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The present disclosure relates to anti-NPR1 antibody and the pharmaceutical use thereof.
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CN202310675148.4 Hy{B5fE -

(Bciegs]
(0002) A48 EE I & TS, - EAMS - ARESRI NPRI 5
B R B H A -

[ Serisedf]
[0003] EHEAYPRI(ERAERIBBEERNVETREE > AR

FCER A BT
[0004] FISARK % &i(Natriuretic peptide system)¥5 2 B g - O %
A7 ~ MRS BE R AR T T BER SRR - ARSI s
AG 4R - ZAKECAS B35 ANP -~ BNP B4 CNP > JEZ 8 #E NPR1 (NPRA)
NPR2 (NPRB)Hi NPR3 (NPRC) - H NPR1 FEFREIE.LME - BB Bl
FEINRSE - BB ANP 5 BNP HHEER » B4 SBIIYE TR
Fe BRALERIE 1 - MBI A HY =H5F% & T (guanosine triphosphate » GTP)IR1L

& RER . B F (cyclic guanosine monophosphate » cGMP) » #E— 3 45%
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cGMP {R¥E 145 5 BB (FE 538 G - protein G) - HIRIMEEF R > FEIMEE -
PESHAIER » PULAAE R BB L FEYEIIE - It > ZEERAEUE T H
LRI LS R R VB -

[0005] ¥RAE4H ANP - BNP EE#H A TE > HA > XE LT A
REEOREER - ZEEEESRENRRLDE - KELMZEREFR
FHIRUR - BRI EERBESETRIGEEERTT - WHREEAS PK &
Mo A RBIFEEMER - RIL I AREH A RS L EEERE -

[0006] FEEEEEFRAETTo A T NPRI RS EN TR - HPEAET
REGN-5381(W02020086406A2)FE i B LR ARIZ 2 W EEEEEIR ¢ 1M

FEEERY XXB750 (W02020250159A1)REH — HiEE A M i 1 ERHY BES0 BRI -

[SFHNE]
[0007) A#EZERA—EHL NPRI H18 - EESEHE S ENEHE
SR Hod > ZE#ETEERS HCDR]1 ~ HCDR2 F1 HCDR3 » g% ## A]
&2 LCDR1 ~ LCDR2 fI1 LCDR3 » Hr -
a. % EPETEEER HCDR1-HCDR2 f1 HCDR3 43 Z424 SEQ ID NO:
82 -~ 80 ~ 81 B 15 H1f’y HCDR1 - HCDR2 fl HCDR3 (Y E TS » FI%
EEE T4 E Y LCDR1 ~ LCDR2 #1 LCDR3 43314 SEQIDNO : 8583
84 5% 16 thfly LCDR1 ~ LCDR2 fl LCDR3 MR E:E 551 5 =,
b. ZEHEEEER HCDRI - HCDR2 f1 HCDR3 43[4 SEQ ID
NO:51~48~49-~50~525; 7 P{E—FFF#y HCDR1 - HCDR2 1 HCDR3

AR ELEE P % - FIsZECJEm] 88 & Ay LCDR1 ~ LCDR2 f1 LCDR3 43 AlE&

F2E - H BAEEGIEAE)
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SEQID NO : 56 ~ 53 ~ 54 ~ 555 8 14y LCDR1 ~ LCDR2 I LCDR3 iy}
BT 5

c. ZEMHTEEL HCDR1-HCDR2 1 HCDR3 43 5A&& SEQ ID NO:
68 ~ 66 ~ 67 ~ 69 B 11 thffy HCDR1 - HCDR2 I HCDR3 W& 551 »
I HE A8 E Y LCDR1 » LCDR2 1 LCDR3 43 B4 SEQID NO: 74~
70 ~ 71~ 72 5 12 §fJ LCDRI1 ~ LCDR2 fI LCDR3 K& 5 ;
=

d. ZEHETEER HCDR1 » HCDR2 1 HCDR3 43R]A<4 SEQ ID

NO : 78 ~ 76 ~ 77 B, 13 1y HCDR1 » HCDR2 1 HCDR3 HyR AL 751 »
AR &1 LCDR1 ~ LCDR2 f1 LCDR3 43 Bl44 SEQ ID NO : 79
=, 14 $#y LCDR1 * LCDR2 1 LCDR3 Wyl EEE 51 © =

e. Y EMTEE Y HCDR1-HCDR2 f1 HCDR3 43Rl < SEQ ID NO:
58 ~ 59 ~ 60 5 9 th#J HCDR1 ~ HCDR2 f1 HCDR3 fY L E 5] » FIsZiK
SEA]E Y LCDR1 ~ LCDR2 #1 LCDR3 43R4 SEQ ID NO : 61 ~ 62 -
636465 5 10 =y LCDRI1-LCDR2 1 LCDR3 #y ¢ & Bt 5
5 e

[0008] fE—LE 7T » MREIFELEIPL NPRI Hike - Hrp -

a. ZEMETEEY HCDR1-HCDR2 f1 HCDR3 4y 72 SEQ ID NO:

82 #1fy HCDR1 - HCDR2 #1 HCDR3 miZE B 51 » FOa% Ee s o] & aY
LCDR1 » LCDR2 1 LCDR3 4yR[4@& SEQ ID NO : 85 tHffj LCDRI -

LCDR2 i1 LCDR3 Ayl E L FS] & =

B3R K B4 HEHRAES)
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b. ZEHETEER HCDRI1 -~ HCDR2 f1 HCDR3 4r3i&4 SEQ ID
NO : 51 ~ 48 5, 52 F{E—F%]# HCDR1 ~ HCDR2 1 HCDR3 Ay £ EL 7
% > IS e T $5 &M LCDR1 » LCDR2 1 LCDR3 43 B4 SEQID NO:
56 1Y LCDR1 » LCDR2 1 LCDR3 W& 55 5 5
c. % E ] EE K] HCDR1-HCDR2 1 HCDR3 437 & & SEQID NO:
68 f1fy HCDR1 » HCDR2 1 HCDR3 Mg &l F5 - szt o] EIm
LCDR1+LCDR2 1 LCDR3 43552 SEQ ID NO : 74 5 70 H1#J LCDR1 ~
LCDR2 #1 LCDR3 WA BLFFF1 5 B
d. ZEHTEEN HCDR1 -~ HCDR2 1 HCDR3 #3#]H&<& SEQ ID
NO : 78 =, 76 $1y HCDR1 - HCDR2 1 HCDR3 HRzELFE F 5] » Flla% e
ARy LCDRI1 ~ LCDR2 f1 LCDR3 454124 SEQ ID NO : 79 Hffy
LCDRI ~ LCDR2 1 LCDR3 B EEEF51 5 B
e. BT $ &) HCDR1-HCDR2 fl HCDR3 43 §l45& SEQ ID NO:
58 =%, 9 1y HCDR1 ~ HCDR2 f1 HCDR3 FyRELBE 5] » FIE4 i s ] 2 1=
) LCDR1-LCDR2 1 LCDR3 43§42 SEQID NO: 61 5 10 1y LCDR 1>
LCDR2 1 LCDR3 Byl ELEE 771 -
[0009] FE—LLEHE )T £ Y - WRTFTILAIHT NPR1 i - Hr -
a. P EHETEEE Y HCDR1-HCDR2 f1 HCDR3 43 B4& SEQ ID NO:
82 H1J HCDR1 ~ HCDR2 1 HCDR3 HYBrEEE 5 » % ik HE a S 1y
LCDR1 » LCDR2 #1 LCDR3 43542 SEQ ID NO : 85 #1fy LCDRI -

LCDR2 #1 LCDR3 YR ERL 5 ; 5

BAH # BAHEWRED)
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b. ZEHETEELN HCDRI - HCDR2 1 HCDR3 43R4 SEQ ID
NO : 51 f1fy HCDRI1 ~ HCDR2 1 HCDR3 My &L 51 » Fl% S pe o] &
Y LCDR1 ~ LCDR2 1 LCDR3 43 A4 SEQ ID NO : 56 1y LCDRI1
LCDR2 fl LCDR3 AR £ L P51 5 BX
c. ZEHETEEY HCDR1-HCDR2 1 HCDR3 43R4 4 SEQ ID NO:
68 Ffy HCDR1 - HCDR2 71 HCDR3 AYRFEFE 51 » FI3% 68 o] &=
LCDR1 ~ LCDR2 1 LCDR3 4R[f% SEQ ID NO : 74 tify LCDR1 -
LCDR2 f1 LCDR3 L %1 5 5
d. ZESEE Sy HCDR] ~ HCDR2 1 HCDR3 43714 SEQ ID
NO : 78 1y HCDR1 ~ HCDR2 #1 HCDR3 WYl E M F 5! > FIR% B g o] &
B/ LCDR1 ~ LCDR2 1 LCDR3 43 El4&4 SEQ ID NO : 79 H§J LCDRI ~
LCDR2 I LCDR3 M F £ 51 5 5
EMTEELN HCDR1-HCDR2 fl HCDR3 43 B4 SEQ ID NO:
58 f1fy HICDR1 ~ HCDR2 1 HCDR3 AYREEL S » Fle%k 5o o] S Y
LL.CDR1 ~ LCDR2 f1 LCDR3 435]4% SEQ ID NO : 61 55y LCDRI -
LCDR2 fil LCDR3 By & 571
[0010] 7E—EEHin S > WETFTALAIE NPRI Hi88 - Ho o
a. ZEPETEER HCDR1-HCDR2 f1 HCDR3 43 B4 SEQ ID NO:
82 H1¥y HCDR1 ~ HCDR2 f1 HCDR3 HYRERE 51 » I ek p ] 1m0y
LCDRI1 -~ LCDR2 1 LCDR3 4§44 SEQ ID NO : 85 #f§ LCDRI -

LCDR2 1 LCDR3 YR E L5 + =

BSH K BRGNS



202504927

910369

b. ZEHETEEEN HCDRI - HCDR2 1 HCDR3 43R4 SEQ ID
NO : 51 i/ HCDRI1 -~ HCDR2 f1 HCDR3 Ay E L 51 » 5% 6 i v] 4%
EHY LCDR1 ~ LCDR2 1 LCDR3 43 Bl42-4 SEQ ID NO : 56 &1fJ LCDRI1 »
LCDR2 %1 LCDR3 YA P51 +

C. A EHET S E A HCDR1-HCDR2 1 HCDR3 43 B4 SEQ ID NO:
68 1y HCDR1 - HCDR2 f1 HCDR3 BB ERL 5! » sk i o ] S & 1Y
LCDR1 -~ LCDR2 1 LCDR3 7358 & SEQ ID NO : 74 1y LCDRI -
LCDR2 1 LCDR3 Wyl EEE 31 5 =,

d. ZEH T ER HCDRI1 - HCDR2 f1 HCDR3 4E(E<4 SEQ ID
NO : 78 f1ff§ HCDR1 ~ HCDR2 fl HCDR3 HYRFE 551 - 7% 6 48 o] %
&#J LCDR1 ~ LCDR2 #I LCDR3 43 #4324 SEQ ID NO : 79 #%J LCDRI -
LCDR2 F1 LCDR3 KB EE 1 -

[0011) E—SEIETZEF - WAIFTHAYPT NPR] Hi8g > HF

a. L EHETEEAR HCDR1-HCDR2 f1 HCDR3 4374 SEQ ID NO:
15 Y HCDR1 ~ HCDR2 1 HCDR3 HylEEEF5! - Rl R ] S &
LCDRI1 ~ LCDR2 1 LCDR3 43R[44 SEQ ID NO : 16 $1#y LCDRI
LCDR2 1 LCDR3 WAL 771 5 5

. BT #IEY HCDRI - HCDR2 fl HCDR3 4y El&4 SEQ ID
NO : 7ty HCDR1 ~ HCDR2 f1 HCDR3 HYREEES FE 71 - 5% B 4 7] 4 1%
fJ LCDR1 ~ LCDR2 %I LCDR3 4y 344 SEQ ID NO : 8 tiffj LCDR1 -

LCDR2 f1 LCDR3 BV EFE 5 5 =

%6 H » 4t 134 K(EYEIES)
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c. ZEHTEEL HCDR1-HCDR2 A1 HCDR3 43 Bl424 SEQ ID NO:

