGATCCCTGACGGCAAGCGCATCATCTGGGACT
CCCGCAAGGGCTTCATCATCTCCAACGCCACCTACAAGGAGATCGGCCTGCTGACCTGCGAGGCCACCGTGAACGGC
CACCTGTACAAGACCAACTACCTGACCCACCGCCAGACCAACACCATCATCGACGTGGTGCTGTCCCCTTCCCACGG
CATCGAGCTGTCOGTGGGCGAGAAGCTGGTGCTGAACTGCACCGCCCGCACCGAGCTGAACGTGGGCATCGACTTCA
ACTGGGAGTACCCTTCCTCCAAGCACCAGCACAAGAAGCTGGTGAACCGCGACCTGAAGACCCAGTCCGGCTCCGAG
ATGAAGAAGTTCCTGTCCACCCTGACCATCGACGGCGTGACCCGCTCCGACCAGGGCCTGTACACCTGCGCCGCCTC
CTCCGGCCTGATGACCAAGAAGAACTCCACCTTCGTGCGCGTGCACGAGAAGTAAGTCGAC

[0198] fh&EEEABY24.9 (x,1gG4) A EAE-VIDREL A& V.5 (BY24 . 9H) R R MR 541 (SEQ 1D
N0:99) :

[0199]  METDTLLLWVLLLWVPGSTGVQLVESGGGVVQPGRSLRLDCKASGITFSNYGMHWVRQAPGKGLEWVAV
IWYDSSRKYYADSVKGRFTISRDNSKNTLFLQMNSLRAEDTAVYYCATNNDYWGQGTLVTVSSASTKGPSVFPLAPC
SRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTKTYTCNVDHKPSN
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TKVDKRVESKYGPPCPPCPAPEFLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSQEDPEVQFNWYVDGVEVHNAK
TKPREEQFNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSTEKTISKAKGQPREPQVYTLPPSQEEMTKNQVSL
TCLVKGEYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSRLTVDKSRWQEGNVESCSVMHEALHNHY TQKSLS
LSLGGGGSGGGGSGGGGSASDTGRPEVEMYSETPET THMTEGRELVIPCRVTSPNITVTLKKFPLDTLIPDGKRI IW
DSRKGFIISNATYKEIGLLTCEATVNGHLYKTNYLTHRQTNTI IDVVLSPSHGIELSVGEKLVLNCTARTELNVGID
FNWEYPSSKHQHKKLVNRDLKTQSGSEMKKFLSTLTIDGVTRSDQGLYTCAASSGLMTKKNSTFVRVHEK

[0200]  FhAEREABY24.10 (x, 1gG4) HI4E VI (BY24. 10L) &R 741 (SEQ ID NO:100) -
[0201]  CTCGAGGCCACCATGGAGACCGACACACTCCTCCTGTGGGTGCTGCTGCTGTGGGTGCCTGGCTCCACT
GGCCTCAGTTACGTCCTCACACAGCCTCCATCCGTGTCTGTGAGTCCCGGACAGACCGCAAGAATCACATGTAGCGG
CGACGCACTGCCTAAGCAGTACGCTTACTGGTATCAGCAGAAGCCAGGACAGGCACCTGTGCTGGTGATCTACAAGG
ATAGCGAGCGCCCAAGTGGCATTCCCGAGAGATTTAGTGGCTCTTCTAGTGGAACAACCGTCACCCTGACTATTTCC
GGCGTGCAGGCCGAGGATGAGGCCGATTACTACTGTCAGTCTGCTGACTCTAGCGGAACATACGTCGTGTTTGGAGG
CGGAACTAAGGTGGAGATTAAGAGAACCGTGGCCGCCCCCAGCGTGTTCATCTTCCCTCCCAGCGACGAGCAGCTGA
AGTCTGGCACCGCCAGCGTGGTGTGCCTGCTGAACAACTTCTACCCCCGCGAGGCCAAGGTGCAGTGGAAGGTGGAC
AACGCCCTGCAGAGCGGCAACAGCCAGGAGAGCGTGACCGAGCAGGACTCCAAGGACAGCACCTACAGCCTGAGCAG
CACCCTGACCCTGAGCAAGGCCGACTACGAGAAGCACAAGGTGTACGCCTGCGAGGTGACCCACCAGGGACTGTCTA
GCCCCGTGACCAAGAGCTTCAACCGGGGCGAGTGCTAAGAATTC

[0202]  Eh&EEEBY24.10 (x, TgG4) HI% a5 3t (BY24. 10L) & IR F %1 (SEQ ID NO:101) :
METDTLLLWVLLLWVPGSTGLSYVLTQPPSVSVSPGQTARITCSGDALPKQYAYWYQQKPGQAPVLVIYKDSERPSG
IPERFSGSSSGTTVTLTISGVQAEDEADYYCQSADSSGTYVVFGGGTKVETKRTVAAPSVFIFPPSDEQLKSGTASV
VCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSF
NRGEC

[0203] &R FABY24.10 (x, 1gG4) f) B 4% -VIDRE & W 3L (BY24 . 10H) 2% H& £ 41 (SEQ 1D
NO:102) :

[0204]  TCTAGAGCCACCATGGAGACCGACACCCTGCTGCTGTGGGTGCTGCTCCTGTGGGTGCCTGGCTCCACA
GGCGACCTCGTGCAGTCCGGCGCOGAGGTGAAGAAGCCCGGCGCATCCGTCAAGGTGTCTTGCAAGGCAAGTGGCTA
CACTTTCACCAGTTACGGAATCAGTTGGGTCAGACAGGCACCTGGCCAGGGCCTGGAGTGGATGGGCTGGATTAGCG
CTTACAACGGAAACACCAATTACGCTCAGAAGCTCCAGGGTCGGGTGACTATGACAACCGACACATCTACCAGCACC
GCATACATGGAGCTGCGTAGTCTGAGATCCGACGATACCGCCGTGTACTACTGTGCTCGCGGCAGAGGATACTCCTA
CGGAATTGATGCATTCGATATTTGGGGACAGGGAACCCTCGTGACAGTGTCTTCCGCCTCCACCAAGGGCCCTTCCG
TGTTCCCTCTGGCCCCTTGCTCCOGCTCCACCTCCGAGTCCACCGCCGCCCTGGGCTGCCTGGTGAAGGACTACTTC
CCTGAGCCTGTGACCGTGTCCTGGAACTCCGGCGCCCTGACCTCCGGOGTGCACACCTTCCCTGCCGTGCTGCAGTC
CTCCGGCCTGTACTCCCTGTCCTCCGTGGTGACCGTGCCTTCCTCCTCCCTGGGCACCAAGACCTACACCTGCAACG
TGGACCACAAGCCTTCCAACACCAAGGTGGACAAGCGCGTGGAGTCCAAGTACGGCCCTCCTTGCCCTCCTTGCCCT
GCCCCTGAGTTCCTGGGCGGCCCTTCOGTGTTCCTGTTCCCTCCTAAGCCTAAGGACACCCTGATGATCTCCOGCAC
CCCTGAGGTGACCTGCGTGGTGGTGGACGTGTCCCAGGAGGACCCTGAGGTGCAGTTCAACTGGTACGTGGACGGCG
TGGAGGTGCACAACGCCAAGACCAAGCCTCGCGAGGAGCAGTTCAACTCCACCTACCGCGTGGTGTCCGTGCTGACC
GTGCTGCACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCTTCCTCCATCGA
GAAGACCATCTCCAAGGCCAAGGGCCAGCCTCGCGAGCCTCAGGTGTACACCCTGCCTCCTTCCCAGGAGGAGATGA
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CCAAGAACCAGGTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCTTCCGACATCGCCGTGGAGTGGGAGTCCAAC
GGCCAGCCTGAGAACAACTACAAGACCACCCCTCCTGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCOGCCT
GACCGTGGACAAGTCCCGCTGGCAGGAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACCACT
ACACCCAGAAGTCCCTGTCCCTGTCCCTGGGCGGCGGAGGATCTGGCGGCGGAGGCAGTGGAGGCGGCGGAAGCGCT
TCCGACACCGGCCGCCCTTTCGTGGAGATGTACTCCGAGATCCCTGAGATCATCCACATGACCGAGGGCCGCGAGCT
GGTGATCCCTTGCCGCGTGACCTCCCCTAACATCACCGTGACCCTGAAGAAGTTCCCTCTGGACACCCTGATCCCTG
ACGGCAAGCGCATCATCTGGGACTCCCGCAAGGGCTTCATCATCTCCAACGCCACCTACAAGGAGATCGGCCTGCTG
ACCTGCGAGGCCACCGTGAACGGCCACCTGTACAAGACCAACTACCTGACCCACCGCCAGACCAACACCATCATCGA
CGTGGTGCTGTCCCCTTCCCACGGCATCGAGCTGTCCGTGGGCGAGAAGCTGGTGCTGAACTGCACCGCCCGCACCG
AGCTGAACGTGGGCATCGACTTCAACTGGGAGTACCCTTCCTCCAAGCACCAGCACAAGAAGCTGGTGAACCGCGAC
CTGAAGACCCAGTCCGGCTCCGAGATGAAGAAGTTCCTGTCCACCCTGACCATCGACGGCGTGACCCGCTCCGACCA
GGGCCTGTACACCTGCGCCGCCTCCTCCGGCCTGATGACCAAGAAGAACTCCACCTTCGTGOGCGTGCACGAGAAGT
AAGTCGAC

[0205] &R FBY24.10 (x, 1gG4) i) B 4% -VIDRE & W 3L (BY24 . 10H) 24 Jlz £ 41 (SEQ 1D
NO:103) :

[0206]  METDTLLLWVLLLWVPGSTGDLVQSGAEVKKPGASVKVSCKASGYTFTSYGISWVRQAPGQGLEWMGWI
SAYNGNTNYAQKLQGRVTMTTDTSTSTAYMELRSLRSDDTAVYYCARGRGYSYGIDAFDIWGQGTLVTVSSASTKGP
SVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTKTYTC
NVDHKPSNTKVDKRVESKYGPPCPPCPAPEFLGGPSVFLEPPKPKDTLMISRTPEVTCVVVDVSQEDPEVQENWYVD
GVEVHNAKTKPREEQENSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSTEKTTSKAKGQPREPQVYTLPPSQEE
MTKNQVSLTCLVKGFYPSDTAVEWESNGQPENNYKTTPPVLDSDGSFFLYSRLTVDKSRWQEGNVESCSVMHEALHN
HYTQKSLSLSLGGGGSGGGGSGGGGSASDTGRPEVEMYSETPET THMTEGRELY IPCRVTSPNI TVTLKKFPLDTLI
PDGKRITWDSRKGFT ISNATYKEIGLLTCEATVNGHLYKTNYLTHRQTNT I IDVVLSPSHGIELSVGEKLVLNCTAR
TELNVGIDFNWEYPSSKHQHKKLVNRDLKTQSGSEMKKFLSTLTIDGVTRSDQGLYTCAASSGLMTKKNSTFVRVHE
K

[0207]  EHAEREBY24.11 (x, 1gG4) L BETEE (BY24. 11L) B FER 741 (SEQ 1D NO:104) :
[0208]  CTCGAGGCCACCATGGAGACCGACACACTCCTCCTGTGGGTGCTGCTGCTGTGGGTGCCTGGCTCCACT
GGCGATGTCGTCATGACCCAGTCCCCTCTGTCTCTGCCCGTCACACTGGGACAGCCCGCATCCATTAGTTGTAGGTC
TAGCCAGAGCATTGTGCACAGTAACGGCAATACATACCTGGAGTGGTATCTTCAAAAGCCTGGCCAGTCTCCTCAGC
TGCTGATCTACAAGGTGAGTAATCGCTTTAGCGGCGTGCCTGATAGATTCAGCGGAAGTGGCTCCGGAACCGACTTC
ACACTCAAGATTTCTCGCGTGGAGGCCGAGGACGTCGGCGTGTACTACTGTTTTCAGGGGAGCCACGTGCCACTCAC
CTTTGGACAGGGCACTAAGGTGGAGATTAAGAGAACCGTGGCCGCCCCCAGCGTGTTCATCTTCCCTCCCAGCGACG
AGCAGCTGAAGTCTGGCACCGCCAGCGTGGTGTGCCTGCTGAACAACTTCTACCCCCGCGAGGCCAAGGTGCAGTGG
AAGGTGGACAACGCCCTGCAGAGCGGCAACAGCCAGGAGAGCGTGACCGAGCAGGACTCCAAGGACAGCACCTACAG
CCTGAGCAGCACCCTGACCCTGAGCAAGGCCGACTACGAGAAGCACAAGGTGTACGCCTGCGAGGTGACCCACCAGG
GACTGTCTAGCCCCGTGACCAAGAGCTTCAACCGGGGCGAGTGCTAAGAATTC

[0209] @A EEABY24.11 (x, 1gG4) KIS IE (BY24. 11L) & IERRF 51 (SEQ ID NO:105) :
[0210]  METDTLLLWVLLLWVPGSTGDVVMTQSPLSLPVTLGQPASTSCRSSQSIVHSNGNTYLEWYLQKPGQSP
QLLIYKVSNRFSGVPDRFSGSGSGTDFTLKISRVEAEDVGVYYCFQGSHVPLTFGQGTKVEIKRTVAAPSVFIFPPS
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DEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTH
QGLSSPVTKSFNRGEC

[0211]  EhEEABY24. 11 (x, 1gG4) K EFE-VID@E & 2E (BY24. 11H) B8 /751 (SEQ 1D
NO:106) :

[0212]  TCTAGAGCCACCATGGAGACCGACACCCTGCTGCTGTGGGTGCTGCTCCTGTGGGTGCCTGGCTCCACA
GGCCAGGGCCAGCTCGTGCAGAGTGGCGCAGAGGTGAAGAAGCCCGGAGCATCCGTCAAGGTCAGTTGCAAGGCCTC
TGGATACACCTTTACCGATTACGAGATGCACTGGGTGCGGCAGGCTCCTGGACAGGGACTCGAATGGATGGGCGTCA
TTGAGTCCGAGACCGGCGGAACAGCTTACAATCAGAAGTTTCAGGGACGGGTGACACTCACTGCCGATAAGTCTTCT
AGCACCGCCTACATGGAACTTTCCTCTCTGCGCTCAGAGGATACCGCTGTGTACTACTGTACACGCGAGGGAATCAC
AACTGTCGCAACCACATACTACTGGTACTTCGACGTGTGGGGCCAGGGAACCCTCGTGACAGTGTCTTCCGCCTCCA
CCAAGGGCCCTTCCGTGTTCCCTCTGGCCCCTTGCTCCCGCTCCACCTCCGAGTCCACCGCOGCCCTGGGCTGCCTG
GTGAAGGACTACTTCCCTGAGCCTGTGACCGTGTCCTGGAACTCCGGCGCCCTGACCTCCGGCGTGCACACCTTCCC
TGCCGTGCTGCAGTCCTCCGGCCTGTACTCCCTGTCCTCCGTGGTGACCGTGCCTTCCTCCTCCCTGGGCACCAAGA
CCTACACCTGCAACGTGGACCACAAGCCTTCCAACACCAAGGTGGACAAGCGCGTGGAGTCCAAGTACGGCCCTCCT
TGCCCTCCTTGCCCTGCCCCTGAGTTCCTGGGCGGCCCTTCCGTGTTCCTGTTCCCTCCTAAGCCTAAGGACACCCT
GATGATCTCCCGCACCCCTGAGGTGACCTGCGTGGTGGTGGACGTGTCCCAGGAGGACCCTGAGGTGCAGTTCAACT
GGTACGTGGACGGCGTGGAGGTGCACAACGCCAAGACCAAGCCTCGCGAGGAGCAGTTCAACTCCACCTACCGCGTG
GTGTCOGTGCTGACCGTGCTGCACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCT
GCCTTCCTCCATCGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCTCGCGAGCCTCAGGTGTACACCCTGCCTCCTT
CCCAGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCTTCCGACATCGCCGTG
GAGTGGGAGTCCAACGGCCAGCCTGAGAACAACTACAAGACCACCCCTCCTGTGCTGGACTCCGACGGCTCCTTCTT
CCTGTACTCCCGCCTGACCGTGGACAAGTCCCGCTGGCAGGAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGG
CCCTGCACAACCACTACACCCAGAAGTCCCTGTCCCTGTCCCTGGGCGGCGGAGGATCTGGCGGCGGAGGCAGTGGA
GGCGGOGGAAGCGCTTCCGACACCGGCCGCCCTTTCGTGGAGATGTACTCCGAGATCCCTGAGATCATCCACATGAC
CGAGGGCCGCGAGCTGGTGATCCCTTGCCGCGTGACCTCCCCTAACATCACCGTGACCCTGAAGAAGTTCCCTCTGG
ACACCCTGATCCCTGACGGCAAGCGCATCATCTGGGACTCCOGCAAGGGCTTCATCATCTCCAACGCCACCTACAAG
GAGATCGGCCTGCTGACCTGCGAGGCCACCGTGAACGGCCACCTGTACAAGACCAACTACCTGACCCACCGCCAGAC
CAACACCATCATCGACGTGGTGCTGTCCCCTTCCCACGGCATCGAGCTGTCOGTGGGCGAGAAGCTGGTGCTGAACT
GCACCGCCCGCACCGAGCTGAACGTGGGCATCGACTTCAACTGGGAGTACCCTTCCTCCAAGCACCAGCACAAGAAG
CTGGTGAACCGCGACCTGAAGACCCAGTCCGGCTCCGAGATGAAGAAGTTCCTGTCCACCCTGACCATCGACGGCGT
GACCCGCTCCGACCAGGGCCTGTACACCTGCGCCGCCTCCTCCGGCCTGATGACCAAGAAGAACTCCACCTTCGTGC
GCGTGCACGAGAAGTAAGTCGAC

[0213] fh&ERABY24.11 (x,TgG4) M EBE-VIDRE A& WAL (BY24 . 11H) Z 2R J7 51| (SEQ
IDNO:107) :

[0214]  METDTLLLWVLLLWVPGSTGQGQLVQSGAEVKKPGASVKVSCKASGYTETDYEMHWVRQAPGQGLEWMG
VIESETGGTAYNQKFQGRVTLTADKSSSTAYMELSSLRSEDTAVYYCTREGITTVATTYYWYFDVWGQGTLVTVSSA
STKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGT
KTYTCNVDHKPSNTKVDKRVESKYGPPCPPCPAPEFLGGPSVFLFPPKPKDTLMISRTPEVTCYVVVDVSQEDPEVQF
NWYVDGVEVHNAKTKPREEQFNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSTEKTISKAKGQPREPQVYTLP
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PSQEEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSRLTVDKSRWQEGNVESCSVMH
EALHNHY TQKSLSLSLGGGGSGGGGSGGGGSASDTGRPEVEMYSETPET THMTEGRELVIPCRVTSPNITVTLKKFP
LDTLIPDGKRT IWDSRKGF T ISNATYKETGLLTCEATVNGHLYKTNYLTHRQTNTI IDVVLSPSHGIELSVGEKLVL
NCTARTELNVGIDFNWEYPSSKHQHKKLVNRDLKTQSGSEMKKFLSTLTIDGVTRSDQGLYTCAASSGLMTKKNSTF
VRVHEK

[0215]  FhAEREBY24.12 (x, 1gG4) HFeaE W (BY24. 121) & R)F 41 (SEQ ID NO:108) :
[0216]  CTCGAGGCCACCATGGAGACCGACACACTCCTCCTGTGGGTGCTGCTGCTGTGGGTGCCTGGCTCCACT
GGCGATATTGTGCTGACCCAGAGTCCCGCATCTCTCGCCGTCAGTCCTGGACAGCGCGCTACTATCACTTGCAGGGC
TTCTGAGAGCGTCGATAATTACGGCATTTCCTTTATGAACTGGTATCAGCAGAAGCCTGGCCAGCCTCCAAAGCTGC
TCATCTACACCTCTAGTAACAAGGATACAGGCGTGCCCGCAAGATTTAGCGGCTCCGGAAGTGGCACCGACTTCACA
CTCACAATCAACCCTATGGAGGCCGAGGATACCGCCGTGTACTACTGTCAGCAGTCTAAGGAGGTGCCTTGGACATT
CGGCGGCGGAACTAAGGTGGAGATTAAGAGAACCGTGGCCGCCOCCAGCGTGTTCATCTTCCCTCCCAGCGACGAGC
AGCTGAAGTCTGGCACCGCCAGCGTGGTGTGCCTGCTGAACAACTTCTACCCCCGCGAGGCCAAGGTGCAGTGGAAG
GTGGACAACGCCCTGCAGAGCGGCAACAGCCAGGAGAGCGTGACCGAGCAGGACTCCAAGGACAGCACCTACAGCCT
GAGCAGCACCCTGACCCTGAGCAAGGCCGACTACGAGAAGCACAAGGTGTACGCCTGCGAGGTGACCCACCAGGGAC
TGTCTAGCCCCGTGACCAAGAGCTTCAACCGGGGCGAGTGCTAAGAATTC

[0217]  BhAEEEABY24.12 (x, 1gG4) HIEEE VI (BY24. 121L) & IERR 751 (SEQ ID NO:109) :
[0218]  METDTLLLWVLLLWVPGSTGDIVLTQSPASLAVSPGQRATITCRASESVDNYGISFMNWYQQKPGQPPK
LLIYTSSNKDTGVPARFSGSGSGTDETLTINPMEAEDTAVYYCQQSKEVPWTEGGGTKVE IKRTVAAPSVF IFPPSD
EQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQ
GLSSPVTKSFNRGEC

[0219] Fh&ERABY24.12 (x, 1gG4) [ BE 55 -VIDREI& V3L (BY24 . 12H) ¥ HF 2 /551 (SEQ 1D
NO:110) :

[0220]  TCTAGAGCCACCATGGAGACCGACACCCTGCTGCTGTGGGTGCTGCTCCTGTGGGTGCCTGGCTCCACA
GGCGAGGTCCAGCTCGTCGAGTCCGGCGGAGGCCTCGTGCAGCCCGGCGGATCTCTGAGACTCAGTTGTGCCGCTAG
TGGCTTTACATTTTCTTCCTACGGCATGTCTTGGGTGAGACAGGCTCCTGGAAAGGGATTAGAGTGGGTCGCAACTA
TTAGTGGCGGAGGAAGCGACACATACTACGCCGATTCCGTCAAGGGACGGTTCACCATCAGTCGCGATAACTCTAAG
AACACACTGTACCTACAGATGAATAGCCTGAGAGCAGAGGATACCGCTGTGTACTACTGCGCACGCCAGCTCAATTA
CGCATGGTTTGCTTACTGGGGCCAGGGCACCCTCGTGACAGTGTCTTCCGCCTCCACCAAGGGCCCTTCCGTGTTCC
CTCTGGCCCCTTGCTCCCGCTCCACCTCCGAGTCCACCGCCGCCCTGGGCTGCCTGGTGAAGGACTACTTCCCTGAG
CCTGTGACCGTGTCCTGGAACTCCGGCGCCCTGACCTCOGGCGTGCACACCTTCCCTGCCGTGCTGCAGTCCTCOGG
CCTGTACTCCCTGTCCTCOGTGGTGACCGTGCCTTCCTCCTCCCTGGGCACCAAGACCTACACCTGCAACGTGGACC
ACAAGCCTTCCAACACCAAGGTGGACAAGCGCGTGGAGTCCAAGTACGGCCCTCCTTGCCCTCCTTGCCCTGCCCCT
GAGTTCCTGGGCGGCCCTTCCGTGTTCCTGTTCCCTCCTAAGCCTAAGGACACCCTGATGATCTCCCGCACCCCTGA
GGTGACCTGCGTGGTGGTGGACGTGTCCCAGGAGGACCCTGAGGTGCAGTTCAACTGGTACGTGGACGGCGTGGAGG
TGCACAACGCCAAGACCAAGCCTCGCGAGGAGCAGTTCAACTCCACCTACCGCGTGGTGTCCGTGCTGACCGTGCTG
CACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCTTCCTCCATCGAGAAGAC
CATCTCCAAGGCCAAGGGCCAGCCTCGCGAGCCTCAGGTGTACACCCTGCCTCCTTCCCAGGAGGAGATGACCAAGA
ACCAGGTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCTTCCGACATCGCCGTGGAGTGGGAGTCCAACGGCCAG
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CCTGAGAACAACTACAAGACCACCCCTCCTGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCCGCCTGACCGT
GGACAAGTCCCGCTGGCAGGAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACCACTACACCC
AGAAGTCCCTGTCCCTGTCCCTGGGCGGCGGAGGATCTGGCGGCGGAGGCAGTGGAGGCGGCGGAAGCGCTTCCGAC
ACCGGCCGCCCTTTCGTGGAGATGTACTCCGAGATCCCTGAGATCATCCACATGACCGAGGGCCGCGAGCTGGTGAT
CCCTTGCCGCGTGACCTCCOCTAACATCACCGTGACCCTGAAGAAGTTCCCTCTGGACACCCTGATCCCTGACGGCA
AGCGCATCATCTGGGACTCCCGCAAGGGCTTCATCATCTCCAACGCCACCTACAAGGAGATCGGCCTGCTGACCTGC
GAGGCCACCGTGAACGGCCACCTGTACAAGACCAACTACCTGACCCACCGCCAGACCAACACCATCATCGACGTGGT
GCTGTCCCCTTCCCACGGCATCGAGCTGTCOGTGGGCGAGAAGCTGGTGCTGAACTGCACCGCCCGCACCGAGCTGA
ACGTGGGCATCGACTTCAACTGGGAGTACCCTTCCTCCAAGCACCAGCACAAGAAGCTGGTGAACCGCGACCTGAAG
ACCCAGTCCGGCTCCGAGATGAAGAAGTTCCTGTCCACCCTGACCATCGACGGCGTGACCCGCTCCGACCAGGGCCT
GTACACCTGCGCCGCCTCCTCCGGCCTGATGACCAAGAAGAACTCCACCTTCGTGCGCGTGCACGAGAAGTAAGTCG
AC

[0221] FbAHEEABY24.12 (x,1gG4) f) B 4% -VIDRE & W 3L (BY24 . 12H) 2 Wz £ 41 (SEQ 1D
NO:111) :

[0222]  METDTLLLWVLLLWVPGSTGEVQLVESGGGLVQPGGSLRLSCAASGFTFSSYGMSWVRQAPGKGLEWVA
TISGGGSDTYYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARQLNYAWFAYWGQGTLVTVSSASTKGPSV
FPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTKTYTCNV
DHKPSNTKVDKRVESKYGPPCPPCPAPEFLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSQEDPEVQENWYVDGY
EVHNAKTKPREEQFNSTYRVVSVL TVLHQDWLNGKEYKCKVSNKGLPSSTEKTISKAKGQPREPQVY TLPPSQEEMT
KNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSRLTVDKSRWQEGNVFSCSVMHEALHNHY
TQKSLSLSLGGGGSGGGGSGGGGSASDTGRPFVEMYSETPET THMTEGRELVIPCRVTSPNITVTLKKFPLDTLIPD
GKRITWDSRKGFIISNATYKEIGLLTCEATVNGHLYKTNYLTHRQTNTI IDVVLSPSHGIELSVGEKLVLNCTARTE
LNVGIDFNWEYPSSKHQHKKLVNRDLKTQSGSEMKKFLSTLTIDGVTRSDQGLYTCAASSGLMTKKNSTFVRVHEK
[0223] Eh&FEREABY24.13 (x,1gG4) 42 HEW FE (BY24. 13L) ¥ H B2+ %)) (SEQ ID NO:112) -
[0224]  CTCGAGGCCACCATGGAGACCGACACACTCCTCCTGTGGGTGCTGCTGCTGTGGGTGCCTGGCTCCACT
GGCGATATTCAGATGACCCAGAGTCCATCTAGCGTGTCTGCTTCTGTGGGCGATCGGGTGACAATCACTTGTCGCGC
AAGTCAGGGAATTAGTAGTTGGCTCGCATGGTATCAGCAGAAGCCTGGCAAGGCACCTAAGCTCCTCATTAGCGCCG
CGTCATCCCTGCAATCCGGOGTGCCATCTAGGTTTAGTGGTTCCGGAAGCGGAACCGACTTTACACTCACTATCAGT
TCTCTCCAGCCCGAGGATTTCGCAACATACTACTGTCAGCAGGCCAACCACCTGCCTTTCACATTTGGAGGCGGCAC
ATTCGGCGGCGGAACTAAGGTGGAGATTAAGAGAACCGTGGCCGCCCCCAGCGTGTTCATCTTCCCTCCCAGCGACG
AGCAGCTGAAGTCTGGCACCGCCAGCGTGGTGTGCCTGCTGAACAACTTCTACCCCCGCGAGGCCAAGGTGCAGTGG
AAGGTGGACAACGCCCTGCAGAGCGGCAACAGCCAGGAGAGCGTGACCGAGCAGGACTCCAAGGACAGCACCTACAG
CCTGAGCAGCACCCTGACCCTGAGCAAGGCCGACTACGAGAAGCACAAGGTGTACGCCTGCGAGGTGACCCACCAGG
GACTGTCTAGCCCCGTGACCAAGAGCTTCAACCGGGGCGAGTGCTAAGAATTC

[0225] Eb&EREBY24.13 (x,1gG4) 42 HEW FE (BY24 . 13L) & F:M2 /%)) (SEQ ID NO:113) -
[0226]  METDTLLLWVLLLWVPGSTGDIQMTQSPSSVSASVGDRVTITCRASQGISSWLAWYQQKPGKAPKLLIS
AASSLQSGVPSRFSGSGSGTDETLTISSLQPEDFATYYCQQANHLPFTFGGGTKVEIKRTVAAPSVFIFPPSDEQLK
SGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSS
PVTKSENRGEC
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[0227] Fb&HEEABY24.13 (x,1gG4) f) B 4% -VIDRE & W 3L (BY24. 13H) &1l £ 41 (SEQ 1D
NO:114) :

[0228]  TCTAGAGCCACCATGGAGACCGACACCCTGCTGCTGTGGGTGCTGCTCCTGTGGGTGCCTGGCTCCACA
GGCCAGGTGCAGCTCGTCCAGTCTGGCGCTGAGGTCAAGAAGCCTGGATCTAGCGTGAAGGTGTCTTGTAAGGCAAG
TGGCGGAACCTTTTCTAGTTACGCTATTAGTTGGGTGCGGCAGGCTCCCGGCCAGGGCCTGGAGTGGATGGGACTCA
TCATTCCTATGTTCGATACCGCCGGCTACGCCCAGAAGTTTCAGGGACGGGTCGCAATCACCGTAGATGAGAGTACC
TCCACAGCATACATGGAGCTGAGTAGTCTCAGATCCGAGGACACTGCCGTGTACTACTGTGCTCGCGCAGAGCACTC
TAGCACCGGAACATTTGATTACTGGGGACAGGGCACCCTCGTGACAGTGTCTTCCGCCTCCACCAAGGGCCCTTCCG
TGTTCCCTCTGGCCCCTTGCTCCCGCTCCACCTCCGAGTCCACCGCCGCCCTGGGCTGCCTGGTGAAGGACTACTTC
CCTGAGCCTGTGACCGTGTCCTGGAACTCCGGCGCCCTGACCTCCGGOGTGCACACCTTCCCTGCCGTGCTGCAGTC
CTCCGGCCTGTACTCCCTGTCCTCCGTGGTGACCGTGCCTTCCTCCTCCCTGGGCACCAAGACCTACACCTGCAACG
TGGACCACAAGCCTTCCAACACCAAGGTGGACAAGCGCGTGGAGTCCAAGTACGGCCCTCCTTGCCCTCCTTGCCCT
GCCCCTGAGTTCCTGGGCGGCCCTTCOGTGTTCCTGTTCCCTCCTAAGCCTAAGGACACCCTGATGATCTCCOGCAC
CCCTGAGGTGACCTGCGTGGTGGTGGACGTGTCCCAGGAGGACCCTGAGGTGCAGTTCAACTGGTACGTGGACGGCG
TGGAGGTGCACAACGCCAAGACCAAGCCTCGCGAGGAGCAGTTCAACTCCACCTACCGCGTGGTGTCCGTGCTGACC
GTGCTGCACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCCTTCCTCCATCGA
GAAGACCATCTCCAAGGCCAAGGGCCAGCCTCGCGAGCCTCAGGTGTACACCCTGCCTCCTTCCCAGGAGGAGATGA
CCAAGAACCAGGTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCTTCCGACATCGCCGTGGAGTGGGAGTCCAAC
GGCCAGCCTGAGAACAACTACAAGACCACCCCTCCTGTGCTGGACTCCGACGGCTCCTTCTTCCTGTACTCCOGCCT
GACCGTGGACAAGTCCCGCTGGCAGGAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCCTGCACAACCACT
ACACCCAGAAGTCCCTGTCCCTGTCCCTGGGCGGCGGAGGATCTGGCGGCGGAGGCAGTGGAGGCGGCGGAAGCGCT
TCCGACACCGGCCGCCCTTTCGTGGAGATGTACTCCGAGATCCCTGAGATCATCCACATGACCGAGGGCCGCGAGCT
GGTGATCCCTTGCCGCGTGACCTCCCCTAACATCACCGTGACCCTGAAGAAGTTCCCTCTGGACACCCTGATCCCTG
ACGGCAAGCGCATCATCTGGGACTCCCGCAAGGGCTTCATCATCTCCAACGCCACCTACAAGGAGATCGGCCTGCTG
ACCTGCGAGGCCACCGTGAACGGCCACCTGTACAAGACCAACTACCTGACCCACCGCCAGACCAACACCATCATCGA
CGTGGTGCTGTCCCCTTCCCACGGCATCGAGCTGTCCGTGGGCGAGAAGCTGGTGCTGAACTGCACCGCCCGCACCG
AGCTGAACGTGGGCATCGACTTCAACTGGGAGTACCCTTCCTCCAAGCACCAGCACAAGAAGCTGGTGAACCGCGAC
CTGAAGACCCAGTCCGGCTCCGAGATGAAGAAGTTCCTGTCCACCCTGACCATCGACGGCGTGACCCGCTCCGACCA
GGGCCTGTACACCTGCGCCGCCTCCTCCGGCCTGATGACCAAGAAGAACTCCACCTTCGTGOGCGTGCACGAGAAGT
AAGTCGAC

[0229] Fb&HEEABY24.13 (x,1gG4) f) B 4% -VIDRE & W 3L (BY24 . 13H) 2 J:lz £ 41 (SEQ 1D
NO:115) :

[0230]  METDTLLLWVLLLWVPGSTGQVQLVQSGAEVKKPGSSVKVSCKASGGTFSSYATISWVRQAPGQGLEWMG
LIIPMFDTAGYAQKFQGRVAITVDESTSTAYMELSSLRSEDTAVYYCARAEHSSTGTFDYWGQGTLVTVSSASTKGP
SVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTKTYTC
NVDHKPSNTKVDKRVESKYGPPCPPCPAPEFLGGPSVFLFPPKPKDTLMISRTPEVTCYVVVDVSQEDPEVQENWYVD
GVEVHNAKTKPREEQFNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSTEKTISKAKGQPREPQVYTLPPSQEE
MTKNQVSLTCLVKGFYPSDTAVEWESNGQPENNYKTTPPVLDSDGSFFLYSRLTVDKSRWQEGNVESCSVMHEALHN
HYTQKSLSLSLGGGGSGGGGSGGGGSASDTGRPEVEMYSETPET THMTEGRELYV IPCRVTSPNI TVTLKKFPLDTLI

38



CN 109575140 B i}ﬁ HH :Fg 36/42 T

PDGKRITWDSRKGFT ISNATYKEIGLLTCEATVNGHLYKTNYLTHRQTNT I IDVVLSPSHGIELSVGEKLVLNCTAR
TELNVGIDENWEYPSSKHQHKKLVNRDLKTQSGSEMKKFLSTLTIDGVTRSDQGLYTCAASSGLMTKKNSTEVRVHE
K

[0231]  EHAEREABY24. 14 (x, 1gG4) 5L BE % (BY24. 14L) B F R 741 (SEQ 1D NO:116) :
[0232]  CTCGAGGCCACCATGGAGACCGACACACTCCTCCTGTGGGTGCTGCTGCTGTGGGTGCCTGGCTCCACT
GGCCAGAGCGCTCTCACTCAGCCTGCTTCCGTGTCTGGAAGTCCCGGCCAGAGTATCACTATTTCTTGTACAGGAAC
TTCCTCCGACGTCGGATTTTACAATTACGTCAGTTGGTATCAGCAGCACCCCGGAAAGGCACCTGAACTAATGATCT
ACGATGTGTCTAACCGCCCAAGCGGCGTGAGCGATAGGTTCAGTGGCAGTAAGAGTGGCAACACCGCATCCCTGACC
ATTAGTGGATTACAGGCCGAGGACGAGGCTGATTACTACTGTTCTAGCTACACAAATATCTCCACATGGGTCTTCGG
CGGAGGAACATTCGGCOGGCOGGAACTAAGGTGGAGATTAAGAGAACCGTGGCCGCCCCCAGOGTGTTCATCTTCCCTC
CCAGCGACGAGCAGCTGAAGTCTGGCACCGCCAGCGTGGTGTGCCTGCTGAACAACTTCTACCCCCGCGAGGCCAAG
GTGCAGTGGAAGGTGGACAACGCCCTGCAGAGOGGCAACAGCCAGGAGAGCGTGACCGAGCAGGACTCCAAGGACAG
CACCTACAGCCTGAGCAGCACCCTGACCCTGAGCAAGGCCGACTACGAGAAGCACAAGGTGTACGCCTGCGAGGTGA
CCCACCAGGGACTGTCTAGCCCCGTGACCAAGAGCTTCAACCGGGGCGAGTGCTAAGAATTC

[0233] @A EREABY24.14 (x, 1gG4) HIEEE VI (BY24. 14L) & IERR 751 (SEQ ID NO:117) -
[0234]  METDTLLLWVLLLWVPGSTGQSALTQPASVSGSPGQSITISCTGTSSDVGEYNYVSWYQQHPGKAPELM
TYDVSNRPSGVSDRFSGSKSGNTASLTISGLQAEDEADYYCSSYTNISTWVEGGGTKVEIKRTVAAPSVFIFPPSDE
QLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQG
LSSPVTKSFNRGEC

[0235] Rl EREABY24. 14 (x, 1gG4) [ BE 55 -VIDREL& V3L (BY24 . 14H) ¥ HF 2 /551 (SEQ 1D
NO:118) :

[0236]  TCTAGAGCCACCATGGAGACCGACACCCTGCTGCTGTGGGTGCTGCTCCTGTGGGTGCCTGGCTCCACA
GGCCAGCTCCAGCTTCAGGAGAGCGGACCCGGCCTGGTCAAGCCATCCGAGACTCTCACTCTGACATGCACCGTGAG
TGCTGATTCTATCAGTTCCACAACTTACTACTGGGTGTGGATTAGGCAGCCTCCCGGAAAGGGATTAGAATGGATCG
GCAGCATTTCTTACAGTGGCTCCACATACTACAATCCTAGTCTGAAGTCTCGCGTGACCGTGTCCGTGGATACATCT
AAGAACCAGTTTAGCCTCAAGCTGAATAGCGTCGCCGCAACAGATACCGCTCTGTACTACTGCGCACGCCACCTCGG
CTACAATGGACGCTATCTGCCCTTCGATTACTGGGGCCAGGGAAGCACCCTCGTGACAGTGTCTTCCGCCTCCACCA
AGGGCCCTTCCGTGTTCCCTCTGGCCCCTTGCTCCCGCTCCACCTCCGAGTCCACCGCCGCCCTGGGCTGCCTGGTG
AAGGACTACTTCCCTGAGCCTGTGACCGTGTCCTGGAACTCCGGCGCCCTGACCTCCGGCGTGCACACCTTCCCTGE
CGTGCTGCAGTCCTCOGGCCTGTACTCCCTGTCCTCCGTGGTGACCGTGCCTTCCTCCTCCCTGGGCACCAAGACCT
ACACCTGCAACGTGGACCACAAGCCTTCCAACACCAAGGTGGACAAGCGCGTGGAGTCCAAGTACGGCCCTCCTTGC
CCTCCTTGCCCTGCCOCTGAGTTCCTGGGOGGCCCTTCCGTGTTCCTGTTCCCTCCTAAGCCTAAGGACACCCTGAT
GATCTCCCGCACCCCTGAGGTGACCTGCGTGGTGGTGGACGTGTCCCAGGAGGACCCTGAGGTGCAGTTCAACTGGT
ACGTGGACGGOGTGGAGGTGCACAACGCCAAGACCAAGCCTCGCGAGGAGCAGTTCAACTCCACCTACCGCGTGGTG
TCCGTGCTGACCGTGCTGCACCAGGACTGGCTGAACGGCAAGGAGTACAAGTGCAAGGTGTCCAACAAGGGCCTGCC
TTCCTCCATCGAGAAGACCATCTCCAAGGCCAAGGGCCAGCCTCGCGAGCCTCAGGTGTACACCCTGCCTCCTTCCC
AGGAGGAGATGACCAAGAACCAGGTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCTTCCGACATCGCCGTGGAG
TGGGAGTCCAACGGCCAGCCTGAGAACAACTACAAGACCACCCCTCCTGTGCTGGACTCCGACGGCTCCTTCTTCCT
GTACTCCCGCCTGACCGTGGACAAGTCCCGCTGGCAGGAGGGCAACGTGTTCTCCTGCTCCGTGATGCACGAGGCCC
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TGCACAACCACTACACCCAGAAGTCCCTGTCCCTGTCCCTGGGCGGCGGAGGATCTGGCGGCGGAGGCAGTGGAGGC
GGCGGAAGCGCTTCCGACACCGGCCGCCCTTTCGTGGAGATGTACTCCGAGATCCCTGAGATCATCCACATGACCGA
GGGCCGCGAGCTGGTGATCCCTTGCCGCGTGACCTCCOCTAACATCACCGTGACCCTGAAGAAGTTCCCTCTGGACA
CCCTGATCCCTGACGGCAAGCGCATCATCTGGGACTCCCGCAAGGGCTTCATCATCTCCAACGCCACCTACAAGGAG
ATCGGCCTGCTGACCTGCGAGGCCACCGTGAACGGCCACCTGTACAAGACCAACTACCTGACCCACCGCCAGACCAA
CACCATCATCGACGTGGTGCTGTCCCCTTCCCACGGCATCGAGCTGTCCGTGGGCGAGAAGCTGGTGCTGAACTGCA
CCGCCOGCACCGAGCTGAACGTGGGCATCGACTTCAACTGGGAGTACCCTTCCTCCAAGCACCAGCACAAGAAGCTG
GTGAACCGCGACCTGAAGACCCAGTCCGGCTCCGAGATGAAGAAGTTCCTGTCCACCCTGACCATCGACGGCGTGAC
CCGCTCCGACCAGGGCCTGTACACCTGCGCCGCCTCCTCCGGCCTGATGACCAAGAAGAACTCCACCTTCGTGCGCG
TGCACGAGAAGTAAGTCGAC

[0237] B &HEEABY24. 14 (x,1gG4) [ B BE-VIDEL & 3 (BY24 . 14H) & 82 751 (SEQ 1D
NO:119) :

[0238]  METDTLLLWVLLLWVPGSTGQLQLQESGPGLVKPSETLTLTCTVSADSISSTTYYWVWIRQPPGKGLEW
IGSISYSGSTYYNPSLKSRVTVSVDTSKNQFSLKLNSVAATDTALYYCARHLGYNGRYLPFDYWGQGSTLVTVSSAS
TKGPSVFPLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTK
TYTCNVDHKPSNTKVDKRVESKYGPPCPPCPAPEFLGGPSVFLEPPKPKDTLMISRTPEVTCVVVDVSQEDPEVQEN
WYVDGVEVHNAKTKPREEQENSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSTEKT I SKAKGQPREPQVYTLPP
SQEEMTKNQVSLTCLVKGEYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSRLTVDKSRWQEGNVFSCSVMHE
ALHNHYTQKSLSLSLGGGGSGGGGSGGGGSASDTGRPFVEMYSETPE T THMTEGRELY IPCRVTSPNITVTLKKFPL
DTLIPDGKRI TWDSRKGF T ISNATYKETGLLTCEATVNGHLYKTNYLTHRQTNT I IDVVLSPSHGIELSVGEKLVLN
CTARTELNVGIDFNWEYPSSKHQHKKLVNRDLKTQSGSEMKKFLSTLTIDGVTRSDQGLYTCAASSGLMTKKNSTEV
RVHEK

[0239]  H A S ERRF 5] “METDTLLLWVLLLWVPGSTG” A5 5 ik

[0240]  ffi A iR st 5 1 (1) AH R B 7732, 23 i i Xho T-EcoR T XU ) #BY24 . 3L
BY24.4L.LBY24.5L.BY24.6L.BY24.7L.BY24.8L.BY24.9L.BY24.10L.BY24.11L.BY24.12L.
BY24 . 13LAIBY24 . 1AL 4wt 1% 1 IR IEH: 2 B A WK IE G A R B L & g & Rk 8k (%
FIHZAL 5 : CN104195173B, 3K H AL L A E ARG IR 2 7)) 5 B iE S Xbal-Sal TR V14
BY24.3H.BY24.4H.LBY24.5H.BY24.6H.BY24.7H.BY24 .8H.BY24 .9H.BY24. 10H.BY24 . 11H.
BY24.12H.BY24. 13HANBY24 . 14U A A% L 53 70l 5o [ 22 e 1 AH B () k- 2 0 T
G A% IR (1) B A XU IE S 1) A 2 ok e 6 RS v A 3 MR s B0 e 2 TR AR o g B 2H A
I 35 1F TR e FH T 36028« B 238 10U ) k5 2 1 20 Jnll e 44 i BRI BY24 . 3. BY24 . 4,
BY24.5.BY24.6.BY24.7.BY24.8.BY24.9.BY24.10.BY24.11.BY24.12.BY24 . 13F1BY24 .14,
[0241]  sjfafpl2 . @& 8 A R RIE Agife

[0242] (1) fl & 85 IR A 3Rk

[0243]  ¥4293F (I H Invitrogen/ &, H 35 : 11625-019) U7 £ 7% T L MiECD 293
B2 W E Invitrogen A al, H 35 :11913-019) H1 56 Yy B O AR EE 324, SRS 40 B I
VE, FIBTEER) TE M IECD 29315 I V5 4L , ¥ 40 M vk B R %2 1 X 102 /m1 & K 400
RVEE TR o LL100m1 40 B2 91, 3 ) K SI ik 5] 1 ] 46 1) B 2H 3508 847k SR DNA
250ug 5 2.0 0 (polyethylenimine (PET)) (Sigma, H 3% :408727) 500ug i A 1m1 g Il
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JHCD 29385 7R IR AT, EiR Er B 85 Bl 5 , K PET/DNATR B UZ T I N i & A 100m1 41 il &
FREI PRI R RIR AT, B T5%C02. 37 CRERES 77 (120%% /4341 5K JEUREER: 77 i .
[0244] AR [FFER J5 ik, B R IE P2 A A ot BRI HUARBY 18 LRIAE Xt HE Y 2R 1 301-8.
[0245]  (2) RiIAEEH M2tk

[0246]  HpH 7.4 PBSYAW T )HiTrap MabSelect SuRe 1ml#¥ (GE Healthcare Life
Sciences; i, H 3% 5 :11-0034-93) 4lifb ik SEhtif2 (1) A58 BiFHAAAE & &
H .85, FHpH 7. 48PBSTE R LA 1O HE IRAA AL - #HiTrap MabSelect SuRe 1ml#¥, i
N0 . 5mL/ a8 f RS2 (1) W SE I 85 % b FHO . 45umE i 3 98 )5 , 3R 2 FpH
7.4 PBSIEWC-FH I Hi Trap MabSelect SuRe ImlA¥;3&#k BiBWE ¥ iZAEE e HpH 7.4
[FIPBSYA R LAALER O . 5ml /43 BB 5— 10/ RAR R, 37 B8 f5 FH 100mMAT A% R 2% P (pH 4..0)
PAVALIRO . 5m1 /73 Bh sl M o USCER W JBE VG , H (1) 8 A7 E T Uit A

[0247]  FEILJFEF (5mM 1, 4- ZHRIFHEEE) A4 T 1L SDS-PAGEH: %5 5 i ik Ye €4, 5 Ar il
HEEMAE NS T8 4R WE 2R 431 2B TINME 5 SR e (6 L3R5 . D L% R
K RGP AF AR R S AE S 5001 5 SR I R T B TR

[0248]  RSLALIIFRIEE AR T =KD

BG4 AR T #43 BB rF | EESTE
X (kDa) | X+ (kDa)
%4 301-8 - 49 62
HAk BY18.1 248 23 25
T4t 48 50
(02491 | seom e BY24.7 BTk 23 25
FHE-VID 4T | 62 70
#4%%Y BY24.3. BY24.4. B24k K 23 25
LBY24.5. BY24.6. BY24.8. BY24.9. | £4£-VID &Lk | 72 80
BY24.10.BY24.11.Y24.12.BY24.13
#2 BY24.14

[0250]  sEjiids3 s FHEL TSA Ty v Aar il A% & BH il 2 1 5 AN PD- 1 AL 4 \VEGF-ARI 45 &
[0251]  HUEEPD-1 (b3t SR AN A EARA R A 777 ah, H 3% 5 : 10377-HO8H) Flft )=
VEGF 165 (A6 58 SGH AR M AE W3 R A BR A 7] 7= 4, H 35 : 11066-HNAH) # B 420 5ug/ml Al
0.02ug/ml 34> B4 96 FLELISARR (W 4 Corning A &), $8 5 :42592) .44 ik Seitfs|2 (2) 4l
A1 UL ) il 5 B R R 225 /m L, SR S5 HEAT 305 RVUFERE , SRR/ BE B, XA N IR B
FE BEAT B FLAS I o K A B A f 5011 43 S5l i N 2 B SR PD—1 K 470 JELVEGF 16580 1% 196 FL AR 7 , 37
CHFE 2/NIF PR3k e » IIANBR AR A AV BE AR i 0 L E Pt N itk Qb2 eh A
H A, PE S : ZDR-5301) , 37 CHE B L/NN o BEIR IR G, IIN3,37,5,5 — DY FF & XA i
(TMB) JEE & i (Jb ot BE Nt L A BB A R A =, 7= i 5 : CW0050) 50u1/4L. 10538 /=
TN 2NFIH2S042% 11 35 €8 o 5 FHEL TSATE B AE 450nmAb il 5 4 FL I W 6 FE ODAE, o XA F Xt &
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FIPLARBY 18 1A Aotst HR A 2R 1 301852 it [A) A A EL T SA%R A

[0252]  ELISAZE R BN, S51FE N5 A PUARBY 18. 1A FEHh, A & B il & 25 ABY24. 3
BY24.4.BY24.5.BY24.6.BY24.7.BY24.8.BY24.9.BY24.10.BY24.11.BY24.12.BY24.13,
BY24 . 14584 M 25 A PD-1; S 1E 0 BRI 8 1 301 -8Rl it , Ak B Rl & B2 1 BY24.. 3,
BY24.4.1BY24.5.BY24.6.BY24.7.BY24.8.BY24.9.BY24.10.BY24.11.BY24.12.BY24 .13,
BY24 . 140 Be s M Hh 45 5 VEGF-A

[0253] [ FGraphPadPrismb ¥ {4 , K 5 Fil A 2 IR 2 1 oA B I % FEODE AR T, I L
PG EE DL R Rl B N IR S 1 45 1 FE I P850 KB R BEECsoff - 245 S N 3%6
FFim o

[0254]  ZR6A )k ARG &5 (A X PD- 1. VEGF-ARI 25 &1 H

%t PD-1 4454 2+ VEGF 45 69454
G R4 AR
ECso (ng/ml) ECso (ng/ml)
A& E BY24.3 3.991 0.1313
kA& & BY24.4 1.236 0.1485
[0255]
wkA&é BY24.5 0.5763 0.2099
A& E BY24.6 9.823 0.1633
A& E BY24.7 1.358 8.652
w4 E BY24.8 0.322 0.1556
whA&E BY24.9 5.613 0.9444
k4% E BY24.10 2.349 0.7762
#hA& G BY24.11 0.7454 0.3229
#A% G BY24.12 1.583 0.4544
[0256]
a4 B BY24.13 5.633 0.1841
#A% G BY24.14 0.7544 1.588
/R BY18.1 3.154 ek
%4 301-8 kA 0.0756

[0257]  AR¥EFR6MIZE ] WL, Ak B B b i (1) B k& B 1 3R 8 DL s e i 45 6 PD- 1,
HorhEh &8 BY24.4.BY24.5.BY24. 7.BY24.8.BY24.10.BY24 .11 .BY24. 12.BY24. 14LL L 4t
PRBY18. LRI 2 @A 2 FIBY24. SLALL HUMARBY18. LR Z1045 (155 F f1 45 & PD-1, Al & 2R
HBY24 . 35 HTAABY18. 10 PD- 1156 Al A A — B0 s A% B P Ay 2 (X8 B i & 2 1 R 33 e 08
PLis s Al 1145 & VEGE-A, Hod gl & B (I BY24 . 3 7R 5 AE xR A 28 11 30 1-SAHBL I 1oy 512 Al
F1455VEGF-A.

[0258]  sZjififsil4 i FiBiacore T100¥l5E A & B i Rl & 2K 1 IO SE A )
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(02591 fEBIAcore® T1001%#% (GE Healthcare Biosciences AB,¥idl) FF25°Cit{T3#
TH] 55 B8 TR LR =

[0260] 4%, i@ B Z AR B P11eGHifE (GE Healthcare Life Sciences, H %5 :BR-
1008-39) LA/ [ 58 ZECM5 5 F | o fd FH60RT N-Z 2N’ — (3— — F B G0 JL T 50) Bk — W0 e 2h g
£ (EDC) F160u1 N—¥2FEHE FAEE % (NHS) 35 AL CMB 85 i, 28 J5 K 5ul BT T gGHUAR In95ul Fikk 2%
PRHBST (0. 1M HEPES,1.5M NaCl,pH7.4, /in0.005 % -5 20) 220 . 2umiE i 3¢ J , il il ik
FEAB IR BT L GHUAR ILAN [ 58 7ECMB &5 v b, 72 A2 £99000-14000 4R B AL (RU) B3R R4t
i 12001 £ BE &3 P COMBAE o

[0261] SR J5 , F St 451 2 1) £ 19 A & BH () ik B 1 W BUARBY 18 1R ER 9 301853 il #4i R 95
ng/ml, AR 1OuL/ 23 BhiE S 1M BE VR 2 381, K5 16 00RU ) SIZ ik 451 2 i) £ 1) A i BH A b 5 2
H \PUABY18. 1FIEE 13018 i & H (I Fc X AE It a3k 2 CM5 85 v R i _F o 1@ 13 HEDC/
NHSZZ Bk Fa i B 1500 52 0470 » DA 38 5 70 U 6 AR P A S T 1) SR 2R RS

[0262] 4y 5K 45 & HUEPD-1 (AL 5 S A M AE M ARG IR A 7 7= 5, H 35 :10377-
HO8H) VEGF 165 (AL 5t S pH M AE M H ARG IR A =) 7= i, H 3% %5 : 11066-HNAH) \VEGF-B
(Biovision/™ i, H 3% 5 :4642-20) MPLGF-1 (Biovision/ &, H 55 :4739-25) Fc il Jy
SR FE A FE : TnML 22nm - 66nM. 200nM . 600nM o 38 i PAIEIE 300 /4 i S AN BE 18088, iR
B [H600FD , M 45 6 o ik FH3M MgCloi i DAL I 10nL/ - Bh 5% 30F0 3 2 11 F AE o 13 FH
BIAVEAN B (BTAevaluation 4.1software, ® EHGE Healthcare Biosciences AB, %)
BATEAE AT, A N R TR ISR 18 -

[0263]  RTIKEA B EVECFZK TS T PD-1IH &S
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QR4 AR ¥eiF ka (1/Ms) kd (1/s) KD (M)
PD-1 6.35E+05 1.78 E-03 2.80 E-09
VEGF-A 1.94E+07 1.86E-04 9.59E-12
RE7E 6 BY24.3
VEGF-B 4.62E+05 5.69E-04 1.23 E-09
PLGF-1 5.33E+06 9.68E-04 1.82E-10
PD-1 1.15E+06 2.52 E-03 2.19 E-09
VEGF-A 5.73E+04 1.72 E-03 3.02E-08
RA% @ BY 24.7
VEGF-B ND ND ND
[0264] PLGF-1 ND ND ND
PD-1 1.76E+05 5.18E-04 2.94E-09
Ak BY18.1 VEGF-A ND ND ND
VEGF-B ND ND ND
PLGF-1 ND ND ND
PD-1 Ftka kA TS
VEGF-A 5.65E+07 1.55E-04 2.74E-12
¥ 301-8
VEGF-B 7.82E+05 3.79E-04 4.84 E-10
PLGF-1 6.95E+06 4.88E-04 7.02E-11

[0265]  J :ND: AAG

[0266] R4 27 BT f 504 7T U0, il 45 48 9 BY 24 . 3 LA 5 1 553 A1 /) 5 VEGF-A VEGF-B AN
PLGF-1454, M 7743 BIAA 9. 59X 107, 1. 23 X 107 MAIL. 82X 107 M, FLGPD-1HIS5E A1 /g
(KD) 5 /Ex R FAABY18. 1364 — B, Al & R BY24. TLLLL FTLAABY18. LR SR AN /7 (KD)
S ErPD-1s il & B BY24 . 307 5 1 0t R 8 1 30 1-8AR LU g 25 A1 45 65 VEGR A il &
R EABY24. 3t DA 35 Al Ay 45 & VEGF-BAIPLGF-1 .

[0267) LB T 2 B I SRR [ i 2 R 1 LA S5 H0PD- 0P S B L B0 S A 1 3 0
5PD-14 4, 3 AT AR 5 2 RIVEGRL: &It

[0268] 7y &5 R AR T - St 14 1) 38 i 2 1 2 0 TR FEHR (SPR) BORWE IR ANy
42 3L 5 52 913 4 A o EL TS A 5 10 3 00 7 48 SR S e o — B0 M

(02691 it f515 A< 2 WH I il £ 2 (1 7E 5 A6 B-hPD—1 /N BRUBEA o xefifd A= K 41 7
[0270]  340. ImL DMEMESF23E 15 X 10°MMC3SF 45 I i 40 . (3K 1 ATCC , 35 [R) e T4
F418g, 6 /AL HEEB-hPD-T ARG AN G 1 1k 550 7 BRI AR R R IR 24 7], 7
G2 < B-CM-001) A7 (U BT 30 52 T o P g8 26 3k /I B8, P9 e ko 3 T P25 15 59 20 108
I o e 988 /N R B AL 20 2, R 26 1L, SR A2, 43 A PBS T % HEAH L 25 11301841 (3. 3mg/
kg) il & B FABY24. 341 (6.4mg/kg) FIFLIABY18. 141 (5mg/ke) , 544 25 4L & AFLIABY18. 1
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TR B oAU, X B 1 301-84H L it & 2R I BY24 . 3L A HTAABY 18 14H 110 & Fr it FH i 751 & A
JEIR & b S5 A o 44 5 — IR 45 25 () I TR) 8 N EB O R B A48 25 e 35 R (1. p ) 1
S, B =R VIR S IESRE Zi6IR, RIRGE 243K Ja 45 RS 56 o B Jo DN 2 e g AR AR B /N BR AR
290, I3 /INBR AR AN IR A AR o S B8 25 RN, 4 B 22 SR A, I B AR E L F R T SRR
A K AMHZE (Tumor Growth Inhibition%) FlJ R & &% (Inhibition Rate of
Tumor Weight%) o TFHTGT %6 A Y 2 202 : [1— (45 25 40 s A AR AR 4K 1) 341 {EL/ PBS Y 771 %S
FEZH e AR AR AR AL I 948D 1x100% , TS TRTW %6 3 FH A A A&« [1— (4524 4H g =5 & /PBS
VD BB MR B ) 1x100% o 1% S B0 AE AL 5T 1 SR R L PR AR W BRI A W] S it
[0271]  S5IR WIRI3FNE 4. A SIS WSS | A K B B il & B E1BY24 . 3LL S AR R 20t R 4t
PRBY18. 1,85 F1301-8XIMC38/INR 45 Wit i T RS HEL I A6 K AR FH

[0272]  HEANSZEG IR, T A SRS MOIRAS R 4, Lsh st . sk 45 Wit (ks 2 s
RIEE21R) , & H WK E 329198 4 A K B Rl & 2 I BY24 . 38 LL KA N 2545 e
FIPTAARBY18 . 140 B (1301820 ¥ 34 5 PBSYA X I ZH sh idb AT R S LU 4, ¥ B W B 1 22
5 (P>0.05) , RIABHYIN A K B fl& B B BY24 . 31 52 R 4 (K3) .

[0273] s 45 AR, PBSIA TR HE 4T 2 Fiffe A AR £ b v % 91386 &= 1 70mm” , T ik 25 25 4
BY24 . 3H15K (A 301 -84 35 [ Rg A A + A 152 43 7 9452+ 69,1023 + 256, TGT % 43 Wil N
73.3%.28.1% , IRTW% 23 I N74.6% . 25.7% o il & 25 FABY24 . 3 5 PBS A 71| xF HE 2H Ay firb g 44
FRALL A B 22 57 (P<0.05) , R Rl &8 (ABY24 . 374 2 25 1 R i 4F /. [ 301-84 —
SE [ IR H1E B (E 2 5 PBSTE I R AR LL , R W& 3 22 5% (P>0.05) o /E Xt I bt
PRBY18. 1°F-35) i A FR = b v i N 739+ 128, TGI % N50.6% , IRTWY H46.0% , 5 PBS 7]
o FEZH 1) PrboRg AR FRAR L A $2 25 22 57 (PO 05) o Bl & 3R FABY24 . 338 7 W A3 1 kg 4 7
S N2 %t BRI BUARBY 18 . 141 VB 301 -84 i R il E - AL %, B F BB E R
ARSI () B e 24 2504k SRAE T /I BR R PR B A bl s AR Bk — PR s

[0274]  F8FE NVHALB-hPD-1/)N ER ALY rpoxsf il A K i # /BG4

48 5 F B AR £ ARk | AR A RIPHE (TGI% ) Rbig T (IRTW%)
[0275] 350 2 BR 4 1386 + 170 mm’ - -

4 301-8 2840 1023 4256 mm’ 28.1% 25.7%

FARBY18.1 A7 B840 | 7394+ 128 mm’ 50.6% 46.0%

A G BY243 4 | 452 4 69 mm’ 73.3% 74.6%

[0276]  REC L T U IA K BIN H #EoR 7R LACRYE St 5 S MGy , (H S A 4k
TR G810 55 DL AR 5 w] A e ATTREAT 25 Pl AR A RIS S5 A i 15 25 U W ) 9 FL o A2 3K A
3T S AR WG R A AR BUREER 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]

<110>
<120>
<130>
<160>
<170>
<210>
211>
212>
213>
220>
223>
<400>
Gln Val
1

Ser Leu

Gly Met

Ala Val
50

Lys Gly

65

Leu Gln

Ala Thr

210>
211>
212>
213>
220>
223>
<400>
Glu Ile
1

Glu Arg

Leu Ala

Tyr Asp

A%
Tl b PR B R AT IR 24
B FIPD-15RPD-L1 LY VEGE 505 0 SUHE R & 28 1 K 3L Filig

121
PatentInfii4~3.3
1

106

PRT

NLF4

kB B A AR — FhpTPD- 1 T A ) B B T AR X

1

Gln Leu Val Glu Ser Gly Gly Gly Val Val Gln Pro Gly Arg

5 10 15
Arg Leu Asp Cys Lys Ala Ser Gly Ile Thr Phe Ser Asn Ser
20 25 30

His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45

Ile Trp Tyr Asp Gly Ser Lys Arg Tyr Tyr Ala Asp Ser Val

55 60
Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Phe
70 75 80
Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95
Asn Asp Asp Tyr Trp Gly Gln Gly
100 105

2

101
PRT
NTJF5

Rl 2R IR — FPTPD- 1 P IR A B T AR X

2

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

5 10 15

Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser Val Ser Ser Tyr
20 25 30

Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro Arg Leu Leu Ile

35 40 45

Ala Ser Asn Arg Ala Thr Gly Ile Pro Ala Arg Phe Ser Gly
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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]

50

55

60

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Glu Pro

65

70

75

80

Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Ser Ser Asn Trp Pro Arg

85

Thr Phe Gly Gln Gly

210>
211>
212>
213>
220>
223>
<400>
Gln Val GIn Leu

1

Ser
Tyr
Gly
Lys
65

Met

Ala

Gly

Val
Met
Gly
50

Asn

Glu

Arg

210>
211>
212>
213>
220>
223>
<400>
Glu Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser

1

3
113
PRT

100

NLF5

90

Rl B A ) — PR PD- LB A4 Iy B T AR X

3

Lys

Tyr

35

Ile

Arg

Leu

Arg

4

105
PRT

Val
20

Trp
Asn
Val

Lys

Asp
100

NLF3

Val Gln
5
Ser Cys

Val Arg

Pro Ser

Thr Leu
70

Ser Leu

85

Tyr Arg

Ser

Lys

Gln

Asn

55

Thr

Gln

Phe

Gly

Ala

Ala

40

Gly

Thr

Phe

Asp

Val

Ser

25

Pro

Gly

Asp

Asp

Met
105

Glu
10

Gly
Gly
Thr
Ser
Asp

90
Gly

Val

Tyr

Gln

Asn

Ser

75

Thr

Phe

Lys

Thr

Gly

Phe

60

Thr

Ala

Asp

Rl 2 1 R ) — PR PD- 1R R A2 P AR X

4

5

10

Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Lys Gly

20

25

Gly Tyr Ser Tyr Leu His Trp Tyr Gln Gln Lys Pro

35

40

47

Lys
Phe
Leu
45

Asn

Thr

Val

Leu

Val

Gly
45

Pro

Thr

30

Glu

Glu

Thr

Tyr

Trp
110

Ser

95

Gly
15

Asn

Trp

Lys

Ala

Tyr

95
Gly

Pro
15

Ala

Tyr

Met

Phe

Tyr

80

Cys

Gln

Gly

Ser Thr Ser

30

Gln Ala Pro
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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]

Arg Leu Leu Ile Tyr Leu Ala Ser Tyr Leu Glu Ser Gly Val Pro Ala

50

55

60

Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser

65

70

75

80

Ser Leu Glu Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln His Ser Arg

85

Asp Leu Pro Leu Thr Phe Gly Gly Gly

210>
211>
212>
213>
220>
223>
<400>
Gln Val
1

Ser Val

Gly Met

Gly Trp
50

Lys Gly

65

Leu Gln

Val Arg

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

100
5

110

PRT
NP3

105

90

Rl B 1 R 1 — FhBUPD- 1 A4 Fr) H B T AR X

5
Gln Leu

Lys Ile
20

Asn Trp

35

Ile Asn

Arg Phe

Ile Thr

Val Gly
100

6

100

PRT

NTF5

Val GIn Ser Gly Ser Glu Leu

5
Ser Cys

Val Arg

Thr Asp

Val Phe
70

Ser Leu

85

Tyr Asp

Lys Ala

Gln Ala

40
Ser Gly
55

Ser Leu

Thr Ala

Ala Leu

Ser
25

Pro
Glu
Asp

Glu

Asp
105

10
Gly

Gly

Ser

Thr

Asp

90
Tyr

Tyr
Gln
Thr
Ser
75

Thr

Trp

Lys
Thr
Gly
Tyr
60

Val

Gly

Gly

Rl B A 1 — PP 1 B A IR B T AR X

6

Glu Ile Val Leu Thr Gln Ser Pro Ser Ser Leu Ser

1

5

10

Asp Arg Val Thr Ile Thr Cys Ser Ala Arg Ser Ser

20

25

His Trp Phe Gln GIn Lys Pro Gly Lys Ala Pro Lys

35

40

48

Lys

Phe

Leu

45

Ala

Asn

Met

Gln

Ala

Val

Leu
45

Pro

Thr

30

Gln

Glu

Thr

Tyr

Gly
110

Ser

Ser
30
Trp

95

Gly Ala
15
Asn Tyr

Trp Met
Glu Phe
Ala Tyr

80

Phe Cys
95

Val Gly
15
Tyr Met

Ile Tyr
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[0126]
[0127]
[0128]
[0129]
[0130]
[0131]
[0132]
[0133]
[0134]
[0135]
[0136]
[0137]
[0138]
[0139]
[0140]
[0141]
[0142]
[0143]
[0144]
[0145]
[0146]
[0147]
[0148]
[0149]
[0150]
[0151]
[0152]
[0153]
[0154]
[0155]
[0156]
[0157]
[0158]
[0159]
[0160]
[0161]
[0162]
[0163]
[0164]
[0165]
[0166]
[0167]

Arg Thr Ser Asn
50

Gly Ser Gly Thr

65

Asp Phe Ala Thr

Phe Gly Gly Gly
100

210> 7

<211> 109

<212> PRT

213> NILF4

<220>

Leu Ala Ser Gly Val Pro Ser Arg Phe Ser Gly Ser

55

60

Ser Tyr Cys Leu Thr Ile Asn Ser Leu Gln Pro Glu

70

75

Tyr Tyr Cys Gln Gln Arg Ser Ser Phe Pro Leu

85

90

223> FEEAFE - MPIPD-1PUARN A A2 X

<400> 7

Glu Val GIn Leu

1

Ser Leu Arg Leu
20

Met Met Ser Trp

35
Ala Thr Ile Ser
50

Lys Gly Arg Phe

65

Leu Gln Met Asn

Ala Arg Gln Leu
100

<210> 8

211> 101

<212> PRT

213> NILF%|

220>

Val
5

Ser
Val
Gly

Thr

Ser
85
Tyr

Glu Ser
Cys Ala
Arg Gln
Gly Gly
55
Ile Ser

70
Leu Arg

Tyr Phe

Gly Gly Gly Leu

Ala
Ala
40

Ala
Arg

Ala

Asp

10
Ser Gly
25
Pro Gly

Asn Thr

Asp Asn

Glu Asp

90
Tyr Trp
105

Phe
Lys
Tyr
Ala
75

Thr

Gly

Val
Thr
Gly
Tyr
60

Lys

Ala

Gln

223> RbEEEA K FIPD- 1P R R AL X

<400> 8

Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser

1

5

10

Asp Arg Val Thr Ile Thr Cys Leu Ala Ser Gln Thr

20

25

Leu Thr Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro

35

40

49

Gln

Phe

Leu

45

Pro

Asn

Val

Gly

Ala

Ile

Lys
45

Pro
Ser
30

Glu
Asp

Ser

Tyr

95

Gly
15

Ser
Trp
Ser

Leu

Tyr
95

80
Thr

Gly

Tyr

Val

Val

Tyr

80
Cys

Ser Val Gly

15

Gly Thr Trp

30

Leu Leu Ile
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[0168]
[0169]
[0170]
[0171]
[0172]
[0173]
[0174]
[0175]
[0176]
[0177]
[0178]
[0179]
[0180]
[0181]
[0182]
[0183]
[0184]
[0185]
[0186]
[0187]
[0188]
[0189]
[0190]
[0191]
[0192]
[0193]
[0194]
[0195]
[0196]
[0197]
[0198]
[0199]
[0200]
[0201]
[0202]
[0203]
[0204]
[0205]
[0206]
[0207]
[0208]
[0209]

Tyr Thr Ala Thr Ser Leu Ala Asp Gly Val Pro Ser Arg Phe Ser Gly

50 55 60

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro

65 70 75 80

Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Val Tyr Ser Ile Pro Trp

85 90 95

Thr Phe Gly Gly Gly
100

<210> 9

211> 114

<212> PRT

213> NIFFF

<220>

<223>  RbEHEETH — A HTPD-1HUAR R EHEE AT AR [X

<400> 9

Gln Val Thr Leu Lys Glu Ser Gly Pro Ala Leu Val Lys Pro Thr Gln

1 5 10 15

Thr Leu Thr Leu Thr Cys Thr Phe Ser Gly Phe Ser Leu Ser Thr Ser
20 25 30

Gly Thr Cys Val Ser Trp Ile Arg Gln Pro Pro Gly Lys Ala Leu Glu

35 40 45
Trp Leu Ala Thr Ile Cys Trp Glu Asp Ser Lys Gly Tyr Asn Pro Ser
50 55 60

Leu Lys Ser Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn Gln Ala

65 70 75 80

Val Leu Thr Met Thr Asn Met Asp Pro Val Asp Thr Ala Thr Tyr Tyr

85 90 95

Cys Ala Arg Arg Glu Asp Ser Gly Tyr Phe Trp Phe Pro Tyr Trp Gly
100 105 110

Gln Gly

<210> 10

211> 100

<212> PRT

213> NIFFF

220>

<223>  RbEHEE T H —FHTPD-1HUAR R 8E AT 221X

<400> 10

Asn Ile Gln Met Thr GIln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly

1 5 10 15

Asp Arg Val Thr Ile Thr Cys Lys Ala Gly Gln Asn Val Asn Asn Tyr
20 25 30

Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Val Leu Ile

50
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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]