11 f7#y HCDRI1 » HCDR2 1 HCDR3 HIRFEEE P31 » FIZ i ] B &Y

LCDR1 ~ LCDR2 #1 LCDR3 43j5lH+4& SEQ ID NO : 12 ##f§ LCDRI1 -~

910369

LCDR2 1 LCDR3 £ 5]

d. ZEH#E#EN HCDR] ~ HCDR2 f1 HCDR3 4354 SEQ ID
NO : 13 f1#y HCDR1 ~ HCDR2 1 HCDR3 (i E RS 51 - MR EC i my
&HY LCDR1 ~ LCDR2 fI LCDR3 43 B4 SEQ ID NO : 14 H1ff LCDR1 -
LCDR2 1 LCDR3 Wl B L FF5 5 5

e. ZEH TR HCDR1-HCDR2 #1 HCDR3 43 224 SEQ ID NO:
9 fFFy HCDR1 -~ HCDR2 1 HCDR3 HyBcEEEFES - F13 56 o] 4% EB’]
LCDR1 - LCDR2 1 LCDR3 43544 SEQ ID NO : 10 $#y LCDR1 -
LCDR2 1 LCDR3 fy BB 75 -

[0012) FE—LLEHEJTE D » M EE—THAHL NPRL Hife » ZE
PETE[EAY HCDR1 ~ HCDR2 #1 HCDR3 PR ##E a5 &HY LCDRI -
LCDR2 1 LCDR3 2R #8# & Kabat - IMGT - Chothia ~ AbM FI Contact
IR TIE |HY - (E— L E 7 £ > L EE A ERY HCDR1 ~ HCDR2
1 HCDR3 DA R B A 8K LCDR1 ~ LCDR2 1 LCDR3 E4E# Kabat
It RAERD - E—EERAET - ZHE#EJZEELN HCDR1 - HCDR2
#0 HCDR3 DL R EE$E RS EAY LCDR1 - LCDR2 #1 LCDR3 2R IMGT
FEFAIEERN - E—HERGET - xEH#EA#EER HCDRI » HCDR2
1 HCDR3 DL RS T 84 HY LCDR1 » LCDR2 f1 LCDR3 ZfR#% Chothia

EHmMRE RN - E—ERERIET - ZE#AEEL HCDRI ~ HCDR2

B TR 3 BAEETRAS)
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F1 HCDR3 DA J 8R4 7] €4 = 'y LCDR1 - LCDR2 F1 LCDR3 £45#% AbM 45
SRAAIEEN - E—ER T E T  ZEHTEED HCDR1 » HCDR2 1
HCDR3 B 8848 7 #$ & () LCDR1 ~ LCDR2 f1 LCDR3 24 Contact 45
SRR AIERAY -
[0013) FE—EEHTEF > M EE TS NPRL 148 > Hf

a. ZEMETEER HCDR1 A& SEQ ID NO : 29 Wi ERBB RS -
HCDR2 & SEQ ID NO: 40 WYz E: ;751 > F1 HCDR3 & SEQ ID NO:
41 WHEEB TS AIZE#ETEELN LCDRI1 A& SEQ ID NO : 42 #yfZ
ZME 5] - LCDR2 & SEQ ID NO : 33 Wyl &L 75! » A1 LCDR3 &
SEQ ID NO : 34 fYfzERE 751 5 5

b. L ESEF SN HCDR1 4 SEQ ID NO : 45 ~ 17 5 35 By £
5] HCDR2 & & SEQID NO : 46 B 18 HyfgEE4 /75 » A1 HCDR3 €&
SEQ ID NO : 19 HyRzE L5 - FIRZIR# [ &y LCDRI & SEQ 1D
NO : 20 (WIFEEFEFS] » LCDR2 14 SEQ ID NO : 21 WlaEFEFFI - £
LCDR3 &% SEQ ID NO : 22 WFEMFS] ; =

c. ZEETEER HCDR]1 @& SEQ ID NO : 29 HEEMEFF -
HCDR2 &4 SEQID NO: 30 i AR 7% > f1 HCDR3 && SEQID NO:
31 FVHE ARSI - Mz v 2 &nY LCDR1 f4& SEQ ID NO : 32 fyig
EFsFF% - LCDR2 &4 SEQID NO : 73 ;33 Byl ELFE 751 - f1 LCDR3
4 SEQ ID NO : 34 Wy EREF 5 ; =

d. ZEHFTEEN HCDR] &% SEQ ID NO : 35 W EMFY -

HCDR2 A& SEQ ID NO : 75 5 36 By A 5% » 1 HCDR3 A4 SEQ

B8R I BAEEIREE)
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ID NO : 37 fye ZEE 5 - MZ IR # ] 2 & HJ LCDR1 A& SEQ ID NO :
38 HyHEE L P51 » LCDR2 & SEQ ID NO : 21 My L %1 > A1 LCDR3
14 SEQ ID NO : 39 Yz E 5 ; o

e. ZEHET EEAY HCDR1 A& SEQ ID NO : 23 WYEEREF
HCDR2 {24 SEQ ID NO : 57 5 24 YR 751 » 1 HCDR3 &2 SEQ
ID NO : 25 (g AR FF5! - FIsx iR a2 (& LCDRI & SEQ ID NO :
26 IR ERE %1 > LCDR2 4 SEQ ID NO : 27 By £l %1 » 1 LCDR3
A% SEQ ID NO : 28 B F5] -

[0014) fE—EFETET » W EE—THFTMEIH NPR1 Hifg - Ko

a. ZEFTEEN HCDR]1 &% SEQ ID NO : 29 {yiEf FE5] -
HCDR2 & & SEQID NO: 40 By 751> #1 HCDR3 & SEQID NO:
41 YR EBEFPP - TIZIR AT & @AY LCDR1 A& SEQ ID NO : 42 Ay
Efr5] - LCDR2 @& SEQ ID NO : 33 Wy AR Fr5] - M1 LCDR3 E&
SEQ ID NO : 34 (YR EEEFF] 5 2,

b, ZE#TEEH HCDR1 @& SEQ ID NO : 45 HFEEEFS -
HCDR2 & SEQ ID NO: 46 #Yf £ 551 f1 HCDR3 & SEQID NO:
19 BRI RS - FIsESHE m] B &1y LCDR1 &% SEQ ID NO : 20 HyfE
HFgF5] - LCDR2 A& SEQ ID NO : 21 A 5% - #1 LCDR3 &&
SEQ ID NO : 22 Wyl A 731 5 5

% Ea A EmHy HCDRI1 @& SEQ ID NO : 17 5 35 Ayl BB P51 -
HCDR2 &% SEQ ID NO : 18 K& E%] - f1 HCDR3 A2 SEQ ID

P19 YRR ERE R 0 RIRESEETTE#E A LCDR1 & & SEQ ID NO : 20

BIR > L IB4 HEIERES)
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HIREE L P51 » LCDR2 A& SEQ ID NO : 21 YR 551 » 1 LCDR3
& SEQ ID NO : 22 HyRaEFEFY 5 =,

c. ZEFEEEL HCDRI & SEQ ID NO : 29 WFENEFT -
HCDR2 &% SEQID NO: 30 WiFEM 75 > Rl HCDR3 & SEQIDNO:
31 e EEE RS - AR A] EEHY LCDR1 &4 SEQ ID NO : 32 1y
Z[&fF5] > LCDR2 & SEQ ID NO : 73 5 33 fyfgAEEFF 51 - F1 LCDR3
4 SEQ ID NO : 34 U EEY 5 =&

d. ZEH#ETEEN HCDRI A& SEQ ID NO : 35 AT
HCDR2 &4 SEQ ID NO : 75 36 fYfgE R 7% » #1 HCDR3 A& %4 SEQ
ID NO : 37 ARSI » FIZRE € &L LCDR]1 A& SEQ ID NO :
38 WY EIEF5] > LCDR2 A& SEQID NO : 21 HyfigELi %1 » f1 LCDR3
f1,& SEQ ID NO : 39 fyE I3 5 5

e. ZEMTHES HCDRI 4 SEQ ID NO : 23 HYRFEEEFES] -
HCDR2 34 SEQ ID NO : 57 5 24 (Yl E R F %51 » A1 HCDR3 4 SEQ
ID NO : 25 gAY - MIZE#ETE&H LCDR1 A& SEQ ID NO :
26 HYBEEES 51 » LCDR2 £ SEQ ID NO : 27 fyp#E: & %1 » #1 LCDR3
f14 SEQ ID NO : 28 BYfFEEF 5 -

[0015) fE—4LEfE 5 &S > W HE—TERTMATH NPR1 88 > H

a. FEHFETEELN HCDR1 44 SEQ ID NO : 29 HyREEE F5 -
HCDR2 A& SEQ ID NO : 40 By EFEF%] » 1 HCDR3 &= SEQ ID

NO : 41 YR EREF5 » FIZEHE T #ER LCDR1 & SEQ ID NO : 42

510 5 - 3t 134 H(ZUEREE)
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(IR E RS % - LCDR2 A& SEQ ID NO : 33 fyiZEREF 5! - f1 LCDR3
f1& SEQ ID NO : 34 fyfgEEEFEF 5 5

b. ZEMEE&EA HCDRI1 @& SEQ ID NO : 45 (yEFERBFS
HCDR2 & SEQID NO: 46 BB E M 75 - f1 HCDR3 A& SEQ ID NO:
19 WA > ARECE T # &N LCDR] @& SEQ ID NO : 20 AyfZ
EBEF%] » LCDR2 &% SEQ ID NO : 21 Y& EEFES! - #1 LCDR3 B4
SEQ ID NO : 22 By g &BL 75 5 =

c. ZEMWTIEEHR HCDRI A& SEQ ID NO : 29 (YEMFF -
HCDR2 &5 SEQID NO: 30 iy A& /75 - f1 HCDR3 @& SEQID NO*
31 WIEFERRIFY » FAZEETEER LCDR] &4 SEQ ID NO : 32 fylF
HFEFS] > LCDR2 &4 SEQ ID NO : 73 HIIFE R %! » 1 LCDR3 &
SEQ ID NO : 34 YR 751 5 B

d. EHETHEERN HCDRI 24 SEQ ID NO : 35 W EEFEY]
HCDR2 &4 SEQ ID NO: 75 Hyf# A% » f1 HCDR3 & SEQID NO:
37 AR P - FIRZER# A] #1&HY LCDR1 A& SEQ ID NO : 38 By
#Z M5 > LCDR2 @& SEQ ID NO : 21 WAL F51 - A1 LCDR3 G
SEQ ID NO : 39 WyRERE 5 5 B

. E%%ﬁ%ﬁj §EAY HCDR1 A& SEQ ID NO : 23 AR
HCDR2 &4 SEQID NO:57 lNigF £ 7% - 1 HCDR3 & SEQID NO:
25 AR 7Y > FIZE#E T IEmAY LCDR1 @& SEQ ID NO : 26 (Y
EB&f75] > LCDR2 A& SEQ ID NO : 27 E@Hﬁ%?ﬁﬁﬁiﬁﬂ » 1 LCDR3 &
SEQ ID NO : 28 By R -

£ 11 H > # BAE(BEREE)
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[0016] FE—LLBHETZE+ - 0 B -JEFTHATHT NPR1 i8> Hdh
a. ZE#HEER HCDR1 && SEQ ID NO : 29 WFERF3 -
HCDR2 & & SEQ ID NO : 40 fyf#EE: 5] fil HCDR3 f4 SEQ ID NO:
41 W R 5 - RIZ e v #EHy LCDR1 & SEQ ID NO : 42 fyR%
ZB&FF5 - LCDR2 & SEQ ID NO : 33 #yfrEF /75 - fl LCDR3 @&
SEQ ID NO : 34 fy AL 751 5 =
b. ZE# S EY HCDRI A& SEQ ID NO : 17 HiFERF5 -
HCDR2 & SEQID NO: 18 Y&k %> f1 HCDR3 & SEQ ID NO:
19 YR AL PP 1] » FIZ R &K LCDR1 &% SEQ ID NO : 20 AYfiZ
K55 » LCDR2 A4 SEQ ID NO : 21 9 EEsF%5] » 1 LCDR3 &4
SEQ ID NO : 22 BB EEE 4 5
c. ZEHFWEER HCDRI A& SEQ ID NO : 29 HyFEMR 7% >
HCDR2 &7 SEQ ID NO : 30 FyfE %551 > #1 HCDR3 @& SEQID NO':
31 ARG ESIE P 51 - FIRZEREE A 8@y LCDR1 A% SEQ ID NO : 32 [y
HFEFF5 - LCDR2 A4 SEQ ID NO : 33 iy E2 5% - #1 LCDR3 & &
SEQ ID NO : 34 Wy P51 5
d. EHFETEER HCDRI & SEQ ID NO : 35 AR F5
HCDR2 &.& SEQ ID NO: 36 1 E 475 #11 HCDR3 && SEQID NO:
37 R ERE P > FIRZECEE v 2% Y LCDR1 A& SEQ ID NO : 38 AYfiF
E:lg 7% - LCDR2 && SEQ ID NO : 21 Wyl F5] > §1 LCDR3 & &