35

40

Phe Asn Ala Asn Ser Leu Gln Thr Gly Val Pro Ser

50

55

60

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser

65

70

75

Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr Asn

Phe Gly

210>
211>
212>
213>
220>
223>
<400>
Gln Val
1

Thr Leu

Gly Val

Gly Val
50

Ser Arg

65

Lys Met

Arg Ala

<210>
211>
212>
213>
<220>
223>
<400>

Gly Gly
100

11

111

PRT

NTLJF5

85

90

Rl B R — PR PD- 1H A 1) R T AR X

11
Gln Leu

Ser Leu
20

His Trp

35

Ile Trp

Leu Thr

Ser Ser

Tyr Gly
100

12

101

PRT

N7

Gln Glu Ser
5
Thr Cys Thr

Ile Arg Gln

Ala Gly Gly
55
Ile Ser Lys
70
Val Thr Ala
85
Asn Tyr Trp

Gly Pro Gly Leu Val

Val
Pro
40

Ser
Asp

Ala

Tyr

10
Ser Gly
25
Pro Gly

Thr Asn
Asn Ser
Asp Thr

90

Ile Asp
105

Phe
Lys
Tyr
Lys
75

Ala

Val

Ser
Gly
Asn
60

Ser

Val

Trp

FI7 B [ R ) — R PD- 1L ) A ] AR X

12

45

Arg Phe Ser Gly

Ser Leu Gln Pro

80

Ser Trp Thr Thr

Lys
Leu
Leu
45

Pro

Gln

Gly

Asp Ile Val Met Thr Gln Ser Pro Asp Ser Leu Ala Val

1

5

10

Glu Arg Ala Thr Ile Asn Cys Lys Ala Ser Gln Ser Val

20

25

Val Ala Trp Tyr Gln Gln Lys Pro Gly Gln Pro Pro Lys

51

Pro
Thr

30
Glu

Ser

Val

Tyr

Gln
110

Ser

Ser
30

Leu

95

Ser Glu
15
Ser Tyr

Trp Leu

Leu Lys

Ser Leu
80

Cys Ala

95

Gly

Leu Gly
15
Asn Asp

Leu Ile
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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]

35

40

Asn Tyr Ala Phe His Arg Phe Thr Gly Val Pro Asp

50

55

60

Ser Gly Tyr Gly Thr Asp Phe Thr Leu Thr Ile Ser

65

70

75

Glu Asp Val Ala Val Tyr Tyr Cys His Gln Ala Tyr

85

Thr Phe Gly Gly Gly

<210>
211>
212>
213>
220>
223>
<400>
Val Gln
1

Leu Arg

Met His

Val Ile
50

Gly Arg

65

Gln Met

Thr Asn

<210>
211>
212>
213>
<220>
223>
<400>

13
105
PRT

100

N5

90

Rl B R — PR PD- 1H A 1) R T AR X

13

Leu

Leu

Trp

35

Trp

Phe

Asn

Asn

14
101
PRT

Val

Asp

20

Val

Tyr

Thr

Ser

Asp
100

N3

Glu Ser Gly Gly Gly Val Val Gln

5
Cys

Arg

Asp

Ile

Leu

85
Tyr

Lys Ala

Gln Ala

Ser Ser
55

Ser Arg

70

Arg Ala

Trp Gly

Ser
Pro
40

Arg
Asp

Glu

Gln

10
Gly Ile
25
Gly Lys

Lys Tyr
Asn Ser
Asp Thr

90

Gly
105

Thr

Gly

Tyr

Lys

75
Ala

Phe

Leu

Ala

60

Asn

Val

FIE B [ R ) — R PD- LR ) A ] AR X

14

45
Arg Phe

Ser Leu

Ser Ser

Pro Gly

Ser Asn
30

Glu Trp

45

Asp Ser

Thr Leu

Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser

1

5

10

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Ser Val Ser

20

25

30

Leu Asp Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu

52

Ser Gly

Gln Ala

80
Pro Tyr
95

Arg Ser
15
Tyr Gly

Val Ala

Val Lys

Phe Leu
80

Cys Ala
95

Val Gly
15
Asn Tyr

Leu Ile



CN 109575140 B

FF

.1l

%=

8/90 i

[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]

35

40

Tyr Asp Ala Ser Thr Arg Ala Thr Gly Val Pro Ser

50

55

60

Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser

65

70

75

Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Asn Met

85

Thr Phe Gly Gln Gly

<210>
Q211>
212>
213>
220>
223>
<400>
Asp Leu Val Gln

1
Lys

Ser
Ile
Arg
65

Leu

Gly

Gly

Val
Trp
Ser
50

Val

Arg

Arg

210>
Q211>
212>
213>
220>
223>
<400>
Leu Ser Tyr Val Leu Thr Gln Pro Pro Ser Val Ser Val Ser Pro Gly

1

100
15
113
PRT
NLFF4

90

Rl B R — PR T PD- TH A 1) A T AR X

15

Ser Cys
20

Val Arg

35

Ala Tyr

Thr Met

Ser Leu

Gly Tyr
100

16
103
PRT
NLFF4

Ser Gly Ala Glu Val

5
Lys

Gln

Asn

Thr

Arg

85

Ser

Ala Ser

Ala Pro

Gly Asn
55

Thr Asp

70

Ser Asp

Tyr Gly

Gly
Gly
40

Thr
Thr

Asp

Ile

Tyr
25

Gln
Asn
Ser

Thr

Asp
105

Lys
10
Thr

Gly

Tyr

Thr

Ala

90
Ala

Lys

Phe

Leu

Ala

Ser

75

Val

Phe

Pro

Thr

Glu

Gln

60

Thr

Tyr

Asp

Rl 2 1 R ) — MU PD- 1R R AR P AR X

16

5

10

45

Arg Phe Ser Gly

Ser Leu Gln Pro

Gln Leu Pro

Gly
Ser
Trp
45

Lys

Ala

Ile

Ala

Tyr

30

Met

Leu

Tyr

Cys

Trp
110

95

Ser
15

Gly
Gly
Gln
Met
Ala

95
Gly

15

80

Leu

Val

Ile

Trp

Gly

Glu

80

Arg

Gln

Gln Thr Ala Arg Ile Thr Cys Ser Gly Asp Ala Leu Pro Lys Gln Tyr

20

25

53

30
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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]

Ala Tyr Trp Tyr
35
Tyr Lys Asp Ser
50
Ser Ser Ser Gly
65
Glu Asp Glu Ala

Tyr Val Val Phe
100

210> 17

211> 118

<212> PRT

213> NP5

220>

Gln GIn Lys Pro Gly Gln Ala

40

Glu Arg Pro Ser Gly Ile Pro

55

Thr Thr Val Thr Leu Thr Ile

70

75

Asp Tyr Tyr Cys Gln Ser Ala

85
Gly Gly Gly

90

Pro

Glu
60

Ser

Asp

<223>  FhAE A —FPiPD-1PUAR ) 5 v AR X

<400> 17

Gln Gly Gln Leu

1

Ser Val Lys Val

20

Glu Met His Trp
35

Gly Val Ile Glu

50

Gln Gly Arg Val

65

Met Glu Leu Ser

Thr Arg Glu Gly
100
Asp Val Trp Gly
115
<210> 18
211> 106
<212> PRT
213> N5
220>

Val Gln Ser Gly Ala

5

Ser Cys Lys Ala Ser

25

Val Arg Gln Ala Pro

40

Ser Glu Thr Gly Gly

55

Thr Leu Thr Ala Asp

70

Ser Leu Arg Ser Glu

85

Ile Thr Thr Val Ala

Gln Gly

105

Glu Val Lys

10
Gly

Gly

Thr

Lys

Asp

90
Thr

Tyr
Gln
Ala
Ser
75

Thr

Thr

Thr
Gly
Tyr
60

Ser

Ala

Tyr

223>  FEhEEEATH - MPIPD-1HLRR R AR X

<400> 18

Val
45
Arg

Gly

Ser

Lys

Phe

Leu

45

Asn

Ser

Val

Tyr

Leu

Phe

Val

Ser

Pro

Thr

30

Glu

Gln

Thr

Tyr

Trp
110

Val

Ser

Gln

Gly
95

Gly
15

Asp
Trp
Lys

Ala

Tyr
95
Tyr

Ile

Gly

Ala

80
Thr

Ala

Tyr

Met

Phe

Tyr

80

Cys

Phe

Asp Val Val Met Thr Gln Ser Pro Leu Ser Leu Pro Val Thr Leu Gly

1

5

54

10

15
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[0378] Gln Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Ile Val His Ser
[0379] 20 25 30

[0380] Asn Gly Asn Thr Tyr Leu Glu Trp Tyr Leu Gln Lys Pro Gly Gln Ser
[0381] 35 40 45

[0382] Pro Gln Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe Ser Gly Val Pro
[0383] 50 55 60

[0384] Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile
[0385] 65 70 75 80
[0386] Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Phe Gln Gly
[0387] 85 90 95
[0388] Ser His Val Pro Leu Thr Phe Gly Gln Gly

[0389] 100 105

[0390] <210> 19

[0391] <211> 111

[0392]  <212> PRT

[0393] <213> ANTF41

[0394]  <220>

[0395]  <223> Rl EE E HH—MrHIPD- 14T A4 BB AT AR X

[0396]  <400> 19

[0397] Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[0398] 1 5 10 15
[0399] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Ser Tyr
[0400] 20 25 30

[0401] Gly Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[0402] 35 40 45

[0403] Ala Thr Ile Ser Gly Gly Gly Ser Asp Thr Tyr Tyr Ala Asp Ser Val
[0404] 50 55 60

[0405] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Tyr
[0406] 65 70 75 80
[0407] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[0408] 85 90 95
[0409] Ala Arg Gln Leu Asn Tyr Ala Trp Phe Ala Tyr Trp Gly Gln Gly
[0410] 100 105 110

[0411]  <210> 20

[0412]  <211> 105

[0413]  <212> PRT

[0414]  <213> A%

[0415]  <220>

[0416]  <223> RlG & E I —MHIPD- 1P ) 42 B AT A2 [X

[0417]  <400> 20

[0418] Asp Ile Val Leu Thr Gln Ser Pro Ala Ser Leu Ala Val Ser Pro Gly
[0419] 1 5 10 15

55
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[0420] Gln Arg Ala Thr Ile Thr Cys Arg Ala Ser Glu Ser Val Asp Asn Tyr
[0421] 20 25 30

[0422] Gly Ile Ser Phe Met Asn Trp Tyr Gln Gln Lys Pro Gly Gln Pro Pro
[0423] 35 40 45

[0424] Lys Leu Leu Ile Tyr Thr Ser Ser Asn Lys Asp Thr Gly Val Pro Ala
[0425] 50 55 60

[0426] Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Asn
[0427] 65 70 75 80
[0428] Pro Met Glu Ala Glu Asp Thr Ala Val Tyr Tyr Cys Gln Gln Ser Lys
[0429] 85 90 95
[0430] Glu Val Pro Trp Thr Phe Gly Gly Gly

[0431] 100 105

[0432] <210> 21

[0433] <211> 113

[0434]  <212> PRT

[0435] <213> AR5

[0436]  <220>

[0437]  <223> RlGEE ) —MHIPD- 15T AR B8 A] A2 X

[0438] <400> 21

[0439] Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ser
[0440] 1 5 10 15
[0441] Ser Val Lys Val Ser Cys Lys Ala Ser Gly Gly Thr Phe Ser Ser Tyr
[0442] 20 25 30

[0443] Ala Ile Ser Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Met
[0444] 35 40 45

[0445] Gly Leu Ile Ile Pro Met Phe Asp Thr Ala Gly Tyr Ala Gln Lys Phe
[0446] 50 55 60

[0447] Gln Gly Arg Val Ala Ile Thr Val Asp Glu Ser Thr Ser Thr Ala Tyr
[0448] 65 70 75 80
[0449] Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr Tyr Cys
[0450] 85 90 95
[0451] Ala Arg Ala Glu His Ser Ser Thr Gly Thr Phe Asp Tyr Trp Gly Gln
[0452] 100 105 110

[0453] Gly

[0454] <210> 22

[0455] <211> 101

[0456] <212> PRT

[0457] <213> AR5

[0458]  <220>

[0459]  <223> flGHEEHH)—MHIPD-1HT AR R 42 B A) AR X

[0460]  <400> 22

[0461] Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Val Ser Ala Ser Val Gly

56
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[0462] 1 5 10 15
[0463] Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Gly Ile Ser Ser Trp
[0464] 20 25 30

[0465] Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile
[0466] 35 40 45

[0467] Ser Ala Ala Ser Ser Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly
[0468] 50 55 60

[0469] Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro
[0470] 65 70 75 80
[0471]  Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Ala Asn His Leu Pro Phe
[0472] 85 90 95
[0473] Thr Phe Gly Gly Gly

[0474] 100

[0475] <210> 23

[0476] <211> 116

[0477] <212> PRT

[0478] <213> AN T571

[0479]  <220>

[0480]  <223> FAEEE H ) —MPiPD-1HuAR K HE 4k A AR X

[0481]  <400> 23

[0482] Gln Leu Gln Leu Gln Glu Ser Gly Pro Gly Leu Val Lys Pro Ser Glu

[0483] 1 5 10 15
[0484] Thr Leu Thr Leu Thr Cys Thr Val Ser Ala Asp Ser Ile Ser Ser Thr
[0485] 20 25 30

[0486] Thr Tyr Tyr Trp Val Trp Ile Arg Gln Pro Pro Gly Lys Gly Leu Glu
[0487] 35 40 45

[0488] Trp Ile Gly Ser Ile Ser Tyr Ser Gly Ser Thr Tyr Tyr Asn Pro Ser
[0489] 50 55 60

[0490] Leu Lys Ser Arg Val Thr Val Ser Val Asp Thr Ser Lys Asn Gln Phe
[0491] 65 70 75 80
[0492] Ser Leu Lys Leu Asn Ser Val Ala Ala Thr Asp Thr Ala Leu Tyr Tyr
[0493] 85 90 95
[0494] Cys Ala Arg His Leu Gly Tyr Asn Gly Arg Tyr Leu Pro Phe Asp Tyr
[0495] 100 105 110

[0496] Trp Gly Gln Gly

[0497] 115

[0498] <210> 24

[0499] <211> 104

[0500]  <212> PRT

[0501] <213> ATLF4

[0502]  <220>

[0503]  <223> @A EE I —MPIPD-1HUR K Rk T AR X
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[0504]  <400> 24

[0505] GIn Ser Ala Leu Thr Gln Pro Ala Ser Val Ser Gly Ser Pro Gly Gln
[0506] 1 5 10 15
[0507] Ser Ile Thr Ile Ser Cys Thr Gly Thr Ser Ser Asp Val Gly Phe Tyr
[0508] 20 25 30

[0509] Asn Tyr Val Ser Trp Tyr Gln Gln His Pro Gly Lys Ala Pro Glu Leu
[0510] 35 40 45

[0511] Met Ile Tyr Asp Val Ser Asn Arg Pro Ser Gly Val Ser Asp Arg Phe
[0512] 50 55 60

[0513] Ser Gly Ser Lys Ser Gly Asn Thr Ala Ser Leu Thr Ile Ser Gly Leu
[0514] 65 70 75 80
[0515]  Gln Ala Glu Asp Glu Ala Asp Tyr Tyr Cys Ser Ser Tyr Thr Asn Ile
[0516] 85 90 95
[0517]  Ser Thr Trp Val Phe Gly Gly Gly

[0518] 100

[0519] <210> 25

[0520] <211> 111

[0521]  <212> PRT

[0522] <213> A TJ¥3l

[0523]  <220>

[0524]  <223> REhEHEE PR —APIPD-LIFTAR EEE R A2 X

[0525]  <400> 25

[0526] Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[0527] 1 5 10 15
[0528] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Asp Ser
[0529] 20 25 30

[0530] Trp Ile His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[0531] 35 40 45

[0532] Ala Trp Ile Ser Pro Tyr Gly Gly Ser Thr Tyr Tyr Ala Asp Ser Val
[0533] 50 55 60

[0534] Lys Gly Arg Phe Thr Ile Ser Ala Asp Thr Ser Lys Asn Thr Ala Tyr
[0535] 65 70 75 80
[0536] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[0537] 85 90 95
[0538] Ala Arg Arg His Trp Pro Gly Gly Phe Asp Tyr Trp Gly Gln Gly
[0539] 100 105 110

[0540] <210> 26

[0541] <211> 101

[0542]  <212> PRT

[0543]  <213> AR5

[0544]  <220>

[0545]  <223> RbEE A P —FHTPD-LIFUAR R 2 5 AT A IX
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[0546]  <400> 26

[0547] Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly
[0548] 1 5 10 15
[0549] Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Asp Val Ser Thr Ala
[0550] 20 25 30

[0551] Val Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro Lys Leu Leu Ile
[0552] 35 40 45

[0553] Tyr Ser Ala Ser Phe Leu Tyr Ser Gly Val Pro Ser Arg Phe Ser Gly
[0554] 50 55 60

[0555] Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro
[0556] 65 70 75 80
[0557] Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr Leu Tyr His Pro Ala
[0558] 85 90 95
[0559] Thr Phe Gly Gln Gly

[0560] 100

[0561] <210> 27

[0562] <211> 114

[0563] <212> PRT

[0564]  <213> A TJ¥3l

[0565]  <220>

[0566]  <223> REhEHRE P — A IPD-LIFTAR EEE R A2 X

[0567]  <400> 27

[0568] Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
[0569] 1 5 10 15
[0570] Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Arg Tyr
[0571] 20 25 30

[0572] Trp Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[0573] 35 40 45

[0574] Ala Asn Ile Lys Gln Asp Gly Ser Glu Lys Tyr Tyr Val Asp Ser Val
[0575] 50 55 60

[0576] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Asn Ser Leu Tyr
[0577] 65 70 75 80
[0578] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[0579] 85 90 95
[0580] Ala Arg Glu Gly Gly Trp Phe Gly Glu Leu Ala Phe Asp Tyr Trp Gly
[0581] 100 105 110

[0582] Gln Gly

[0583] <210> 28

[0584] <211> 102

[0585]  <212> PRT

[0586]  <213> A TJ¥3l

[0587]  <220>
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[0588]
[0589]
[0590]
[0591]
[0592]
[0593]
[0594]
[0595]
[0596]
[0597]
[0598]
[0599]
[0600]
[0601]
[0602]
[0603]
[0604]
[0605]
[0606]
[0607]
[0608]
[0609]
[0610]
[0611]
[0612]
[0613]
[0614]
[0615]
[0616]
[0617]
[0618]
[0619]
[0620]
[0621]
[0622]
[0623]
[0624]
[0625]
[0626]
[0627]
[0628]
[0629]

223>
<400>
Glu Ile Val Leu

1
Glu

Tyr
Ile
Gly
65

Pro

Trp

Arg
Leu
Tyr
50

Ser

Glu

Thr

210>
211>
212>
213>
220>
223>
<400>
Glu Val GIn Leu

1

Ser

Ile

Ser

Lys

65

Leu

Ala

Gly

Leu
Met
Ser
50

Gly

Gln

Arg

210>
<2115
212>
<213>

RilE 2 1 R ) — PR TPD-L LB 1 32 B T AR X

28

Ala

Ala
35
Asp

Gly

Asp

Phe

29

113
PRT

Thr
20
Trp

Ala

Ser

Phe

Gly
100

NILF5

Thr Gln
5

Leu Ser

Tyr Gln

Ser Ser

Gly Thr
70

Ala Val

85

Gln Gly

Ser Pro

Cys Arg

Gln Lys
40

Arg Ala

55

Asp Phe

Tyr Tyr

Gly
Ala
25

Pro
Thr

Thr

Cys

Thr
10

Ser

Gly

Gly

Leu

Gln
90

Leu

Gln

Gln

Ile

Thr

75
Gln

Ser
Arg
Ala
Pro
60

Ile

Tyr

Rl B R — R T PD-L AR Y 3 % T AR X

29

Arg
Met

35
Ile

Arg

Met

Ile

30

104
PRT

Leu
20

Trp
Tyr
Phe

Asn

Lys
100

NLF5

Leu Glu Ser Gly Gly Gly Leu Val

5
Ser Cys

Val Arg

Pro Ser

Thr Tle
70

Ser Leu

85

Leu Gly

Ala Ala

Gln Ala
40

Gly Gly

55

Ser Arg

Arg Ala

Thr Val

Ser
25

Pro
Ile
Asp

Glu

Thr
105

60

10
Gly

Gly

Thr

Asn

Asp

90
Thr

Phe
Lys
Phe
Ser
75

Thr

Val

Thr
Gly
Tyr
60

Lys

Ala

Asp

Leu
Val
Pro
45

Asp

Ser

Gly

Gln

Phe

Leu

45

Ala

Asn

Val

Tyr

Ser
Ser
30

Arg
Arg

Arg

Ser

Pro

Ser

30

Glu

Asp

Thr

Tyr

Trp
110

Pro
15

Ser
Leu
Phe

Leu

Leu
95

Gly

15

Ser

Trp

Thr

Leu

95
Gly

Gly

Ser

Leu

Ser

Glu

80

Pro

Gly

Tyr

Val

Val

Tyr

80

Cys

Gln
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[0630]
[0631]
[0632]
[0633]
[0634]
[0635]
[0636]
[0637]
[0638]
[0639]
[0640]
[0641]
[0642]
[0643]
[0644]
[0645]
[0646]
[0647]
[0648]
[0649]
[0650]
[0651]
[0652]
[0653]
[0654]
[0655]
[0656]
[0657]
[0658]
[0659]
[0660]
[0661]
[0662]
[0663]
[0664]
[0665]
[0666]
[0667]
[0668]
[0669]
[0670]
[0671]

220>
<223>
<400> 30

Rl 2 1 ) — PR BTPD-L 1B 1 2 B T AR X

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

1 5

Ser Ile Thr Ile Ser Cys

20

Asn Tyr Val Ser Trp Tyr

35

Met Tle Tyr Asp Val Ser

50

Ser Gly Ser Lys Ser Gly

65

Gln Ala Glu Asp Glu Ala

85

Ser Thr Arg Val Phe Gly

100
<210> 31

211> 113
<212> PRT
213> NILF4
<220>
<223>
<400> 31

Thr Gly Thr
25
GIn GIn His
40
Asn Arg Pro
55
Asn Thr Ala

Asp Tyr Tyr

Thr Gly

10

Ser Ser

Pro Gly

Ser Gly

Ser Leu

75
Cys Ser
90

Thr Lys Val Glu Ile Lys Arg Thr Val Ala Ala

1 5

Phe Pro Pro Ser Asp Glu

20

Cys Leu Leu Asn Asn Phe

35

Val Asp Asn Ala Leu Gln

50

Gln Asp Ser Lys Asp Ser

65

Ser Lys Ala Asp Tyr Glu

85

His GIn Gly Leu Ser Ser

100
Cys
210> 32
Q211> 112
<212> PRT

Gln Leu Lys
25
Tyr Pro Arg
40
Ser Gly Asn
55
Thr Tyr Ser

Lys His Lys

Pro Val Thr
105

61

10
Ser Gly

Glu Ala

Ser Gln

Leu Ser
75

Val Tyr

90

Lys Ser

Asp Val Gly
30
Lys Ala Pro
45
Val Ser Asn
60
Thr Ile Ser

Ser Tyr Thr

R HE R ) AR TPD- TR R AR AR 2 X P 4], T

Pro Ser Val

Thr Ala Ser
30
Lys Val Gln
45
Glu Ser Val
60
Ser Thr Leu

Ala Cys Glu

Phe Asn Arg
110

Gly
15

Gly
Lys
Arg

Gly

Ser
95

Phe
15
Val

Trp

Thr

Thr

Val

95
Gly

Gln

Tyr

Leu

Phe

Leu

80

Ser

Ile

Val

Lys

Glu

Leu

80

Thr

Glu
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[0672]
[0673]
[0674]
[0675]
[0676]
[0677]
[0678]
[0679]
[0680]
[0681]
[0682]
[0683]
[0684]
[0685]
[0686]
[0687]
[0688]
[0689]
[0690]
[0691]
[0692]
[0693]
[0694]
[0695]
[0696]
[0697]
[0698]
[0699]
[0700]
[0701]
[0702]
[0703]
[0704]
[0705]
[0706]
[0707]
[0708]
[0709]
[0710]
[0711]
[0712]
[0713]

213>
220>
223>
<400>
Thr Lys Leu Thr

1

Leu

Val

Lys

Ser

65

Thr

His

Phe
Cys
Ala
50

Lys

Pro

Glu

<210>
211>
212>
213>
220>
223>
<400>
Thr Leu Val Thr

1

Pro

Gly

Asn

Gln

65

Ser

Ser

Thr

Ser

Leu

Cys

Ser

50

Ser

Ser

Asn

His

Val

N3

R R R — AR TPD- 1 BT AR A B IR E X 41, MR

32

Pro Pro
20

Leu Ile

35

Asp Ser

Gln Ser

Glu Gln

Gly Ser
100

33

337

PRT

NTJF5

R SR E P — M TPD- LU SRR E X PP A1, TG 17

33

Ala Pro
20

Leu Val

35

Gly Ala

Ser Gly

Leu Gly

Thr Lys
100

Thr Cys

115

Phe Leu

Val
5

Ser
Ser
Ser
Asn
Trp

85
Thr

Val
5
Ser
Lys
Leu
Leu
Thr
85
Val

Pro

Phe

Leu Gly Gln

Ser Glu Glu

Asp Phe Tyr
40
Pro Val Lys
55
Asn Lys Tyr
70
Lys Ser His

Val Glu Lys

Ser Ser Ala

Ser Lys Ser

Asp Tyr Phe
40
Thr Ser Gly
55
Tyr Ser Leu
70
Gln Thr Tyr

Asp Lys Lys

Pro Cys Pro

120
Pro Pro Lys

Pro Lys Ala

Leu
25

Pro

Ala

Ala

Arg

Thr
105

Ser

Thr
25

Pro

Val

Ser

Ile

Val

105

Ala

Pro

62

10
Gln

Gly

Gly

Ala

Ser

90
Val

Thr
10

Ser
Glu
His
Ser
Cys
90

Glu

Pro

Lys

Ala
Ala
Val
Ser
75

Tyr

Ala

Ala Pro Ser

Asn

Val

Glu

60

Ser

Ser

Pro

Lys
Thr
45

Thr
Tyr

Cys

Thr

Lys Gly Pro

Gly

Pro

Thr

Val

75

Asn

Pro

Glu

Asp

Gly

Val

Phe

60

Val

Val

Lys

Leu

Thr

Thr

Thr

45

Pro

Thr

Asn

Ser

Leu

125

Leu

Ala
30

Val
Thr
Leu

Gln

Glu
110

Ser
Ala
30

Val
Ala
Val
His
Cys
110

Gly

Met

Val
15

Thr
Ala
Thr
Ser
Val

95
Cys

Val
15

Ala
Ser
Val
Pro
Lys
95

Asp

Gly

Ile

Thr

Leu

Trp

Pro

Leu

80

Thr

Ser

Phe

Leu

Trp

Leu

Ser

80

Pro

Lys

Pro

Ser
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[0714] 130 135 140

[0715] Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp
[0716] 145 150 155 160
[0717]  Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn
[0718] 165 170 175
[0719] Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg Val
[0720] 180 185 190

[0721] Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu
[0722] 195 200 205

[0723] Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys
[0724] 210 215 220

[0725] Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr
[0726] 225 230 235 240
[0727] Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr
[0728] 245 250 255
[0729] Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu
[0730] 260 265 270

[0731]  Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu
[0732] 275 280 285

[0733] Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys
[0734] 290 295 300

[0735] Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met His Glu
[0736] 305 310 315 320
[0737] Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly
[0738] 325 330 335
[0739] Lys

[0740] <210> 34

[0741] <211> 333

[0742] <212> PRT

[0743] <213> A TJ¥3

[0744]  <220>

[0745]  <223> Rl HE I — MIPD- 15T A4 I B AR 1E € X P41, TeG2 2

[0746]  <400> 34

[0747] Thr Thr Val Thr Val Ser Thr Ala Ser Thr Lys Gly Pro Ser Val Phe
[0748] 1 5 10 15
[0749]  Pro Leu Ala Pro Cys Ser Arg Ser Thr Ser Glu Ser Thr Ala Ala Leu
[0750] 20 25 30

[0751] Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser Trp
[0752] 35 40 45

[0753] Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val Leu
[0754] 50 55 60

[0755]  Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro Ser
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[0756] 65 70 75 80
[0757] Ser Asn Phe Gly Thr Gln Thr Tyr Thr Cys Asn Val Asp His Lys Pro
[0758] 85 90 95
[0759]  Ser Asn Thr Lys Val Asp Lys Thr Val Glu Arg Lys Cys Cys Val Glu
[0760] 100 105 110

[0761] Cys Pro Pro Cys Pro Ala Pro Pro Val Ala Gly Pro Ser Val Phe Leu
[0762] 115 120 125

[0763] Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu
[0764] 130 135 140

[0765] Val Thr Cys Val Val Val Asp Val Ser His Glu Asp Pro Glu Val Gln
[0766] 145 150 155 160
[0767] Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys
[0768] 165 170 175
[0769] Pro Arg Glu Glu Gln Phe Asn Ser Thr Phe Arg Val Val Ser Val Leu
[0770] 180 185 190

[0771] Thr Val Val His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys
[0772] 195 200 205

[0773] Val Ser Asn Lys Gly Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys
[0774] 210 215 220

[0775] Thr Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser
[0776] 225 230 235 240
[0777] Arg Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr Cys Leu Val Lys
[0778] 245 250 255
[0779] Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly Gln
[0780] 260 265 270

[0781] Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Met Leu Asp Ser Asp Gly
[0782] 275 280 285

[0783] Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp Gln
[0784] 290 295 300

[0785] Gln Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn
[0786] 305 310 315 320
[0787] His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys

[0788] 325 330

[0789] <210> 35

[0790] <211> 334

[0791]  <212> PRT

[0792] <213> AT JF3)

[0793]  <220>

[0794]  <223> REdEHEE PR —FPIPD- 15U R HEEIEE X P41, 9G4

[0795]  <400> 35

[0796] Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val Phe
[0797]1 1 5 10 15
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[0798] Pro Leu Ala Pro Cys Ser Arg Ser Thr Ser Glu Ser Thr Ala Ala Leu
[0799] 20 25 30

[0800] Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser Trp
[0801] 35 40 45

[0802] Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val Leu
[0803] 50 55 60

[0804] Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro Ser
[0805] 65 70 75 80
[0806] Ser Ser Leu Gly Thr Lys Thr Tyr Thr Cys Asn Val Asp His Lys Pro
[0807] 85 90 95
[0808] Ser Asn Thr Lys Val Asp Lys Arg Val Glu Ser Lys Tyr Gly Pro Pro
[0809] 100 105 110

[0810] Cys Pro Pro Cys Pro Ala Pro Glu Phe Leu Gly Gly Pro Ser Val Phe
[0811] 115 120 125

[0812] Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro
[0813] 130 135 140

[0814] Glu Val Thr Cys Val Val Val Asp Val Ser Gln Glu Asp Pro Glu Val
[0815] 145 150 155 160
[0816] Gln Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr
[0817] 165 170 175
[0818] Lys Pro Arg Glu Glu Gln Phe Asn Ser Thr Tyr Arg Val Val Ser Val
[0819] 180 185 190

[0820] Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys
[0821] 195 200 205

[0822] Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile Glu Lys Thr Ile Ser
[0823] 210 215 220

[0824] Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro
[0825] 225 230 235 240
[0826] Ser Gln Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr Cys Leu Val
[0827] 245 250 255
[0828] Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly
[0829] 260 265 270

[0830] Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp
[0831] 275 280 285

[0832] Gly Ser Phe Phe Leu Tyr Ser Arg Leu Thr Val Asp Lys Ser Arg Trp
[0833] 290 295 300

[0834] Gln Glu Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu His
[0835] 305 310 315 320
[0836] Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Leu Gly Lys

[0837] 325 330

[0838] <210> 36

[0839] <211> 16
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[0840]
[0841]
[0842]
[0843]
[0844]
[0845]
[0846]
[0847]
[0848]
[0849]
[0850]
[0851]
[0852]
[0853]
[0854]
[0855]
[0856]
[0857]
[0858]
[0859]
[0860]
[0861]
[0862]
[0863]
[0864]
[0865]
[0866]
[0867]
[0868]
[0869]
[0870]
[08711]
[0872]
[0873]
[0874]
[0875]
[0876]
[0877]
[0878]
[0879]
[0880]
[0881]

212>
<213>
220>
<223>
<400>

PRT
NLFF4)

Al R P AR Sk
36

Ala Lys Thr Thr Pro Lys Leu Glu Glu Gly Glu Phe Ser Glu Ala Arg

1

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

1

Val
210>
211>
212>

5 10 15
37
17
PRT
NLFF4)

il 8 A — ARk

37
Ala Lys Thr Thr Pro Lys Leu Glu Glu Gly Glu Phe Ser Glu Ala Arg
5 10 15
38
9
PRT
NTLJF3)

213>
<220>
223>
<400>

A B AR R B Sk
38

Ala Lys Thr Thr Pro Lys Leu Gly Gly

1

<210>
211>
212>
213>
<220>
223>
<400>

1

<210>
<2115
212>

5
39

10

PRT
NP4

R AR R A ARk Sk

39
Ser Ala Lys Thr Thr Pro Lys Leu Gly Gly
5 10
40
6
PRT
NTLJF5

213>
<220>
223>
<400>

R AR AR A — ARk Sk
40
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[0882]
[0883]
[0884]
[0885]
[0886]
[0887]
[0888]
[0889]
[0890]
[0891]
[0892]
[0893]
[0894]
[0895]
[0896]
[0897]
[0898]
[0899]
[0900]
[0901]
[0902]
[0903]
[0904]
[0905]
[0906]
[0907]
[0908]
[0909]
[0910]
[0911]
[0912]
[0913]
[0914]
[0915]
[0916]
[0917]
[0918]
[0919]
[0920]
[0921]
[0922]
[0923]

Ser Ala Lys Thr Thr Pro

1

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

Arg Ala Asp Ala Ala Pro

1

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

5
41

6

PRT
NP4

Rl AR TP — AR Rk

41

5
42
9
PRT

N5

Rl A R — AR Rk

42

Arg Ala Asp Ala Ala Pro Thr Val Ser

1

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

Arg Ala Asp Ala Ala Ala Ala Gly Gly Pro Gly Ser

1

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

Arg Ala Asp Ala Ala Ala Ala

1

210>
<2115
212>
<213>

5
43

12

PRT
NLFF4

il 8 A Ak R

43

5
44

7

PRT
NLFF4)

il 8 A — ARk

44

5
45

18

PRT
NLFF%

67
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[0924] <220>

[0925]  <223> fAE A H I —FkE Sk

[0926]  <400> 45

[0927] Ser Ala Lys Thr Thr Pro Lys Leu Glu Glu Gly Glu Phe Ser Glu Ala
[0928] 1 5 10 15
[0929] Arg Val

[0930] <210> 46

[0931] <211> 5

[0932] <212> PRT

[0933] <213> A4

[0934] <220>

[0935]  <223> FAEE I — MRk

[0936]  <400> 46

[0937] Ala Asp Ala Ala Pro

[0938] 1 5

[0939] <210> 47

[0940] <211> 11

[0941] <212> PRT

[0942] <213> A4

[0943]  <220>

[0944]  <223> FA A — MOk

[0945]  <400> 47

[0946] Asp Ala Ala Pro Thr Val Ser Ile Phe Pro Pro
[0947] 1 5 10
[0948] <210> 48

[0949] <211> 5

[0950] <212> PRT

[0951] <213> AN THF%

[0952]  <220>

[0953]  <223> fil&a I —Fh kR Sk

[0954]  <400> 48

[0955] Thr Val Ala Ala Pro

[0956] 1 5

[0957] <210> 49

[0958] <211> 12

[0959] <212> PRT

[0960] <213> A T4

[0961]  <220>

[0962]  <223> fl& a0 —Fh kR Sk

[0963]  <400> 49

[0964] Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro
[0965] 1 5 10
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[0966]
[0967]
[0968]
[0969]
[0970]
[0971]
[0972]
[0973]
[0974]
[0975]
[0976]
[0977]
[0978]
[0979]
[0980]
[0981]
[0982]
[0983]
[0984]
[0985]
[0986]
[0987]
[0988]
[0989]
[0990]
[0991]
[0992]
[0993]
[0994]
[0995]
[0996]
[0997]
[0998]
[0999]
[1000]
[1001]
[1002]
[1003]
[1004]
[1005]
[1006]
[1007]

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

Gln Pro Lys Ala Ala Pro

1

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

Gln Pro Lys Ala Ala Pro Ser Val Thr Leu Phe Pro Pro

1

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

Ala Lys Thr Thr Pro Pro

1

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

Ala Lys Thr Thr Pro Pro Ser Val Thr Pro Leu Ala Pro

1

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

50
6
PRT

N5

Rl A R — AR Rk

50

5
51

13

PRT
NLFF4

Al P AR Sk

51

5
52

6

PRT
NLFF%)

il 8 A — ARk

52

5
53

13

PRT
NLFF4

Al AP — AR R Sk

53

5
54

6

PRT
NLF5

Al PR — A kR Sk
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[1008]
[1009]
[1010]
[1011]
[1012]
[1013]
[1014]
[1015]
[1016]
[1017]
[1018]
[1019]
[1020]
[1021]
[1022]
[1023]
[1024]
[1025]
[1026]
[1027]
[1028]
[1029]
[1030]
[1031]
[1032]
[1033]
[1034]
[1035]
[1036]
[1037]
[1038]
[1039]
[1040]
[1041]
[1042]
[1043]
[1044]
[1045]
[1046]
[1047]
[1048]
[1049]

<400> 54

Ala Lys Thr Thr Ala Pro

1 5

<210> 55

211> 13

<212> PRT

213> NILF%|

220>

223> REhEERETH kK

<400> 55

Ala Lys Thr Thr Ala Pro Ser Val Tyr Pro Leu Ala Pro
1 5 10
<210> 56

211> 6

<212> PRT

213> NP5

220>

223> REhEERETH MRk

<400> 56

Ala Ser Thr Lys Gly Pro

1 5

210> 57

211> 13

<212> PRT

213> NP5

220>

223> REhEERETH kK

<400> 57

Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro
1 5 10
<210> 58

211> 15

<212> PRT

213> NP5

220>

223> RhEERETH MRk

<400> 58

Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser

1 5 10
<210> 59

211> 15

<212> PRT
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[1050] <213> A T4

[1051]  <220>

[1052]  <223> ®h&&E AP —FkE Sk

[1053]  <400> 59

[1054] Gly Glu Asn Lys Val Glu Tyr Ala Pro Ala Leu Met Ala Leu Ser
[1055] 1 5 10 15
[1056] <210> 60

[1057] <211> 15

[1058] <212> PRT

[1059] <213> A4

[1060]  <220>

[1061]  <223> FhAEE I — MRk

[1062]  <400> 60

[1063] Gly Pro Ala Lys Glu Leu Thr Pro Leu Lys Glu Ala Lys Val Ser
[1064] 1 5 10 15
[1065] <210> 61

[1066] <211> 15

[1067]  <212> PRT

[1068] <213> A4

[1069]  <220>

[1070]  <223> Fl&E A — Mok Sk

[1071]  <400> 61

[1072]  Gly His Glu Ala Ala Ala Val Met Gln Val Gln Tyr Pro Ala Ser
[1073] 1 5 10 15
[1074] <210> 62

[1075] <211> 16

[1076] <212> PRT

[1077] <213> AN THF7

[1078]  <220>

[1079]  <223> fh&aE I —FhkEk

[1080]  <400> 62

[1081] Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Ala
[1082] 1 5 10 15
[1083] <210> 63

[1084] <211> 205

[1085] <212> PRT

[1086] <213> A T4

[1087] <220>

[1088]  <223> FlAEEE ) —FVIDI Z LR T 41

[1089]  <400> 63

[1090] Ser Asp Thr Gly Arg Pro Phe Val Glu Met Tyr Ser Glu Ile Pro Glu
[1091] 1 5 10 15
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[1092] Ile Tle His Met Thr Glu Gly Arg Glu Leu Val Ile Pro Cys Arg Val
[1093] 20 25 30

[1094] Thr Ser Pro Asn Ile Thr Val Thr Leu Lys Lys Phe Pro Leu Asp Thr
[1095] 35 40 45

[1096] Leu Ile Pro Asp Gly Lys Arg Ile Ile Trp Asp Ser Arg Lys Gly Phe
[1097] 50 55 60

[1098] Ile Ile Ser Asn Ala Thr Tyr Lys Glu Ile Gly Leu Leu Thr Cys Glu
[1099] 65 70 75 80
[1100] Ala Thr Val Asn Gly His Leu Tyr Lys Thr Asn Tyr Leu Thr His Arg
[1101] 85 90 95
[1102] Gln Thr Asn Thr Ile Ile Asp Val Val Leu Ser Pro Ser His Gly Ile
[1103] 100 105 110

[1104] Glu Leu Ser Val Gly Glu Lys Leu Val Leu Asn Cys Thr Ala Arg Thr
[1105] 115 120 125

[1106] Glu Leu Asn Val Gly Ile Asp Phe Asn Trp Glu Tyr Pro Ser Ser Lys
[1107] 130 135 140

[1108] His Gln His Lys Lys Leu Val Asn Arg Asp Leu Lys Thr Gln Ser Gly
[1109] 145 150 155 160
[1110] Ser Glu Met Lys Lys Phe Leu Ser Thr Leu Thr Ile Asp Gly Val Thr
[1111] 165 170 175
[1112]  Arg Ser Asp Gln Gly Leu Tyr Thr Cys Ala Ala Ser Ser Gly Leu Met
[1113] 180 185 190

[1114] Thr Lys Lys Asn Ser Thr Phe Val Arg Val His Glu Lys

[1115] 195 200 205

[1116] <210> 64

[1117]  <211> 303

[1118]  <212> PRT

[1119]  <213> ATLF4I

[1120]  <220>

[1121]  <223> EAEEA T —FVIDK R IR 55

[1122] <400> 64

[1123]  Ser Asp Thr Gly Arg Pro Phe Val Glu Met Tyr Ser Glu Ile Pro Glu
[1124] 1 5 10 15
[1125] Ile Ile His Met Thr Glu Gly Arg Glu Leu Val Ile Pro Cys Arg Val
[1126] 20 25 30

[1127] Thr Ser Pro Asn Ile Thr Val Thr Leu Lys Lys Phe Pro Leu Asp Thr
[1128] 35 40 45

[1129] Leu Ile Pro Asp Gly Lys Arg Ile Ile Trp Asp Ser Arg Lys Gly Phe
[1130] 50 55 60

[1131] Ile Ile Ser Asn Ala Thr Tyr Lys Glu Ile Gly Leu Leu Thr Cys Glu
[1132] 65 70 75 80
[1133] Ala Thr Val Asn Gly His Leu Tyr Lys Thr Asn Tyr Leu Thr His Arg

72



CN 109575140 B ,? 5'] % 28/90 1
[1134] 85 90 95
[1135] GIn Thr Asn Thr Ile Ile Asp Val Val Leu Ser Pro Ser His Gly Ile
[1136] 100 105 110

[1137]  Glu Leu Ser Val Gly Glu Lys Leu Val Leu Asn Cys Thr Ala Arg Thr
[1138] 115 120 125

[1139] Glu Leu Asn Val Gly Ile Asp Phe Asn Trp Glu Tyr Pro Ser Ser Lys
[1140] 130 135 140

[1141] His Gln His Lys Lys Leu Val Asn Arg Asp Leu Lys Thr Gln Ser Gly
[1142] 145 150 155 160
[1143] Ser Glu Met Lys Lys Phe Leu Ser Thr Leu Thr Ile Asp Gly Val Thr
[1144] 165 170 175
[1145] Arg Ser Asp Gln Gly Leu Tyr Thr Cys Ala Ala Ser Ser Gly Leu Met
[1146] 180 185 190

[1147] Thr Lys Lys Asn Ser Thr Phe Val Arg Val His Glu Lys Pro Phe Val
[1148] 195 200 205

[1149] Ala Phe Gly Ser Gly Met Glu Ser Leu Val Glu Ala Thr Val Gly Glu
[1150] 210 215 220

[1151] Arg Val Arg Ile Pro Ala Lys Tyr Leu Gly Tyr Pro Pro Pro Glu Ile
[1152] 225 230 235 240
[1153] Lys Trp Tyr Lys Asn Gly Ile Pro Leu Glu Ser Asn His Thr Ile Lys
[1154] 245 250 255
[1155] Ala Gly His Val Leu Thr Ile Met Glu Val Ser Glu Arg Asp Thr Gly
[1156] 260 265 270

[1157]  Asn Tyr Thr Val Ile Leu Thr Asn Pro Ile Ser Lys Glu Lys Gln Ser
[1158] 275 280 285

[1159] His Val Val Ser Leu Val Val Tyr Val Pro Pro Gly Pro Gly Asp
[1160] 290 295 300

[1161] <210> 65

[1162] <211> 100

[1163] <212> PRT

[1164] <213> ANLF%I

[1165]  <220>

[1166]  <223> REh&HE AT —FIVIDI SRR ¥ 5

[1167]  <400> 65

[1168] Ser Asp Thr Gly Arg Pro Phe Val Glu Met Tyr Ser Glu Ile Pro Glu
[1169] 1 5 10 15
[1170] Ile Ile His Met Thr Glu Gly Arg Glu Leu Val Ile Pro Cys Arg Val
[1171] 20 25 30

[1172] Thr Ser Pro Asn Ile Thr Val Thr Leu Lys Lys Phe Pro Leu Asp Thr
[1173] 35 40 45

[1174] Leu Ile Pro Asp Gly Lys Arg Ile Ile Trp Asp Ser Arg Lys Gly Phe
[1175] 50 55 60
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[1176] Ile Ile Ser Asn Ala Thr Tyr Lys Glu Ile Gly Leu Leu Thr Cys Glu
[1177] 65 70 75 80

[1178] Ala Thr Val Asn Gly His Leu Tyr Lys Thr Asn Tyr Leu Thr His Arg
[1179] 85 90 95

[1180] Gln Thr Asn Thr

[1181] 100

[1182] <210> 66

[1183] <211> 723

[1184] <212> DNA

[1185] <213> A TJ¥%l

[1186]  <220>

[1187]  <223> HIPDIHUIABY18. 1[5 %EE (BY18. 1L #% LR FF 41

[1188]  <400> 66

[1189] ctcgaggeca ccatggagac cgacacactc ctcctgtggg tgetgetget gtgggtgeet 60
[1190] ggctccactg gcgagattgt gctgacacag tcccccgeta ctctgagect gageectgge 120
[1191] gagagggcta cactgtcttg cagagcttct cagtccgtgt cttcttacct cgettggtat 180
[1192] cagcagaagc ccggccagge tccaagactg ctgatctatg acgettctaa ccgegetaca 240
[1193] ggcattcctg ctaggttcag cggcagegge tctggeaccg acttcacact cacaattage 300
[1194] tctcttgaac ctgaggactt cgccgtgtac tactgccage agtctagcaa ctggectaga 360
[1195] acattcggec agggcactaa ggtggagatt aagagaaccg tggccgecce cagegtgtte 420
[1196] atcttcccte ccagecgacga gcagectgaag tctggecaccg ccagegtggt gtgectgetg 480
[1197] aacaacttct acccccgega ggeccaaggtg cagtggaagg tggacaacge cctgeagage 540
[1198] ggcaacagcc aggagagcgt gaccgagcag gactccaagg acagcaccta cagcctgage 600
[1199] agcaccctga ccctgagcaa ggccgactac gagaagcaca aggtgtacge ctgegaggtg 660
[1200] acccaccagg gactgtctag ccccgtgacc aagagcttca accggggega gtgectaagaa 720
[1201]  ttc 723
[1202] <210> 67

[1203] <211> 234

[1204] <212> PRT

[1205]  <213> A TJ¥3

[1206]  <220>

[1207]  <223> #HIPDIHLIABY1S. 1f14e4E (BY18. 1L R EM 75

[1208]  <400> 67

[1209] Met Glu Thr Asp Thr Leu Leu Leu Trp Val Leu Leu Leu Trp Val Pro
[1210] 1 5 10 15

[1211]  Gly Ser Thr Gly Glu Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser
[1212] 20 25 30

[1213] Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser
[1214] 35 40 45

[1215] Val Ser Ser Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro
[1216] 50 55 60

[1217] Arg Leu Leu Ile Tyr Asp Ala Ser Asn Arg Ala Thr Gly Ile Pro Ala
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[1218] 65 70 75 80

[1219] Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser
[1220] 85 90 95

[1221]  Ser Leu Glu Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Ser Ser
[1222] 100 105 110

[1223]  Asn Trp Pro Arg Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys Arg
[1224] 115 120 125

[1225] Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu Gln
[1226] 130 135 140

[1227] Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr
[1228] 145 150 155 160
[1229] Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln Ser
[1230] 165 170 175

[1231]  Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser Thr
[1232] 180 185 190

[1233] Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys

[1234] 195 200 205

[1235] His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser Pro
[1236] 210 215 220

[1237] Val Thr Lys Ser Phe Asn Arg Gly Glu Cys

[1238] 225 230

[1239] <210> 68

[1240] <211> 1401

[1241]  <212> DNA

[1242]  <213> A TJ7%

[1243]  <220>

[1244]  <223> HiPDIHLIABY18. 11 HEE BY18. 1D ZF R T 51

[1245]  <400> 68

[1246] tctagagcca ccatggagac cgacaccctg ctgetgtggg tgetgeteet gtgggtgeet 60
[1247] ggctccacag geccaggtgea getcegtggag tcecggeggeg gegtggtgea geccggeaga 120
[1248] tccctcagac tggactgcaa ggecatccegge attacattct ctaactctgg aatgcactgg 180
[1249] gtgagacagg ctcctggecaa gggectggaa tgggtggecg tgatttggta cgacggetet 240
[1250] aagagatact acgctgactc cgtgaaggge cggttcacaa ttagcagaga caactccaag 300
[1251] aacactctgt tcctccagat gaacagcctg agagccgagg acaccgetgt gtactactge 360
[1252] gccaccaacg acgactactg gggccaggge accctegtga cagtgtcette cgectecace 420
[1253] aagggccctt ccgtgtteee tetggeceet tgetcecget ccacctecga gtceccaccgee 480
[1254] gccctggget gectggtgaa ggactacttc cctgagectg tgaccgtgte ctggaactee 540
[1255] ggcgeeectga ccteeggegt geacacctte cetgecgtge tgecagtecte cggectgtac 600
[1256] tcecetgteet cegtggtgac cgtgecttee tecctecctgg gecaccaagac ctacacctge 660
[1257] aacgtggacc acaagccttc caacaccaag gtggacaagc gegtggagtc caagtacgge 720
[1258] ccteettgee ctecttgeee tgecectgag tteetgggeg gecctteegt gttectgtte 780
[1259] cctcctaage ctaaggacac cctgatgatc tcccgecacce ctgaggtgac ctgegtggtg 840
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[1260] gtggacgtgt cccaggagga ccctgaggtg cagttcaact ggtacgtgga cggegtggag 900
[1261] gtgcacaacg ccaagaccaa gcctcgegag gagcagttca actccaccta ccgegtggtg 960
[1262] tcecgtgetga cegtgetgea ccaggactgg ctgaacggea aggagtacaa gtgcaaggtg 1020
[1263] tccaacaagg gcctgectte ctccatcgag aagaccatct ccaaggccaa gggecagect 1080
[1264] cgegagecte aggtgtacac cctgectect tcccaggagg agatgaccaa gaaccaggtg 1140
[1265] tccetgacet gectggtgaa gggettetac ccttcegaca tcgeegtgga gtgggagtee 1200
[1266] aacggccagc ctgagaacaa ctacaagacc acccctcctg tgetggactc cgacggetec 1260
[1267] ttcttcetgt actccegect gaccgtggac aagtcccget ggecaggaggg caacgtgtte 1320
[1268] tcctgetecg tgatgecacga ggecctgeac aaccactaca cccagaagte cetgteecctg 1380
[1269] tccetgggea agtaagtega ¢ 1401
[1270] <210> 69

[1271]  <211> 460

[1272] <212> PRT

[1273] <213> ANTF40

[1274]  <220>

[1275]  <223> $HiPDIHLMABY18. I\ EEE BY18. 1D E IR T ¥

[1276]  <400> 69

[1277] Met Glu Thr Asp Thr Leu Leu Leu Trp Val Leu Leu Leu Trp Val Pro

[1278] 1 5 10 15

[1279] Gly Ser Thr Gly Gln Val Gln Leu Val Glu Ser Gly Gly Gly Val Val

[1280] 20 25 30

[1281] Gln Pro Gly Arg Ser Leu Arg Leu Asp Cys Lys Ala Ser Gly Ile Thr

[1282] 35 40 45

[1283] Phe Ser Asn Ser Gly Met His Trp Val Arg Gln Ala Pro Gly Lys Gly

[1284] 50 55 60

[1285] Leu Glu Trp Val Ala Val Ile Trp Tyr Asp Gly Ser Lys Arg Tyr Tyr

[1286] 65 70 75 80

[1287] Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys

[1288] 85 90 95

[1289] Asn Thr Leu Phe Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala

[1290] 100 105 110

[1291]  Val Tyr Tyr Cys Ala Thr Asn Asp Asp Tyr Trp Gly Gln Gly Thr Leu

[1292] 115 120 125

[1293] Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu

[1294] 130 135 140

[1295] Ala Pro Cys Ser Arg Ser Thr Ser Glu Ser Thr Ala Ala Leu Gly Cys

[1296] 145 150 155 160

[1297] Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser

[1298] 165 170 175

[1299] Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val Leu Gln Ser

[1300] 180 185 190

[1301] Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser
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[1302] 195 200 205

[1303] Leu Gly Thr Lys Thr Tyr Thr Cys Asn Val Asp His Lys Pro Ser Asn
[1304] 210 215 220

[1305] Thr Lys Val Asp Lys Arg Val Glu Ser Lys Tyr Gly Pro Pro Cys Pro
[1306] 225 230 235 240
[1307] Pro Cys Pro Ala Pro Glu Phe Leu Gly Gly Pro Ser Val Phe Leu Phe
[1308] 245 250 255
[1309] Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val
[1310] 260 265 270

[1311]  Thr Cys Val Val Val Asp Val Ser Gln Glu Asp Pro Glu Val Gln Phe
[1312] 275 280 285

[1313] Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro
[1314] 290 295 300

[1315] Arg Glu Glu Gln Phe Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr
[1316] 305 310 315 320
[1317] Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val
[1318] 325 330 335
[1319]  Ser Asn Lys Gly Leu Pro Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala
[1320] 340 345 350

[1321] Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Gln
[1322] 355 360 365

[1323]  Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly
[1324] 370 375 380

[1325] Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro
[1326] 385 390 395 400
[1327]  Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser
[1328] 405 410 415
[1329] Phe Phe Leu Tyr Ser Arg Leu Thr Val Asp Lys Ser Arg Trp Gln Glu
[1330] 420 425 430

[1331] Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His
[1332] 435 440 445

[1333] Tyr Thr Gln Lys Ser Leu Ser Leu Ser Leu Gly Lys

[1334] 450 455 460

[1335] <210> 70

[1336] <211> 1365

[1337] <212> DNA

[1338] <213> AT JF3

[1339]  <220>

[1340]  <223> & [1301-81 4mhli% iR 5

[1341]  <400> 70

[1342] aagcttgcca ccatggagac cgacaccctg ctgetetggg tgetgetget ctgggtgecece
[1343] ggcteccaccg gatccgacac cggecgecet ttecgtggaga tgtactccga gatccctgag 120
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[1344] atcatccaca tgaccgaggg ccgegagetg gtgatcectt gecgegtgac ctececectaac 180
[1345] atcaccgtga ccctgaagaa gttccctctg gacaccctga tccctgacgg caagegeate 240
[1346] atctgggact cccgcaaggg cttcatcatc tccaacgcca cctacaagga gatcggectg 300
[1347] ctgacctgeg aggccaccgt gaacggecac ctgtacaaga ccaactacct gacccaccge 360
[1348] cagaccaaca ccatcatcga cgtggtgetg tccecttece acggeatcga getgteegtg 420
[1349] ggcgagaagc tggtgetgaa ctgcaccgec cgecaccgage tgaacgtggg catcgactte 480
[1350] aactgggagt acccttccte caagcaccag cacaagaagc tggtgaaccg cgacctgaag 540
[1351] acccagtccg getccgagat gaagaagttc ctgtccacce tgaccatcga cggegtgacce 600
[1352] cgcteecgace agggectgta cacctgegee gecteccteeg gectgatgac caagaagaac 660
[1353] tccaccttecg tgegegtgeca cgagaaggat aagacccata catgtcccce atgecceget 720
[1354] ccagaactgc tgggeggacce ttccgtgttt ctgttcccac ccaaaccaaa ggacacactg 780
[1355] atgatcagca gaacccctga ggtgacttge gtggtcegtgg acgtgageca tgaggaccce 840
[1356] gaggtgaagt tcaactggta tgtggatgge gtggaagtge ataatgccaa gacaaaacct 900
[1357] agggaagagc agtacaacag cacctacagg gtggtgageg tgctgaccgt getgecaccag 960
[1358] gattggctga acggcaagga atacaagtgc aaggtgtcca ataaggetct gectgcacct 1020
[1359] atcgagaaga ccatcagcaa agccaagggc caacccagag agcctcaagt ctacaccctg 1080
[1360] cccccaagca gggatgaget gaccaaaaat caagtgagec tgacatgect ggtcaaagge 1140
[1361] ttctacccta gegacatcge cgtggagtgg gagagcaatg gecagectga gaacaactac 1200
[1362] aagaccactc ccccecgtect ggatagegac ggecagettect tcctgtactce caaactgaca 1260
[1363] gtcgataaaa gcaggtggeca gcaaggcaat gtctttaget gtagegtgat gcacgaggec 1320
[1364] ctgcataacc actacactca aaagtccctg tccctgagec ccgga 1365
[1365] <210> 71

[1366] <211> 451

[1367] <212> PRT

[1368] <213> ANTF4l

[1369]  <220>

[1370]  <223> HE[H301-8HIRZEIRTF

[1371]  <400> 71

[1372] Met Glu Thr Asp Thr Leu Leu Leu Trp Val Leu Leu Leu Trp Val Pro

[1373] 1 5 10 15

[1374]  Gly Ser Thr Gly Ser Asp Thr Gly Arg Pro Phe Val Glu Met Tyr Ser

[1375] 20 25 30

[1376] Glu Ile Pro Glu Ile Ile His Met Thr Glu Gly Arg Glu Leu Val Ile

[1377] 35 40 45

[1378] Pro Cys Arg Val Thr Ser Pro Asn Ile Thr Val Thr Leu Lys Lys Phe

[1379] 50 55 60

[1380] Pro Leu Asp Thr Leu Ile Pro Asp Gly Lys Arg Ile Ile Trp Asp Ser

[1381] 65 70 75 80

[1382] Arg Lys Gly Phe Ile Ile Ser Asn Ala Thr Tyr Lys Glu Ile Gly Leu

[1383] 85 90 95

[1384] Leu Thr Cys Glu Ala Thr Val Asn Gly His Leu Tyr Lys Thr Asn Tyr

[1385] 100 105 110
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[1386] Leu Thr His Arg Gln Thr Asn Thr Ile Ile Asp Val Val Leu Ser Pro
[1387] 115 120 125

[1388] Ser His Gly Ile Glu Leu Ser Val Gly Glu Lys Leu Val Leu Asn Cys
[1389] 130 135 140

[1390] Thr Ala Arg Thr Glu Leu Asn Val Gly Ile Asp Phe Asn Trp Glu Tyr
[1391] 145 150 155 160
[1392] Pro Ser Ser Lys His Gln His Lys Lys Leu Val Asn Arg Asp Leu Lys
[1393] 165 170 175
[1394] Thr Gln Ser Gly Ser Glu Met Lys Lys Phe Leu Ser Thr Leu Thr Ile
[1395] 180 185 190

[1396] Asp Gly Val Thr Arg Ser Asp Gln Gly Leu Tyr Thr Cys Ala Ala Ser
[1397] 195 200 205

[1398] Ser Gly Leu Met Thr Lys Lys Asn Ser Thr Phe Val Arg Val His Glu
[1399] 210 215 220

[1400] Lys Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Leu Leu
[1401] 225 230 235 240
[1402] Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu
[1403] 245 250 255
[1404] Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser
[1405] 260 265 270

[1406] His Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu
[1407] 275 280 285

[1408] Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr
[1409] 290 295 300

[1410] Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn
[1411] 305 310 315 320
[1412]  Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro
[1413] 325 330 335
[1414] Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln
[1415] 340 345 350

[1416] Val Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn Gln Val
[1417] 355 360 365

[1418] Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val
[1419] 370 375 380

[1420] Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro
[1421] 385 390 395 400
[1422] Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr
[1423] 405 410 415
[1424] Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val
[1425] 420 425 430

[1426] Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu
[1427] 435 440 445
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[1428] Ser Pro Gly

[1429] 450

[1430] <210> 72

[1431] <211> 723

[1432] <212> DNA

[1433]  <213> ATLF%I

[1434]  <220>

[1435]  <223> Fh&HEEBY24.3 («, 1gGD HIARHE 5 (BY24 . 3D &% H IR /7 51

[1436]  <400> 72

[1437] ctcgaggeca ccatggagac cgacacactc ctcctgtggg tgetgetget gtgggtgeet 60
[1438] ggctccactg gegagattgt getgacacag tcccccgeta ctectgagect gagecctgge 120
[1439] gagagggcta cactgtcttg cagagcttct cagtccgtgt cttcttacct cgettggtat 180
[1440] cagcagaagc ccggccagge tccaagactg ctgatctatg acgecttctaa ccgegetaca 240
[1441] ggcattcctg ctaggttcag cggcagegge tctggcaccg acttcacact cacaattage 300
[1442] tctcttgaac ctgaggactt cgeccgtgtac tactgccage agtctagcaa ctggectaga 360
[1443] acattcggee agggcactaa ggtggagatt aagagaaccg tggcecgecce cagegtgtte 420
[1444] atcttcccte ccagcgacga gcagectgaag tctggecaccg ccagegtggt gtgectgetg 480
[1445] aacaacttct acccccgega ggeccaaggtg cagtggaagg tggacaacge cctgecagage 540
[1446] ggcaacagcc aggagagegt gaccgagcag gactccaagg acagcaccta cagectgage 600
[1447] agcaccctga ccctgagcaa ggccgactac gagaagcaca aggtgtacge ctgegaggtg 660
[1448] acccaccagg gactgtctag ccccgtgacc aagagcttca accggggega gtgectaagaa 720
[1449]  ttc 723
[1450] <210> 73

[1451] <211> 234

[1452]  <212> PRT

[1453]  <213> AN TLF%I

[1454]  <220>

[1455]  <223> RhAEEEABY24.3 (x, 1g6D HIEREETE I (BY24. 3L) AR 41

[1456]  <400> 73

[1457] Met Glu Thr Asp Thr Leu Leu Leu Trp Val Leu Leu Leu Trp Val Pro
[1458] 1 5 10 15

[1459]  Gly Ser Thr Gly Glu Ile Val Leu Thr Gln Ser Pro Ala Thr Leu Ser
[1460] 20 25 30

[1461] Leu Ser Pro Gly Glu Arg Ala Thr Leu Ser Cys Arg Ala Ser Gln Ser
[1462] 35 40 45

[1463] Val Ser Ser Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln Ala Pro
[1464] 50 55 60

[1465] Arg Leu Leu Ile Tyr Asp Ala Ser Asn Arg Ala Thr Gly Ile Pro Ala
[1466] 65 70 75 80
[1467] Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser
[1468] 85 90 95

[1469] Ser Leu Glu Pro Glu Asp Phe Ala Val Tyr Tyr Cys Gln Gln Ser Ser
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[1470] 100 105 110

[1471]  Asn Trp Pro Arg Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys Arg
[1472] 115 120 125

[1473] Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu Gln
[1474] 130 135 140

[1475] Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr
[1476] 145 150 155 160
[1477] Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln Ser
[1478] 165 170 175

[1479] Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser Thr
[1480] 180 185 190

[1481] Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys
[1482] 195 200 205

[1483] His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser Pro
[1484] 210 215 220

[1485] Val Thr Lys Ser Phe Asn Arg Gly Glu Cys

[1486] 225 230

[1487] <210> 74

[1488] <211> 2058

[1489] <212> DNA

[1490] <213> A TJ¥3l

[1491]  <220>

[1492]  <223> FREEEFBY24.3 (x, g6 I EEE-VIDR & V. (BY24. 31D % H IR T4
[1493]  <400> 74

[1494] tctagagcca ccatggagac cgacaccctg ctgetgtggg tgetgeteet gtgggtgeet 60
[1495] ggctccacag gccaggtgea getcgtggag tccggeggeg gegtggtgea geceggeaga 120
[1496] tccectcagac tggactgcaa ggeatcegge attacattcet ctaactctgg aatgcactgg 180
[1497] gtgagacagg ctcctggecaa gggectggaa tgggtggecg tgatttggta cgacggetet 240
[1498] aagagatact acgctgactc cgtgaaggge cggttcacaa ttagcagaga caactccaag 300
[1499] aacactctgt tcctccagat gaacagcctg agagccgagg acaccgetgt gtactactge 360
[1500] gccaccaacg acgactactg gggccaggge accctegtga cagtgtcette cgectecace 420
[1501] aagggccctt cecgtgttece tetggeceet tgetceeget ccacctecga gtecaccgee 480
[1502] gceetggget gectggtgaa ggactactte cctgagectg tgaccgtgte ctggaactcee 540
[1503] ggcgeectga ccteeggegt gecacacctte cetgeecgtge tgecagtcecte cggectgtac 600
[1504] tccetgteet cegtggtgac cgtgecttee tecctecctgg gecaccaagac ctacacctge 660
[1505] aacgtggacc acaagccttc caacaccaag gtggacaage gegtggagtce caagtacgge 720
[1506] cctccttgee ctecttgeece tgecectgag ttectgggeg geectteegt gttectgtte 780
[1507] cctcctaage ctaaggacac cctgatgatc tcccgcacee ctgaggtgac ctgegtggtg 840
[1508] gtggacgtgt cccaggagga ccctgaggtg cagttcaact ggtacgtgga cggegtggag 900
[1509] gtgcacaacg ccaagaccaa gcctcgegag gageagttca actccaccta cegegtggtg 960
[1510] tccgtgetga ccgtgetgea ccaggactgg ctgaacggeca aggagtacaa gtgcaaggtg 1020
[1511] tccaacaagg gcctgectte ctccatcgag aagaccatct ccaaggccaa gggecagect 1080
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[1512] cgegagecte aggtgtacac cctgectect tcccaggagg agatgaccaa gaaccaggtg 1140
[1513] tccetgacct gectggtgaa gggettetac ccttcecgaca tcgecgtgga gtgggagtee 1200
[1514] aacggccage ctgagaacaa ctacaagacc acccctectg tgetggacte cgacggetee 1260
[1515] ttcttcetgt actcecegect gaccgtggac aagtccecget ggecaggaggg caacgtgtte 1320
[1516] tcetgeteeg tgatgecacga ggecctgecac aaccactaca cccagaagte cctgtceectg 1380
[1517] tccetgggeg geggaggate tggeggegga ggcagtggag geggeggaag cgettecgac 1440
[1518] accggcecgee ctttegtgga gatgtactce gagatccctg agatcatcca catgaccgag 1500
[1519] ggccgegage tggtgatcec ttgecgegtg acctccecta acatcaccgt gaccctgaag 1560
[1520] aagttccctc tggacaccct gatccctgac ggcaagegea tcatctggga ctcccgecaag 1620
[1521] ggcttcatca tctccaacge cacctacaag gagatcggece tgetgacctg cgaggecace 1680
[1522] gtgaacggcce acctgtacaa gaccaactac ctgacccacc gccagaccaa caccatcatc 1740
[1523] gacgtggtge tgtcccette ccacggecate gagetgteeg tgggegagaa getggtgetg 1800
[1524] aactgcaccg cccgecaccga getgaacgtg ggecatcgact tcaactggga gtacccttec 1860
[1525] tccaagcacc agcacaagaa getggtgaac cgegacctga agacccagte cggetcegag 1920
[1526] atgaagaagt tcctgtccac cctgaccatc gacggcgtga cccgetcega ccagggeetg 1980
[1527] tacacctgeg ccgectecte cggectgatg accaagaaga actccacctt cgtgegegtg 2040
[1528] cacgagaagt aagtcgac 2058
[1529] <210> 75

[1530] <211> 679

[1531]  <212> PRT

[1532] <213> AT J¥%l

[1533]  <220>

[1534]  <223> FREEEFBY24.3 (x, g6 M) EEE-VIDRM & V. (BY24 . 31D 2 IR J7 41
[1535]  <400> 75

[1536] Met Glu Thr Asp Thr Leu Leu Leu Trp Val Leu Leu Leu Trp Val Pro

[1537] 1 5 10 15

[1538] Gly Ser Thr Gly Gln Val Gln Leu Val Glu Ser Gly Gly Gly Val Val

[1539] 20 25 30

[1540] Gln Pro Gly Arg Ser Leu Arg Leu Asp Cys Lys Ala Ser Gly Ile Thr

[1541] 35 40 45

[1542]  Phe Ser Asn Ser Gly Met His Trp Val Arg Gln Ala Pro Gly Lys Gly

[1543] 50 55 60

[1544] Leu Glu Trp Val Ala Val Ile Trp Tyr Asp Gly Ser Lys Arg Tyr Tyr

[1545] 65 70 75 80

[1546] Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys

[1547] 85 90 95

[1548] Asn Thr Leu Phe Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala

[1549] 100 105 110

[1550] Val Tyr Tyr Cys Ala Thr Asn Asp Asp Tyr Trp Gly Gln Gly Thr Leu

[1551] 115 120 125

[1552] Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu

[1553] 130 135 140
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[1554] Ala Pro Cys Ser Arg Ser Thr Ser Glu Ser Thr Ala Ala Leu Gly Cys
[1555] 145 150 155 160
[1556] Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser
[1557] 165 170 175
[1558] Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val Leu Gln Ser
[1559] 180 185 190

[1560] Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser
[1561] 195 200 205

[1562] Leu Gly Thr Lys Thr Tyr Thr Cys Asn Val Asp His Lys Pro Ser Asn
[1563] 210 215 220

[1564] Thr Lys Val Asp Lys Arg Val Glu Ser Lys Tyr Gly Pro Pro Cys Pro
[1565] 225 230 235 240
[1566] Pro Cys Pro Ala Pro Glu Phe Leu Gly Gly Pro Ser Val Phe Leu Phe
[1567] 245 250 255
[1568] Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val
[1569] 260 265 270

[1570] Thr Cys Val Val Val Asp Val Ser Gln Glu Asp Pro Glu Val Gln Phe
[1571] 275 280 285

[1572] Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro
[1573] 290 295 300

[1574] Arg Glu Glu Gln Phe Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr
[1575] 305 310 315 320
[1576] Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val
[1577] 325 330 335
[1578]  Ser Asn Lys Gly Leu Pro Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala
[1579] 340 345 350

[1580] Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Gln
[1581] 355 360 365

[1582]  Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly
[1583] 370 375 380

[1584] Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro
[1585] 385 390 395 400
[1586] Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser
[1587] 405 410 415
[1588] Phe Phe Leu Tyr Ser Arg Leu Thr Val Asp Lys Ser Arg Trp Gln Glu
[1589] 420 425 430

[1590] Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His
[1591] 435 440 445

[1592] Tyr Thr Gln Lys Ser Leu Ser Leu Ser Leu Gly Gly Gly Gly Ser Gly
[1593] 450 455 460

[1594] Gly Gly Gly Ser Gly Gly Gly Gly Ser Ala Ser Asp Thr Gly Arg Pro
[1595] 465 470 475 480
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[1596] Phe Val Glu Met Tyr Ser Glu Ile Pro Glu Ile Ile His Met Thr Glu
[1597] 485 490 495

[1598] Gly Arg Glu Leu Val Ile Pro Cys Arg Val Thr Ser Pro Asn Ile Thr
[1599] 500 505 510

[1600] Val Thr Leu Lys Lys Phe Pro Leu Asp Thr Leu Ile Pro Asp Gly Lys
[1601] 515 520 525

[1602] Arg Ile Ile Trp Asp Ser Arg Lys Gly Phe Ile Ile Ser Asn Ala Thr
[1603] 530 535 540

[1604] Tyr Lys Glu Ile Gly Leu Leu Thr Cys Glu Ala Thr Val Asn Gly His
[1605] 545 550 555 560
[1606] Leu Tyr Lys Thr Asn Tyr Leu Thr His Arg Gln Thr Asn Thr Ile Ile
[1607] 565 570 575

[1608] Asp Val Val Leu Ser Pro Ser His Gly Ile Glu Leu Ser Val Gly Glu
[1609] 580 585 590

[1610] Lys Leu Val Leu Asn Cys Thr Ala Arg Thr Glu Leu Asn Val Gly Ile
[1611] 595 600 605

[1612]  Asp Phe Asn Trp Glu Tyr Pro Ser Ser Lys His Gln His Lys Lys Leu
[1613] 610 615 620

[1614] Val Asn Arg Asp Leu Lys Thr Gln Ser Gly Ser Glu Met Lys Lys Phe
[1615] 625 630 635 640
[1616] Leu Ser Thr Leu Thr Ile Asp Gly Val Thr Arg Ser Asp Gln Gly Leu
[1617] 645 650 655

[1618] Tyr Thr Cys Ala Ala Ser Ser Gly Leu Met Thr Lys Lys Asn Ser Thr
[1619] 660 665 670

[1620]  Phe Val Arg Val His Glu Lys

[1621] 675

[1622] <210> 76

[1623] <211> 786

[1624] <212> DNA

[1625]  <213> A TJ¥3

[1626]  <220>

[1627]  <223> RhAEABY24.7 (x, 1gG2) AR EETHE (BY24. 7TL) M AF R 1

[1628]  <400> 76

[1629] ctcgaggeca ccatggagac cgacacactc ctcctgtggg tgetgetget gtgggtgeet 60
[1630] ggctccactg gcgagatcaa geggaccgtg gecgecccat cegtgttcat tttcccacet 120
[1631] tccgagattg tgctgacaca gtccceeget actctgagee tgagecctgg cgagaggget 180
[1632] acactgtctt gcagagcttc caagggegtg agcacatccg getactccta cctccactgg 240
[1633] tatcagcaga agccaggcca ggecccaaga ctgetgatat acctecgette ttacttagag 300
[1634] tctggegtge cegeteggtt cageggetee ggetetggea cecgacttcac cctgacaatt 360
[1635] tctagectgg ageccgagga cttegeegtg tactactgec agcactctag ggacctgeet 420
[1636] ctcacattcg gcggeggeac taaggtggag attaagagaa ccgtggecge ccccagegtg 480
[1637] ttcatcttce ctcccagega cgagecagetg aagtctggea ccgecagegt ggtgtgectg 540
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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]

ctgaacaact tctacccccg cgaggccaag gtgcagtgga aggtggacaa

agcggcaaca gccaggagag cgtgaccgag caggactcca aggacagcac

agcagcaccc tgaccctgag caaggccgac tacgagaagc acaaggtgta

gtgacccacc agggactgtc tagccccgtg accaagaget tcaaccgggg

gaattc
210>
211>
212>
213>
220>
223>
<400>
Met Glu Thr Asp

1
Gly

Leu

Val

Gly

65

Gly

Leu

Gln

Glu

Ser

145

Asn

Ala

Lys

Asp

Leu
225

Ser

Ser

Ser

50

Gln

Val

Thr

His

Ile

130

Asp

Asn

Leu

Asp

Tyr

210

Ser

7
238
PRT

NILF4

A& HBY24.