SEQ ID NO : 39 WyRgEBE 751 5 B

F12H # B4EGTERES)
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e. FEMAEIEH HCDR]1 A& SEQ ID NO : 23 HIFERFF -
HCDR2 &4 SEQID NO: 24 ¥y & /751 11 HCDR3 & SEQID NO:
25 R T - MIZERHE T #EE LCDRI1 A& SEQ ID NO : 26 Hyf#
EE5] > LCDR2 44 SEQ ID NO : 27 Wy E M FS] » 1 LCDR3 &4
SEQ ID NO : 28 E@Eﬁ%ﬂiiﬁiﬂ °

[0017] A —EeEHETT & » W LE—EFTMAYHT NPRIL §if6 - ZE
SET]$E Ry HCDRI1 ~ HCDR2 #1 HCDR3 [ EERGEE] EER LCDRI -
LCDR2 I LCDR3 2R Kabat 55 Al E 8 -

[0018] E—EeEHITEF - W EE—IHAAAIHT NPR] HU5 » &L
NPRI JiE8 R BURDLAS - IREHIEE - AJREIBEEE R - £ — L'
FES > ZEEREGVRE E-BERTEY > ZVBENRLIE -

[0019) F—EERAFEF - W ELE—IHATEEYHL NPRT Hifs - HE
2 ADRERIEREFR) -

[0020] F—LEHHEF - W EE—IBFTRAYIL NPR] Hi58 -

qgl'

iglé

=
B T] S5 AL S AR JE Y IGHV1-46%01 79 FR1~FR2~FR3 FIZE R IGHI6%01
/) FR4 > I H H B AR # A VEE 2% H 1E~40R ~ 43R~ 481~ 69L~71V >
73K ~ 74P ~ 758 ~ 77P ~ 78A ~ 801 11 81Q 4HRLHYAH T A —(E S 6 (B Bk
EUAR  FO/2k % B i v 2 & B & 2K R R IGKV3-11%01 #Y FR1 ~ FR2 ~ FR3 H1
AR IGKJI2%01 #Y FR4 > i H EZ RHEEARNEEE&EH 20Q - 58V -
60D ~ 70S ~ 71Y ~ 77R K1 100A 4HpLAYAH Y —(E S (E R B BE AU » £
—EEE T 0 Pl NPRIL 5ifg » Hp - ZEFETTEERN HCDR] €&

SEQ ID NO : 29 ByfFEFEE 51 » HCDR2 A4 SEQ ID NO : 40 Hyf A s

% BE 3 BAEEHERTIE)
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F5%1 > 1 HCDR3 && SEQID NO : 41 fYRREBEFFS » H EE T SE
FR 2RI A28 E 1E- 40R ~ 43R~ 481 69L - 71V ~ 73K ~ 74P ~
75S ~ 77P ~ 78A ~ 801 A1 81Q 4HEHY4E By — (B B2 ME B A B 5 RO
R T & ) LCDR1 A4 SEQ ID NO : 42 iy E#EF5 » LCDR2 Gl
SEQ ID NO : 33 §yjEEE 7% » 1 LCDR3 & SEQ ID NO : 34 fYigE:
BEFr5l > Hez B n] BB FR B2 ARSI ERITE S E 20Q 58V~ 60D-
708 ~ 71Y ~ 77R 1 100A 4H R AVAH iy —(E S (E R AR B AL A - FE— 26 E
WiJTES » P E R CDR 2138 Kabat F5ERAIES -

[0021] fE—EHFES » W EE—IHFEEAYHL NPRL §if - &% &
fiEET B A2 AR IGHV3-21%01 §9 FR1~FR2-FR3 FIZKIEFY IGHI6*01
#9 FR4 > iff H 2R HEAAVEEEEE 1D~ 3K ~ 9E ~ 44R ~ 49A ~ 87S
F1 93T 4H g 40 Ay — B S0 2 [l e BE W BUA - R/ Bk i T 3 & L 5 2R R
#A IGKV3-11%01 5 IGKV1-39*01 fJ FR1 - FR2~ FR3 FIZ&EHY IGKT4*01
(9 FR4 > i H H AR HRAVEE & EE 4L~ 435 - 45K~ 46R - 47W ~ 58V
1 71Y 4ApAV4E FRY— (B S E R AR R - E—HEHmITET - &t
NPR1 Bif2 » Hrb > 2 ESET#EH HCDR1 & SEQIDNO : 45~ 17,
35 fBE AL 551  HCDR2 A2 SEQ ID NO : 46 #y B2 7751 » #1 HCDR3
& SEQID NO : 19 Wi ERE/F5 » B B T2 &R FR 2RI
HAEEEE 1D~ 3K ~ 9E ~ 44R ~ 49A ~ 87S 1 93T 4H sk AY4H Ty — =%
{8 B BL i A RIEZEREE T &Ry LCDRI1 & SEQID NO : 20 Ry £ &
%1 » LCDR2 &2 SEQ ID NO : 21 fyfiFEEE 7% » 1 LCDR3 A& SEQ
ID NO : 22 WYRFEEEFFS - B iSs v S ER FR EREMANRE & E

%14 H - B4 EETRIAS)
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H 4L ~ 43S ~ 45K ~ 46R ~ 47W ~ 58V f1 71Y 4HRRAYAE TR By —{E B0 5% 8
EEEE - FE—LLEHETE S » %31 NPRI Hifl > Hrh» R EHETEEN
HCDR1 4% SEQID NO : 45~ 17 5 35 iyl £ %! » HCDR2 @< SEQ
ID NO : 18 WYz E B » 1 HCDR3 f14 SEQ ID NO : 19 (NEE
> HXEErSEA FR 2RI EEEEE 1D~ 3K~ 9E ~ 44R
49A ~ 878 1 93T 4HRAVAH FHI—(EE L [ERERE R RIR#E ] #Rm
#J LCDR1 & SEQID NO : 20 iy Z s 5% LCDR2 &+#& SEQIDNO:
21 AR EB& P51 - #1 LCDR3 A& SEQ ID NO : 22 WAL 75 - H#%
REHE A SR @AY FR B RMEURAVECE 22 H 4L - 43S ~ 45K ~ 46R ~ 47W
S8V T 71Y &HRKHYAH T Y —E 2% [E AR B - fE— S E T & » b
it AT A CDR Z 123 Kabat SFIEH BIEH -
[0022] fE—LEFHITEF » M LAE—IEFTRAPL NPR] Hifg > 3% E
SR T I AL 2 AOE R IGHV1-46%01 () FR1-FR2~FR3 FIZCE 7 IGHI6%01
[y FR4 - 7 H BB AR AVRIVEE 23 1E-40R~43R~69L~ 71V~ 73K~
74P ~ 758 ~ T7P 1 T8A éﬂ}ﬂiﬂ@éﬂtﬁﬂﬁ—fﬁ%{ﬂﬁ%ﬂﬁﬁzﬁ R/ B ER
BT IE A2 AR IGKV3-20%02 5 6-21%02 #J FR1 ~ FR2 ~ FR3 F1%k
JRPY IGKI2*01 By FR4 - ¥F H HZ R E & ZEE 22K - 428 - 43S
49Y ~ S57TR F1 71Y 4HEREVEH i — B S AR AR AU - £ —E 5 E
o ZHi NPR1 Hif8 » Hob » B EHTEIE HCDR1 &4 SEQ ID NO :
29 BB LIPS HCDR2 f15 SEQID NO: 30 Ay & /751 - fl HCDR3
& SEQIDNO : 31 W EMEFY » BZEHE T EEN FR 2RI

A EEH IE~40R ~ 43R~ 69L ~ 71V ~ 73K~ 74P~ 75S ~ 77P F1 78A 4

15 H» 3t 134 5SS
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FCHY4H Y — {l&%’?{lﬂﬁﬁ%@aﬁy{t %R T & FY LCDR1 & SEQ
ID NO : 32 fy#EEEF%] » LCDR2 12 SEQ ID NO : 73 = 33 Ayl ELEE
FF5! > #1 LCDR3 A& SEQID NO : 34 Byl E R 75 - Hx il ml 8E
FR BRI NE/ESIEE 22K ~ 428 ~ 43S ~ 49Y ~ 57R f1 71Y 4HRHY
P — S EREER A - E—REE TR T > LA EER CDR 2
fR18 Kabat 4R5% 5 Al E A -

[0023) fE—SbEfEJTEF - W EE—TAFTEEYET NPR] Hifle - % E
$8 ] 6 T AL 22U IGHV3-21%01 ) FR1-FR2~FR3 FIZRJF it IGHT6%01
HY FR4 - 3 H H AR ARV EE &% E 1D ~ 3K ~ 9E ~ 285 ~ 291 ~ 44R »
49A F1 93T &4H Y EH Y —(E S (R BB IR F/E@zRET EEE
AEFY IGKV1-39%01 #J FR1 ~ FR2 ~ FR3 FI5CE R IGKI4*01 () FR4 » 3f
BHRRGEHAEEEEE 4L ~ 43S ~ 46R ~ 47TW 1 71Y 4HRATEE 1 HY
—(E S ERE AR - E— L EETE T - &Pt NPRI Hifig - B 3%
EHE T EHY HCDR1 A& SEQ ID NO : 35 fyfizEEE %] » HCDR2 & &
SEQ ID NO : 75 & 36 Ry A /7% > #1 HCDR3 A& SEQID NO : 37 Y
BrETE Y] > B EHTSEN FR 2RENANEEEES 1D 3K
OF ~ 28S ~ 291 ~ 44R ~ 49A F1 93T #H pAY4H F BY— B B 2 {E Rt A BE AT
I iR T2 &Y LCDR1 A4 SEQ ID NO : 38 By 55 » LCDR2
14 SEQ ID NO : 21 iy %! - 1 LCDR3 && SEQ ID NO : 39 &y
FrEREFY > ERRETSEN FR B8R R HEES 41 - 435
46R ~ 47TW F1 71Y #HpAV4H I — B S E R ER I - E—HEE T E
1o R TS E A CDR 2R Kabat R AIE & -

16 H - 3£ 134 H(ZHES)
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[0024) F—8EHEHFET » 40 T —-IFRETHAHT NPR1 5158 » &
AR S RER IGHV1-46%01 B9 FR1-FR2~FR3 FI7E» IGHI6%01
Ay FR4 > i H B RWEHEEZ2E IE~2A~3Y ~ 285~ 43K ~ 69L

71V R 73K HRHVEH T A —(E S S A B R AR /s B ] E A

ERFER IGKV4-1*%01 8¢ 1-39*01 Y FR1 ~ FR2 ~ FR3 FIZRJE Y IGKI2*01

1 FR4 > W HE B A MAEUHNEESEE IN-4L-17Q 43P~ 46V ~ 60A
68R A1 79E &HpHVAE P AV —E S L HRF BB - F—SERFET -

DL NPR1 fFife - Hot > s EETEELN HCDR1 4% SEQID NO : 23 AyfE

igi:

E W55 » HCDR2 A4 SEQIDNO : 57 5; 24 (Y& 55! » 1 HCDR3
A& SEQIDNO : 25 WRFARE RS » HXEHETTEER FR 2R EEARH

HHaEEE 1E~ 2A -~ 3Y ~ 28S ~ 43K ~ 69L ~ 71V 1 73K 4H AV 4H S AY—

b

=22
E[

{E s 2 (B R B B AR S S r 8 &Y LCDR1 A& SEQID NO : 26 1y

FrEE %] > LCDR2 24 SEQ ID NO : 27 HIREE: % 751 » 1 LCDR3

2 SEQIDNO : 28 Hyfig BB P 5l - B EE I FR ZARWA A

AEHEE IN 4L - 17Q ~ 43P ~ 46V ~ 60A ~ 68R 1 79E 4H 5k #94H o iy — (&

NS AR - E—EE TR T - FA &R CDR Z1R# Kabat
IR T RAY -

[0025] TE—LEHEITZ& F » 0 LAE—TEFT Iy HT NPR1 88 - H

a. ZEHMTEEAS SEQIDNO : 82 - 805 81 » REAHAKFZE/D 85

% (1A ZE 7D 85% ~87%~90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%K, 99%)