7

Thr
Pro
35

Thr
Ala
Pro
Ile
Ser
115
Lys
Glu
Phe
Gln
Ser
195

Glu

Ser

Gly
20

Gly
Ser
Pro
Ala
Ser
100
Arg
Arg
Gln
Tyr
Ser
180
Thr

Lys

Pro

Thr
5
Glu
Glu
Gly
Arg
Arg
85
Ser
Asp
Thr
Leu
Pro
165
Gly
Tyr
His

Val

cgcectgeag 600
ctacagcctg 660
cgectgegag 720
cgagtgctaa 780

786

7 (x,1gG2) W45V L (BY24 . 7TL) G R 741

Leu Leu Leu

Ile

Arg

Tyr

Leu

70

Phe

Leu

Leu

Val

Lys

150

Arg

Asn

Ser

Lys

Thr
230

Val

Ala

Ser

55

Leu

Ser

Glu

Pro

Ala

135

Ser

Glu

Ser

Leu

Val

215
Lys

Leu
Thr
40

Tyr
Ile
Gly
Pro
Leu
120
Ala
Gly
Ala
Gln
Ser
200

Tyr

Ser

Trp Val Leu Leu Leu Trp

Thr
25

Leu
Leu
Tyr
Ser
Glu
105
Thr
Pro
Thr
Lys
Glu
185
Ser

Ala

Phe

85

10
Gln

Ser

His

Leu

Gly

90

Asp

Phe

Ser

Ala

Val

170

Ser

Thr

Cys

Asn

Ser

Cys

Trp

Ala

75

Ser

Phe

Gly

Val

Ser

155

Gln

Val

Leu

Glu

Arg
235

Pro

Arg

Tyr

60

Ser

Gly

Ala

Gly

Phe

140

Val

Trp

Thr

Thr

Val

220
Gly

Ala
Ala
45

Gln
Tyr
Thr
Val
Gly
125
Ile
Val
Lys
Glu
Leu
205

Thr

Glu

Thr
30

Ser
Gln
Leu
Asp
Tyr
110
Thr
Phe
Cys
Val
Gln
190
Ser
His

Cys

Val Pro
15

Leu Ser

Lys Gly

Lys Pro

Glu Ser
80

Phe Thr

95

Tyr Cys

Lys Val

Pro Pro

Leu Leu
160

Asp Asn

175

Asp Ser

Lys Ala

Gln Gly
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[1680] <210> 78

[1681] <211> 1761

[1682] <212> DNA

[1683] <213> ATLF4I

[1684]  <220>

[1685]  <223> [&EEABY24.7 (x, 1gG2) [ B EE-VIDRL A W& (BY24 . THD #% 4 1R /7 4
[1686]  <400> 78

[1687] tctagagcca ccatggagac cgacaccctg ctgetgtggg tgetgeteet gtgggtgeect 60
[1688] ggctccacag gecaggtgea getegtgeag tctggegtgg aggtgaagaa gectggegee 120
[1689] tctgtgaagg tgtcttgcaa ggettcegge tacactttca ctaactacta catgtactgg 180
[1690] gtgagacagg ctcccggeca gggectagag tggatgggeg geattaacce tagcaacgge 240
[1691] ggcacaaact tcaacgagaa gttcaagaac cgcgtgaccc tgaccacaga ctctagcaca 300
[1692] acaactgctt acatggagcet gaagtctctc cagttcgacg acaccgetgt gtactactge 360
[1693] gctcggaggg actacagatt cgacatggge ttcgactact ggggecaggg caccactgtg 420
[1694] acagtgtcta cagcctccac caagggccct tcegtgttee ctetggecee ttgetecege 480
[1695] tccacctcecg agtccaccge cgecctggge tgectggtga aggactactt ccctgagect 540
[1696] gtgaccgtgt cctggaactc cggegeectg acctecggeg tgcacacctt cectgecgtg 600
[1697] ctgecagtect ccggectgta cteectgtee tecegtggtga cegtgectte cteccaactte 660
[1698] ggcacccaga catacacatg caacgtggac cacaagcctt ctaacacaaa ggtggacaag 720
[1699] accgtggage ggaagtgetg cgtggagtge ccaccttgec cegetectee tgtggecgge 780
[1700] ccttetgtgt tecctgttecce acctaageca aaggacacac tcatgatcag cagaacccct 840
[1701] gaggtgacct gecgtggtggt ggacgtgage cacgaggacc ccgaggtgea gttcaactgg 900
[1702] tatgtggacg gcgtggaggt gcacaacgct aagaccaagc ctagagaaga acagttcaac 960
[1703] agcacattca gagtggtgtc cgtgctcacc gtggtgecacc aggactgget gaacggcaaa 1020
[1704] gagtacaagt gcaaggtgtc caacaagggc ctgccagece ctatcgaaaa aacaatcage 1080
[1705] aagaccaagg gccagcctag agagcctcag gtgtacacac tgectccatce tcgggaagaa 1140
[1706] atgacaaaga accaggtgtc cctcacatge ctcgtgaagg gettctacce atccgacate 1200
[1707] gctgtggagt gggagtctaa cggeccagece gagaacaact acaagaccac ccctcctatg 1260
[1708] ctcgactccg acggetcttt cttectgtac tctaagetga ccgtggacaa gtccagatgg 1320
[1709] cagcagggca acgtgttctc ttgcagegtg atgcacgagg ctctccacaa ccactacace 1380
[1710] cagaagtccc tgagcctgtc tccaggegge ggaggatctg geggeggagg cagtggagge 1440
[1711] ggcggaageg cttcecgacac cggecegeect ttegtggaga tgtactcecga gatccctgag 1500
[1712] atcatccaca tgaccgaggg ccgecgagetg gtgatccctt gecgegtgac ctececectaac 1560
[1713] atcaccgtga ccctgaagaa gttccctetg gacaccctga tccctgacgg caagegeate 1620
[1714] atctgggact cccgcaaggg cttcatcatc tccaacgcca cctacaagga gatcggectg 1680
[1715] ctgacctgeg aggecaccgt gaacggeccac ctgtacaaga ccaactacct gacccaccge 1740
[1716] cagaccaaca cctaagtcga c 1761
[1717]  <210> 79

[1718]  <211> 580

[1719]  <212> PRT

[1720]  <213> AT J¥3)

[1721]  <220>
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[1722]
[1723]
[1724]
[1725]
[1726]
[1727]
[1728]
[1729]
[1730]
[1731]
[1732]
[1733]
[1734]
[1735]
[1736]
[1737]
[1738]
[1739]
[1740]
[1741]
[1742]
[1743]
[1744]
[1745]
[1746]
[1747]
[1748]
[1749]
[1750]
[1751]
[1752]
[1753]
[1754]
[1755]
[1756]
[1757]
[1758]
[1759]
[1760]
[1761]
[1762]
[1763]

223>
<400>
Met Glu Thr Asp

1
Gly

Lys

Phe

Leu

65

Asn

Thr

Val

Tyr

Gly

145

Ser

Val

Phe

Val

Val

225

Lys

Pro

Ser

Asp

Asn
305

Ser

Pro

Thr

50

Glu

Glu

Thr

Tyr

Trp

130

Pro

Thr

Thr

Pro

Thr

210

Asp

Cys

Ser

Arg

Pro

290
Ala

Thr
Gly
35

Asn
Trp
Lys
Ala
Tyr
115
Gly
Ser
Ala
Val
Ala
195
Val
His
Cys
Val
Thr
275

Glu

Lys

Gly
20

Ala
Tyr
Met
Phe
Tyr
100
Cys
Gln
Val
Ala
Ser
180
Val
Pro
Lys
Val
Phe
260
Pro

Val

Thr

fl&HE EBY24.
79

Thr
5
Gln
Ser
Tyr
Gly
Lys
85
Met
Ala
Gly
Phe
Leu
165
Trp
Leu
Ser
Pro
Glu
245
Leu
Glu

Gln

Lys

7 (x, 1gG2) 1) HEE-VIDRk & WAk (BY24 . TH) S AL R 7 41

Leu Leu Leu Trp

Val

Val

Met

Gly

70

Asn

Glu

Arg

Thr

Pro

150

Gly

Asn

Gln

Ser

Ser

230

Cys

Phe

Val

Phe

Pro
310

Gln

Lys

Tyr

55

Ile

Arg

Leu

Arg

Thr

135

Leu

Cys

Ser

Ser

Asn

215

Asn

Pro

Pro

Thr

Asn

295
Arg

Leu
Val
40

Trp
Asn
Val
Lys
Asp
120
Val
Ala
Leu
Gly
Ser
200
Phe
Thr
Pro
Pro
Cys
280

Trp

Glu

Val
25

Ser
Val
Pro
Thr
Ser
105
Tyr
Thr
Pro
Val
Ala
185
Gly
Gly
Lys
Cys
Lys
265
Val

Tyr

Glu

87

Val Leu Leu Leu Trp

10
Gln

Cys

Arg

Ser

Leu

90

Leu

Arg

Val

Cys

Lys

170

Leu

Leu

Thr

Val

Pro

250

Pro

Val

Val

Gln

Ser
Lys
Gln
Asn
75

Thr
Gln
Phe
Ser
Ser
155

Asp

Thr

Gln

Asp

235

Ala

Lys

Val

Asp

Phe
315

Gly

Ala

Ala

60

Gly

Thr

Phe

Asp

Thr

140

Arg

Tyr

Ser

Ser

Thr

220

Lys

Pro

Asp

Asp

Gly

300

Asn

Val
Ser
45

Pro
Gly
Asp
Asp
Met
125
Ala
Ser
Phe
Gly
Leu
205
Tyr
Thr
Pro
Thr
Val
285

Val

Ser

Glu
30

Gly
Gly
Thr
Ser
Asp
110
Gly
Ser
Thr
Pro
Val
190
Ser
Thr
Val
Val
Leu
270
Ser

Glu

Thr

Val
15

Val
Tyr
Gln
Asn
Ser
95

Thr
Phe
Thr
Ser
Glu
175
His
Ser
Cys
Glu
Ala
255
Met
His
Val

Phe

Pro

Lys

Thr

Gly

Phe

80

Thr

Ala

Asp

Lys

Glu

160

Pro

Thr

Val

Asn

Arg

240

Gly

Ile

Glu

His

Arg
320
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[1764] Val Val Ser Val Leu Thr Val Val His Gln Asp Trp Leu Asn Gly Lys
[1765] 325 330 335
[1766] Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ala Pro Ile Glu
[1767] 340 345 350

[1768] Lys Thr Ile Ser Lys Thr Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr
[1769] 355 360 365

[1770] Thr Leu Pro Pro Ser Arg Glu Glu Met Thr Lys Asn Gln Val Ser Leu
[1771] 370 375 380

[1772] Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp
[1773] 385 390 395 400
[1774]  Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Met
[1775] 405 410 415
[1776] Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp
[1777] 420 425 430

[1778] Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met His
[1779] 435 440 445

[1780] Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro
[1781] 450 455 460

[1782] Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Ala
[1783] 465 470 475 480
[1784] Ser Asp Thr Gly Arg Pro Phe Val Glu Met Tyr Ser Glu Ile Pro Glu
[1785] 485 490 495
[1786] Ile TIle His Met Thr Glu Gly Arg Glu Leu Val Ile Pro Cys Arg Val
[1787] 500 505 510

[1788] Thr Ser Pro Asn Ile Thr Val Thr Leu Lys Lys Phe Pro Leu Asp Thr
[1789] 515 520 525

[1790] Leu Ile Pro Asp Gly Lys Arg Ile Ile Trp Asp Ser Arg Lys Gly Phe
[1791] 530 535 540

[1792] 1Ile Ile Ser Asn Ala Thr Tyr Lys Glu Ile Gly Leu Leu Thr Cys Glu
[1793] 545 550 555 560
[1794] Ala Thr Val Asn Gly His Leu Tyr Lys Thr Asn Tyr Leu Thr His Arg
[1795] 565 570 575
[1796]  Gln Thr Asn Thr

[1797] 580

[1798]  <210> 80

[1799] <211> 720

[1800] <212> DNA

[1801]  <213> A TJ7%l

[1802]  <220>

[1803]  <223> RMAEABY24.4 (x,TgGh) HIALEETHE (BY24 . 4L) X AF IR 41
[1804]  <400> 80

[1805] ctcgaggeca ccatggagac cgacacactc ctcctgtggg tgetgetget gtgggtgeet 60
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[1806] ggctccactg gegagatcgt getgacacag agtcctagtt ccctgagege atcegtegge 120
[1807] gatagggtga ctatcacttg tagcgcacge agtagecgtgt cttacatgca ctggtttcag 180
[1808] cagaagcccg gcaaggcecacc caagetgtgg atctaccgga ccagtaacct cgectetgga 240
[1809] gtgccatcca ggtttagtgg ctccggaagt ggaacttctt actgectcac aattaatagt 300
[1810] ctccageeccg aggattttge aacatactac tgtcagcage ggtctagett tcccctgaca 360
[1811] ttcggeggag gecactaaggt ggagattaag agaaccgtgg ccgeccccag cgtgttecate 420
[1812] ttccetecca gegacgagea getgaagtcet ggcaccgeca gegtggtgtg cetgetgaac 480
[1813] aacttctacc cccgegagge caaggtgecag tggaaggtgg acaacgecct gecagagegge 540
[1814] aacagccagg agagcgtgac cgagcaggac tccaaggaca gcacctacag cctgagcage 600
[1815] accctgaccc tgagcaagge cgactacgag aagcacaagg tgtacgectg cgaggtgacce 660
[1816] caccagggac tgtctagcce cgtgaccaag agcttcaacc ggggegagtg ctaagaattce 720
[1817] <210> 81

[1818] <211> 233

[1819] <212> PRT

[1820] <213> ATLF4I

[1821]  <220>

[1822]  <223> RhAEEEABY24.4 (x, 1gGD) HI A EET I (BY24.4L) AR 751

[1823]  <400> 81

[1824] Met Glu Thr Asp Thr Leu Leu Leu Trp Val Leu Leu Leu Trp Val Pro
[1825] 1 5 10 15

[1826] Gly Ser Thr Gly Glu Ile Val Leu Thr Gln Ser Pro Ser Ser Leu Ser
[1827] 20 25 30

[1828] Ala Ser Val Gly Asp Arg Val Thr Ile Thr Cys Ser Ala Arg Ser Ser
[1829] 35 40 45

[1830] Val Ser Tyr Met His Trp Phe Gln Gln Lys Pro Gly Lys Ala Pro Lys
[1831] 50 55 60

[1832] Leu Trp Ile Tyr Arg Thr Ser Asn Leu Ala Ser Gly Val Pro Ser Arg
[1833] 65 70 75 80

[1834] Phe Ser Gly Ser Gly Ser Gly Thr Ser Tyr Cys Leu Thr Ile Asn Ser
[1835] 85 90 95

[1836] Leu Gln Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Arg Ser Ser
[1837] 100 105 110

[1838] Phe Pro Leu Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys Arg Thr
[1839] 115 120 125

[1840] Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu Gln Leu
[1841] 130 135 140

[1842] Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro
[1843] 145 150 155 160
[1844] Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln Ser Gly
[1845] 165 170 175

[1846] Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser Thr Tyr
[1847] 180 185 190
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[1848] Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His

[1849] 195 200 205

[1850] Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser Pro Val

[1851] 210 215 220

[1852] Thr Lys Ser Phe Asn Arg Gly Glu Cys

[1853] 225 230

[1854] <210> 82

[1855] <211> 2070

[1856]  <212> DNA

[1857]  <213> A TJ¥%l

[1858]  <220>

[1859]  <223> REEEABY24.4 (x, g6 M) EEE-VIDR & V. (BY24 . 41D % H R T 51
[1860]  <400> 82

[1861] tctagagcca ccatggagac cgacaccctg ctgetgtggg tgetgeteet gtgggtgeet 60
[1862] ggctccacag gcecaggtgea getggteccag ageggaageg agcecttaagaa gectggagea 120
[1863] tctgtcaaga ttagttgtaa ggcaagtgge tacacattta ccaactacgg aatgaattgg 180
[1864] gtgcgecagg cacccggaca gggectccag tggatgggat ggatcaatac cgatagegge 240
[1865] gagtctacat acgctgagga gtttaaggge cggttcgtgt tcagtctcga tacaagegtg 300
[1866] aacacagctt acctccaaat cacttctctg actgectgagg acaccggecat gtacttttge 360
[1867] gtcegegteg getacgacge actcgattac tggggacagg gecaccctegt gacagtgtet 420
[1868] tccgecteca ccaagggece tteegtgtte cectetggece cttgeteceg ctecacctee 480
[1869] gagtccaccg ccgeeetggg ctgectggtg aaggactact tccctgagee tgtgaccgtg 540
[1870] tcctggaact ccggegecct gacctecegge gtgeacacct tccctgeegt getgecagtee 600
[1871] tccggeetgt actecceetgte cteegtggtg accgtgectt cectecteeet gggecaccaag 660
[1872] acctacacct gcaacgtgga ccacaagcct tccaacacca aggtggacaa gegegtggag 720
[1873] tccaagtacg gccctecttg cecteecttge cetgecectg agtteetggg cggeecttee 780
[1874] gtgttcctgt tccctectaa gectaaggac accetgatga tctcccgecac cectgaggtg 840
[1875] acctgegtgg tggtggacgt gtcccaggag gaccctgagg tgcagttcaa ctggtacgtg 900
[1876] gacggcgtgg aggtgcacaa cgccaagacc aagectcgeg aggageagtt caactccace 960
[1877] taccgegtgg tgtcecgtget gaccgtgetg caccaggact ggetgaacgg caaggagtac 1020
[1878] aagtgcaagg tgtccaacaa gggcctgcct tcctccatcg agaagaccat ctccaaggec 1080
[1879] aagggccage ctcgegagee tcaggtgtac accctgecte cttecccagga ggagatgace 1140
[1880] aagaaccagg tgtccctgac ctgcctggtg aagggettet acccttccga catcgeegtg 1200
[1881] gagtgggagt ccaacggcca gecctgagaac aactacaaga ccacccctce tgtgetggac 1260
[1882] tccgacgget ccttettect gtactcecege ctgaccgtgg acaagtcceg ctggecaggag 1320
[1883] ggcaacgtgt tctcectgete cgtgatgecac gaggcecctge acaaccacta cacccagaag 1380
[1884] tccetgteee tgtecctggg cggeggagga tetggeggeg gaggeagtgg aggeggegga 1440
[1885] agcgcttccg acaccggeeg cectttegtg gagatgtact ccgagatcce tgagatcatc 1500
[1886] cacatgaccg agggccgega getggtgate ccttgeegeg tgacctccce taacatcacce 1560
[1887] gtgaccctga agaagttccc tctggacacc ctgatccctg acggcaageg catcatctgg 1620
[1888] gactcccgea agggettcat catctccaac gceccacctaca aggagatcgg cctgetgace 1680
[1889] tgcgaggeca ccgtgaacgg ccacctgtac aagaccaact acctgaccca ccgecagace 1740
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[1890] aacaccatca tcgacgtggt gctgtccecet tcccacggea tcgagetgte cgtgggegag 1800
[1891] aagctggtgc tgaactgcac cgcccgeacce gagctgaacg tgggeatcga cttcaactgg 1860
[1892] gagtaccctt cctccaagceca ccagcacaag aagcetggtga accgegacct gaagacccag 1920
[1893] tccggeteeg agatgaagaa gttcctgtee accctgacca tcgacggegt gaccegetece 1980
[1894] gaccagggcce tgtacacctg cgceccegectee teceggectga tgaccaagaa gaactccacce 2040
[1895] ttcgtgegeg tgcacgagaa gtaagtcgac 2070
[1896] <210> 83

[1897] <211> 683

[1898] <212> PRT

[1899]  <213> AT J¥%l

[1900] <220>

[1901]  <223> FREEEABY24.4 (x, g6 I EEE-VIDR & V. (BY24 . 41D 2 IR 741
[1902]  <400> 83

[1903] Met Glu Thr Asp Thr Leu Leu Leu Trp Val Leu Leu Leu Trp Val Pro

[1904] 1 5 10 15

[1905] Gly Ser Thr Gly Gln Val Gln Leu Val Gln Ser Gly Ser Glu Leu Lys

[1906] 20 25 30

[1907] Lys Pro Gly Ala Ser Val Lys Ile Ser Cys Lys Ala Ser Gly Tyr Thr

[1908] 35 40 45

[1909]  Phe Thr Asn Tyr Gly Met Asn Trp Val Arg Gln Ala Pro Gly Gln Gly

[1910] 50 55 60

[1911] Leu Gln Trp Met Gly Trp Ile Asn Thr Asp Ser Gly Glu Ser Thr Tyr

[1912] 65 70 75 80

[1913] Ala Glu Glu Phe Lys Gly Arg Phe Val Phe Ser Leu Asp Thr Ser Val

[1914] 85 90 95

[1915] Asn Thr Ala Tyr Leu Gln Ile Thr Ser Leu Thr Ala Glu Asp Thr Gly

[1916] 100 105 110

[1917] Met Tyr Phe Cys Val Arg Val Gly Tyr Asp Ala Leu Asp Tyr Trp Gly

[1918] 115 120 125

[1919]  Gln Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser

[1920] 130 135 140

[1921]  Val Phe Pro Leu Ala Pro Cys Ser Arg Ser Thr Ser Glu Ser Thr Ala

[1922] 145 150 155 160

[1923] Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val

[1924] 165 170 175

[1925] Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala

[1926] 180 185 190

[1927] Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val

[1928] 195 200 205

[1929] Pro Ser Ser Ser Leu Gly Thr Lys Thr Tyr Thr Cys Asn Val Asp His

[1930] 210 215 220

[1931] Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Ser Lys Tyr Gly
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[1932] 225 230 235 240
[1933] Pro Pro Cys Pro Pro Cys Pro Ala Pro Glu Phe Leu Gly Gly Pro Ser
[1934] 245 250 255
[1935] Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg
[1936] 260 265 270

[1937] Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser Gln Glu Asp Pro
[1938] 275 280 285

[1939] Glu Val Gln Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala
[1940] 290 295 300

[1941] Lys Thr Lys Pro Arg Glu Glu Gln Phe Asn Ser Thr Tyr Arg Val Val
[1942] 305 310 315 320
[1943] Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu Tyr
[1944] 325 330 335
[1945] Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile Glu Lys Thr
[1946] 340 345 350

[1947] Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu
[1948] 355 360 365

[1949]  Pro Pro Ser Gln Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr Cys
[1950] 370 375 380

[1951] Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu Ser
[1952] 385 390 395 400
[1953] Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp
[1954] 405 410 415
[1955] Ser Asp Gly Ser Phe Phe Leu Tyr Ser Arg Leu Thr Val Asp Lys Ser
[1956] 420 425 430

[1957] Arg Trp Gln Glu Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala
[1958] 435 440 445

[1959] Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Leu Gly Gly
[1960] 450 455 460

[1961] Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Ala Ser Asp
[1962] 465 470 475 480
[1963] Thr Gly Arg Pro Phe Val Glu Met Tyr Ser Glu Ile Pro Glu Ile Ile
[1964] 485 490 495
[1965] His Met Thr Glu Gly Arg Glu Leu Val Ile Pro Cys Arg Val Thr Ser
[1966] 500 505 510

[1967]  Pro Asn Ile Thr Val Thr Leu Lys Lys Phe Pro Leu Asp Thr Leu Ile
[1968] 515 520 525

[1969]  Pro Asp Gly Lys Arg Ile Ile Trp Asp Ser Arg Lys Gly Phe Ile Ile
[1970] 530 535 540

[1971]  Ser Asn Ala Thr Tyr Lys Glu Ile Gly Leu Leu Thr Cys Glu Ala Thr
[1972] 545 550 555 560
[1973] Val Asn Gly His Leu Tyr Lys Thr Asn Tyr Leu Thr His Arg Gln Thr
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[1974] 565 570 575

[1975] Asn Thr Ile Ile Asp Val Val Leu Ser Pro Ser His Gly Ile Glu Leu
[1976] 580 585 590

[1977]  Ser Val Gly Glu Lys Leu Val Leu Asn Cys Thr Ala Arg Thr Glu Leu
[1978] 595 600 605

[1979] Asn Val Gly Ile Asp Phe Asn Trp Glu Tyr Pro Ser Ser Lys His Gln
[1980] 610 615 620

[1981] His Lys Lys Leu Val Asn Arg Asp Leu Lys Thr Gln Ser Gly Ser Glu
[1982] 625 630 635 640
[1983] Met Lys Lys Phe Leu Ser Thr Leu Thr Ile Asp Gly Val Thr Arg Ser
[1984] 645 650 655

[1985] Asp Gln Gly Leu Tyr Thr Cys Ala Ala Ser Ser Gly Leu Met Thr Lys
[1986] 660 665 670

[1987] Lys Asn Ser Thr Phe Val Arg Val His Glu Lys

[1988] 675 680

[1989] <210> 84

[1990] <211> 723

[1991] <212> DNA

[1992] <213> AT J¥3

[1993]  <220>

[1994]  <223> RhAEABY24.5 (x, g6 HEREET S (BY24 . 51) A R ¥ 1

[1995]  <400> 84

[1996] ctcgaggeca ccatggagac cgacacactc ctcctgtggg tgetgetget gtgggtgeet 60
[1997] ggctccactg gegacattca gatgacccag tctccaaget ctctgagege ttcegtggge 120
[1998] gaccgegtga caattacatg cctcgecatct cagaccattg gecacctgget gacatggtat 180
[1999] cagcagaagc ctggcaagge ccctaagetg ctgatttaca ccgetaccte cctegecgac 240
[2000] ggcgtgecat ctaggttcte tggetecgge tceggecacag acttcacact cactatttet 300
[2001] tccetecage ccgaggactt cgecacatac tactgccage aggtgtacte tatcecttgg 360
[2002] actttcggcg geggeactaa ggtggagatt aagagaaccg tggeegeece cagegtgtte 420
[2003] atcttcccte ccagecgacga gcagetgaag tctggecaccg ccagegtggt gtgectgetg 480
[2004] aacaacttct acccccgega ggccaaggtg cagtggaagg tggacaacge cctgecagage 540
[2005] ggcaacagcc aggagagegt gaccgageag gactccaagg acagcaccta cagectgage 600
[2006] agcaccctga ccctgagcaa ggccgactac gagaagcaca aggtgtacge ctgegaggtg 660
[2007] acccaccagg gactgtctag ccccgtgacc aagagcttca accggggega gtgetaagaa 720
[2008] ttc 723
[2009] <210> 85

[2010] <211> 234

[2011]  <212> PRT

[2012] <213> ATLF4I

[2013]  <220>

[2014]  <223> @A EABY24.5 (¢, 1gGD FIAR W FE (BY24 . 5L) T LR T 4

[2015]  <400> 85
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[2016] Met Glu Thr Asp Thr Leu Leu Leu Trp Val Leu Leu Leu Trp Val Pro
[2017] 1 5 10 15

[2018]  Gly Ser Thr Gly Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser
[2019] 20 25 30

[2020] Ala Ser Val Gly Asp Arg Val Thr Ile Thr Cys Leu Ala Ser Gln Thr
[2021] 35 40 45

[2022] Ile Gly Thr Trp Leu Thr Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro
[2023] 50 55 60

[2024] Lys Leu Leu Ile Tyr Thr Ala Thr Ser Leu Ala Asp Gly Val Pro Ser
[2025] 65 70 75 80

[2026] Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser
[2027] 85 90 95

[2028] Ser Leu Gln Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Val Tyr
[2029] 100 105 110

[2030] Ser Ile Pro Trp Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys Arg
[2031] 115 120 125

[2032] Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu Gln
[2033] 130 135 140

[2034] Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr
[2035] 145 150 155 160
[2036] Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln Ser
[2037] 165 170 175

[2038] Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser Thr
[2039] 180 185 190

[2040] Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys
[2041] 195 200 205

[2042] His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser Pro
[2043] 210 215 220

[2044] Val Thr Lys Ser Phe Asn Arg Gly Glu Cys

[2045] 225 230

[2046] <210> 86

[2047] <211> 2067

[2048] <212> DNA

[2049]  <213> A TJ¥%l

[2050] <220>

[2051]  <223> RRAEEABY24.5 (¢, 1gGD [ EEE-VIDAL & V. 3E (BY24 . 51D A% H R 7 )
[2052]  <400> 86

[2053] tctagagcca ccatggagac cgacaccctg ctgetgtggg tgetgeteet gtgggtgeet 60
[2054] ggctccacag gegaggtceca getegtegag agtggaggeg gectegtgea geccggegga 120
[2055] agcctcagac tgtcttgtge tgecatctgge ttcactttct ctagttacat gatgagttgg 180
[2056] gtgagacagg caccaggaaa gggattggag tgggtcgcecaa caatcagtgg cggaggagea 240
[2057] aacacatact accccgatag cgtcaaggga cggttcacca ttagtcgcga taacgctaag 300
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[2058] aactccctgt accttcagat gaatagtctc cgegetgagg ataccgecgt gtactactge 360
[2059] gcacggcagce tctactactt cgattactgg ggccagggea ccctegtgac agtgtettee 420
[2060] gcctccacca agggecctte cgtgttecet ctggeceett geteccegete cacctecgag 480
[2061] tccaccgeeg ccetgggetg cectggtgaag gactacttce ctgagectgt gaccgtgtee 540
[2062] tggaactccg gegecctgac ctceggegtg cacaccttee ctgeegtget geagtectee 600
[2063] ggcctgtact cecetgtecte cgtggtgace gtgecttect cctecctggg caccaagace 660
[2064] tacacctgca acgtggacca caagccttcc aacaccaagg tggacaageg cgtggagtce 720
[2065] aagtacggcc ctcecttgeece tcecettgeccet geccetgagt tecetgggegg cectteegtg 780
[2066] ttcectgttee ctectaagee taaggacacc ctgatgatct cccgecaccee tgaggtgacce 840
[2067] tgegtggtgg tggacgtgtc ccaggaggac cctgaggtge agttcaactg gtacgtggac 900
[2068] ggcgtggagg tgcacaacge caagaccaag cctcgegagg agcagttcaa ctccacctac 960
[2069] cgegtggtgt cegtgetgac cgtgetgeac caggactgge tgaacggcaa ggagtacaag 1020
[2070] tgcaaggtgt ccaacaaggg cctgecttee tccatcgaga agaccatctc caaggccaag 1080
[2071] ggccagecte gegagectca ggtgtacace ctgectectt cccaggagga gatgaccaag 1140
[2072] aaccaggtgt ccctgacctg cctggtgaag ggettctace cttcegacat cgecgtggag 1200
[2073] tgggagtcca acggccagec tgagaacaac tacaagacca cccctcctgt getggactcee 1260
[2074] gacggctcect tcttectgta ctcecegectg accgtggaca agtccegetg geaggaggge 1320
[2075] aacgtgttct cctgetcegt gatgcacgag gecctgeaca accactacac ccagaagtce 1380
[2076] ctgtceetgt ccetgggegg cggaggatet ggeggeggag gecagtggagg cggeggaage 1440
[2077] gcttececgaca ccggecgece tttcgtggag atgtactceg agatccctga gatcatccac 1500
[2078] atgaccgagg gccgegaget ggtgatceet tgecgegtga ceteccctaa catcaccgtg 1560
[2079] accctgaaga agttccctct ggacaccctg atccctgacg gcaagcgecat catctgggac 1620
[2080] tccecgecaagg gettcatcat ctccaacgee acctacaagg agatcggect getgacctge 1680
[2081] gaggccaccg tgaacggcca cctgtacaag accaactacc tgacccaccg ccagaccaac 1740
[2082] accatcatcg acgtggtget gtccecttee cacggecatcg agetgteegt gggegagaag 1800
[2083] ctggtgctga actgcaccge ccgeaccgag ctgaacgtgg geatcgactt caactgggag 1860
[2084] tacccttcct ccaagcacca gcacaagaag ctggtgaacc gegacctgaa gacccagtcee 1920
[2085] ggctccgaga tgaagaagtt cctgtccacc ctgaccatcg acggegtgac ccgetecgac 1980
[2086] cagggcctgt acacctgege cgectectee ggectgatga ccaagaagaa ctccacctte 2040
[2087] gtgcgegtge acgagaagta agtcgac 2067
[2088] <210> 87

[2089] <211> 682

[2090] <212> PRT

[2091]  <213> ANTF4

[2092] <220>

[2093]  <223> RhAEEABY24.5 (¢, 1gGD ) EEE-VIDAL & V.3 (BY24 . 51D 2 S 75
[2094]  <400> 87

[2095] Met Glu Thr Asp Thr Leu Leu Leu Trp Val Leu Leu Leu Trp Val Pro

[2096] 1 5 10 15

[2097]  Gly Ser Thr Gly Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val

[2098] 20 25 30

[2099] Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr
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[2100] 35 40 45

[2101] Phe Ser Ser Tyr Met Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly
[2102] 50 55 60

[2103] Leu Glu Trp Val Ala Thr Ile Ser Gly Gly Gly Ala Asn Thr Tyr Tyr
[2104] 65 70 75 80
[2105]  Pro Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys
[2106] 85 90 95
[2107] Asn Ser Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala
[2108] 100 105 110

[2109] Val Tyr Tyr Cys Ala Arg Gln Leu Tyr Tyr Phe Asp Tyr Trp Gly Gln
[2110] 115 120 125

[2111]  Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val
[2112] 130 135 140

[2113]  Phe Pro Leu Ala Pro Cys Ser Arg Ser Thr Ser Glu Ser Thr Ala Ala
[2114] 145 150 155 160
[2115] Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser
[2116] 165 170 175
[2117]  Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val
[2118] 180 185 190

[2119] Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro
[2120] 195 200 205

[2121] Ser Ser Ser Leu Gly Thr Lys Thr Tyr Thr Cys Asn Val Asp His Lys
[2122] 210 215 220

[2123] Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Ser Lys Tyr Gly Pro
[2124] 225 230 235 240
[2125] Pro Cys Pro Pro Cys Pro Ala Pro Glu Phe Leu Gly Gly Pro Ser Val
[2126] 245 250 255
[2127]  Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr
[2128] 260 265 270

[2129] Pro Glu Val Thr Cys Val Val Val Asp Val Ser Gln Glu Asp Pro Glu
[2130] 275 280 285

[2131]  Val Gln Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys
[2132] 290 295 300

[2133] Thr Lys Pro Arg Glu Glu Gln Phe Asn Ser Thr Tyr Arg Val Val Ser
[2134] 305 310 315 320
[2135] Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys
[2136] 325 330 335
[2137] Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile Glu Lys Thr Ile
[2138] 340 345 350

[2139]  Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro
[2140] 355 360 365

[2141] Pro Ser Gln Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr Cys Leu
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[2142] 370 375 380

[2143] Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn
[2144] 385 390 395 400
[2145] Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser
[2146] 405 410 415
[2147]  Asp Gly Ser Phe Phe Leu Tyr Ser Arg Leu Thr Val Asp Lys Ser Arg
[2148] 420 425 430

[2149] Trp Gln Glu Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu
[2150] 435 440 445

[2151] His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Leu Gly Gly Gly
[2152] 450 455 460

[2153]  Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Ala Ser Asp Thr
[2154] 465 470 475 480
[2155]  Gly Arg Pro Phe Val Glu Met Tyr Ser Glu Ile Pro Glu Ile Ile His
[2156] 485 490 495
[2157] Met Thr Glu Gly Arg Glu Leu Val Ile Pro Cys Arg Val Thr Ser Pro
[2158] 500 505 510

[2159]  Asn Ile Thr Val Thr Leu Lys Lys Phe Pro Leu Asp Thr Leu Ile Pro
[2160] 515 520 525

[2161]  Asp Gly Lys Arg Ile Ile Trp Asp Ser Arg Lys Gly Phe Ile Ile Ser
[2162] 530 535 540

[2163] Asn Ala Thr Tyr Lys Glu Ile Gly Leu Leu Thr Cys Glu Ala Thr Val
[2164] 545 550 555 560
[2165] Asn Gly His Leu Tyr Lys Thr Asn Tyr Leu Thr His Arg Gln Thr Asn
[2166] 565 570 575
[2167] Thr Ile Ile Asp Val Val Leu Ser Pro Ser His Gly Ile Glu Leu Ser
[2168] 580 585 590

[2169] Val Gly Glu Lys Leu Val Leu Asn Cys Thr Ala Arg Thr Glu Leu Asn
[2170] 595 600 605

[2171] Val Gly Ile Asp Phe Asn Trp Glu Tyr Pro Ser Ser Lys His Gln His
[2172] 610 615 620

[2173] Lys Lys Leu Val Asn Arg Asp Leu Lys Thr Gln Ser Gly Ser Glu Met
[2174] 625 630 635 640
[2175] Lys Lys Phe Leu Ser Thr Leu Thr Ile Asp Gly Val Thr Arg Ser Asp
[2176] 645 650 655
[2177]  Gln Gly Leu Tyr Thr Cys Ala Ala Ser Ser Gly Leu Met Thr Lys Lys
[2178] 660 665 670

[2179]  Asn Ser Thr Phe Val Arg Val His Glu Lys

[2180] 675 680

[2181] <210> 88

[2182] <211> 720

[2183] <212> DNA
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[2184]  <213> A TJ¥%l

[2185]  <220>

[2186]  <223> RMAEEIABY24.6 (x,1gG2) (AL EET 3 (BY24 . 6L) A IR 41

[2187]  <400> 88

[2188] ctcgaggeca ccatggagac cgacacactc ctcctgtggg tgetgetget gtgggtgeet 60
[2189] ggctccactg gcaatattca gatgacccag agtcctagta gectgagege atccgtegge 120
[2190] gaccgcgtga ccattacatg taaggccgga cagaacgtga ataattacct cgettggtat 180
[2191] cagcagaagc caggcaaggc tccaaaggtg ctcatcttca atgctaacag tctccagact 240
[2192] ggcgtecett cceggtttag tggaagtgga tctggeaccg atttcacact cactatcagt 300
[2193] tctttgcaac ccgaggattt tgccacatac tactgtcage agtacaatag ctggacaact 360
[2194] ttcggeggag gaactaaggt ggagattaag agaaccgtgg ccgeccccag cgtgttcate 420
[2195] ttccectecca gegacgageca getgaagtcet ggeaccgeca gegtggtgtg cetgetgaac 480
[2196] aacttctacc cccgecgagge caaggtgecag tggaaggtgg acaacgecct gecagagegge 540
[2197] aacagccagg agagcgtgac cgagcaggac tccaaggaca gcacctacag cctgagcage 600
[2198] accctgaccc tgagcaagge cgactacgag aagcacaagg tgtacgectg cgaggtgacce 660
[2199] caccagggac tgtctagcce cgtgaccaag agcttcaacc ggggegagtg ctaagaattce 720
[2200] <210> 89

[2201] <211> 233

[2202] <212> PRT

[2203] <213> ALJF4I

[2204]  <220>

[2205]  <223> @LEEREABY24.6 (x, 1gG2) fAL4E VI (BY24 . 61) ZILER 75

[2206] <400> 89

[2207] Met Glu Thr Asp Thr Leu Leu Leu Trp Val Leu Leu Leu Trp Val Pro
[2208] 1 5 10 15

[2209]  Gly Ser Thr Gly Asn Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser
[2210] 20 25 30

[2211]  Ala Ser Val Gly Asp Arg Val Thr Ile Thr Cys Lys Ala Gly Gln Asn
[2212] 35 40 45

[2213]  Val Asn Asn Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro
[2214] 50 55 60

[2215] Lys Val Leu Ile Phe Asn Ala Asn Ser Leu Gln Thr Gly Val Pro Ser
[2216] 65 70 75 80

[2217]  Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser
[2218] 85 90 95

[2219] Ser Leu Gln Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Tyr Asn
[2220] 100 105 110

[2221]  Ser Trp Thr Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys Arg Thr
[2222] 115 120 125

[2223] Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu Gln Leu
[2224] 130 135 140

[2225] Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro
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[2226] 145 150 155 160

[2227] Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln Ser Gly

[2228] 165 170 175

[2229] Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser Thr Tyr

[2230] 180 185 190

[2231] Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His

[2232] 195 200 205

[2233] Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser Pro Val

[2234] 210 215 220

[2235] Thr Lys Ser Phe Asn Arg Gly Glu Cys

[2236] 225 230

[2237] <210> 90

[2238] <211> 2082

[2239] <212> DNA

[2240] <213> ATLF4I

[2241]  <220>

[2242]  <223> RAEEABY24.6 (x, 1gG2) [y B EE-VIDRL A W5 (BY24. 61D #% 12 /7 51

[2243]  <400> 90

[2244] tctagagcca ccatggagac cgacaccctg ctgetgtggg tgetgeteet gtgggtgeet 60
[2245] ggctccacag gccaggtcac actcaaggag tccggeccag ctctcgtgaa gectacacag 120
[2246] accctcactc tcacctgtac attcagcgga tttagcctga gcacttctgg aacatgegtg 180
[2247] tcttggattc ggcagccacc cggaaaggca ctcgaatgge tcgcaaccat ctgttgggag 240
[2248] gacagtaagg gctacaatcc atctctgaag tctaggctga caattagtaa ggacacctcc 300
[2249] aagaatcagg ccgtgctgac tatgactaat atggaccccg tcgataccge cacatactac 360
[2250] tgecgetagac gegaggatag tggetacttt tggtttcctt actggggeca gggaaccete 420
[2251] gtgacagtgt cttccgcctec caccaaggge ccttcegtgt tccctetgge cecttgetee 480
[2252] cgctecacet ccgagteccac cgecgeectg ggetgectgg tgaaggacta cttccctgag 540
[2253] cctgtgaccg tgtcctggaa ctcecggegee ctgaccteeg gegtgeacac cttecctgee 600
[2254] gtgctgecagt ccteceggeet gtactcectg tectecgtgg tgacegtgee ttectectee 660
[2255] ctgggcacca agacctacac ctgcaacgtg gaccacaagc cttccaacac caaggtggac 720
[2256] aagcgegtgg agtccaagta cggeectect tgeectectt geectgecee tgagttectg 780
[2257] ggcggeectt ccgtgttect gtteccctect aagectaagg acaccctgat gatctcecge 840
[2258] acccctgagg tgacctgegt ggtggtggac gtgtcccagg aggacccetga ggtgeagtte 900
[2259] aactggtacg tggacggegt ggaggtgcac aacgccaaga ccaagcctcg cgaggageag 960
[2260] ttcaactcca cctaccgegt ggtgtcegtg ctgaccgtge tgcaccagga ctggetgaac 1020
[2261] ggcaaggagt acaagtgcaa ggtgtccaac aagggcctge cttcctccat cgagaagacc 1080
[2262] atctccaagg ccaagggcca gcctcgegag cctcaggtgt acaccctgee tccetteccag 1140
[2263] gaggagatga ccaagaacca ggtgtccctg acctgeetgg tgaagggett ctacccttece 1200
[2264] gacatcgccg tggagtggga gtccaacgge cagectgaga acaactacaa gaccacccet 1260
[2265] cctgtgetgg actccgacgg ctecttette ctgtactcece gectgacegt ggacaagtece 1320
[2266] cgctggecagg agggcaacgt gttctecetge tccgtgatge acgaggecct gecacaaccac 1380
[2267] tacacccaga agtccctgtc cctgtececetg ggeggeggag gatctggegg cggaggeagt 1440
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[2268] ggaggcggeg gaagegettc cgacaccgge cgeccttteg tggagatgta ctecgagate 1500
[2269] cctgagatca tccacatgac cgagggccge gagcetggtga tcccttgeeg cgtgacctee 1560
[2270] cctaacatca ccgtgaccct gaagaagttc cctctggaca ccctgatcce tgacggcaag 1620
[2271]  cgcatcatct gggactcceg caagggcttc atcatctcca acgccaccta caaggagatc 1680
[2272] ggcctgetga cctgegagge caccgtgaac ggecacctgt acaagaccaa ctacctgace 1740
[2273] caccgccaga ccaacaccat catcgacgtg gtgetgtcce cttcccacgg catcgagetg 1800
[2274] tccgtgggeg agaagetggt getgaactge accgecegea cegagetgaa cgtgggeate 1860
[2275] gacttcaact gggagtaccc ttcctccaag caccagcaca agaagctggt gaaccgegac 1920
[2276] ctgaagaccc agtccggetc cgagatgaag aagttcctgt ccaccctgac catcgacgge 1980
[2277] gtgacccget ccgaccaggg cctgtacacc tgegecgeet ccteecggeet gatgaccaag 2040
[2278] aagaactcca ccttcgtgeg cgtgcacgag aagtaagtcg ac 2082
[2279] <210> 91

[2280] <211> 687

[2281] <212> PRT

[2282] <213> ATLF%I

[2283]  <220>

[2284]  <223> Rl&EEEABY24.6 (x, 1gG2) ¥ HHE-VIDEL & I (BY24. 61D & KR 7]
[2285] <400> 91

[2286] Met Glu Thr Asp Thr Leu Leu Leu Trp Val Leu Leu Leu Trp Val Pro

[2287] 1 5 10 15

[2288] Gly Ser Thr Gly Gln Val Thr Leu Lys Glu Ser Gly Pro Ala Leu Val

[2289] 20 25 30

[2290] Lys Pro Thr Gln Thr Leu Thr Leu Thr Cys Thr Phe Ser Gly Phe Ser

[2291] 35 40 45

[2292] Leu Ser Thr Ser Gly Thr Cys Val Ser Trp Ile Arg Gln Pro Pro Gly

[2293] 50 55 60

[2294] Lys Ala Leu Glu Trp Leu Ala Thr Ile Cys Trp Glu Asp Ser Lys Gly

[2295] 65 70 75 80

[2296] Tyr Asn Pro Ser Leu Lys Ser Arg Leu Thr Ile Ser Lys Asp Thr Ser

[2297] 85 90 95

[2298] Lys Asn Gln Ala Val Leu Thr Met Thr Asn Met Asp Pro Val Asp Thr

[2299] 100 105 110

[2300] Ala Thr Tyr Tyr Cys Ala Arg Arg Glu Asp Ser Gly Tyr Phe Trp Phe

[2301] 115 120 125

[2302] Pro Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr

[2303] 130 135 140

[2304] Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Cys Ser Arg Ser Thr Ser

[2305] 145 150 155 160
[2306] Glu Ser Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu

[2307] 165 170 175

[2308] Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His

[2309] 180 185 190
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[2310] Thr Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser
[2311] 195 200 205

[2312] Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr Lys Thr Tyr Thr Cys
[2313] 210 215 220

[2314]  Asn Val Asp His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu
[2315] 225 230 235 240
[2316] Ser Lys Tyr Gly Pro Pro Cys Pro Pro Cys Pro Ala Pro Glu Phe Leu
[2317] 245 250 255
[2318] Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu
[2319] 260 265 270

[2320] Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser
[2321] 275 280 285

[2322]  Gln Glu Asp Pro Glu Val Gln Phe Asn Trp Tyr Val Asp Gly Val Glu
[2323] 290 295 300

[2324] Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Phe Asn Ser Thr
[2325] 305 310 315 320
[2326] Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn
[2327] 325 330 335
[2328] Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser
[2329] 340 345 350

[2330] Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln
[2331] 355 360 365

[2332] Val Tyr Thr Leu Pro Pro Ser Gln Glu Glu Met Thr Lys Asn Gln Val
[2333] 370 375 380

[2334] Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val
[2335] 385 390 395 400
[2336] Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro
[2337] 405 410 415
[2338] Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Arg Leu Thr
[2339] 420 425 430

[2340] Val Asp Lys Ser Arg Trp Gln Glu Gly Asn Val Phe Ser Cys Ser Val
[2341] 435 440 445

[2342] Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu
[2343] 450 455 460

[2344]  Ser Leu Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly
[2345] 465 470 475 480
[2346] Ser Ala Ser Asp Thr Gly Arg Pro Phe Val Glu Met Tyr Ser Glu Ile
[2347] 485 490 495
[2348] Pro Glu Ile Ile His Met Thr Glu Gly Arg Glu Leu Val Ile Pro Cys
[2349] 500 505 510

[2350] Arg Val Thr Ser Pro Asn Ile Thr Val Thr Leu Lys Lys Phe Pro Leu
[2351] 515 520 525
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[2352] Asp Thr Leu Ile Pro Asp Gly Lys Arg Ile Ile Trp Asp Ser Arg Lys
[2353] 530 535 540

[2354] Gly Phe Ile Ile Ser Asn Ala Thr Tyr Lys Glu Ile Gly Leu Leu Thr
[2355] 545 550 555 560
[2356] Cys Glu Ala Thr Val Asn Gly His Leu Tyr Lys Thr Asn Tyr Leu Thr
[2357] 565 570 575

[2358] His Arg Gln Thr Asn Thr Ile Ile Asp Val Val Leu Ser Pro Ser His
[2359] 580 585 590

[2360] Gly Ile Glu Leu Ser Val Gly Glu Lys Leu Val Leu Asn Cys Thr Ala
[2361] 595 600 605

[2362] Arg Thr Glu Leu Asn Val Gly Ile Asp Phe Asn Trp Glu Tyr Pro Ser
[2363] 610 615 620

[2364] Ser Lys His Gln His Lys Lys Leu Val Asn Arg Asp Leu Lys Thr Gln
[2365] 625 630 635 640
[2366] Ser Gly Ser Glu Met Lys Lys Phe Leu Ser Thr Leu Thr Ile Asp Gly
[2367] 645 650 655

[2368] Val Thr Arg Ser Asp Gln Gly Leu Tyr Thr Cys Ala Ala Ser Ser Gly
[2369] 660 665 670

[2370] Leu Met Thr Lys Lys Asn Ser Thr Phe Val Arg Val His Glu Lys

[2371] 675 680 685

[2372] <210> 92

[2373] <211> 723

[2374] <212> DNA

[2375] <213> AN LF%I

[2376]  <220>

[2377]  <223> RLEEREBY24.8 (x, 1gGA) [ 4E VL (BY24 . 81) % FHER /75

[2378]  <400> 92

[2379] ctcgaggecca ccatggagac cgacacactc ctcctgtggg tgetgetget gtgggtgect 60
[2380] ggctccactg gegacatcgt gatgacccag agtcctgata gtctggeegt gtecetegge 120
[2381] gagcgecgecaa caatcaattg caaggcatct cagtccgttt ccaacgatgt cgecatggtat 180
[2382] cagcagaagc ctggacagcc acctaagetg ctcattaact acgccttcca cagattcact 240
[2383] ggegtgeeeg atcggtttte cggaagtgga tacggaaccg actttacact gactattagt 300
[2384] tctctacaag ctgaggacgt cgctgtgtac tactgtcacc aggcttactc tagcccatac 360
[2385] acatttggag gcggcactaa ggtggagatt aagagaaccg tggccgecce cagegtgtte 420
[2386] atcttcccte ccagecgacga gcagectgaag tctggecaccg ccagegtggt gtgectgetg 480
[2387] aacaacttct acccccgega ggeccaaggtg cagtggaagg tggacaacge cctgecagage 540
[2388] ggcaacagcc aggagagegt gaccgageag gactccaagg acagcaccta cagectgage 600
[2389] agcaccctga ccctgagcaa ggecgactac gagaagcaca aggtgtacge ctgegaggtg 660
[2390] acccaccagg gactgtctag ccccgtgacc aagagcttca accggggega gtgetaagaa 720
[2391] ttc 723
[2392] <210> 93

[2393] <211> 234
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[2394]
[2395]
[2396]
[2397]
[2398]
[2399]
[2400]
[2401]
[2402]
[2403]
[2404]
[2405]
[2406]
[2407]
[2408]
[2409]
[2410]
[2411]
[2412]
[2413]
[2414]
[2415]
[2416]
[2417]
[2418]
[2419]
[2420]
[2421]
[2422]
[2423]
[2424]
[2425]
[2426]
[2427]
[2428]
[2429]
[2430]
[2431]
[2432]
[2433]
[2434]
[2435]

212>
213>
<220>
223>
<400>
Met Glu Thr Asp Thr

1
Gly

Val

Val

Lys

65

Arg

Ser

Ser

Thr

Leu

145

Pro

Gly

Tyr

His

Val
225

Ser

Ser

Ser

50

Leu

Phe

Leu

Ser

Val

130

Lys

Arg

Asn

Ser

Lys

210
Thr

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

PRT

N3

il A HBY24.

93

Thr

Leu

35

Asn

Leu

Ser

Gln

Pro

115

Ala

Ser

Glu

Ser

Leu

195

Val

Lys

94

2073
DNA

Gly
20

Gly
Asp
Ile
Gly
Ala
100
Tyr
Ala
Gly
Ala
Gln
180
Ser

Tyr

Ser

N5

Rl FIBY24 .8 (., 1gG4) ) B %V IDEI A W J: (BY24 . 8H) /% 18 )5 41

94

5
Asp

Glu

Val

Asn

Ser

85

Glu

Thr

Pro

Thr

Lys

165

Glu

Ser

Ala

Phe

8 (x, IgGh M2 HE T HE (BY24 . 8L) A LR 51

Leu Leu Leu Trp Val Leu

Ile

Arg

Ala

70

Gly

Asp

Phe

Ser

Ala

150

Val

Ser

Thr

Cys

Asn
230

Val
Ala
Trp
55

Ala
Tyr
Val
Gly
Val
135
Ser
Gln
Val
Leu
Glu

215
Arg

Met
Thr
40

Tyr
Phe
Gly
Ala
Gly
120
Phe
Val
Trp
Thr
Thr
200

Val

Gly

Thr
25

Ile
Gln
His
Thr
Val
105
Gly
Ile
Val
Lys
Glu
185
Leu

Thr

Glu

103

10
Gln

Asn

Gln

Arg

Asp

90

Tyr

Thr

Phe

Cys

Val

170

Gln

Ser

His

Cys

Ser

Cys

Lys

Phe

75

Phe

Tyr

Lys

Pro

Leu

155

Asp

Asp

Lys

Gln

Leu Leu Trp Val

Pro

Lys

Pro

60

Thr

Thr

Cys

Val

Pro

140

Leu

Asn

Ser

Ala

Gly
220

Asp
Ala
45

Gly
Gly
Leu
His
Glu
125
Ser
Asn
Ala
Lys
Asp

205

Leu

Ser
30

Ser
Gln
Val
Thr
Gln
110
Ile
Asp
Asn
Leu
Asp
190

Tyr

Ser

15

Leu

Gln

Pro

Pro

Ile

95

Ala

Lys

Glu

Phe

Gln

175

Ser

Glu

Ser

Pro

Ala

Ser

Pro

Asp

80

Ser

Tyr

Arg

Gln

Tyr

160

Ser

Thr

Lys

Pro
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[2436] tctagagcca ccatggagac cgacaccctg ctgetgtggg tgetgeteet gtgggtgeet 60
[2437] ggctccacag gceccaggtcca getccaggag ageggacctg gectcgtgaa gectagegag 120
[2438] actctgtcte tgacatgtac agtgtccgge tttagectca cttecttacgg cgtgecactgg 180
[2439] attcgccage cacccggaaa gggattggaa tggetcggeg tcatttggge cggaggecage 240
[2440] actaactaca acccatctct caagtctagg ctcacaatca gcaaggataa tagtaagagt 300
[2441] caggtgtcce tgaagatgag ttccgtcacc getgecgata ccgetgtgta ctactgegea 360
[2442] cgegeatacg gcaattactg gtacatcgac gtgtggggac agggcaccct cgtgacagtg 420
[2443] tcttcegeet ccaccaaggg ccctteegtg ttecctetgg ceecttgete cegetcecace 480
[2444] tccgagtcca ccgecgecct gggetgectg gtgaaggact acttccectga gectgtgace 540
[2445] gtgtcectgga actceggege cctgacctee ggegtgeaca ccttecctge cgtgetgeag 600
[2446] tccteeggee tgtactceet gtecteegtg gtgaccgtge cttectecte cetgggeace 660
[2447] aagacctaca cctgcaacgt ggaccacaag ccttccaaca ccaaggtgga caagegegtg 720
[2448] gagtccaagt acggccctee ttgeecctect tgecctgeee ctgagttect gggeggeecet 780
[2449] tcegtgttee tgttececctee taagecctaag gacaccctga tgatctcceg cacccctgag 840
[2450] gtgacctgeg tggtggtgga cgtgtcccag gaggaccctg aggtgcagtt caactggtac 900
[2451] gtggacggcg tggaggtgea caacgcecaag accaagectc gegaggagea gttcaactce 960
[2452] acctaccgeg tggtgtcegt getgaccgtg ctgecaccagg actggetgaa cggeaaggag 1020
[2453] tacaagtgca aggtgtccaa caagggcctg ccttcctcca tcgagaagac catctccaag 1080
[2454] gccaagggee agectecgega gectcaggtg tacaccetge ctecttecca ggaggagatg 1140
[2455] accaagaacc aggtgtccct gacctgectg gtgaaggget tctacccttc cgacatcgee 1200
[2456] gtggagtggg agtccaacgg ccagectgag aacaactaca agaccaccce tcetgtgetg 1260
[2457] gactccgacg gctccttett cetgtactec cgectgaceg tggacaagtc ccgetggeag 1320
[2458] gagggcaacg tgttctcetg ctecgtgatg cacgaggece tgceacaacca ctacacccag 1380
[2459] aagtccctgt ccctgteecet gggeggegga ggatctggeg geggaggeag tggaggegge 1440
[2460] ggaagcgett ccgacaccgg ccgeccttte gtggagatgt actccgagat ccctgagate 1500
[2461] atccacatga ccgagggccg cgagetggtg atcccttgee gegtgaccte ccctaacatce 1560
[2462] accgtgaccc tgaagaagtt ccctctggac accctgatce ctgacggecaa gegeatcate 1620
[2463] tgggactcee gcaagggett catcatctcc aacgccacct acaaggagat cggectgetg 1680
[2464] acctgcgagg ccaccgtgaa cggecacctg tacaagacca actacctgac ccaccgecag 1740
[2465] accaacacca tcatcgacgt ggtgetgtce ccttecccacg gecatcgaget gtecegtggge 1800
[2466] gagaagctgg tgctgaactg caccgeccge accgagetga acgtgggeat cgacttcaac 1860
[2467] tgggagtacc cttcctccaa gcaccagcac aagaagcetgg tgaaccgega cctgaagacce 1920
[2468] cagtccgget ccgagatgaa gaagttcctg tccaccctga ccatcgacgg cgtgacccge 1980
[2469] tccgaccagg gectgtacac ctgegecgee tcetecggee tgatgaccaa gaagaactce 2040
[2470] accttcgtgce gegtgcacga gaagtaagtc gac 2073
[2471] <210> 95

[2472] <211> 684

[2473]  <212> PRT

[2474] <213> ANTLF%I

[2475]  <220>

[2476]  <223> FMEEEEABY24.8 (x, g6 I EHEE-VIDR & WAk (BY24 . 81D 2 IR J7 71
[2477]  <400> 95
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[2478] Met Glu Thr Asp Thr Leu Leu Leu Trp Val Leu Leu Leu Trp Val Pro
[2479] 1 5 10 15
[2480] Gly Ser Thr Gly Gln Val Gln Leu Gln Glu Ser Gly Pro Gly Leu Val
[2481] 20 25 30

[2482] Lys Pro Ser Glu Thr Leu Ser Leu Thr Cys Thr Val Ser Gly Phe Ser
[2483] 35 40 45

[2484] Leu Thr Ser Tyr Gly Val His Trp Ile Arg Gln Pro Pro Gly Lys Gly
[2485] 50 55 60

[2486] Leu Glu Trp Leu Gly Val Ile Trp Ala Gly Gly Ser Thr Asn Tyr Asn
[2487] 65 70 75 80
[2488] Pro Ser Leu Lys Ser Arg Leu Thr Ile Ser Lys Asp Asn Ser Lys Ser
[2489] 85 90 95
[2490] Gln Val Ser Leu Lys Met Ser Ser Val Thr Ala Ala Asp Thr Ala Val
[2491] 100 105 110

[2492] Tyr Tyr Cys Ala Arg Ala Tyr Gly Asn Tyr Trp Tyr Ile Asp Val Trp
[2493] 115 120 125

[2494] Gly Gln Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro
[2495] 130 135 140

[2496] Ser Val Phe Pro Leu Ala Pro Cys Ser Arg Ser Thr Ser Glu Ser Thr
[2497] 145 150 155 160
[2498] Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr
[2499] 165 170 175
[2500] Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro
[2501] 180 185 190

[2502] Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr
[2503] 195 200 205

[2504] Val Pro Ser Ser Ser Leu Gly Thr Lys Thr Tyr Thr Cys Asn Val Asp
[2505] 210 215 220

[2506] His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Ser Lys Tyr
[2507] 225 230 235 240
[2508] Gly Pro Pro Cys Pro Pro Cys Pro Ala Pro Glu Phe Leu Gly Gly Pro
[2509] 245 250 255
[2510] Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser
[2511] 260 265 270

[2512]  Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser Gln Glu Asp
[2513] 275 280 285

[2514] Pro Glu Val Gln Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn
[2515] 290 295 300

[2516] Ala Lys Thr Lys Pro Arg Glu Glu Gln Phe Asn Ser Thr Tyr Arg Val
[2517] 305 310 315 320
[2518] Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu
[2519] 325 330 335
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[2520] Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile Glu Lys
[2521] 340 345 350

[2522] Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr
[2523] 355 360 365

[2524] Leu Pro Pro Ser Gln Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr
[2525] 370 375 380

[2526] Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu
[2527] 385 390 395 400
[2528]  Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu
[2529] 405 410 415
[2530] Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Arg Leu Thr Val Asp Lys
[2531] 420 425 430

[2532] Ser Arg Trp Gln Glu Gly Asn Val Phe Ser Cys Ser Val Met His Glu
[2533] 435 440 445

[2534] Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Leu Gly
[2535] 450 455 460

[2536] Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Ala Ser
[2537] 465 470 475 480
[2538] Asp Thr Gly Arg Pro Phe Val Glu Met Tyr Ser Glu Ile Pro Glu Ile
[2539] 485 490 495
[2540] Ile His Met Thr Glu Gly Arg Glu Leu Val Ile Pro Cys Arg Val Thr
[2541] 500 505 510

[2542] Ser Pro Asn Ile Thr Val Thr Leu Lys Lys Phe Pro Leu Asp Thr Leu
[2543] 515 520 525

[2544] Ile Pro Asp Gly Lys Arg Ile Ile Trp Asp Ser Arg Lys Gly Phe Ile
[2545] 530 535 540

[2546] Ile Ser Asn Ala Thr Tyr Lys Glu Ile Gly Leu Leu Thr Cys Glu Ala
[2547] 545 550 555 560
[2548] Thr Val Asn Gly His Leu Tyr Lys Thr Asn Tyr Leu Thr His Arg Gln
[2549] 565 570 575
[2550] Thr Asn Thr Ile Ile Asp Val Val Leu Ser Pro Ser His Gly Ile Glu
[2551] 580 585 590

[2552] Leu Ser Val Gly Glu Lys Leu Val Leu Asn Cys Thr Ala Arg Thr Glu
[2553] 595 600 605

[2554] Leu Asn Val Gly Ile Asp Phe Asn Trp Glu Tyr Pro Ser Ser Lys His
[2555] 610 615 620

[2556] Gln His Lys Lys Leu Val Asn Arg Asp Leu Lys Thr Gln Ser Gly Ser
[2557] 625 630 635 640
[2558] Glu Met Lys Lys Phe Leu Ser Thr Leu Thr Ile Asp Gly Val Thr Arg
[2559] 645 650 655
[2560] Ser Asp Gln Gly Leu Tyr Thr Cys Ala Ala Ser Ser Gly Leu Met Thr
[2561] 660 665 670
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[2562] Lys Lys Asn Ser Thr Phe Val Arg Val His Glu Lys

[2563] 675 680

[2564] <210> 96

[2565] <211> 723

[2566] <212> DNA

[2567] <213> A%

[2568]  <220>

[2569]  <223> RhAEEABY24.9 (x, 1gGD FIAREE FE (BY24.9L) % H R 41

[2570]  <400> 96

[2571] ctcgaggeca ccatggagac cgacacactc ctcctgtggg tgetgetget gtgggtgeet 60
[2572] ggctccactg gegatattca gatgacacag tccccaagtt ccctgagege ctecegtegga 120
[2573] gaccgggtca ccattacttg tcgegettct cagagegtga gtaattacct cgattggtat 180
[2574] cagcagaagc caggaaaggc tcctaagctg ctcatctacg acgcatccac ccgegcaaca 240
[2575] ggcgtgecta gecggtttag cggatctgga agtggecactg atttcacact cacaatctct 300
[2576] agtctgcaac ccgaggactt tgctacatac tactgtcagc agaacatgca gctgecactg 360
[2577] acattcggec agggaactaa ggtggagatt aagagaaccg tggccgecce cagegtgtte 420
[2578] atcttcccte ccagecgacga gcagectgaag tctggecaccg ccagegtggt gtgectgetg 480
[2579] aacaacttct acccccgega ggeccaaggtg cagtggaagg tggacaacge cctgeagage 540
[2580] ggcaacagce aggagagegt gaccgagcag gactccaagg acagcaccta cagectgage 600
[2581] agcaccctga ccctgagcaa ggccgactac gagaagcaca aggtgtacge ctgegaggtg 660
[2582] acccaccagg gactgtctag ccccgtgacc aagagcttca accggggega gtgectaagaa 720
[2583] ttc 723
[2584] <210> 97

[2585] <211> 234

[2586] <212> PRT

[2587] <213> AN TLF%I

[2588]  <220>

[2589]  <223> RhAEABY24.9 (x, 1gGD FIAREETIE (BY24.9L) Z LR T 4

[2590]  <400> 97

[2591] Met Glu Thr Asp Thr Leu Leu Leu Trp Val Leu Leu Leu Trp Val Pro
[2592] 1 5 10 15

[2593] Gly Ser Thr Gly Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser
[2594] 20 25 30

[2595] Ala Ser Val Gly Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Ser
[2596] 35 40 45

[2597] Val Ser Asn Tyr Leu Asp Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro
[2598] 50 55 60

[2599] Lys Leu Leu Ile Tyr Asp Ala Ser Thr Arg Ala Thr Gly Val Pro Ser
[2600] 65 70 75 80
[2601]  Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser
[2602] 85 90 95

[2603] Ser Leu Gln Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Asn Met
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[2604] 100 105 110

[2605] Gln Leu Pro Leu Thr Phe Gly Gln Gly Thr Lys Val Glu Ile Lys Arg
[2606] 115 120 125

[2607] Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu Gln
[2608] 130 135 140

[2609] Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr
[2610] 145 150 155 160
[2611]  Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln Ser
[2612] 165 170 175

[2613] Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser Thr
[2614] 180 185 190

[2615] Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys
[2616] 195 200 205

[2617] His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser Pro
[2618] 210 215 220

[2619] Val Thr Lys Ser Phe Asn Arg Gly Glu Cys

[2620] 225 230

[2621] <210> 98

[2622] <211> 2055

[2623] <212> DNA

[2624]  <213> AT J¥%

[2625]  <220>

[2626]  <223> FREEEFABY24.9 (x, 1gGh ff) EEE-VIDR & .1 (BY24 . 9D % H IR 751
[2627]  <400> 98

[2628] tctagagcca ccatggagac cgacaccctg ctgetgtggg tgetgeteet gtgggtgeet 60
[2629] ggctccacag gegtgeaget cgtegagtee ggeggaggeg tggtccagee aggacgeagt 120
[2630] ctgecgeectgg attgtaagge aageggecatce acctttagta actacggtat gecactgggtg 180
[2631] agacaggctc ccggaaaggg cctagaatgg gtggecgtca tttggtacga ctcttectagg 240
[2632] aagtactacg ccgatagtgt caagggacgg ttcacaatct ctcgecgataa tagcaagaat 300
[2633] acactgtttt tgcaaatgaa ctccctcaga gctgaggata ccgetgtgta ctactgegea 360
[2634] accaacaatg attactgggg acagggcacc ctcgtgacag tgtcttccge ctccaccaag 420
[2635] ggcectteecg tgttecctet ggececttge teccgeteca cctecgagte caccgecgee 480
[2636] ctgggetgee tggtgaagga ctacttccct gagectgtga ccgtgtectg gaactccgge 540
[2637] gceectgacet ceggegtgea cacctteect gecgtgetge agtcecteegg cetgtactee 600
[2638] ctgtecteecg tggtgacegt gecttectee tcecetgggea ccaagaccta cacctgcaac 660
[2639] gtggaccaca agccttccaa caccaaggtg gacaagcgeg tggagtccaa gtacggecet 720
[2640] ccttgcecte cttgecetge cectgagtte ctgggeggee ctteegtgtt cetgtteeet 780
[2641] cctaagccta aggacaccct gatgatctcce cgcacccectg aggtgacctg cgtggtggtg 840
[2642] gacgtgtcce aggaggacce tgaggtgecag ttcaactggt acgtggacgg cgtggaggtg 900
[2643] cacaacgcca agaccaagec tcgegaggag cagttcaact ccacctaccg cgtggtgtee 960
[2644] gtgctgaccg tgctgecacca ggactggetg aacggcaagg agtacaagtg caaggtgtcee 1020
[2645] aacaagggcc tgccttecte catcgagaag accatctcca aggccaaggg ccagectege 1080
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[2646] gagcctcagg tgtacaccct gectecttece caggaggaga tgaccaagaa ccaggtgtcee 1140
[2647] ctgacctgcec tggtgaaggg cttctaccct tccgacatcg ccgtggagtg ggagtccaac 1200
[2648] ggccagectg agaacaacta caagaccacc cctcctgtge tggactccga cggetectte 1260
[2649] ttcctgtact ccecgectgac cgtggacaag tcccgetgge aggagggeaa cgtgttetee 1320
[2650] tgctecgtga tgcacgagge cctgecacaac cactacaccce agaagtccct gtceccctgtee 1380
[2651] ctgggeggeg gaggatctgg cggeggagge agtggaggeg geggaagege ttccgacace 1440
[2652] ggcecgeecett tcgtggagat gtactccgag atccctgaga tcatccacat gaccgaggge 1500
[2653] cgcgagetgg tgatcccttg ccgegtgace tccectaaca tcaccgtgac cctgaagaag 1560
[2654] ttccectetgg acaccctgat ccctgacgge aagegeatca tctgggactce ccgecaaggge 1620
[2655] ttcatcatct ccaacgccac ctacaaggag atcggcectge tgacctgega ggecaccegtg 1680
[2656] aacggccacc tgtacaagac caactacctg acccaccgcc agaccaacac catcatcgac 1740
[2657] gtggtgetgt cceccttecca cggeategag ctgteegtgg gegagaaget ggtgetgaac 1800
[2658] tgcaccgecce geaccgaget gaacgtggge atcgacttca actgggagta cccttectee 1860
[2659] aagcaccagc acaagaagct ggtgaaccge gacctgaaga cccagtccgg cteccgagatg 1920
[2660] aagaagttcc tgtccaccct gaccatcgac ggcgtgacce getcegacca gggectgtac 1980
[2661] acctgegeeg cctecteecgg cectgatgace aagaagaact ccaccttegt gegegtgeac 2040
[2662] gagaagtaag tcgac 2055
[2663] <210> 99