FFElE— AR Y IZRET#EEAS SEQ ID NO : 85~ 83 1

B 1TH - # BAEGERHES)
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84 > EHHEBEEZE /P 85% (FILIE /D 85% ~ 87% ~ 90% ~ 93% ~ 94% ~ 95% ~
96% ~ 97% ~ 98%EL, 99%) 5l [E — MRV AR 751 © B¢

b. ZEHTEEAS SEQIDNO : 51484950552 > siEH E
B/ 85%(BIANZE D 85% ~ 87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% -
98%EK 99%) /7 FIF — I BB T - RIZEEE&Ea SEQIDNO:
565354555 REHEEEZE/D 85% (FIUIE/D 85%~87% ~90%~ 93% >
94% ~ 95% ~ 96% ~ 97% ~ 98%EK, 99%) FF ¥ [F —MEAY fe BB IR 31 5 =

c. ZEHTEEN D SEQIDNO 6866 675,69 HEAEAAE
L 8596 (FIHZE /D 85% ~ 87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%
=, 99%)FFIE— N EER T AZKHETEEa S SEQIDNO: 74
70~ 71572 SREIEEAZE /D 85%(BIAIE /) 85% » 87% ~ 90% ~ 93% ~
94% ~ 95% ~ 96% ~ 97% ~ 98%HE 99%) 3 [El — MR B B BE 51 5 B

d. ZEHFHFEEES SEQIDNO : 78 ~76 5, 77 » E(EHEHFE/) 85
% (FI40ZE D 85% - é7%~ 90% ~93%~94%~95%~96% ~ 97% ~ 98 %=L 99%)
FFEE— R E L 5 > FIZ R &# &S SEQIDNO - 79> H#HE
EHZE/D 85%(BIAIZE /D 85% ~87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% »
98%EY, 99%)/FFI Bl — MY BB T 51 5 =X

e. ZEM T ZE A& SEQIDNO : 58 - 595, 60 » siEEEAEFZE/D 85
W (FIAZE D 85%~87%~90%~93%~94%~95%~96% ~ 97% ~ 98%5Y, 99%)
FPolE— M EER Y] R S EaS SEQIDNO: 616263~
64 5% 65 SEEEHFZE/D 85% (FIUIE/D 85% ~ 87% ~ 90% > 93% ~ 94%

95% ~ 96% ~ 97% ~ 98%3% 99%) 73l [E— R EBL P51 5 54

% 18 H - 3t 134 H(RYTHRAD)
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f. ZHE#EEEES SEQIDNO 15 siEAH B/ E/D 30% (Fl1=
/D 81% ~ 83% ~ 85% ~ 87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%
2, 99%)FFIE— R g Bl 5 IR &4 SEQIDNO : 16
HEHEEZE/D 0% ZE /) 81%~83%~85%87%~90%~93% ~94%

95% ~ 96% ~ 97% ~ 98%EK 99%)[FHIE — MR EIEFF] ; B

/D 81% ~ 83% ~ 85% ~ 87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%
B, 99%) PR3l [E]— R BE AR 751 » R ER i n & & SEQIDNO : 8 »
WEEBEHFZE/D 80%(FIANZE 81%~83%~85%87% ~90% ~ 93% ~ 94% ~
95% ~ 96% ~ 97% ~ 98%E, 99%)[FFI[E— I ERFT + B

h. ZE#EAEEE S SEQIDNO : 11 EHEAFZE/D 80%(FlanzE
/D 81% ~ 83% ~ 85% ~ 87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%
= 99%) 3 [El— AV Bl P51 - Fl% %@HJ%E@% SEQIDNO 12>
HEEEFZE/D 80% (HIAZE/D 81%83%85%~87% - 90%~ 93% ~ 94%
95% ~ 96% ~ 97% ~ 98%EL 99%)FFI[E — Ay R B lL 7 51 5 B

i ZE#EAEEEE SEQIDNO 13 siBEHEAFZE/D 80% (12
/1 81% ~ 83% ~ 85% ~ 87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%
2 99%) 5 E — M EERE P Az #E a4 SEQIDNO : 14
WEEHEEZE /D 80% (FILNZE/D 81%~83%~85%~87%~90% ~93% ~ 94% -~
95% > 96% ~ 97% ~ 98%E 99%)FF ¥ E—EM AR F5 + B

o EEAEERS SEQIDNO 9 siBEAFZE/D 80%(Blamzl

81%~83%~85%~87%>90%~93%~94%~95%~96% ~ 97% ~ 98%E, 99%)

19 H - 134 H(BUREE)
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FRHIE— N ERR RS > fIZREr 2= a5 SEQIDNO : 10 HHH
BAEZE/D 80%(FIZE /) 81% -~ 83%85%87%~90% ~ 93% ~ 94% ~ 95% »
96% ~ 97% ~ 98%E 99%) FF 7 [E — eI ERE 75
[0026] fE—LEEETE Y > M1 LAE—TERTALAYHL NPR1 Hif8 > A5

a. ZEMEAEEE S SEQIDNO : 82 805 81 » SREHAF LD 85
9% (BILNZE /D 85% ~ 87% ~90% ~ 93% ~ 94%~ 95% ~ 96% ~ 97% ~ 98%EK, 99%)
FFEIE— B AR PS> RIZS#E TS EL S SEQ ID NO : 85~ 83 K
84 WEHEEZTE/D 85% (FIHIE/ 85% ~87%~ 90% ~ 93% ~ 94% ~ 95% »
96% ~ 97% ~ 98%EK, 99%) FF[E—HHI AT © B

b. R EHEEEAS SEQIDNO : 51~ 4849+ 505 52 SHAEE
BZED 85% (BIHNZE /D 85% ~ 87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~
98%EX, 99%) T3 [El—ERIEE R 731 > MR T # & A5 SEQIDNO :
5653545 55 REEEHFE/D 85%(FIHIE /) 85% -~ 87%~ 90% ~ 93%
94% ~ 95% ~ 96% ~ 97% ~ 98%EL 99%) 7 5 [E— M FF B B 2 51+ B |

c. ZEHEAEEL R SEQIDNO : 6866 675,69 sEHHERAR
/b 859 (BIENZE /) 85% ~ 87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%
= 99%) 7 FIE— MR B AR /751 > FIZ R ] # & H& SEQIDNO: 74
70 ~ 7185 72 » REEEFE/D 85% (FIAZE D 85% ~ 87% ~ 90% ~ 93% ~
94% ~ 95% ~ 96% ~ 97% ~ 98%5K 99%) ¥l Bl — M By B B BE %) 5 =X

d. ZE#EFEEE S SEQIDNO : 78~ 76 5, 77 » EHBEHFHE/D 85
%W (FIAIZE) 85%~87%~90% ~ 93%~94%~95%~96% ~ 97% ~ 98%EK 99%)
Fr 3 [El— M R P 51 - ARSI B 02 SEQ ID NO © 79 » SREZH

5520 B v 3 134 H(ERIERE)
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BEEZE/D 85%(FIAIZE) 85%~87%~90%93%~94% ~ 95% ~ 96% ~ 97% ~
98%EK 99%) Rl El— M ERE T 5 2

c. ZEH I EE T SEQIDNO : 58~ 59 5, 60 - sEIHEFZE/D 85
9% (B4 ZE /D 85%~87%~ 90% ~ 93% ~ 94%~ 95% ~ 96% ~ 97% ~ 98%EL, 99%)
FPOUE — 1Ry R EBR P51 > FIA B v B A & SEQID NO 1 616263+
64 5 65 - EREIE BT ZE/D 859%(Fla1ZE /) 85% ~ 87% ~ 90% ~ 93% ~ 94% -
95% ~ 96% ~ 97% ~ 98%EL 99%) T 5 B — MR 5] -

(0027) FE—LEHITEF W EE—IHFTHMAYHL NPR] Fifig » Hp

a. ZEHE T EEA S SEQIDNO : 82~ 80 5 81 AR FY - FIE
R n] 2B A& SEQ ID NO : 85 ~ 83 5 84 RF A BT 5 B

b ZEMAEEASE SEQIDNO : 51484950 =, 52 Y r E 5
F o MZER#E T E A S SEQ ID NO : 56 ~ 53 ~ 54 5 55 YA RS ;

c. ZEFETEELSE SEQID NO : 68 66~ 67 5 69 HYRREFEFEY]
MIFZ s A & A& SEQ ID NO = 74 ~ 70 ~ 71 5 72 (I EEBR 751 5 =

d. ZEH#ETEEE S SEQIDNO : 78 ~ 76 5 77 WY EE 751 - FIFZ
ECHE T & E 5 SEQ ID NO : 79 HYBEEE 551 5 5

e. ZEH A EEA S SEQIDNO : 58~ 59 5 60 MR ARL/FF - Rl
R A SRS SEQ ID NO : 61 ~ 62 ~ 63 ~ 64 5 65 HIIEEE S 5 =

f ZEETEEES SEQIDNO : 15 NEEREFT » M iKErT#E
& SEQ ID NO : 16 BB AR S 5 =,

5521 H % 134 HEYRAES)
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g FEHTEIEES SEQID NO : 7 HEEFY » IR #E
A& SEQ ID NO : 8 HYREBEFY 5 &,

h, ZEETEESS SEQ ID NO : 11 HIRERFY] » R e
&4 SEQID NO : 12 WWErEmES ; 5

. ZEETEEAS SEQIDNO : 13 AR FS - MZEE T EE
A% SEQ ID NO : 14 fy B R 5 =

j. ZEHETSE~S SEQID NO : 9 YRERFT] » MZRETHE
A& SEQ ID NO : 10 FyREEFEE7 -

[0028) FE—SEHITEY W EE—THFTMAIHL NPRL Hisg» Koo

a. xEETEEES SEQIDNO : 82 - 80 3k 81 Hyfz BB F51 » M
g n] S E A SEQ ID NO : 85 ~ 83 B¢ 84 MR AL P 5! 5 B

b. EHTEESS SEQIDNO : 51 4849505 52 WiFEEF

Fl > FIZREET]EE A S SEQ ID NO : 56 ~ 53 ~ 54 5 55 (YRR EIE 5 ;

c. ZEMETEIEA S SEQID NO : 68~ 66 ~ 67 = 69 HYREIE S -
%D%%iﬁﬁT Al SEQID NO & 74 ~ 70 ~ 71 5, 72 (YR EEE R 51 5 8
ZEHETEEGS SEQIDNO : 78 ~ 76 5, 77 (YRR EEFF ! » 0%
i HE T €48 A4 SEQ ID NO : 79 W ER T 5 =
e. ZEH I ZEIEHE S SEQIDNO : 58 ~ 59 5 60 HyR AR 75 - M
KT EE S SEQ ID NO © 61~ 62~ 63 ~ 64 5, 65 HYIFEEE T3
[0029] FE—SbEiTs & F > {0 BAE—IEATHLAY 5L NPR1 Bifg > H

910369 522 3t 134 H(EBREE)
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a. ZEETEEEE SEQ ID NO : 82 Yl ER Y » Flsxiessm s
Ef & SEQ ID NO : 85 Wyl EEE F5 ; =

2 E A EA S SEQ ID NO - 81 5 82 W AR 751 » F sl
W= SEQ ID NO : 84 WyfgEE R 751 5 B,

b. ZE#TTEEL B2 SEQIDNO : 51~ 49 ~ 50 5 52 Byl A B& 751 -
FIZ BT A& SEQ ID NO : 56 MRF ARSI + 5

c. &%ﬁ%‘f“lﬁ@é‘ SEQ ID NO : 68 BYREBE /T3 » FIZEC fE v &
EE SEQID NO : 74 ~ 70 5, 71 By E R 75 5 =X

ZEETEELS SEQIDNO : 67 AR FY » MZKE T #Ea,
& SEQ ID NO : 70 5, 71 U ERE T

d. ZEHE A EEN S SEQIDNO : 78 -~ 76 5 77 (I EREFF] - F1
IGE T B TS SEQ ID NO : 79 W EEE e 5 =

e. ZEMETEIE S SEQ ID NO : 58 HYRERE T » FIZ ik gl 7] 4
E84 SEQID NO : 61~ 62 ~ 64 65 (Y ERE Y| 5 =

Y EETSEAS SEQIDNO : 59 (AL P » Al iR A
4 SEQ ID NO : 61 ~ 62 ~ 64 = 65 Wiz EEFS] ; 5

BT S E S SEQID NO : 60 YR ERE 771 » 1% B 68 v 85 1%
4 SEQID NO : 61 ~ 62~ 64 % 65 (X EBE S| 5 =

f ZEETEELS SEQIDNO : 15 fYBEEEFY] » FIZRHE T #E
£4 SEQ ID NO : 16 BN EMFEY] ; =&

g ZEMTEEAS SEQIDNO : 7 WHREABFES > fZKETsE
A% SEQ ID NO : 8 (Y &7 5 =%

910369 523 H v 3 134 H(SBHREAE)
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h REMTHE S SEQ ID NO © 11 (yEEEs P51 » 713 0 gl
Ef & SEQ ID NO : 12 WyREBEFS] 5 &

i ZEMETEELS SEQIDNO : 13 WEERFS  IREETEE
1 SEQ ID NO : 14 (B &R FT] 5

i REMTBELS SEQID NO : 9 HUBEEREFHI » MM BE
f14 SEQ ID NO : 10 (Y EFE 7 -

[0030] #F— e HBSEYEFIGTZE R 41 FE—TEFT LAY H NPR1 $58
H o BT E A S SEQ IDNO : 82 AR MM EL
£ SEQ ID NO : 85 (B £ 571 -

[0031] 7F—k E RSO I /5200 » 40 BT —TBFT i3, NPRI 48 -
Hoh ST S E A S SEQ IDNO | 51 AR - AINEHEASED
& SEQ ID NO : 56 SR EEE 5 -

[0032] 1F—ttEEEOYE I 752 ch » 41 EAE— BT LAV, NPRI H88
Hohiy B4 2EE a1 S SEQ ID NO : 68 IS FY - RIS e 2 Ea
& SEQ ID NO : 74 fyfzEEE 5 -

© [0033) FE—itEBSEYEHET RS 11 B E—IEATEY S NPR1 5
H o BT S E A4 SEQID NO : 78 AR FS I ET#E L
& SEQ ID NO : 79 (i £B 5 7 -

[0034] 75— B BB I B i J7 25 40 AF—JEFTRET 5T NPR1 88

Hoh iy B S EE S SEQIDNO : 15 EERES I T #E L

< SEQ ID NO : 16 BB EFE FFY) o

B24E - BIEGEHEAE)
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[0035] E—EBHNERITES O HE—HFRAH NPR] 588
HopZ EE T EEN S SEQ ID NO : 7 WEERFS] - MZEETEE L
4 SEQ ID NO : 8 {YRrEE %

[0036] fE—LLBEERVE I 7 &+ W _EE—IHAT A AIH NPR1 Hi kg
Hoop i E#E ] 280 8 SEQ ID NO & 11 i BET T - M i 2
< SEQ ID NO : 12 HyREEE 51 -

[0037]1 E—LBRHNERTE T W EE—TEATRATH NPR] HiE8
Ho 3 EE TS E RS SEQIDNO : 13 AR FY  IZRET#EL
& SEQ ID NO : 14 Byl E L5 -

[0038) 76— L EBEATEE M7 8 41 H4F—TEFFIRATH NPR1 5188 -
HhZE#ETEHESS SEQ ID NO : I A REFEY » MIZRET #EL
4 SEQ ID NO : 10 {yBEEEEFF1 -

[0039] E—EEHmGET » M EE—IHAZAIHT NPRL kg - Hi
ZPi NPRI HilSRHBERE  E—BERATES > &R EEE Fab -
Fab' ~ F(ab')2 ~ Fd ~ Fv ~ scFv ~ dsFv 5 dAb -

[0040] fE—SEEHTEF » M EFE—IHATZAYHL NPR] kg - H
BeERNEENEEEEE  E—EERTE T  ZEBERNCER/A
IgG1 ~1gG2~1gG3 ~ IgG4 LEFMNEREEE s £ LEHHET > &
WEEEE/A K )LERHEEEE ) F-EER T EPRENTEESS
SEQID NO : 86 = 43 Ry A 75 » HE#EK EE A= SEQIDNO : 44

HIBE B R 751 -

B2 H - H BAEEYHRTEE)
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[0041) fE—EEFES > W HE—FEFTIEIHT NPRL Bif8 - %

NPRI Hif8 & B AR E » Ho >

a. ZE#EA S SEQIDNO : 89 5 127 » sEHEFZE/) 85% (Hla1 2
/1> 85% ~ 87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%EL 99%)ZFI[E
— MRV AR RS » MK AE SEQIDNO : 90 5 128 » SREHHAAZE
/1> 8596 (FILNZE /D 85% ~ 87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%
5 99%) 75 E — N AR T 5 5

ZEH#A S SEQIDNO : 110 SBEEEFZE /) 85% (HIAIFE /) 85% »
87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%EX, 99%) 7 FI| [F] — 4 B ji
B Fpy] > FIZE#EE S SEQIDNO 111 - sREEBE 2/D 85% (HldE
71> 85% ~ 87% > 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%EL 99%) 55 [E
— MR BEERR TS ;5

b. ZEHEAE SEQIDNO : 87112~ 1135 114 EFZE /D 85% (%
#1270 85% ~ 86% ~ 87% ~ 88% ~ 89% ~ 90% ~ 91% ~ 92% ~ 93% ~ 94% ~
95% ~ 96% ~ 97% ~ 98%EY, 99%) FFFIFE — MR AR 73] - MIZK#EE S
SEQ ID NO : 88 » EREIHEE T/ 85% (FIAZE D 85% ~ 87% ~ 90% ~ 93%
94% ~ 95% ~ 96% ~ 97% ~ 98%EX, 99%)FF[E — i AR FY ; 5

ZEHAS SEQIDNO : 102> SREHEFE /D 85% (FIANED 85%
87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%IK 99%) F 51l B — M Ay i
EREFF5 - Mz s SEQIDNO : 103 - B H AF 2 /D 85% (BIAIE
1 85% ~ 87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%IK, 99%) FE5I [
R 5

26 EH > Jt 134 H(BHRHED)
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c. ZE#HE S SEQIDNO : 995 122 » sREHBE = /D 85% (fla1E
/1> 85% ~ 87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%3IX, 99%) 5! [
—MERV BRG] FIZE#Ea &5 SEQID NO : 100 ~ 123 5 124 >
HEAZE/D 85%(FILZE D 85% ~ 87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% -
97% ~ 98%5 99%) FFFl[E] — ARG B g 751 5 B

ZE#AE SEQIDNO : 106 » BCEIHEE /D 85% (FlZE ) 85% »
87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%EX, 99%) 5[5 — M8y
FEEEFY] - MZEE#EE & SEQIDNO : 107 » SEHBHFZ /D 85%(FlAIE
/1 85% ~ 87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%EX 99%) ¥ 5 [H

—MREEIRF Y ¢ B

(BIANZE 7D 85% ~ 87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98% K, 99%)
A E— N EREFY] » RIZEK#EE S SEQIDNO : 47 AEEEAE
/1 8596 (B ZE 71 85% ~ 87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%
2, 99%) 5 [E — I ER F5 5 5

ZE# s SEQIDNO : 108 » sREAH BH 2 /) 85% (Bl 85%
87% > 90% ~ 93% > 94% ~ 95% ~ 96% ~ 97% ~ 98%EX, 99%) 5[5 — M iV &
KBS FlZE#a S SEQIDNO : 109 sRELH BAZE /D 85% (FIUIE
71> 85% ~ 87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%EK, 99%)E 5| [H
— MR AR Y B

e. ZEHMAS SEQID NO: 115~ 1165 117 » sREHEEZE /D 85%
(BIENZE /D 85% ~ 87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%EK, 99%)
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FEoIIE — MRl 2Bk ) > Mlz#i#a S SEQIDNO 118 ~ 119 ~ 120 B,
121 SR HBHFZE /D 859 (FIAIZE 2D 85%~87%~90% ~ 93% ~ 94% ~ 95% ~

96% ~ 97% ~ 98%EY 99%) FFF [E— MR AR Y 5 B

87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%EY, 99%)F 5| [E— Ay fE
By MZEEEE & SEQIDNO : 105 BB EHEF /D 85% (FlE
/1 85% ~ 87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%EK, 99%)fF 5| [
— MR E R RS -
[0042] FE—LELEFHEITET » 41 LE—IHFTAHT NPR] k8 » %50

NPR1 Pifefo & EHEFIEsgE » Hop o

a. ZE#EE SEQID NO : 89 WAL FF » flzxikiE a4 SEQID
NO : 90 = 128 By E L FFF 5 =

ZEHAE SEQ ID NO : 127 WFERRFY > FigZE#EE & SEQ ID
NO : 128 (IR EBEF 5 B

2 Ef#E A& SEQ ID NO : 110 (iEERFF] > Rz a4 SEQ ID
NO : 111 REERE T 5 5

b. ZEHAE SEQ ID NO : 87 ~ 112~ 113 Bf, 114 (EFEREF5] - 71
ZERGEA S SEQ ID NO : 88 R EMFES ; =

ZEi# = SEQ ID NO © 102 Byl ARE 75! - Mz a & SEQ ID
NO : 103 YR EBE P51 5 &

c. ZBE#H S SEQID NO : 99 WREFEFFY - RIZE#E A& SEQ ID
NO : 100 ~ 123 B¢ 124 BB 5 5 5
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2 E#EM A SEQ ID NO : 122 WEERFY > i & SEQ ID
NO : 123 =% 124 B EEEF5 5

Z Ef#Ef 5 SEQ ID NO : 106 WYiFEMEFF » FlZEH#EE 4 SEQ ID
NO : 107 WYREERE 751 5 5

d. ZEHE S SEQ ID NO = 101 ~ 125 B¢ 126 BYREAEL/T51 - FIKEE
S SEQ ID NO : 47 Nl EEFE5 5 =

Z EHiE & SEQ ID NO : 108 Wyl ERE 77 - TiZiK# a4 SEQ ID
NO : 109 FYRFEBE 51 5 =X

e. ZEHFAE SEQ ID NO : 115 WFARR/F7 - FIZK#E TS SEQ
ID NO : 118 ~ 119 ~ 120 ¢ 121 (I EBEEY] 5 5

Z EH#EH 3 SEQ ID NO : 116 WER 77 » FlZE#a& SEQ ID
NO : 118~ 119 ~ 120 =5 121 HyBER S ; 5

Z EfEA S SEQ ID NO : 117 WFER FY - %D%%?é%@é‘ SEQ ID
NO : 118 ~ 119 ~ 120 B¢ 121 §yREEEF 51 5 5

ZETE SEQ ID NO : 104 i ERFY] » FIZE#Ea 4 SEQ ID
NO : 105 WY EEE T -

[0043] FE—LLE T ET - 0 EE—HFTAET NPR] $ikg > &L

NPR1 86 & H AR GE - H

a. ZEHE = SEQIDNO: 89 KB H BHFZFE /D 85% (Hla1E /) 85%
87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%EX. 99%) 7% [l — 1 19 i

B3l FIxEEgE = SEQID NO : 90 » BB H BAZE /D 859 (FlAIE

F29E £ 134 H(RERTE)
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1 85% ~ 87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%E 99%)FFI[E
— MR T 5 5

b. % EHE S8 SEQIDNO: 87 AFED 85%(FlMIZE D 85%~86%
87% ~ 88% ~ 89% > 90% ~ 91% ~ 92% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%
5 99%) Y E — AR F5 - FIZEiE a4 SEQ ID NO : 88 » =8
HEHFZE/D 85%(BFIAZED 85% - 87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% -
97% ~ 98%EL 99%) [FHI[E — MR BB F5 © B

c. ZE#ME S SEQIDNO: 99 EHEBHFE /D 85% (HIaIZE/D 85%
87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%IK, 99%) 5 51l [F] — 1tk 1Y
E s 75 0 AR &8 SEQID NO : 100 sEH AEFE /) 85% (4
Z/D 85% ~ 87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%EK, 99%) 5]
B — MR AR RS 5 B

d. ZE#HEAE SEQIDNO: 101 BB HEEE 2/ 85% (HlA1E /) 85%-
87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%EL 99%) F 5! [F] — M HY B
EBFT > FIZKEAS SEQIDNO : 47 » SEHERZE/D 85% (1=
/1> 85% ~ 87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%EX 99%)/FF[F
— MR ERR T -

[0044) F—LEHTED - 0 LF T NPRL 5if8 - &40

NPR1 i8S B EEHE - Ho

a. EHEfE SEQID NO : 89 WA F5 » I E & SEQID
NO : 90 R EREF71 ¢ B

F30H It BAEEGYRAESE)
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b. % EHEEE SEQID NO : 87 HyBEREFS! » A EEHEA S SEQID
NO : 88 WY EME 751 + 5

c. ZEM#HEEE SEQIDNO : 99 FIFE Y - M4 SEQID
NO : 100 #yf B w51+ 5

d. ZE# A3 SEQ ID NO : 101 (YEEREFY] - AIZEK#EE S SEQ
ID NO : 47 By EIE 75 -

[0045] FE—EEBEKITEF 0 LFE—HTEIHT NPR] HL
#ZPL NPR1 i B EHEAEHE - P2 E#ES SEQ ID NO : 89 1y
=Y - M E#E A & SEQ ID NO : 90 Fyle B 75 -