[2664] <211> 678

[2665]  <212> PRT

[2666]  <213> AN TJ¥%l

[2667]  <220>

[2668]  <223> FEEEFABY24.9 (x, 1g64h ) EEE-VIDR & V. (BY24 . 91D 2 IR 741
[2669]  <400> 99

[2670] Met Glu Thr Asp Thr Leu Leu Leu Trp Val Leu Leu Leu Trp Val Pro

[2671] 1 5 10 15

[2672]  Gly Ser Thr Gly Val Gln Leu Val Glu Ser Gly Gly Gly Val Val Gln

[2673] 20 25 30

[2674]  Pro Gly Arg Ser Leu Arg Leu Asp Cys Lys Ala Ser Gly Ile Thr Phe

[2675] 35 40 45

[2676]  Ser Asn Tyr Gly Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu

[2677] 50 55 60

[2678]  Glu Trp Val Ala Val Ile Trp Tyr Asp Ser Ser Arg Lys Tyr Tyr Ala

[2679] 65 70 75 80

[2680] Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn

[2681] 85 90 95

[2682] Thr Leu Phe Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val

[2683] 100 105 110

[2684] Tyr Tyr Cys Ala Thr Asn Asn Asp Tyr Trp Gly Gln Gly Thr Leu Val

[2685] 115 120 125

[2686] Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala

[2687] 130 135 140
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[2688] Pro Cys Ser Arg Ser Thr Ser Glu Ser Thr Ala Ala Leu Gly Cys Leu
[2689] 145 150 155 160
[2690] Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly
[2691] 165 170 175
[2692] Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val Leu Gln Ser Ser
[2693] 180 185 190

[2694] Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu
[2695] 195 200 205

[2696] Gly Thr Lys Thr Tyr Thr Cys Asn Val Asp His Lys Pro Ser Asn Thr
[2697] 210 215 220

[2698] Lys Val Asp Lys Arg Val Glu Ser Lys Tyr Gly Pro Pro Cys Pro Pro
[2699] 225 230 235 240
[2700] Cys Pro Ala Pro Glu Phe Leu Gly Gly Pro Ser Val Phe Leu Phe Pro
[2701] 245 250 255
[2702]  Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr
[2703] 260 265 270

[2704] Cys Val Val Val Asp Val Ser Gln Glu Asp Pro Glu Val Gln Phe Asn
[2705] 275 280 285

[2706] Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg
[2707] 290 295 300

[2708]  Glu Glu Gln Phe Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val
[2709] 305 310 315 320
[2710] Leu His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser
[2711] 325 330 335
[2712]  Asn Lys Gly Leu Pro Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys
[2713] 340 345 350

[2714]  Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Gln Glu
[2715] 355 360 365

[2716]  Glu Met Thr Lys Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe
[2717] 370 375 380

[2718] Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu
[2719] 385 390 395 400
[2720] Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe
[2721] 405 410 415
[2722] Phe Leu Tyr Ser Arg Leu Thr Val Asp Lys Ser Arg Trp Gln Glu Gly
[2723] 420 425 430

[2724] Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr
[2725] 435 440 445

[2726] Thr Gln Lys Ser Leu Ser Leu Ser Leu Gly Gly Gly Gly Ser Gly Gly
[2727] 450 455 460

[2728] Gly Gly Ser Gly Gly Gly Gly Ser Ala Ser Asp Thr Gly Arg Pro Phe
[2729] 465 470 475 480

110



CN 109575140 B ,? yu % 66/90 71
[2730] Val Glu Met Tyr Ser Glu Ile Pro Glu Ile Ile His Met Thr Glu Gly
[2731] 485 490 495

[2732] Arg Glu Leu Val Ile Pro Cys Arg Val Thr Ser Pro Asn Ile Thr Val

[2733] 500 505 510

[2734] Thr Leu Lys Lys Phe Pro Leu Asp Thr Leu Ile Pro Asp Gly Lys Arg
[2735] 515 520 525

[2736] Ile Ile Trp Asp Ser Arg Lys Gly Phe Ile Ile Ser Asn Ala Thr Tyr
[2737] 530 535 540

[2738] Lys Glu Ile Gly Leu Leu Thr Cys Glu Ala Thr Val Asn Gly His Leu
[2739] 545 550 555 560
[2740] Tyr Lys Thr Asn Tyr Leu Thr His Arg Gln Thr Asn Thr Ile Ile Asp
[2741] 565 570 575

[2742] Val Val Leu Ser Pro Ser His Gly Ile Glu Leu Ser Val Gly Glu Lys

[2743] 580 585 590

[2744] Leu Val Leu Asn Cys Thr Ala Arg Thr Glu Leu Asn Val Gly Ile Asp
[2745] 595 600 605

[2746] Phe Asn Trp Glu Tyr Pro Ser Ser Lys His Gln His Lys Lys Leu Val

[2747] 610 615 620

[2748] Asn Arg Asp Leu Lys Thr Gln Ser Gly Ser Glu Met Lys Lys Phe Leu
[2749] 625 630 635 640
[2750] Ser Thr Leu Thr Ile Asp Gly Val Thr Arg Ser Asp Gln Gly Leu Tyr
[2751] 645 650 655

[2752] Thr Cys Ala Ala Ser Ser Gly Leu Met Thr Lys Lys Asn Ser Thr Phe
[2753] 660 665 670

[2754] Val Arg Val His Glu Lys

[2755] 675

[2756] <210> 100

[2757] <211> 729

[2758] <212> DNA

[2759]  <213> A TJ¥3

[2760]  <220>

[2761]  <223> FRAEABY24.10 (x, TgG4) [FRREETIE (BY24. 10L) B R ¥ 41

[2762]  <400> 100

[2763] ctcgaggeca ccatggagac cgacacactc ctcctgtggg tgetgetget gtgggtgeet 60
[2764] ggctccactg gectcagtta cgtcctcaca cagectccat ccgtgtetgt gagtceccegga 120
[2765] cagaccgcaa gaatcacatg tagcggecgac gcactgecta agcagtacge ttactggtat 180
[2766] cagcagaagc caggacaggc acctgtgetg gtgatctaca aggatagega gegeccaagt 240
[2767] ggcattcccg agagatttag tggetcttct agtggaacaa ccgtcaccct gactatttee 300
[2768] ggcgtgcagg ccgaggatga ggecgattac tactgtcagt ctgetgacte tagcggaaca 360
[2769] tacgtcgtgt ttggaggcegg aactaaggtg gagattaaga gaaccgtgge cgeccccage 420
[2770] gtgttcatct tcccteccag cgacgageag ctgaagtctg gecaccgecag cgtggtgtge 480
[2771] ctgectgaaca acttctacce ccgegaggee aaggtgecagt ggaaggtgga caacgecctg 540
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[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]

cagagcggca
ctgagcagca

gaggtgaccc

taagaattc
<210>
211>
212>
213>
<220>
223>
<400>
Met Glu Thr Asp Thr Leu

1
Gly

Val

Pro

Val

65

Arg

Gly

Ser

Lys

Glu

145

Phe

Gln

Ser

Glu

Ser
225

Ser

Ser

Lys

50

Leu

Phe

Val

Ser

Arg

130

Gln

Tyr

Ser

Thr

Lys

210

Pro

<210>

101
236
PRT
NLFF3

R4 R F1BY24. 10 (x, TgG4) [R5 3t (BY24. 10L) & JE 2 /741

101

Thr Gly
20

Pro Gly

35

Gln Tyr

Val Ile

Ser Gly

Gln Ala
100

Gly Thr

115

Thr Val

Leu Lys

Pro Arg

Gly Asn
180

Tyr Ser

195

His Lys

Val Thr

102

5

Leu

Gln

Ala

Tyr

Ser

85

Glu

Tyr

Ala

Ser

Glu

165

Ser

Leu

Val

Ser

Thr

Tyr

70

Ser

Asp

Val

Ala

Gly

150

Ala

Gln

Ser

Tyr

Ser
230

Leu

Tyr

Ala

Trp

55

Asp

Ser

Glu

Val

Pro

135

Thr

Lys

Glu

Ser

Ala

215
Phe

Leu
Val
Arg
40

Tyr
Ser
Gly
Ala
Phe
120
Ser
Ala
Val
Ser
Thr
200

Cys

Asn

Trp
Leu
25

Ile
Gln
Glu
Thr
Asp
105
Gly
Val
Ser
Gln
Val
185
Leu

Glu

Arg

112

Val
10

Thr
Thr
Gln
Arg
Thr
90

Tyr
Gly
Phe
Val
Trp
170
Thr
Thr

Val

Gly

Leu

Gln

Cys

Lys

Pro

75

Val

Tyr

Gly

Ile

Val

155

Lys

Glu

Leu

Thr

Glu
235

Leu

Pro

Ser

Pro

60

Ser

Thr

Cys

Thr

Phe

140

Cys

Val

Gln

Ser

His

220
Cys

Leu
Pro
Gly

45
Gly

Leu
Gln
Lys
125
Pro
Leu
Asp
Asp
Lys

205
Gln

Trp
Ser
30

Asp
Gln
Ile
Thr
Ser
110
Val
Pro
Leu
Asn
Ser
190

Ala

Gly

Val
15

Val
Ala
Ala
Pro
Ile
95

Ala
Glu
Ser
Asn
Ala
175
Lys

Asp

Leu

Pro

Ser

Leu

Pro

Glu

80

Ser

Asp

Ile

Asp

Asn

160

Leu

Asp

Tyr

Ser

acagccagga gagcgtgacc gagcaggact ccaaggacag cacctacagc 600
ccctgaccect gagcaaggec gactacgaga agcacaaggt gtacgectge 660
accagggact gtctagccce gtgaccaaga gcttcaaccg gggegagtge 720
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[2814] <211> 2079

[2815]  <212> DNA

[2816] <213> ANTF41

[2817]  <220>

[2818]  <223> fh&HEEBY24.10 (x, 1gGh [ HEE-VIDRIA WAL (BY24. 100 IR T 5
[2819]  <400> 102

[2820] tctagagcca ccatggagac cgacaccctg ctgetgtggg tgetgeteet gtgggtgeet 60
[2821] ggctccacag gegacctecgt gecagtcegge gecgaggtga agaageccegg cgeatcegte 120
[2822] aaggtgtctt gcaaggcaag tggctacact ttcaccagtt acggaatcag ttgggtcaga 180
[2823] caggcacctg gccagggect ggagtggatg ggetggatta gegettacaa cggaaacacc 240
[2824] aattacgctc agaagctcca gggtcgggtg actatgacaa ccgacacatc taccagcacc 300
[2825] gcatacatgg agctgegtag tctgagatcc gacgataccg ccgtgtacta ctgtgetege 360
[2826] ggcagaggat actcctacgg aattgatgca ttcgatattt ggggacaggg aaccctcgtg 420
[2827] acagtgtctt ccgectccac caagggecct tcegtgttee ctetggecee ttgetecege 480
[2828] tccacctceg agtccaccge cgecetggge tgectggtga aggactactt ccctgagect 540
[2829] gtgaccgtgt cctggaactc cggegecetg acctceggeg tgecacacctt ccectgeegtg 600
[2830] ctgcagtcet ccggectgta cteectgtee tecegtggtga cegtgectte ctecteectg 660
[2831] ggcaccaaga cctacacctg caacgtggac cacaagcctt ccaacaccaa ggtggacaag 720
[2832] cgegtggagt ccaagtacgg ccctecttge cetecttgee ctgecectga gttectggge 780
[2833] ggcectteeg tgtteetgtt ccctectaag cctaaggaca ccctgatgat ctecccgecace 840
[2834] cctgaggtga cctgegtggt ggtggacgtg tcccaggagg accctgaggt gecagttcaac 900
[2835] tggtacgtgg acggegtgga ggtgcacaac geccaagacca agectcgega ggagecagtte 960
[2836] aactccacct accgegtggt gtcegtgetg accgtgetge accaggactg getgaacgge 1020
[2837] aaggagtaca agtgcaaggt gtccaacaag ggcctgectt cctccatcga gaagaccatc 1080
[2838] tccaaggcca agggeccagee tcgegagect caggtgtaca ccctgectee ttcccaggag 1140
[2839] gagatgacca agaaccaggt gtccctgacc tgcctggtga agggetteta cecttccgac 1200
[2840] atcgcegtgg agtgggagtc caacggecag cctgagaaca actacaagac cacccctect 1260
[2841] gtgctggact ccgacggete cttettectg tactccegee tgaccgtgga caagtccege 1320
[2842] tggcaggagg gcaacgtgtt ctcctgetee gtgatgecacg aggecctgea caaccactac 1380
[2843] acccagaagt ccctgtceet gtececetggge ggeggaggat ctggeggegg aggecagtgga 1440
[2844] ggcggeggaa gegetteega caccggecge cetttegtgg agatgtacte cgagatcect 1500
[2845] gagatcatcc acatgaccga gggccgegag ctggtgatee cttgecgegt gacctececet 1560
[2846] aacatcaccg tgaccctgaa gaagttccct ctggacaccc tgatccctga cggcaagcge 1620
[2847] atcatctggg actcccgcaa gggettcate atctccaacg ccacctacaa ggagatcgge 1680
[2848] ctgetgacct gegaggecac cgtgaacgge cacctgtaca agaccaacta cctgacccac 1740
[2849] cgccagacca acaccatcat cgacgtggtg ctgtccectt cccacggeat cgagetgtee 1800
[2850] gtgggcgaga agetggtget gaactgecace geccgeaccg agetgaacgt gggeatcgac 1860
[2851] ttcaactggg agtacccttc ctccaagcac cagcacaaga agctggtgaa ccgegacctg 1920
[2852] aagacccagt ccggctccga gatgaagaag ttcctgtcca ccctgaccat cgacggegtg 1980
[2853] acccgetecg accagggect gtacacctge gecgecteet ceggectgat gaccaagaag 2040
[2854] aactccacct tcgtgcgegt gcacgagaag taagtcgac 2079
[2855] <210> 103

113



CN 109575140 B

FF

.1l

2.3

69/90 T

[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]

Q211>
212>
213>
220>
223>
<400>
Met Glu Thr Asp

1
Gly

Gly
Ser
Trp
65

Lys
Ala
Tyr
Ile
Gly
145
Ser
Val
Phe
Val
Val
225
Lys

Gly

Ile

Ser

Ala

Tyr

50

Met

Leu

Tyr

Cys

Trp

130

Pro

Thr

Thr

Pro

Thr

210

Asp

Tyr

Pro

Ser

686
PRT

NP5

Rl A B FIBY24. 10 (x, TgG4) {5 -VIDR & W75 (BY24. 100D IR 5

103

Thr

Ser

35

Gly

Gly

Gln

Met

Ala

115

Gly

Ser

Ala

Val

Ala

195

Val

His

Gly

Ser

Arg
275

Gly
20

Val
Ile
Trp
Gly
Glu
100
Arg
Gln
Val
Ala
Ser
180
Val
Pro
Lys
Pro
Val

260
Thr

Thr
5
Asp
Lys
Ser
Ile
Arg
85
Leu
Gly
Gly
Phe
Leu
165
Trp
Leu
Ser
Pro
Pro
245

Phe

Pro

Leu

Leu

Val

Ser
70

Val
Arg
Arg
Thr
Pro
150
Gly
Asn
Gln
Ser
Ser
230
Cys

Leu

Glu

Leu Leu Trp Val Leu Leu Leu Trp

Val

Ser

Val

55

Ala

Thr

Ser

Gly

Leu

135

Leu

Cys

Ser

Ser

Ser

215

Asn

Pro

Phe

Val

Gln
Cys
40

Arg
Tyr
Met
Leu
Tyr
120
Val
Ala
Leu
Gly
Ser
200
Leu
Thr
Pro

Pro

Thr
280

Ser
25

Lys
Gln
Asn
Thr
Arg
105
Ser
Thr
Pro
Val
Ala
185
Gly
Gly
Lys
Cys
Pro

265
Cys

114

10
Gly

Ala

Ala

Gly

Thr

90

Ser

Tyr

Val

Cys

170

Leu

Leu

Thr

Val

Pro

250

Lys

Val

Ala

Ser

Pro

Asn

75

Asp

Asp

Gly

Ser

Ser

155

Asp

Thr

Tyr

Lys

Asp

235

Ala

Pro

Val

Glu

Gly

Gly

60

Thr

Thr

Asp

Ile

Ser

140

Arg

Tyr

Ser

Ser

Thr

220

Lys

Pro

Lys

Val

Val
Tyr
45

Gln
Asn
Ser
Thr
Asp
125
Ala
Ser
Phe
Gly
Leu
205
Tyr
Arg
Glu

Asp

Asp
285

Lys
30

Thr
Gly
Tyr
Thr
Ala
110
Ala
Ser
Thr
Pro
Val
190
Ser
Thr
Val
Phe
Thr

270
Val

Val
15

Lys
Phe
Leu
Ala
Ser
95

Val
Phe
Thr
Ser
Glu
175
His
Ser
Cys
Glu
Leu
255

Leu

Ser

Pro

Pro

Thr

Glu

Gln

80

Thr

Tyr

Asp

Lys

Glu

160

Pro

Thr

Val

Asn

Ser

240

Gly

Met

Gln
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[2898] Glu Asp Pro Glu Val Gln Phe Asn Trp Tyr Val Asp Gly Val Glu Val
[2899] 290 295 300

[2900] His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Phe Asn Ser Thr Tyr
[2901] 305 310 315 320
[2902] Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly
[2903] 325 330 335
[2904] Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile
[2905] 340 345 350

[2906] Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val
[2907] 355 360 365

[2908] Tyr Thr Leu Pro Pro Ser Gln Glu Glu Met Thr Lys Asn Gln Val Ser
[2909] 370 375 380

[2910] Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu
[2911] 385 390 395 400
[2912] Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro
[2913] 405 410 415
[2914]  Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Arg Leu Thr Val
[2915] 420 425 430

[2916] Asp Lys Ser Arg Trp Gln Glu Gly Asn Val Phe Ser Cys Ser Val Met
[2917] 435 440 445

[2918] His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser
[2919] 450 455 460

[2920] Leu Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
[2921] 465 470 475 480
[2922] Ala Ser Asp Thr Gly Arg Pro Phe Val Glu Met Tyr Ser Glu Ile Pro
[2923] 485 490 495
[2924] Glu Ile Ile His Met Thr Glu Gly Arg Glu Leu Val Ile Pro Cys Arg
[2925] 500 505 510

[2926] Val Thr Ser Pro Asn Ile Thr Val Thr Leu Lys Lys Phe Pro Leu Asp
[2927] 515 520 525

[2928] Thr Leu Ile Pro Asp Gly Lys Arg Ile Ile Trp Asp Ser Arg Lys Gly
[2929] 530 535 540

[2930] Phe Ile Ile Ser Asn Ala Thr Tyr Lys Glu Ile Gly Leu Leu Thr Cys
[2931] 545 550 555 560
[2932] Glu Ala Thr Val Asn Gly His Leu Tyr Lys Thr Asn Tyr Leu Thr His
[2933] 565 570 575
[2934] Arg Gln Thr Asn Thr Ile Ile Asp Val Val Leu Ser Pro Ser His Gly
[2935] 580 585 590

[2936] Ile Glu Leu Ser Val Gly Glu Lys Leu Val Leu Asn Cys Thr Ala Arg
[2937] 595 600 605

[2938] Thr Glu Leu Asn Val Gly Ile Asp Phe Asn Trp Glu Tyr Pro Ser Ser
[2939] 610 615 620
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[2940] Lys His Gln His Lys Lys Leu Val Asn Arg Asp Leu Lys Thr Gln Ser
[2941] 625 630 635 640
[2942]  Gly Ser Glu Met Lys Lys Phe Leu Ser Thr Leu Thr Ile Asp Gly Val

[2943] 645 650 655

[2944] Thr Arg Ser Asp Gln Gly Leu Tyr Thr Cys Ala Ala Ser Ser Gly Leu
[2945] 660 665 670

[2946] Met Thr Lys Lys Asn Ser Thr Phe Val Arg Val His Glu Lys

[2947] 675 680 685

[2948] <210> 104

[2949] <211> 738

[2950]  <212> DNA

[2951]  <213> A TJ¥%l

[2952] <220>

[2953]  <223> EhEERIBY24.11 (x, 1gG4) (IR BETEHE (BY24 . 111) % H IR T 51

[2954]  <400> 104

[2955] ctcgaggeca ccatggagac cgacacactc ctccetgtggg tgetgetget gtgggtgeet 60
[2956] ggctccactg gegatgtegt catgacccag tccectetgt ctetgecegt cacactggga 120
[2957] cagcccgeat ccattagttg taggtctage cagagcattg tgcacagtaa cggcaataca 180
[2958] tacctggagt ggtatcttca aaagcctgge cagtctcctec agetgetgat ctacaaggtg 240
[2959] agtaatcgct ttagcggegt gectgataga ttcageggaa gtggetceegg aaccgactte 300
[2960] acactcaaga tttctcgegt ggaggccgag gacgtcggeg tgtactactg ttttcagggg 360
[2961] agccacgtge cactcacctt tggacaggge actaaggtgg agattaagag aaccgtggee 420
[2962] gceeccageg tgttcatcett ccctecccage gacgagecage tgaagtctgg caccgecage 480
[2963] gtggtgtgee tgectgaacaa cttctaccce cgegaggeca aggtgecagtg gaaggtggac 540
[2964] aacgccctge agagcggeaa cagccaggag agegtgaccg agecaggactc caaggacage 600
[2965] acctacagcc tgagcagcac cctgaccctg agcaaggecg actacgagaa gcacaaggtg 660
[2966] tacgcctgeg aggtgaccca ccagggactg tctagecccg tgaccaagag cttcaaccgg 720
[2967] ggcgagtget aagaattc 738
[2968] <210> 105

[2969] <211> 239

[2970] <212> PRT

[2971]  <213> A TJ¥3

[2972]  <220>

[2973]  <223> REh&EMABY24. 11 (x, Tg6d) FIFREE I (BY24 . 111) & IR 71

[2974]  <400> 105

[2975] Met Glu Thr Asp Thr Leu Leu Leu Trp Val Leu Leu Leu Trp Val Pro
[2976] 1 5 10 15

[2977] Gly Ser Thr Gly Asp Val Val Met Thr Gln Ser Pro Leu Ser Leu Pro
[2978] 20 25 30

[2979] Val Thr Leu Gly Gln Pro Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser
[2980] 35 40 45

[2981] Ile Val His Ser Asn Gly Asn Thr Tyr Leu Glu Trp Tyr Leu Gln Lys
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[2982] 50 55 60

[2983] Pro Gly Gln Ser Pro Gln Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe
[2984] 65 70 75 80

[2985] Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe
[2986] 85 90 95

[2987] Thr Leu Lys Ile Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr
[2988] 100 105 110

[2989] Cys Phe Gln Gly Ser His Val Pro Leu Thr Phe Gly Gln Gly Thr Lys
[2990] 115 120 125

[2991]  Val Glu Ile Lys Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro
[2992] 130 135 140

[2993] Pro Ser Asp Glu Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu
[2994] 145 150 155 160
[2995] Leu Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp
[2996] 165 170 175

[2997] Asn Ala Leu Gln Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp
[2998] 180 185 190

[2999] Ser Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys
[3000] 195 200 205

[3001] Ala Asp Tyr Glu Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln
[3002] 210 215 220

[3003] Gly Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys

[3004] 225 230 235

[3005] <210> 106

[3006] <211> 2094

[3007]  <212> DNA

[3008] <213> A TJ7%l

[3009]  <220>

[3010]  <223> MhE&EEEBY24.11 (x, IgG4 [ % VIDRL & W& (BY24. 111D H R4
[3011]  <400> 106

[3012] tctagagcca ccatggagac cgacaccctg ctgetgtggg tgetgeteet gtgggtgect 60
[3013] ggctccacag gcecagggeca getcgtgeag agtggegeag aggtgaagaa geccggagea 120
[3014] tccgtcaagg tcagttgcaa ggectctgga tacaccttta ccgattacga gatgcactgg 180
[3015] gtgcggecagg ctecctggaca gggactcgaa tggatgggeg tcattgagte cgagaccgge 240
[3016] ggaacagctt acaatcagaa gtttcaggga cgggtgacac tcactgccga taagtcttct 300
[3017] agcaccgcct acatggaact ttcctctctg cgetcagagg ataccgetgt gtactactgt 360
[3018] acacgcgagg gaatcacaac tgtcgcaacc acatactact ggtacttcga cgtgtgggge 420
[3019] cagggaaccc tcgtgacagt gtcttcegee tccaccaagg gecctteegt gttecectetg 480
[3020] gcccettget ccegetccac ctecegagtee accgecgece tgggetgect ggtgaaggac 540
[3021] tacttccctg agectgtgac cgtgtecetgg aactceggeg cecctgaccte cggegtgeac 600
[3022] accttccctg ccgtgetgea gtectecgge ctgtacteee tgtecteegt ggtgaccgtg 660
[3023] ccttecteect ccetgggeac caagacctac acctgcaacg tggaccacaa gecttccaac 720
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[3024] accaaggtgg acaagcgegt ggagtccaag tacggeccctc cttgecctee ttgecctgee 780
[3025] cctgagttcc tgggeggcee ttcegtgtte ctgttcecte ctaagectaa ggacaccctg 840
[3026] atgatctccc gcacccctga ggtgacctge gtggtggtgg acgtgtecca ggaggaccct 900
[3027] gaggtgcagt tcaactggta cgtggacgge gtggaggtge acaacgccaa gaccaagect 960
[3028] cgcgaggage agttcaactc cacctaccge gtggtgteeg tgetgaccgt getgecaccag 1020
[3029] gactggctga acggcaagga gtacaagtge aaggtgtcca acaagggect gecttectee 1080
[3030] atcgagaaga ccatctccaa ggccaaggge cagectegeg agectcaggt gtacaccetg 1140
[3031] cctcettece aggaggagat gaccaagaac caggtgtcce tgacctgecet ggtgaaggge 1200
[3032] ttctaccctt ccgacatcge cgtggagtgg gagtccaacg geccagectga gaacaactac 1260
[3033] aagaccaccc ctcctgtget ggactccgac ggetecttet tectgtacte cegectgace 1320
[3034] gtggacaagt cccgetggea ggagggecaac gtgttctecet getcegtgat gecacgaggee 1380
[3035] ctgcacaacc actacaccca gaagtccctg tccctgteee tgggeggegg aggatctgge 1440
[3036] ggcggaggea gtggaggcgg cggaageget tccgacaceg gecgeccttt cgtggagatg 1500
[3037] tactccgaga tccctgagat catccacatg accgagggece gegagetggt gatcccttge 1560
[3038] cgcgtgacct cccctaacat caccgtgacc ctgaagaagt tccctctgga caccctgate 1620
[3039] cctgacggea agecgecatcat ctgggactce cgcaaggget tcatcatctc caacgccace 1680
[3040] tacaaggaga tcggcctget gacctgegag gecaccgtga acggecacct gtacaagace 1740
[3041] aactacctga cccaccgcca gaccaacacc atcatcgacg tggtgetgte cectteccac 1800
[3042] ggcatcgage tgtccgtggg cgagaagetg gtgetgaact gecaccgeccg caccgagetg 1860
[3043] aacgtgggca tcgacttcaa ctgggagtac ccttcctcca agcaccagea caagaagetg 1920
[3044] gtgaaccgcg acctgaagac ccagtccgge tccgagatga agaagttcct gtccacccetg 1980
[3045] accatcgacg gcgtgacceg ctccgaccag ggectgtaca cctgegeecge ctecteegge 2040
[3046] ctgatgacca agaagaactc caccttcgtg cgcgtgcacg agaagtaagt cgac 2094
[3047] <210> 107

[3048] <211> 691

[3049]  <212> PRT

[3050] <213> A4l

[3051]  <220>

[3052]  <223> RMAEEEBY24.11 (x, 1gGA) (1) 5 -VIDAE & WAL (BY24. 111 & 27 41
[3053]  <400> 107

[3054] Met Glu Thr Asp Thr Leu Leu Leu Trp Val Leu Leu Leu Trp Val Pro

[3055] 1 5 10 15

[3056] Gly Ser Thr Gly Gln Gly Gln Leu Val Gln Ser Gly Ala Glu Val Lys

[3057] 20 25 30

[3058] Lys Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr

[30591] 35 40 45

[3060] Phe Thr Asp Tyr Glu Met His Trp Val Arg Gln Ala Pro Gly Gln Gly

[3061] 50 55 60

[3062] Leu Glu Trp Met Gly Val Ile Glu Ser Glu Thr Gly Gly Thr Ala Tyr

[3063] 65 70 75 80

[3064] Asn Gln Lys Phe Gln Gly Arg Val Thr Leu Thr Ala Asp Lys Ser Ser

[3065] 85 90 95
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[3066] Ser Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala
[3067] 100 105 110

[3068] Val Tyr Tyr Cys Thr Arg Glu Gly Ile Thr Thr Val Ala Thr Thr Tyr
[3069] 115 120 125

[3070] Tyr Trp Tyr Phe Asp Val Trp Gly Gln Gly Thr Leu Val Thr Val Ser
[3071] 130 135 140

[3072] Ser Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Cys Ser
[3073] 145 150 155 160
[3074] Arg Ser Thr Ser Glu Ser Thr Ala Ala Leu Gly Cys Leu Val Lys Asp
[3075] 165 170 175
[3076] Tyr Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr
[3077] 180 185 190

[3078] Ser Gly Val His Thr Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr
[3079] 195 200 205

[3080] Ser Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr Lys
[3081] 210 215 220

[3082] Thr Tyr Thr Cys Asn Val Asp His Lys Pro Ser Asn Thr Lys Val Asp
[3083] 225 230 235 240
[3084] Lys Arg Val Glu Ser Lys Tyr Gly Pro Pro Cys Pro Pro Cys Pro Ala
[3085] 245 250 255
[3086] Pro Glu Phe Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro
[3087] 260 265 270

[3088] Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val
[3089] 275 280 285

[3090] Val Asp Val Ser Gln Glu Asp Pro Glu Val Gln Phe Asn Trp Tyr Val
[3091] 290 295 300

[3092] Asp Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln
[3093] 305 310 315 320
[3094] Phe Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln
[3095] 325 330 335
[3096] Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly
[3097] 340 345 350

[3098] Leu Pro Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro
[3099] 355 360 365

[3100] Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Gln Glu Glu Met Thr
[3101] 370 375 380

[3102] Lys Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser
[3103] 385 390 395 400
[3104] Asp Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr
[3105] 405 410 415
[3106] Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr
[3107] 420 425 430
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[3108] Ser Arg Leu Thr Val Asp Lys Ser Arg Trp Gln Glu Gly Asn Val Phe
[3109] 435 440 445

[3110] Ser Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys
[3111] 450 455 460

[3112] Ser Leu Ser Leu Ser Leu Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
[3113] 465 470 475 480
[3114]  Gly Gly Gly Gly Ser Ala Ser Asp Thr Gly Arg Pro Phe Val Glu Met
[3115] 485 490 495
[3116] Tyr Ser Glu Ile Pro Glu Ile Ile His Met Thr Glu Gly Arg Glu Leu
[3117] 500 505 510

[3118] Val Ile Pro Cys Arg Val Thr Ser Pro Asn Ile Thr Val Thr Leu Lys
[3119] 515 520 525

[3120] Lys Phe Pro Leu Asp Thr Leu Ile Pro Asp Gly Lys Arg Ile Ile Trp
[3121] 530 535 540

[3122]  Asp Ser Arg Lys Gly Phe Ile Ile Ser Asn Ala Thr Tyr Lys Glu Ile
[3123] 545 550 555 560
[3124] Gly Leu Leu Thr Cys Glu Ala Thr Val Asn Gly His Leu Tyr Lys Thr
[3125] 565 570 575
[3126] Asn Tyr Leu Thr His Arg Gln Thr Asn Thr Ile Ile Asp Val Val Leu
[3127] 580 585 590

[3128] Ser Pro Ser His Gly Ile Glu Leu Ser Val Gly Glu Lys Leu Val Leu
[3129] 595 600 605

[3130] Asn Cys Thr Ala Arg Thr Glu Leu Asn Val Gly Ile Asp Phe Asn Trp
[3131] 610 615 620

[3132] Glu Tyr Pro Ser Ser Lys His Gln His Lys Lys Leu Val Asn Arg Asp
[3133] 625 630 635 640
[3134] Leu Lys Thr Gln Ser Gly Ser Glu Met Lys Lys Phe Leu Ser Thr Leu
[3135] 645 650 655
[3136] Thr Ile Asp Gly Val Thr Arg Ser Asp Gln Gly Leu Tyr Thr Cys Ala
[3137] 660 665 670

[3138] Ala Ser Ser Gly Leu Met Thr Lys Lys Asn Ser Thr Phe Val Arg Val
[3139] 675 680 685

[3140] His Glu Lys

[3141] 690

[3142] <210> 108

[3143] <211> 735

[3144]  <212> DNA

[3145] <213> AR5

[3146] <220>

[3147]  <223> RhAEABY24.12 («, TgGA) (R EETFE (BY24. 12L) AR FF 41
[3148]  <400> 108

[3149] ctcgaggeca ccatggagac cgacacactc ctcctgtggg tgetgetget gtgggtgeet 60
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[3150] ggctccactg gegatattgt getgacccag agtcccgeat ctctegeecgt cagtecctgga 120
[3151] cagcgegeta ctatcacttg cagggettct gagagecgtcg ataattacgg catttccttt 180
[3152] atgaactggt atcagcagaa gcctggecag cctccaaage tgctcatcta cacctctagt 240
[3153] aacaaggata caggcgtgcce cgcaagattt agecggetccg gaagtggecac cgacttcaca 300
[3154] ctcacaatca accctatgga ggccgaggat accgeecgtgt actactgtca gcagtctaag 360
[3155] gaggtgcctt ggacattcgg cggeggaact aaggtggaga ttaagagaac cgtggecgee 420
[3156] cccagcgtgt tcatcttcec tcccagegac gagcagetga agtctggcac cgecagegtg 480
[3157] gtgtgecctge tgaacaactt ctaccccege gaggccaagg tgcagtggaa ggtggacaac 540
[3158] gccctgeaga geggecaacag ccaggagage gtgaccgage aggactccaa ggacagcacce 600
[3159] tacagcctga gcagcaccct gaccctgage aaggcecgact acgagaagca caaggtgtac 660
[3160] gcetgegagg tgacccacca gggactgtet ageccecgtga ccaagagett caaccgggge 720
[3161] gagtgctaag aattc 735
[3162] <210> 109

[3163] <211> 238

[3164]  <212> PRT

[3165] <213> ANTF41

[3166]  <220>

[3167]  <223> RhAEABY24.12 (x, g6 I EET 3 (BY24. 12L) E IR 751

[3168]  <400> 109

[3169] Met Glu Thr Asp Thr Leu Leu Leu Trp Val Leu Leu Leu Trp Val Pro
[3170] 1 5 10 15

[3171]  Gly Ser Thr Gly Asp Ile Val Leu Thr Gln Ser Pro Ala Ser Leu Ala
[3172] 20 25 30

[3173] Val Ser Pro Gly Gln Arg Ala Thr Ile Thr Cys Arg Ala Ser Glu Ser
[3174] 35 40 45

[3175] Val Asp Asn Tyr Gly Ile Ser Phe Met Asn Trp Tyr Gln Gln Lys Pro
[3176] 50 55 60

[3177] Gly Gln Pro Pro Lys Leu Leu Ile Tyr Thr Ser Ser Asn Lys Asp Thr
[3178] 65 70 75 80
[3179] Gly Val Pro Ala Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr
[3180] 85 90 95

[3181] Leu Thr Ile Asn Pro Met Glu Ala Glu Asp Thr Ala Val Tyr Tyr Cys
[3182] 100 105 110

[3183] Gln Gln Ser Lys Glu Val Pro Trp Thr Phe Gly Gly Gly Thr Lys Val
[3184] 115 120 125

[3185] Glu Ile Lys Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro
[3186] 130 135 140

[3187]  Ser Asp Glu Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu
[3188] 145 150 155 160
[3189]  Asn Asn Phe Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn
[3190] 165 170 175

[3191]  Ala Leu Gln Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser
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[3192] 180 185 190