[0046] TE—LERNEMSTEF @ LE—TEFIAIHL NPR1 HiLiE
ZPL NPR1 JiiBE S EEMNERHE - HPZEHEHES SEQ ID NO : 87 iyfF
EBEFey - FlsZ g & SEQ ID NO : 88 FYFEELFF ©

[0047] E—®EBNERKTEF 0 L E—THFTAEYHT NPR1 Hiis -
ZPLNPRI1 JLESE & B S ATES 5 - H P ez i HV I ERR 7 7030 SEQ ID NO:
89 Ay~ - MR R 8 0Y B BB 7 71140 SEQ ID NO : 90 ffirR e

[0048] E—BAEMERTZEF W H{E—IEFTZ AT NPR1 42
Z YL NPR1 P 3 B # RIS H h s Bl i &R 55140 SEQ ID NO:
87 FioR - RIXERSEATIEE L5140 SEQ ID NO : 88 Fi7 -

[0049) E—SEEBBNERTZE Y {0 EfF--TERraEY P NPR1 fifs
ZPLNPRI jiEE B S E RN P2 BRI ERT540 SEQ ID NO:
99 BT - FIESHRE I HERFF B0 SEQ 1D NO © 100 o - |

531 K » £ 134 (& THRHE)
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[0050] fF—Lb B EEHE T &£+ W LT —IRATIEI 5T NPR1 $i8
Z YL NPR1 Hi A8 A & B SRR - H 3 S nV i A B P 540 SEQ ID NO:
101 o » Iz SRyl R BL Fr 5140 SEQ 1D NO : 47 FioR e

[0051] E—SEHEITE T AiGEEBRME—E o BENHL NPR] HiH8
HEARTEM{E— /AT HYHT NPR1 HUaeis FE4E S A NPRT BUHERAL -

[0052] E—EFHETET - REETBEMEENH NPRI iR EEE

£ %2 hNPR1 > fiAEL NPR FEHE Atz & hNPR2 f1/2, hNPR3 &£ &

fb

[0053) fE—SLE T F - ABEFTOBAIHIL NPRL Hifg - BUNR
30 MBI/ 27 nM > /NFS 10 nM ~ /NS 9 nM ~ /NHA 7 nM ~ /NFA 5 nM ~
INFA 4 nM ~ /N 2 aM s /NS 1.5 nM ~ /N 0.1 oM~ /N 0.05 nM)AT ECsg
{HEL A NPR1 454 » #% ECso [H2#5H ELISA JIEHY -

[0054) E—EEHITE S » RGEFOBAIYL NPR] 5k - EH K
10 nM ANP F15 T » $98E49E2 hNPR1 CHO-K1 » cNPR1 CHO-K1 454 -

[0055) FE—EEmTET » XBEFTRENDL NPR1 Hife - 95K
# hNPR1-CHOKI #fiffijEE &= cGMP -

[0056] E—LEHITE T > AIGTEATo BRI NPR1 HUEMHE LS M
MIBERENEERNER EREEEZRE /NG cGMP E4L -

[0057] 55— @ ARBRE-EBEERY - HEAW LE—E
FratAyPt NPR1 Hife LR —EEEEEEE F a2 (VR - FHEREE
B E—LERTEY  ZBERERYTEGEE)—EE IEFEN -

[0058] E—LERMITHET » HPZBEMELWFEHE T ~ FBIRA -
B~ BERNEELANREA -

30 8 » 3 134 EGIREE)
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(00591 S5 —EJTHE @ AiEEEeft—EREEHY - 84S 1
FME—HATHAY T NPR1 SLEENES T B BUES TR EZ
NPR1 e BEM - 28 T 2B TUERER - SRR - AN EE
B ~ BESEE - B IEEEY - SaE - BrE - LB LEY B
BEET > U RHEMEE

(00601 %—751E » AEERSBENZEE - EHEHN EE—HFTI
By NPR1 88 -

(00611 »—75H > AEBRE—TEEHE > AEa0 L E—THREH
paniop Al

[0062] 55—750 » AEERH s M a8 b E—TEAT
ALY 73 BRI R -

(00631 55—J57HH @ A& ETEEM—E AN BRI & PHY NPRI JRECE
f BB TR 5% 5 AR s R B AU T (£ — IR AT ACAY 5T NPRI SiAG#1% -
Wiz HZ ol NPR] iz NPR1 JRECE R R Z MV E SYHERE  HF
Al EI%E S YRPFEEZ NPRI JRECE R B -

(00641 >—T5HE @ AEFTRME—TEEHR - FAMEEEE NPR] HE
AR BORIE BY D7 7% » ST ABE A R 2 EE A 0 £ —HPr R it
NPR1 §ifg ~ A LAE—TR AT B B BE4H B ~ B0 AR — IR AT A B G2 48
Bt -

[0065] Z5s—75HE » AiEERft—EERGANEE - THITEEE
NPR1 MHEIHVEREGHENE T AR - GERZRERAERANE

33 H v 3t 134 H(HHEREE)
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HTEGERENN BEIEATRA ST NPR] Hi88 ~ B0l BE—THAT Ay B8
SELH R ~ B EAE—THPT IRy SR R (R Y -

[0066] 55—7J5ME » A48 Bafe fit— M Al fE EE Ry 41 _E A —JHPT Ak A 3L
NPR1 Hifig ~ Bl LA — TR A HCHY B8 B8 4H 5l ~ B B — TR AT At 1Y o 12 1
Bt - E—EEAET - REVIRER - HTRGEE NPR] FHEHY
HRIRBIRIE -

[0067) &£ —LETE T W EE—IHT M EREUREEE LRS-
=M - BEIMERR  mEiREIRER(CAD) - tiints Ofgs (THD) » 24k
P AR > LEOE - BEEOHUBEMECM) - BRHEEOIUE - 2 11%
MERLERE - DEAE > FEHAF) > HiEFEE - BREFE - LEE
AL LEEE > AEMEEY - BERRE - LHESEWMID) - FRERE
FEREEE - B2l - BIEEE - AREFERGSE - BEERER - J30K
fE - FOEHR - B - BlEDERAE 0 BRERAEAE - RE - B BRSERKSE  H
i1 > MEREAEE -

(00681 FE—LERITES » W FE—IFFTHRY OIS E B 5153 8
tRE Y.L ERIG(HFpEF) » S 1153 B R R0 15 (HFrEF) » 5oy Bk
{KEY0FEE (HFmrEF) » & 0 IESL R OB ESREEREE L ES £
EERGEY  WEE—HRENLEE RIS BIRENLES
(HFpEF) -

[0069) FE—EEFHITE T » A EAE—IRAT ALY = i BE R B oA M v
B o

B34 H 3L 134 HEHREAS)
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. EENGESTER)

[0070] 1A BI/RPL NPRI g4~ hNPR1 HiiJR 4y ELISA Eia&E

B

[0071] 1B BRPL NPR1 Hifeés& hNPR2 HiJEHY ELISA FER&S
=S

[0072] 1C #R_Pi NPR1 $Hifle&s & hNPR3 $1RAY ELISA HEE&E
5

[0073] 2 BURYL NPR1 HUASH 3 hNPR1-CHOK 1 4 fE 4 cGMP
NEBRER

[0074] [ 3 B ~HL NPR1 HifE8 NPRI S ENEFERGERE

[0075] W& 4A B/x Hul02H4L6 HifEdE N E e B Ak 4 i R a9 %%
cGMP B4 EFE4ER

[0076] [E 4B Z o~ Hul40HSLS-11 HLEAE P e B A 1% 4 AR o 69 #)
M cGMP EEEREG R

[0077] [ SA BE/RHL NPR1 HiRE% ANGII 55E 1Y =M B hNPR1 &f
& FEER/NEUREBRNEZE

[0078] [ 5B & ~PL NPRI1 Hife¥s ANGII 5585 B hNPR1 4
A FEER/NERIEF R E |

[0079) [ 5C EH<#i NPRI Hris ¥t ANGII SEEEY = B hNPR1 4§
HFEER/NENFIERBNEE ;

[0080] 5D BE RPL NPRI gy ANGII s5Z /Y= B hNPR1 4

ETFEER/NE DR E
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[0081] S5E B/RPL NPR1 Hii6 ¥ ANGII FEL S IMEE hNPR1 4
& FEER/NEHNMAEFH cGMP BENZE ;

[0082] [ 5F ZE/"Hi NPRI Hifg¥ ANGII 5FEAY S B hNPRI 41
& T EERNRE R P cGMP IS ;

[0083) & 5G Bim458%1% ANGII 55y S A hNPR1 44 FHEE
PRl /IN B B i 45 o Y 4K BE I B Y

[0084) [ SH B R#T NPR1 Hife¥ ANGII sFEHY = MEE hNPR1 &

& FHEER/NERMEE FFH NT-proBNP R ;

[0085] [& SIZ-mHi NPR1 HikeH ANGII &R S MEE hNPRI 45

FEER/NENRE TR TRENZE -

A

s

L0086] BT EABEMAIEE - LT H R AR e T
il - BIFE A RS AR - AR 2 AR S
G R S B B AR R A A 3

0087 3555 2770 o 5 B 1 o P L R — (7~ D
B RAEEEIE - BRI E T SOR BRI I, -

(0038) FR3E LT SCSANERESR - FHIAEEA R 09 Rt i B
b S A < BT A S A S AR IR I B
TR e S B

F36 H - M B4 HEEGYHRTE)



202504927

910369

[0089] flsE“4HREAT 2 Hh —E4IIE R - fE RN E
TERNHEHEHRENESBEN—RITE - SRNEREFNEFaEERER
T ERT B(ERFIESEN S IR - ~EIER R F a5  mIL-
2 ~ IFNy » TNFa + CCL-2 1 IL-6

[0090] figaE “FI/Ee” » BiEEE M H " MESR - FIMME“A -
BRI/ CPEEMEUT THFNE—E:A-BRIC;A-BH C: A
C;AZB:BEC;AFIC;AFMB;BfC: A(ES): B(E¥): f1 C(E
&) -

(00911 735 B2 A Al e 2l = 7 RS A1 B T B 540 J. biol. Chem,
243, p3558(1968)HFFil -

[0002] fiisB“NPRI”ZHEFAKZHE 1 WA LINVKZE A 8
(ANP-A » ANPR-A B NPR-A)NI S HEEE(LE A(GC-A) - flf3E“NPR17{5
HY R RAFERN NPR1 A E (FIAER IR AT - BT ~ EAFTSES
mEEnkX) - A NPRIZEHQEF SEQID NO : 4 WHARFF - KEIE
NYIREBIA - AN~ RE 1R - - 9 - FEEE)H NPR1 73 TRV AR T
FIE A EALE IR - Fl40 - &% f% NPR1 &[5 NCBI 5% : XP-005541809.1;
R E. NPR1 ZH - Uniprot 5% : P18910 - S EAREH T ARBNEIBES
#RAE o [HEFTB SR T B RS MSE BB A TSR NPR1 @
HA B BB B A H B -

[0093] fios5“MeEiE" B RAEENE RN EER » DURDEX
IATFEHY B B R JE DAY 07 RS 1E VI B DU R e e 1Y) - R AR
FAENRE R E B EHE USRI AR - DR BREETINIB LA

537 H - 3 134 H(BYHRHE)
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B o BlARARRE TS ~ v- IR E ST O-MER e le - FARBEIY R H
RAGENEEAREEHRAERMEBERAIES  BE  BER R EEE
B o BRMLEY) - GlUE &L - IERE - FH IR R  F BT IR
FES - IR OB S EaHE R ZE (B0 IR ER) S 8RB R 2%
BiRHHRARFENRERERNENLB2ER - MEREEYRIERR
Bz EM N — R EEEB A ENERE - BRUERATFENEERB Y
T EGEE VBB SR -

[0094] fifsh M Mk 28 B8 B I B G A (R I B RR B IR ~ R4S
EANMEHT - 7 SUETTEUR ~ 8RK - mANEBHERESRKERESE
R NERKEEREA RO SRR Fo RBHES -
Elg P51 wi Ao M98 A ELIE 1E 25 IR A9 B B D A/ SR B I HY GRS RITE A » B
R AR BT DI RERAM - E—BERITRY > HEREEREIE
OR ST YRR B A B I - B — (B B 2T B A R SRR/ B b2 R 1R 5
— B R TR A - P B U R IR R R RV AR B el 20 TR AR RL
EBRATTEY (B 4- BB EL ~ 3- AL - SRR - maRiglt » 5-%
TR R ) B - T DUE LA R A RV B LR AL B B R e 2 -
BEJTETUAECEHESE - PCR BRRAKE - FHEFERTREMIMNYK
S M RL IR MR B E Y 5 0% - AMES2Bafth el e A Y » AP A {E A &
TE ARG B — I AR Ze 8 - K30 TR AU B+ A REER T AR
SRS SE L BRA B ESRR R AL - 40 102S - FIRAE 102 ArBE FRREBE AR
S - C102S RISRIREE 102 fiuffl EMVIEERRBEEHRRAR CEERT S -

%38 H » It 134 E(ZWRTE)
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WEE KIEF AN B+ R BB R AR J7 20 BRI S BE A BE AU SR B » 5% Ar B5EY
JRAG AN HoreE H B B A R -

[0095) fosB-fife” lxERMEN » W HRERXIEIBERE - G H
FRPEMRDUEE - SR EREETE > SRHEETBGINEE R
bR aRIUEBNIER BEEHREERE  SBREaHD)  REE
PR HHENRES S -

[0096] #iTzE“RATR IFRAFEENREREADF - fll0 0 XA
IgG PLREESY 150,000 ERENRNUERES » B MBS IR REE
T REHEER - € N2 Cly» BRE#EA —(ETEE(VH - XEFET
BEE - ERETEE) FEREREEE RALGCEHEEEBEEE=
&R 23 (CH1 ~ CH2 R CH3) - F{Dsth > 1€ N & Cly » BRI H AR —
HEEE(VL » RE/E T SR, %«%ﬂfﬁﬁbﬁ) BB — TR R I (R
HEE - CL)

[0097] Mot bl “CBIE NS B LRI LR -
IEEAARMBEBERRUNSRIEROATHAREN Fo BIYE
SERYEIEE - RATENRRECOEKETERE VL REERE CL» VLER
IR E R REEEEARE « Kk L # BEECETEE VH RE
FEE(CHL ~ CH2 k; CH3) » VH ERE I EERN - fEEERRBER
i > Eop CH3 B Z RRAVR AR > B v BT EE - 58 [eG(a
& IgG1 ~ 1gG2 ~ 1gG3 K 1gG4 52 4) ~ IgA(ELTE [gAl J 1gA2 &) ~ IgM

Kz IgE o

5539 B » 3t 134 H(BYREE)
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[0098) i o8 B fs oy 888 1 ol m 88455 i A8 22 G G 0 v 0 I i B
EEPURIER - AXH > UBEETEE(VIHARETEE (VL) SEE
(& R <FEVAE 2R & (FR)FI =& T #H L EE (CDR) - H - iT B AR EE " E
“CDR”#5 0] BEE N T B TIRE SR “IBR"H“FR” 2k
CDR 5EE 7 JNgy v S 4EREIR & - VH & 3 {8 CDR & : HCDR1-HCDR2
F1 IICDR3 ; VL &4 3 {H CDR & : LCDR1 ~ LCDR2 1 LCDR3 - %&:{# VH
VL Efefe & R im (7 N RKim) BEERE R IR (1 C Rim)# LT IEF
BEFIHY={E CDR FIVU{E FR f&xL : FR1+-CDR1+-FR2~CDR2~FR3+CDR3~

FR4 -

[0099) "TPAIFEH &R AXTTEREE CDR HEEREFYIER - 4

40t “Kabat”47 52 3R RIl(2 B, Kabat Z(1991) » “Sequences of Proteins of

910369

Immunological Interest” » 2 5 hk > Public Health Service » National
Institutes of Health > Bethesda » MD) ~ “Chothia”4g5%R Al - “ABM” %z 5%
A ~ “contact”4g 5% »R All(£ B Martin, ACR. Protein Sequence and
Structure Analysis of Antibody Variable Domains[J]. 2001)f1
ImMunoGenTics(IMGT)47 37 # Rl(Lefranc> M.P.% - Dev. Comp.
Immunol. » 27 » 55-77(2003) ; Front Immunol. 2018 Oct 16 5 9:2278)% ;
BRI R Z MV H R A2 P BRilrd B+ R A B E MHE AL -
RPIERY - TR 1 FRR -

FA0H - A BLEEHRTE)
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#% 1. CDR 458 240 2 M HURE &

CDR IMGT Kabat AbM Chothia Contact
HCDRI1 27-38 31-35 26-35 26-32 30-35
HCDR2 56-65 50-65 50-58 52-56 47-58
HCDR3 105-117 95-102 95-102 95-102 93-101
LCDR1 27-38 24-34 24-34 24-34 30-36
LCDR2 56-65 50-56 50-56 50-56 46-55
LCDR3 105-117 89-97 89-97 89-97 89-96

[0100] BRIESFEHRE » ARBERAITHITEERM CDR HEH
“Kabat”4m SRR 7 - (R EEERNVERITEF - SRAT Kabat 5 RIKR
E R AR A (B R H MRS RS ATV R ER T )7 R R E R R 7 % -

[0101] flgsB“Hifeh B iE R EN & RN T 7 HEaxEhiE
E sy - ZES EEBPIRTEENTEEES - iR BNESIEEAE
KFEFA Fv ~ Fab - Fab’ ~ Fab'-SH ~ F(ab')2 ~ I} - B4 Fab(scFab) »
EEGEE - MR - BRI scFv) s DR EEBE BRI SR
MediEE -

[0102] #f7sB“Fec & 2R BT & &EE” AN EHEDIREH#N C RinE
I - EFERAR Fc BFIBUEN Fc B - E— 8 FHITES - Fc @EETHE
SR EI R EEEE - FE— 2T T E S - A 1gG E#HH Fc BER AR
Cys226 fir B JE Hy B EL e BB EL B4 Pro230 JE{H 2 HEBE RIS « FIFASCHT
Ry & Fe BERE A I1gGl ~ 1gG2(I1gG2A ~ 1gG2B) ~ IgG3 1 1gG4 1Y
Fcl& - fE—HHITEF » Fe BREBREFEL - BlEhk Fc EBHY C

A4 H - 4t BAREYRIHES)
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Xﬁﬁ”ﬁﬁﬁiiﬁﬁd%% EU 4RI 2V 447) B0k %k e l& By C RimH #E LA
R EE (RIE BU 4RIt RGHYIEE: 446 T 447) - [RIESSAHRI > Fe BHIGR
SRR BU RS 288 - XHE(E EU &3] -

[0103] #lrsE“dr & Priefabrie T Ay E /8 # ey — 20 B R ER
SRIREAITELTAE - 10 B/ ERES SR RIBR B 4 B S5V A B IR T A4
ORI

[0104) #iFsR“ NIR(L PR EMREIEATIERNKEL - HRFEAT A
AEERERENTES - 540 T FEHREIEA CDR &I A R AHEY
(Bl > AEWE DL T B & RRE IR B 0 ) B A ST A Y ELER Bl 1 2R B3R -
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ERPE - AN ERREHRE2EANREEBEN NREDEE -
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REHEREM) - 7] DUEAARERA TN F AR E N KD E - fla -
HEDBRERG O LGN E R EFILIR (B Biacore) » Hi#E H A KR F
e ASET)RIE AR FRIER S -
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HERENELT O ERHELEREEES  §i40 £/ BlAcoreTM
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MEEZT » ZHIBHRIEE S A A TEEBEAE FEEERFTIN
ZEAEDE  HBEEREESHERERA - “BER"RREEL FEEN
TEHRESNIENSE - LEFEERREREREAFEFAKRE
Ebife - £ BEHITES - ABERENVIIEBEERIE -

FAH H BAEETRES)



202504927

910369
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[0112] figRE RACIEAEHANBRANRE SR REREES R
JR L EVEE IS (area B region) - Al P DA Hy LA B 5 (R MR A L S
SIS ER(BRRL) - FIURGIRNTEEELRESBEHEENDUR
MY =R E) T B R ZE R ST - MERAUMGHRANERER  E81EE
RIMFET @ iUEHBERRUNESERE - RUESSRNER EHERN
ED3>BD4-BDS B 6 BT K810 HIREL - BREGER
TESRAL FI LB (BN A LE 4 & A B RALHY) BT DASE F AR SEIR BT 5 A R AT
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LR BEEER (R Prot. Sci. 9(2000)487-496) ~ I3 X [HEF -
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S B P IREE ABUBET Fo B RAE & TR Clg» Clq TS
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I INET DNA & Bk - Ss— BN EIR S R E8E - Pl HEREEHE
(AAV B, AAV2) » Hf1 54 DNA BEE ] DUEBR BB EE R F - Kb
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FEAIRE(BIA] - Hep G2) ~ A549 4Ii ~ 3T3 4IAAN HEK-293 4Hiff - EEH
AR AGAEE M - EFINE KR E/RE & (Pichia pastoris) ~ 5
[ E I EERE(Pichia finlandica) ~ J&% E/RE R} (Pichia trehalophila) ~ B} 7
fir & 2 JRr B fF(Pichia koclamae)- fE R 2 J8 B HE(Pichia
membranaefaciens) ~ /NEFREERE(Pichia minuta)(Ogataea minuta ~ Pichia
lindneri) ~ il A # % 7R B¥ & (Pichia opuntiae) ~ |fif 2\ & 7~ B RF(Pichia
thermotolerans) ~ flZE JRIE RE(Pichia salictaria) ~ & B E® 2 /RE & (Pichia
guercuum) ~ F {4 & £ JR B & (Pichia pijperi) ~ B £ JR B &(Pichia
stiptis) ~ FH % & 77 B £ (Pichia methanolica) ~ R EFE - BEE T
(Saccharomyces cerevisiae) ~ EVEE R E - % F £ % ¥ & (Hansenula
polymorpha) ~ SEE KB - A2 E 4R (Kluyveromyces lactis) ~ H
A% E (Candida albicans) ~ ZHEE - fE &S5 E (Aspergillus nidulans)
#l 7 (Aspergillus niger) ~ JK £l #i(Aspergillus oryzae) ~ & K K #
(Trichoderma reesei) ~ &5 [ (Chrysosporium lucknowense) ~ §f J] 5 /&
(Fusarium sp.) ~ 7R JJH (Fusarium gramineum) ~ 3£8# /)5 (Fusarium
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EEEANERENGAENE - ERANEE R MUBRERIRIRREIEIR -
0 H B2 B R BE A B AR RE B IR - B DAH M 5 =PRI - FHBE ~ B8
B B B R TR AR RR B DA R ] U7 o B 5% 95 7 A R Y 3 ) A B AR AR B 2
RIE - ‘T ARE R ELE T 2RERK LA TEE HRE - Bl wEr;
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EEEH)TREMENE - BEERREMNBRLESLS T —EHEZRESR
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[0136] AIJBERME T H1 NPRI il ETIURE SR & HEEH#HS
BHERE - Bl RFHEERIGNHE ~ 22t - 2B 1 2R RN g
WAUEREE ~ 3E - AENRELS) -

AEIMERY DT NPR1 fifig
[0137) AiGEHVETEHEE I JiAc 550 102-127~128~135 F1 140-

BUR PABLAS 140 70 102 Rl il A 1§ E RV 1A -

v

[0138] "~OIMERY » ARIFERYHL NPR]1 ik » O E#E S BN
HETEE 0 B
a. ZEGETEEAN HCDR1-HCDR2 1 HCDR3 43544 SEQ ID NO:
82 f1y HCDR1 - HCDR2 1 HCDR3 HyBEE S FF51 » ML ESHE ] S & 1Y
LCDR1 ~ LCDR2 1 LCDR3 43R4 SEQ ID NO : 85 fFy LCDR1 -
L.CDR2 #1 LCDR3 BB ERE R3] 5 B
b. ZEHTEEN HCDRI - HCDR2 f1 HCDR3 474 SEQ ID
NO : 51 ~ 48 5¢ 52 1 {F-—F %y HCDR1 - HCDR2 1 HCDR3 (U EEE
Bl » Fl3 B4 T 84 () LCDR1 -~ LCDR2 %1 LCDR3 43542 SEQ ID NO :
56 tHfy LCDR1 ~ LCDR2 f1 LCDR3 {yf &L 551 -
[0139) REIMERY - AIHEBAIHT NPR1 Hiis - H/A S 5 1] 8 @ R
SETEEE > Ho o
a. % EHT SR HCDR1-HCDR2 #1 HCDR3 43 A4+ SEQ ID NO:
82 d1ffJ HCDR1 ~ HCDR2 1 HCDR3 HyBEEEFF] » FIZ o 4 E 1Y
LCDR1 » LCDR2 #1 LCDR3 43Rf& SEQ ID NO : 85 tHfy LCDRI -