[3193] Lys Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala

[3194] 195 200 205

[3195] Asp Tyr Glu Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly

[3196] 210 215 220

[3197] Leu Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys

[3198] 225 230 235

[3199] <210> 110

[3200] <211> 2073

[3201] <212> DNA

[3202] <213> ALF%I

[3203]  <220>

[3204]  <223> @& EEABY24.12 (, g6 [ - VIDRL & W& (BY24. 121D R4
[3205]  <400> 110

[3206] tctagagcca ccatggagac cgacaccctg ctgetgtggg tgetgeteet gtgggtgect 60
[3207] ggctccacag gegaggtcca getegtegag tccggeggag gectegtgea geceggegga 120
[3208] tctctgagac tcagttgtge cgetagtgge tttacatttt cttcctacgg catgtcecttgg 180
[3209] gtgagacagg ctcctggaaa gggattagag tgggtcgecaa ctattagtgg cggaggaage 240
[3210] gacacatact acgccgattc cgtcaaggga cggttcacca tcagtcgecga taactctaag 300
[3211] aacacactgt acctacagat gaatagcctg agagcagagg ataccgetgt gtactactge 360
[3212] gcacgccage tcaattacge atggtttget tactggggece agggcaccet cgtgacagtg 420
[3213] tctteegeet ccaccaaggg ccctteegtg ttcecetetgg cececttgete cegeteccace 480
[3214] tccgagtcca ccgecgeecct gggetgectg gtgaaggact acttccctga gectgtgace 540
[3215] gtgtcctgga actccggege cctgacctec ggegtgeaca ccttccctge cgtgetgeag 600
[3216] tcctecggee tgtactccet gtectecgtg gtgaccgtge cttectecte cetgggeace 660
[3217] aagacctaca cctgcaacgt ggaccacaag ccttccaaca ccaaggtgga caagegegtg 720
[3218] gagtccaagt acggccctee ttgeecctect tgecctgeee ctgagttect gggeggecet 780
[3219] tcecgtgttee tgtteectee taagectaag gacaccctga tgatctcceg cacccctgag 840
[3220] gtgacctgeg tggtggtgga cgtgteccag gaggaccetg aggtgecagtt caactggtac 900
[3221] gtggacggeg tggaggtgea caacgccaag accaagectc gegaggagea gttcaactcee 960
[3222] acctaccgeg tggtgtccgt getgaccgtg ctgcaccagg actggetgaa cggcaaggag 1020
[3223] tacaagtgca aggtgtccaa caagggcctg ccttcctecca tcgagaagac catctccaag 1080
[3224] gccaagggee agectecgega gectcaggtg tacaccctge ctecttecca ggaggagatg 1140
[3225] accaagaacc aggtgtccct gacctgectg gtgaaggget tctaccctte cgacatcgee 1200
[3226] gtggagtggg agtccaacgg ccagcctgag aacaactaca agaccaccce tcctgtgetg 1260
[3227] gactccgacg getecettett cetgtactece cgectgaccg tggacaagtce ccgetggeag 1320
[3228] gagggcaacg tgttctcetg cteccgtgatg cacgaggece tgeacaacca ctacacccag 1380
[3229] aagtccctgt ccctgteecet gggeggegga ggatctggeg geggaggeag tggaggegge 1440
[3230] ggaagcgett ccgacaccgg ccgeccttte gtggagatgt actcecgagat ccctgagate 1500
[3231] atccacatga ccgagggceeg cgagetggtg atcccttgee gegtgaccte cectaacate 1560
[3232] accgtgaccc tgaagaagtt ccctctggac accctgatcc ctgacggcaa gegeatcate 1620
[3233] tgggactcce gecaagggett catcatctcc aacgccacct acaaggagat cggectgetg 1680
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[3234] acctgcgagg ccaccgtgaa cggeccacctg tacaagacca actacctgac ccaccgecag 1740
[3235] accaacacca tcatcgacgt ggtgctgtce ccttcccacg geatcgaget gtccgtggge 1800
[3236] gagaagctgg tgctgaactg caccgecccge accgagetga acgtgggeat cgacttcaac 1860
[3237] tgggagtacc cttcctccaa gcaccagecac aagaagcetgg tgaaccgega cctgaagacce 1920
[3238] cagtccgget ccgagatgaa gaagttcctg tccaccctga ccatcgacgg cgtgaccege 1980
[3239] tccgaccagg gectgtacac ctgegeegee tectceggee tgatgaccaa gaagaactce 2040
[3240] accttcgtge gegtgecacga gaagtaagtc gac 2073
[3241] <210> 111

[3242] <211> 684

[3243] <212> PRT

[3244] <213> ANTLF%I

[3245]  <220>

[3246]  <223> RhE&EEABY24.12 (x, g6 [ HE - VIDRL & W& (BY24. 121D 2 LR 751
[3247]  <400> 111

[3248] Met Glu Thr Asp Thr Leu Leu Leu Trp Val Leu Leu Leu Trp Val Pro

[3249] 1 5 10 15

[3250] Gly Ser Thr Gly Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val

[3251] 20 25 30

[3252] Gln Pro Gly Gly Ser Leu Arg Leu Ser Cys Ala Ala Ser Gly Phe Thr

[3253] 35 40 45

[3254] Phe Ser Ser Tyr Gly Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly

[3255] 50 55 60

[3256] Leu Glu Trp Val Ala Thr Ile Ser Gly Gly Gly Ser Asp Thr Tyr Tyr

[3257] 65 70 75 80

[3258] Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys

[3259] 85 90 95

[3260] Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala

[3261] 100 105 110

[3262] Val Tyr Tyr Cys Ala Arg Gln Leu Asn Tyr Ala Trp Phe Ala Tyr Trp

[3263] 115 120 125

[3264] Gly Gln Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro

[3265] 130 135 140

[3266] Ser Val Phe Pro Leu Ala Pro Cys Ser Arg Ser Thr Ser Glu Ser Thr

[3267] 145 150 155 160
[3268] Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr

[3269] 165 170 175

[3270] Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro

[3271] 180 185 190

[3272] Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr

[3273] 195 200 205

[3274] Val Pro Ser Ser Ser Leu Gly Thr Lys Thr Tyr Thr Cys Asn Val Asp

[3275] 210 215 220
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[3276] His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Ser Lys Tyr
[3277] 225 230 235 240
[3278] Gly Pro Pro Cys Pro Pro Cys Pro Ala Pro Glu Phe Leu Gly Gly Pro
[3279] 245 250 255
[3280] Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser
[3281] 260 265 270

[3282] Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser Gln Glu Asp
[3283] 275 280 285

[3284]  Pro Glu Val Gln Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn
[3285] 290 295 300

[3286] Ala Lys Thr Lys Pro Arg Glu Glu Gln Phe Asn Ser Thr Tyr Arg Val
[3287] 305 310 315 320
[3288] Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu
[3289] 325 330 335
[3290] Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile Glu Lys
[3291] 340 345 350

[3292] Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr
[3293] 355 360 365

[3294] Leu Pro Pro Ser Gln Glu Glu Met Thr Lys Asn Gln Val Ser Leu Thr
[3295] 370 375 380

[3296] Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu
[3297] 385 390 395 400
[3298] Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu
[3299] 405 410 415
[3300] Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Arg Leu Thr Val Asp Lys
[3301] 420 425 430

[3302] Ser Arg Trp Gln Glu Gly Asn Val Phe Ser Cys Ser Val Met His Glu
[3303] 435 440 445

[3304] Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Leu Gly
[3305] 450 455 460

[3306] Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Ala Ser
[3307] 465 470 475 480
[3308] Asp Thr Gly Arg Pro Phe Val Glu Met Tyr Ser Glu Ile Pro Glu Ile
[3309] 485 490 495
[3310] Ile His Met Thr Glu Gly Arg Glu Leu Val Ile Pro Cys Arg Val Thr
[3311] 500 505 510

[3312] Ser Pro Asn Ile Thr Val Thr Leu Lys Lys Phe Pro Leu Asp Thr Leu
[3313] 515 520 525

[3314] Ile Pro Asp Gly Lys Arg Ile Ile Trp Asp Ser Arg Lys Gly Phe Ile
[3315] 530 535 540

[3316] Ile Ser Asn Ala Thr Tyr Lys Glu Ile Gly Leu Leu Thr Cys Glu Ala
[3317] 545 550 555 560
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[3318] Thr Val Asn Gly His Leu Tyr Lys Thr Asn Tyr Leu Thr His Arg Gln
[3319] 565 570 575

[3320] Thr Asn Thr Ile Ile Asp Val Val Leu Ser Pro Ser His Gly Ile Glu
[3321] 580 585 590

[3322] Leu Ser Val Gly Glu Lys Leu Val Leu Asn Cys Thr Ala Arg Thr Glu
[3323] 595 600 605

[3324] Leu Asn Val Gly Ile Asp Phe Asn Trp Glu Tyr Pro Ser Ser Lys His
[3325] 610 615 620

[3326] Gln His Lys Lys Leu Val Asn Arg Asp Leu Lys Thr Gln Ser Gly Ser
[3327] 625 630 635 640
[3328] Glu Met Lys Lys Phe Leu Ser Thr Leu Thr Ile Asp Gly Val Thr Arg
[3329] 645 650 655

[3330] Ser Asp Gln Gly Leu Tyr Thr Cys Ala Ala Ser Ser Gly Leu Met Thr
[3331] 660 665 670

[3332] Lys Lys Asn Ser Thr Phe Val Arg Val His Glu Lys

[3333] 675 680

[3334] <210> 112

[3335] <211> 738

[3336] <212> DNA

[3337] <213> ANLF#%)

[3338]  <220>

[3339]  <223> & EIBY24.13 (x, 1gGD MIFREETEHE (BY24. 130 R T ¥

[3340] <400> 112

[3341] ctcgaggeca ccatggagac cgacacactc ctcctgtggg tgetgetget gtgggtgeet 60
[3342] ggctccactg gegatattca gatgacccag agtccatcta gegtgtetge ttetgtggge 120
[3343] gatcgggtga caatcacttg tcgcgcaagt cagggaatta gtagttgget cgeatggtat 180
[3344] cagcagaagc ctggcaagge acctaagctc ctcattageg ccgegtcate cctgecaatce 240
[3345] ggcgtgecat ctaggtttag tggttccgga ageggaaccg actttacact cactatcagt 300
[3346] tctctccage ccgaggattt cgcaacatac tactgtcage aggccaacca cctgecttte 360
[3347] acatttggag gcggcacatt cggeggegga actaaggtgg agattaagag aaccgtggee 420
[3348] gcecccageg tgttcatctt ccctecccage gacgagecage tgaagtctgg caccgecage 480
[3349] gtggtgtgee tgetgaacaa cttctaccce cgegaggeca aggtgecagtg gaaggtggac 540
[3350] aacgccctge agageggcaa cagccaggag agegtgaceg agcaggactc caaggacage 600
[3351] acctacagcc tgagcagcac cctgaccctg agcaaggecg actacgagaa gcacaaggtg 660
[3352] tacgcctgeg aggtgaccca ccagggactg tctagccccg tgaccaagag cttcaaccgg 720
[3353] ggcgagtget aagaattc 738
[3354] <210> 113

[3355] <211> 234

[3356] <212> PRT

[3357]1  <213> A LJ¥%l

[3358] <220>

[3359]  <223> FhAEEABY24.13 (x, 1gGD) MIFRHEEFE (BY24. 130) BT ¥
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[3360]
[3361]
[3362]
[3363]
[3364]
[3365]
[3366]
[3367]
[3368]
[3369]
[3370]
[3371]
[3372]
[3373]
[3374]
[3375]
[3376]
[3377]
[3378]
[3379]
[3380]
[3381]
[3382]
[3383]
[3384]
[3385]
[3386]
[3387]
[3388]
[3389]
[3390]
[3391]
[3392]
[3393]
[3394]
[3395]
[3396]
[3397]
[3398]
[3399]
[3400]
[3401]

<400> 113
Met Glu Thr Asp Thr Leu Leu Leu Trp Val Leu Leu Leu Trp Val Pro
1 5 10 15
Gly Ser Thr Gly Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Val Ser
20 25 30
Ala Ser Val Gly Asp Arg Val Thr Ile Thr Cys Arg Ala Ser Gln Gly
35 40 45
Ile Ser Ser Trp Leu Ala Trp Tyr Gln Gln Lys Pro Gly Lys Ala Pro
50 55 60
Lys Leu Leu Ile Ser Ala Ala Ser Ser Leu Gln Ser Gly Val Pro Ser
65 70 75 80
Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser
85 90 95
Ser Leu Gln Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gln Ala Asn
100 105 110
His Leu Pro Phe Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys Arg
115 120 125
Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu Gln
130 135 140
Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr
145 150 155 160
Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln Ser
165 170 175
Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser Thr
180 185 190
Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys
195 200 205
His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser Pro
210 215 220
Val Thr Lys Ser Phe Asn Arg Gly Glu Cys
225 230
<210> 114
211> 2079
<212> DNA
213> N5
220>
<223> FbGHEIEBY24.13 (x, [gG4) (1) HE-VIDRE & WAL (BY24 . 131D B H R /7 51
<400> 114
tctagagcca ccatggagac cgacaccctg ctgetgtggg tgetgeteet gtgggtgect 60
ggctccacag gecaggtgea getegtccag tctggegetg aggtcaagaa gectggatet 120
agcgtgaagg tgtcttgtaa ggcaagtgge ggaacctttt ctagttacge tattagttgg 180
gtgcggecagg ctceceggeca gggectggag tggatgggac tcatcattce tatgttcgat 240
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[3402] accgeegget acgecccagaa gtttcaggga cgggtcegecaa tcaccgtaga tgagagtacc 300
[3403] tccacagcat acatggagct gagtagtctc agatccgagg acactgecegt gtactactgt 360
[3404] gctecgegeag agecactctag caccggaaca tttgattact ggggacaggg caccctegtg 420
[3405] acagtgtctt ccgcctccac caagggecet tccgtgttee ctetggeece ttgetecege 480
[3406] tccacctcecg agtccaccge cgecctggge tgectggtga aggactactt ccctgagect 540
[3407] gtgaccgtgt cctggaactc cggegeectg acctecggeg tgcacacctt cectgecgtg 600
[3408] ctgcagtcet ccggectgta ctececetgtee tecegtggtga cegtgectte ctectecetg 660
[3409] ggcaccaaga cctacacctg caacgtggac cacaagcctt ccaacaccaa ggtggacaag 720
[3410] cgegtggagt ccaagtacgg cccteettge cetecttgee ctgeceetga gttectggge 780
[3411] ggcectteeg tgttectgtt ccctectaag cctaaggaca ccctgatgat cteccgecace 840
[3412] cctgaggtga cctgegtggt ggtggacgtg tcccaggagg accctgaggt gecagttcaac 900
[3413] tggtacgtgg acggegtgga ggtgcacaac gccaagacca agectcgega ggagcagtte 960
[3414] aactccacct accgegtggt gtccgtgetg accgtgetge accaggactg getgaacgge 1020
[3415] aaggagtaca agtgcaaggt gtccaacaag ggcctgectt cctccatcga gaagaccatc 1080
[3416] tccaaggcca agggccagee tcgegagect caggtgtaca ccetgectee ttecccaggag 1140
[3417] gagatgacca agaaccaggt gtccctgacc tgecctggtga agggettcta cccttecgac 1200
[3418] atcgcegtgg agtgggagtc caacggecag cctgagaaca actacaagac cacccctect 1260
[3419] gtgctggact ccgacggete cttettectg tactccegee tgaccgtgga caagtccege 1320
[3420] tggcaggagg gcaacgtgtt ctcctgetee gtgatgeacg aggecctgea caaccactac 1380
[3421] acccagaagt ccctgtcecet gtcecetggge ggeggaggat ctggeggegg aggeagtgga 1440
[3422] ggcggeggaa gegetteega caccggecge cetttegtgg agatgtacte cgagatcect 1500
[3423] gagatcatcc acatgaccga gggccgegag ctggtgatee cttgeecgegt gaccteceet 1560
[3424] aacatcaccg tgaccctgaa gaagttccct ctggacacce tgatccctga cggcaagege 1620
[3425] atcatctggg actcccgcaa gggcttcatc atctccaacg ccacctacaa ggagatcgge 1680
[3426] ctgctgacct gegaggecac cgtgaacgge cacctgtaca agaccaacta cctgacccac 1740
[3427] cgccagacca acaccatcat cgacgtggtg ctgtccectt cccacggeat cgagetgtee 1800
[3428] gtgggcgaga agctggtget gaactgecace geccgeaccg agetgaacgt gggeatcgac 1860
[3429] ttcaactggg agtacccttc ctccaagcac cagcacaaga agctggtgaa ccgegacctg 1920
[3430] aagacccagt ccggctccga gatgaagaag ttcctgtcca ccctgaccat cgacggegtg 1980
[3431] acccgeteeg accagggect gtacacctge gecgectect cecggectgat gaccaagaag 2040
[3432] aactccacct tcgtgcgegt gecacgagaag taagtcgac 2079
[3433] <210> 115

[3434] <211> 686

[3435] <212> PRT

[3436] <213> ATLF%I

[3437]  <220>

[3438]  <223> R&EEABY24.13 (x, g6 [ A% -VIDRL & W &: (BY24. 131D & L[R5
[3439]  <400> 115

[3440] Met Glu Thr Asp Thr Leu Leu Leu Trp Val Leu Leu Leu Trp Val Pro

[3441]1 1 5 10 15

[3442] Gly Ser Thr Gly Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys

[3443] 20 25 30
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[3444] Lys Pro Gly Ser Ser Val Lys Val Ser Cys Lys Ala Ser Gly Gly Thr
[3445] 35 40 45

[3446] Phe Ser Ser Tyr Ala Ile Ser Trp Val Arg Gln Ala Pro Gly Gln Gly
[3447] 50 55 60

[3448] Leu Glu Trp Met Gly Leu Ile Ile Pro Met Phe Asp Thr Ala Gly Tyr
[3449] 65 70 75 80
[3450] Ala Gln Lys Phe Gln Gly Arg Val Ala Ile Thr Val Asp Glu Ser Thr
[3451] 85 90 95
[3452] Ser Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala
[3453] 100 105 110

[3454] Val Tyr Tyr Cys Ala Arg Ala Glu His Ser Ser Thr Gly Thr Phe Asp
[3455] 115 120 125

[3456] Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys
[3457] 130 135 140

[3458] Gly Pro Ser Val Phe Pro Leu Ala Pro Cys Ser Arg Ser Thr Ser Glu
[3459] 145 150 155 160
[3460] Ser Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro
[3461] 165 170 175
[3462] Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr
[3463] 180 185 190

[3464] Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val
[3465] 195 200 205

[3466] Val Thr Val Pro Ser Ser Ser Leu Gly Thr Lys Thr Tyr Thr Cys Asn
[3467] 210 215 220

[3468] Val Asp His Lys Pro Ser Asn Thr Lys Val Asp Lys Arg Val Glu Ser
[3469] 225 230 235 240
[3470] Lys Tyr Gly Pro Pro Cys Pro Pro Cys Pro Ala Pro Glu Phe Leu Gly
[3471] 245 250 255
[3472]  Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met
[3473] 260 265 270

[3474] Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser Gln
[3475] 275 280 285

[3476]  Glu Asp Pro Glu Val Gln Phe Asn Trp Tyr Val Asp Gly Val Glu Val
[3477] 290 295 300

[3478] His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Phe Asn Ser Thr Tyr
[3479] 305 310 315 320
[3480] Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly
[3481] 325 330 335
[3482] Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu Pro Ser Ser Ile
[3483] 340 345 350

[3484] Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val
[3485] 355 360 365

128



CN 109575140 B ,? yu % 84/90 1
[3486] Tyr Thr Leu Pro Pro Ser Gln Glu Glu Met Thr Lys Asn Gln Val Ser
[3487] 370 375 380

[3488] Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu
[3489] 385 390 395 400
[3490] Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro
[3491] 405 410 415
[3492] Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Arg Leu Thr Val
[3493] 420 425 430

[3494] Asp Lys Ser Arg Trp Gln Glu Gly Asn Val Phe Ser Cys Ser Val Met
[3495] 435 440 445

[3496] His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser
[3497] 450 455 460

[3498] Leu Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser
[3499] 465 470 475 480
[3500] Ala Ser Asp Thr Gly Arg Pro Phe Val Glu Met Tyr Ser Glu Ile Pro
[3501] 485 490 495
[3502] Glu Ile Ile His Met Thr Glu Gly Arg Glu Leu Val Ile Pro Cys Arg
[3503] 500 505 510

[3504] Val Thr Ser Pro Asn Ile Thr Val Thr Leu Lys Lys Phe Pro Leu Asp
[3505] 515 520 525

[3506] Thr Leu Ile Pro Asp Gly Lys Arg Ile Ile Trp Asp Ser Arg Lys Gly
[3507] 530 535 540

[3508] Phe Ile Ile Ser Asn Ala Thr Tyr Lys Glu Ile Gly Leu Leu Thr Cys
[3509] 545 550 555 560
[3510] Glu Ala Thr Val Asn Gly His Leu Tyr Lys Thr Asn Tyr Leu Thr His
[3511] 565 570 575
[3512] Arg Gln Thr Asn Thr Ile Ile Asp Val Val Leu Ser Pro Ser His Gly
[3513] 580 585 590

[3514] Ile Glu Leu Ser Val Gly Glu Lys Leu Val Leu Asn Cys Thr Ala Arg
[3515] 595 600 605

[3516] Thr Glu Leu Asn Val Gly Ile Asp Phe Asn Trp Glu Tyr Pro Ser Ser
[3517] 610 615 620

[3518] Lys His Gln His Lys Lys Leu Val Asn Arg Asp Leu Lys Thr Gln Ser
[3519] 625 630 635 640
[3520] Gly Ser Glu Met Lys Lys Phe Leu Ser Thr Leu Thr Ile Asp Gly Val
[3521] 645 650 655
[3522] Thr Arg Ser Asp Gln Gly Leu Tyr Thr Cys Ala Ala Ser Ser Gly Leu
[3523] 660 665 670

[3524] Met Thr Lys Lys Asn Ser Thr Phe Val Arg Val His Glu Lys

[3525] 675 680 685

[3526] <210> 116

[3527] <211> 747
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[3528] <212> DNA

[3529] <213> A LF%I

[3530]  <220>

[3531]  <223> RhAERABY24. 14 (x, TgGh (IFRHETIE (BY24 . 141) HHF B F4)

[3532]  <400> 116

[3533] ctcgaggeca ccatggagac cgacacactc ctcetgtggg tgetgetget gtgggtgeet 60
[3534] ggctccactg gccagagcge tctcactcag cctgettceg tgtetggaag tcccggecag 120
[3535] agtatcacta tttcttgtac aggaacttcc tccgacgtcg gattttacaa ttacgtcagt 180
[3536] tggtatcage agcaccccegg aaaggcacct gaactaatga tctacgatgt gtctaaccge 240
[3537] ccaagcggeg tgagegatag gttcagtgge agtaagagtg gcaacaccge atccctgace 300
[3538] attagtggat tacaggccga ggacgagget gattactact gttctagcta cacaaatatc 360
[3539] tccacatggg tcttcggegg aggaacattc ggeggeggaa ctaaggtgga gattaagaga 420
[3540] accgtggeeg cccccagegt gttcatctte cctecccageg acgagecaget gaagtctgge 480
[3541] accgccageg tggtgtgeet getgaacaac ttctacccce gegaggecaa ggtgecagtgg 540
[3542] aaggtggaca acgccctgea gageggeaac agecaggaga gegtgaccga geaggactee 600
[3543] aaggacagca cctacagcct gagcagcacc ctgaccctga gcaaggecga ctacgagaag 660
[3544] cacaaggtgt acgcctgega ggtgacccac cagggactgt ctageccegt gaccaagage 720
[3545] ttcaaccggg gcgagtgecta agaattc 747
[3546] <210> 117

[3547] <211> 237

[3548] <212> PRT

[3549] <213> ATLF%I

[3550]  <220>

[3551]  <223> @hEEREBY24.14 (x, 1gGD MR EE T3 (BY24. 141) EILHEE ¥ 51

[3552]  <400> 117

[3553] Met Glu Thr Asp Thr Leu Leu Leu Trp Val Leu Leu Leu Trp Val Pro
[3554] 1 5 10 15

[3555] Gly Ser Thr Gly Gln Ser Ala Leu Thr Gln Pro Ala Ser Val Ser Gly
[3556] 20 25 30

[3557] Ser Pro Gly Gln Ser Ile Thr Ile Ser Cys Thr Gly Thr Ser Ser Asp
[3558] 35 40 45

[3559] Val Gly Phe Tyr Asn Tyr Val Ser Trp Tyr Gln Gln His Pro Gly Lys
[35601] 50 55 60

[3561] Ala Pro Glu Leu Met Ile Tyr Asp Val Ser Asn Arg Pro Ser Gly Val
[3562] 65 70 75 80

[3563] Ser Asp Arg Phe Ser Gly Ser Lys Ser Gly Asn Thr Ala Ser Leu Thr
[3564] 85 90 95

[3565] Ile Ser Gly Leu Gln Ala Glu Asp Glu Ala Asp Tyr Tyr Cys Ser Ser
[3566] 100 105 110

[3567] Tyr Thr Asn Ile Ser Thr Trp Val Phe Gly Gly Gly Thr Lys Val Glu
[3568] 115 120 125

[3569] Ile Lys Arg Thr Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser
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[3570] 130 135 140

[3571] Asp Glu Gln Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn

[3572] 145 150 155 160

[3573] Asn Phe Tyr Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala

[3574] 165 170 175

[3575] Leu Gln Ser Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys

[3576] 180 185 190

[3577] Asp Ser Thr Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp

[3578] 195 200 205

[3579] Tyr Glu Lys His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu

[3580] 210 215 220

[3581] Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys

[3582] 225 230 235

[3583] <210> 118

[3584]  <211> 2091

[3585] <212> DNA

[3586] <213> A4

[3587]  <220>

[3588]  <223> Ml&ELEIBY24. 14 (x, IgGA [ HE H5-VIDRL & W &E (BY24. 141D B H R /751
[3589]  <400> 118

[3590] tctagagcca ccatggagac cgacaccctg ctgetgtggg tgetgeteet gtgggtgeet 60
[3591] ggctccacag gccagetcca gettcaggag ageggacceg gectggtcaa gecatccgag 120
[3592] actctcactc tgacatgcac cgtgagtget gattctatca gttccacaac ttactactgg 180
[3593] gtgtggatta ggcagcctcc cggaaaggga ttagaatgga tcggecagcat ttcttacagt 240
[3594] ggctccacat actacaatcc tagtctgaag tctcgegtga ccgtgtecgt ggatacatcet 300
[3595] aagaaccagt ttagcctcaa gctgaatage gtcgecgecaa cagataccge tctgtactac 360
[3596] tgcgeacgee accteggeta caatggacge tatctgecet tcgattactg gggecaggga 420
[3597] agcaccctcg tgacagtgtc ttccgectec accaagggee ctteegtgtt cectetggee 480
[3598] ccttgeteee getecaccte cgagtccace gecgecectgg getgectggt gaaggactac 540
[3599] ttccectgage ctgtgaccgt gtcctggaac tceggegeee tgaccteegg cgtgcacace 600
[3600] ttccetgeeg tgetgecagte ctecggectg tactceetgt cectecegtggt gaccgtgect 660
[3601] tcctecteee tgggecaccaa gacctacacc tgcaacgtgg accacaagec ttccaacacc 720
[3602] aaggtggaca agcgcgtgga gtccaagtac ggeccctectt geccteettg ceectgeceet 780
[3603] gagttcetgg geggecctte cgtgttectg ttcectecta agectaagga caccctgatg 840
[3604] atctcccgea cccctgaggt gacctgegtg gtggtggacg tgtcccagga ggaccctgag 900
[3605] gtgcagttca actggtacgt ggacggegtg gaggtgcaca acgccaagac caagcctcge 960
[3606] gaggagcagt tcaactccac ctaccgegtg gtgtccgtge tgaccgtget geaccaggac 1020
[3607] tggctgaacg gcaaggagta caagtgcaag gtgtccaaca agggectgee ttccteccate 1080
[3608] gagaagacca tctccaaggc caagggccag cctcgegage ctcaggtgta caccctgeet 1140
[3609] ccttcccagg aggagatgac caagaaccag gtgtccctga cctgectggt gaagggette 1200
[3610] tacccttceg acatcgeecgt ggagtgggag tccaacggece agectgagaa caactacaag 1260
[3611] accacccctc ctgtgetgga ctccgacgge tccttettec tgtactcceg cetgacegtg 1320
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[3612] gacaagtccc gctggecagga gggeaacgtg ttctceetget ccgtgatgea cgaggecctg 1380
[3613] cacaaccact acacccagaa gtccctgtce ctgtcecetgg geggeggagg atctggegge 1440
[3614] ggaggcagtg gaggeggegg aagegettee gacaccggee gecctttegt ggagatgtac 1500
[3615] tccgagatce ctgagatcat ccacatgacc gagggcecgeg agetggtgat ccettgecge 1560
[3616] gtgacctcee ctaacatcac cgtgaccctg aagaagttcce ctctggacac cctgatccct 1620
[3617]  gacggcaagc gcatcatctg ggactcccge aagggettca tcatctccaa cgecacctac 1680
[3618] aaggagatcg gcctgetgac ctgegaggee accgtgaacg gecacctgta caagaccaac 1740
[3619] tacctgaccc accgccagac caacaccatc atcgacgtgg tgetgtceccee ttcccacgge 1800
[3620] atcgagctgt ccgtgggega gaagetggtg ctgaactgea ccgeccgeac cgagetgaac 1860
[3621] gtgggcatcg acttcaactg ggagtaccct tcctccaage accagcacaa gaagetggtg 1920
[3622] aaccgecgacc tgaagaccca gtccggetcce gagatgaaga agttcctgte caccctgace 1980
[3623] atcgacggecg tgacccgete cgaccaggge ctgtacacct gegecgecte cteeggectg 2040
[3624] atgaccaaga agaactccac cttcgtgcge gtgcacgaga agtaagtcga ¢ 2091
[3625] <210> 119

[3626] <211> 690

[3627] <212> PRT

[3628] <213> A4

[3629]  <220>

[3630]  <223> R&HLEABY24. 14 (x, IgGA [ HE A5 -VIDRL & W &: (BY24. 141D S LR /71
[3631]  <400> 119

[3632] Met Glu Thr Asp Thr Leu Leu Leu Trp Val Leu Leu Leu Trp Val Pro

[3633] 1 5 10 15

[3634] Gly Ser Thr Gly Gln Leu Gln Leu Gln Glu Ser Gly Pro Gly Leu Val

[3635] 20 25 30

[3636] Lys Pro Ser Glu Thr Leu Thr Leu Thr Cys Thr Val Ser Ala Asp Ser

[3637] 35 40 45

[3638] Ile Ser Ser Thr Thr Tyr Tyr Trp Val Trp Ile Arg Gln Pro Pro Gly

[3639] 50 55 60

[3640] Lys Gly Leu Glu Trp Ile Gly Ser Ile Ser Tyr Ser Gly Ser Thr Tyr

[3641] 65 70 75 80

[3642] Tyr Asn Pro Ser Leu Lys Ser Arg Val Thr Val Ser Val Asp Thr Ser

[3643] 85 90 95

[3644] Lys Asn Gln Phe Ser Leu Lys Leu Asn Ser Val Ala Ala Thr Asp Thr

[3645] 100 105 110

[3646] Ala Leu Tyr Tyr Cys Ala Arg His Leu Gly Tyr Asn Gly Arg Tyr Leu

[3647] 115 120 125

[3648] Pro Phe Asp Tyr Trp Gly Gln Gly Ser Thr Leu Val Thr Val Ser Ser

[3649] 130 135 140

[3650] Ala Ser Thr Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Cys Ser Arg

[3651] 145 150 155 160

[3652] Ser Thr Ser Glu Ser Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr

[3653] 165 170 175

132



CN 109575140 B ,? yu % 88/90 1
[3654] Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala Leu Thr Ser
[3655] 180 185 190

[3656] Gly Val His Thr Phe Pro Ala Val Leu Gln Ser Ser Gly Leu Tyr Ser
[3657] 195 200 205

[3658] Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly Thr Lys Thr
[3659] 210 215 220

[3660] Tyr Thr Cys Asn Val Asp His Lys Pro Ser Asn Thr Lys Val Asp Lys
[3661] 225 230 235 240
[3662] Arg Val Glu Ser Lys Tyr Gly Pro Pro Cys Pro Pro Cys Pro Ala Pro
[3663] 245 250 255
[3664] Glu Phe Leu Gly Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys
[3665] 260 265 270

[3666] Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val
[3667] 275 280 285

[3668] Asp Val Ser Gln Glu Asp Pro Glu Val Gln Phe Asn Trp Tyr Val Asp
[3669] 290 295 300

[3670] Gly Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Phe
[3671] 305 310 315 320
[3672] Asn Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp
[3673] 325 330 335
[3674] Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Gly Leu
[3675] 340 345 350

[3676] Pro Ser Ser Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg
[3677] 355 360 365

[3678]  Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser Gln Glu Glu Met Thr Lys
[3679] 370 375 380

[3680] Asn Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp
[3681] 385 390 395 400
[3682] Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys
[3683] 405 410 415
[3684] Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser
[3685] 420 425 430

[3686] Arg Leu Thr Val Asp Lys Ser Arg Trp Gln Glu Gly Asn Val Phe Ser
(36871 435 440 445

[3688] Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser
[3689] 450 455 460

[3690] Leu Ser Leu Ser Leu Gly Gly Gly Gly Ser Gly Gly Gly Gly Ser Gly
[3691] 465 470 475 480
[3692] Gly Gly Gly Ser Ala Ser Asp Thr Gly Arg Pro Phe Val Glu Met Tyr
[3693] 485 490 495
[3694] Ser Glu Ile Pro Glu Ile Ile His Met Thr Glu Gly Arg Glu Leu Val
[3695] 500 505 510
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[3696] Ile Pro Cys Arg Val Thr Ser Pro Asn Ile Thr Val Thr Leu Lys Lys
[3697] 515 520 525

[3698] Phe Pro Leu Asp Thr Leu Ile Pro Asp Gly Lys Arg Ile Ile Trp Asp
[3699] 530 535 540

[3700] Ser Arg Lys Gly Phe Ile Ile Ser Asn Ala Thr Tyr Lys Glu Ile Gly
[3701] 545 550 555 560
[3702] Leu Leu Thr Cys Glu Ala Thr Val Asn Gly His Leu Tyr Lys Thr Asn
[3703] 565 570 575
[3704] Tyr Leu Thr His Arg Gln Thr Asn Thr Ile Ile Asp Val Val Leu Ser
[3705] 580 585 590

[3706] Pro Ser His Gly Ile Glu Leu Ser Val Gly Glu Lys Leu Val Leu Asn
[3707] 595 600 605

[3708] Cys Thr Ala Arg Thr Glu Leu Asn Val Gly Ile Asp Phe Asn Trp Glu
[3709] 610 615 620

[3710] Tyr Pro Ser Ser Lys His Gln His Lys Lys Leu Val Asn Arg Asp Leu
[3711] 625 630 635 640
[3712] Lys Thr Gln Ser Gly Ser Glu Met Lys Lys Phe Leu Ser Thr Leu Thr
[3713] 645 650 655
[3714] Ile Asp Gly Val Thr Arg Ser Asp Gln Gly Leu Tyr Thr Cys Ala Ala
[3715] 660 665 670

[3716] Ser Ser Gly Leu Met Thr Lys Lys Asn Ser Thr Phe Val Arg Val His
[3717] 675 680 685

[3718]  Glu Lys

[3719] 690

[3720] <210> 120

[3721] <211> 106

[3722] <212> PRT

[3723] <213> ATLF4I

[3724]  <220>

[3725]  <223> RAEHEE P —FPIPD-1HT AR HAE T A2 X

[3726]  <400> 120

[3727] Gln Val Gln Leu Val Glu Ser Gly Gly Gly Val Val Gln Pro Gly Arg
[3728] 1 5 10 15
[3729] Ser Leu Arg Leu Thr Cys Lys Ala Ser Gly Leu Thr Phe Ser Ser Ser
[3730] 20 25 30

[3731] Gly Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
[3732] 35 40 45

[3733] Ala Val Ile Trp Tyr Asp Gly Ser Lys Arg Tyr Tyr Ala Asp Ser Val
[3734] 50 55 60

[3735] Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ser Lys Asn Thr Leu Phe
[3736] 65 70 75 80
[3737] Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Tyr Cys
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[3738]
[3739]
[3740]
[3741]
[3742]
[3743]
[3744]
[3745]
[3746]
[3747]
[3748]
[3749]
[3750]
[3751]
[3752]
[3753]
[3754]
[3755]
[3756]
[3757]
[3758]
[3759]
[3760]
[3761]

85

90

Ala Thr Asn Asn Asp Tyr Trp Gly Gln Gly

<210>
211>
212>
213>
<220>
223>
<400>

100
121
101
PRT
NLF5

105

Rl B A ) — PR BUPD- 1 A ) B T AR X

121

Glu Ile Val Leu Thr Gln Ser

1

5

Glu Arg Ala Thr Leu Ser Cys

20

Leu Ala Trp Tyr Gln Gln Lys

35

Tyr Thr Ala Ser Asn Arg Ala

50

55

Ser Gly Ser Gly Thr Asp Phe

65

70

Glu Asp Phe Ala Val Tyr Tyr

Thr Phe

85
Gly Gln Gly
100

Pro Ala Thr Leu Ser Leu

10
Arg Ala Ser
25
Pro Gly Gln
40
Thr Gly Ile

Thr Leu Thr

Cys Gln Gln
90

135

Gln

Ala

Pro

Ile

75
Tyr

Ser Val

Pro Arg

45
Ala Arg
60

Ser Ser

Ser Asn

Ser
Ser
30

Leu
Phe

Leu

Trp

95

Pro Gly
15
Ser Tyr

Leu Ile

Ser Gly

Glu Pro
80

Pro Arg
95
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