LCDR2 #1 LCDR3 ByRrE L 51 5 =X
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b. ZESETEEAY HCDRI1 - HCDR2 1 HCDR3 43 RlE4& SEQ ID
NO : 51 f1fJ HCDR1 ~ HCDR2 1 HCDR3 By EE 5 » FIZ R HE a2
E#J LCDR1 ~ LCDR2 1 LCDR3 43R4 SEQID NO : 56 £§J LCDR1 »
LCDR2 1 LCDR3 fyE L E51 -

[0140] RABIMERY - AEEAHL NPRI i - HA & E 0] 8 S

HET] R o HAr o

a. ZEMTEEN HCDR1 A& SEQ ID NO : 29 FEREF3 -
HCDR2 &% SEQID NO : 40 1y E B 751 » #1 HCDR3 f& SEQID NO:
41 AR 5 » FIZEHE v # &R LCDR1 A& SEQ ID NO : 42 Hyf#
EF£F%] - LCDR2 A& SEQ ID NO : 33 YR s » 1 LCDR3 A&
SEQ ID NO : 34 fyl &R 75 5 2

b. ZESETEELN HCDR1 A4 SEQ ID NO : 45 ~ 17 5%, 35 (Yl £
FE%1 > HCDR2 A& SEQ ID NO : 46 5 18 YA Es %% » f1 HCDR3 & &
SEQ ID NO : 19 iy AR5 » RIZE## rJ & @AY LCDR1 &% SEQ ID
NO : 20 FYpEEEE 5 - LCDR2 A& SEQ ID NO : 21 \yl AR5 - fI
LCDR3 fi4 SEQ ID NO : 22 (£ g 51 -

[0141] RAIMRY - KiEGENHL NPR] Hifs - HES EH#E A B EME

PETEEIE - H

ZEfETEEN HCDR1 &4 SEQID NO: 29 fyfz A & 551 » HCDR2
4 SEQ ID NO : 40 FyfEERs /551 » f1 HCDR3 A4 SEQ ID NO : 41

R Ry M ES#E & & Hy LCDR1 A& SEQID NO : 42 Wy A 7
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%l » LCDR2 & SEQ ID NO : 33 iy E &) %1 » #1 LCDR3 & & SEQ ID
NO : 34 fyRe BB 751 -
[0142] 7REIMERY > AHBTEHIHL NPR] Hifs > HAE 48 0] 8 E K
PEE S > H
ZEMETE#ER HCDR1 A R/F5I4 SEQ ID NO : 29 Fim
HCDR2 WYz E: R 55140 SEQ ID NO : 40 7~ » 1 HCDR3 iN)e e ]l
41 SEQID NO : 41 firs » MIZIREE R & & 59 LCDR1 1Y EEE 75140 SEQ
ID NO: 42 Fi7r » LCDR2 Wy E & 73140 SEQ ID NO: 33 ff71: » 1 LCDR3
HYRZ B BL 75141 SEQ ID NO : 34 FioR o
[0143] FROIFER - AHEATH NPR1 SR - 30614 8 8 7] BEAIEG
GETTEE > Ho
2 EHE TS EAN HCDRI1 A4 SEQ ID NO: 45 Y E e /%1 » HCDR2
A& SEQ ID NO : 46 fyfzE:l&F5] » A1 HCDR3 & SEQID NO : 191
M ERE S > R ESHE A #5E HY LCDR1 & SEQID NO : 20 W EmEfT
%l » LCDR2 A& SEQ ID NO : 21 fyfi#E . %! - 1 LCDR3 A& SEQID
NO : 22 KA R 751 -
[0144) ROIHEEY » AIEEEAYHT NPRI Hif8 - H & B #EAK
PETTSEEE > Hop o
ZEHET#ER HCDRI HEEEEFYI4 SEQ ID NO : 45 FimR
HCDR2 Mg ERE f- 5140 SEQ ID NO : 46 Fr7x » 1 HCDR3 B9 fz B e 575

41 SEQIDNO : 19 Fror » flaz#Ss## i &1y LCDR1 AR EIL 75140 SEQ
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ID NO: 20 F77~ » LCDR2 A9z B g /%5140 SEQ ID NO: 21 Bk » 1 LCDR3
HYf BB PP 540 SEQ ID NO : 22 fiR e

[0145] REIMEHY - A#BEEAIHL NPRI Hifle - ALEIREIE - Ehl
B NREPESRENRNE  E-SEHTE P ZhiREREDE -
E—EEEITET Q%ﬁ%%%)kiﬁﬁm% °

[0146) REIM:AY - RIFFEAHT NPR] Hifd > EESANBNELEE

(FR) -

>¢E

[0147] RGIMERY - KIGEHVHL NPRI §il8 > ZEETEEEZKE
B IGHV1-46%01 9 FR1 ~ FR2 ~ FR3 fIZJEH IGHI6*01 ) FR4 » 3 H &
BRI EESEE 1E ~ 40R ~ 43R ~ 481~ 69L ~ 71V ~ 73K ~ 74P -
75S ~ 77P ~ 78A ~ 801 71 81Q &HpkAY&H H i — (B S % (B R A BL AU 5 RI/EL
T S EASRIEN IGKV3-11%01 & FR1 » FR2 ~ FR3 FIZE 7
IGKJ2*01 F FR4 > 36 B HE R IR L2 HE 20Q-58V 60D~ 708~
71Y ~ 7T7R 1 100A 4H Bk A94E H iy — (B 302 (R A B B - TE— L B i 77 %
B 2 PL NPRIHiE - Hih > EMTEER HCDRI &€& SEQ ID NO :
29 i EEL R %1 » HCDR2 2 SEQ ID NO : 40 By B#E 5 %1 » F1 HCDR3
B& SEQIDNO : 41 WAy » B EHETTEER FR 2R EHHY
A2 E 1B~ 40R ~ 43R ~ 481~ 69L~ 71V ~ 73K ~ 74P~ 755~ 77P ~ 78A ~
801 1 81Q &HREGHVAH I —EE L M ABIMA ; MZEE T EEDN
LCDRI1 &4 SEQ ID NO : 42 £ 5% » LCDR2 44 SEQ ID NO :
33 INEERL P - 71 LCDR3 && SEQ ID NO : 34 iy ERE RS » HiZ
ERGE T SR Y FR BR ARV ECE 23 E 20Q ~ 58V ~ 60D ~ 70S ~ 71Y »
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7TR F1 100A 4HECHYAHF Y —(HE S EE AR - TE— B\ T ZEF
bt AT EFI CDR EHHE Kabat REFH AT EHD -

[0148) 'RGIMEHY » KIGEHIHL NPR1 Hifs - ZEHBE T EE G SR
7> IGHV3-21*01 #J FR1 ~ FR2 ~ FR3 Iz IGHI6%01 fy FR4 » 3G HE:
RAWAAHYEEEEE 1D ~ 3K ~ 9E ~ 44R ~ 49A -~ 87S F1 93T 4HpkH04H
o By — (B B 25 118 i A2 B HLAR 5 R0/ B S o ] 38 [ A 2 2R A IGKV3-11%01
8 IGKV1-39%01 §J FR1 ~ FR2 ~ FR3 FIZEJEA IGKI4*01 i) FR4 » 3 H &
BREEHEEEEEE 4L ~ 43S ~ 45K ~ 46R ~ 47W ~ 58V 1 71Y 4H5%
AY4E P Y —E 20 2 (A R A B EU AR E—-Iﬁbﬁﬁmﬁiﬁﬁ Z Pl NPRI1 188 -
B3 EgEm & 1& /7 HCDR1 &% SEQ ID NO: 45 iyl B4 /751 - HCDR2
B.% SEQ ID NO : 46 fy A4 7%] » A1 HCDR3 &% SEQID NO : 191y
M EFEFS - HazEHaE ] BER FR 2REMANSE2E#E 1D~ 3K -
9E ~ 44R ~ 49A ~ 87S 1 93T 4H pliHV4H P oY —E S E e BB EU A RIRZER
PET S5 IE Ry LCDR1 A4 SEQID NO:20 FyFE R F %1 LCDR2 A4 SEQ
ID NO : 21 {EERE %] » 1 LCDR3 &4 SEQ ID NO : 22 i EM
P> HezEaE v B Ry FR ZARGEHRHEE & E 4L~ 43S~ 45K ~ 46R »
47W ~ 58V R 71Y SHEHy e oy —E i ER BB IA - T — R EH T %
1. EHER[EREF] CDR ZME Kabat §REHAIERD -

[0149) wEIMERY - RIBERIHL NPR]1 188 - Hp >

a. L EHPET G H 2B SEQID NO: 82 EF Z /D 85%(FlxnzE) 85%:
87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%TL 99%) %! [F — M I
ERERRy » Mz n #5491 SEQIDNO : 85 A ZE/D 85% (Fla1E

55 56 H » 3t 134 H(ZBIERE)
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/1> 85% ~ 87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%EK; 99%)FFI[H
— M ERE TS 5
b ZEMUEEEZH SEQID NO:51 B ZE /D 8595 (FIa1= 85%:
87% > 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%EY, 99%) 551 [E] —MEAY B
BT NzE# TSR T8 SEQIDNO : 56 EAZE/D 85%(Fla=
71> 85% ~ 87% ~ 90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%EX, 99%) 5751 [5]
— MR AL 5 -
[0150] "ROGUHERY » A4BEAIPL NPRI Jigs » H o
a. L EHETEEE S SEQ ID NO : 82 FIRFE B FF5 » Tl 5k i f vy g
EAE SEQ ID NO : 85 e L5 5 5
 ZEHTEEAS SEQ ID NO : 51 fyIRERLFF - Iz asan] &
E & SEQ ID NO : 56 Wyl EEEFF51 -
[0151] “REIMERY - ABERHL NPRI §if8 » HH >
a. ZEHETEENRARTYIA SEQ ID NO : 82 f7R » Fla% i o
S [& HY e L BE F 51140 SEQ ID NO = 85 iR 5 B
b. ZEH#E T BEEARR YA SEQ ID NO & 51 AR » MK A
S T AU R BS R 7 51140 SEQ ID NO : 56 fi7k e
[0152] /~ROIMERY - AiEEERIHL NPR1 Hifg - Ho - Z Bl NPRI Hifig
EMBRE BB AET - ZHiBR E#EE Fab - Fab' - F(ab’)2
Fd ~ Fv ~ scFv ~ dsFv 8¢ dAD -
[0153) RBIMERY » REGEAPL NPRL 5ifs - H > BaE#ENEE
e EE ff— BRI EF ZE#EEEE A 1gG1~1gG2~1gG3

910369 557 H » 3£ 134 H(BHHREE)
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IgG4 EBRNERTER  F—REHITET  ZREREE S A « 5
MSHEEEE F—BERFETZERKTEERS SEQID NO : 86 5 43
HIRE R G 751 eS8l E & & SEQ ID NO : 44 YA L 73 -
(0154 ROIMERY - AIGEERYPL NPRI HikE - &Pl NPRI HiRH R E
RIS - Horp o
a. L E#FEAEZH SEQIDNO: 89 EFEZE/D 85% (Hla1 &7V 85%~87%
90% ~ 93% > 94% ~ 95% ~ 96% ~ 97% ~ 98%EL, 99%) ¥ [B]— M Ay fer B B P
F > Mz e a2 B SEQID NO: 90 EF 2/ 85% (B2 /) 85% ~ 87%
90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%EX 99%) 5[5 — MR fE E S 5
55 B
b. ZE#EE S SEQIDNO:87 EHFZE/V 85% (Fla1 2V 85%87%
90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%EX 99%) 55| [E — MR e Ll e
F MZ s E &% SEQIDNO 88 EE 2/ 85% (FIE /) 85%  87%
90% ~ 93% ~ 94% ~ 95% ~ 96% ~ 97% ~ 98%EL 99%) 751 [&]— M AV R B g
Z1 -
[0155) E—LEWHITEF » A BE—IHFTLAPL NPR] Hiks » Zbi
NPRI S E & B HE » Kb
a. P EGENREREFES4 SEQ ID NO : 89 Fiimw » MR ER

541 SEQ ID NO : 90 fiim 3 &,

b. ZE#ENE AR FYI4 SEQ ID NO : 87 FiyR » MRk ESsB R £ L

5141 SEQ ID NO : 88 fiiF -

S8 H 0 3 134 H(BHERYE)
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[0156] REUMERY » AigBERL—EBAYHT NPR1 Hi88 - HBH
EE—IHFT AV HT NPRI FiA8H B 445 & A NPRIT S A -

[0157) ROIERY - RIGEEATER LAY NPR1 HiA8HF £ 4454 E hNPRI1
BCERAL - MREL NPR KR E A 8 hNPR2 #1/5 hNPR3 &4 -

[0158) 7REIPERY - ASBE AT/ EEAIHL NPRL 178 » DU/NKS 30 nM(f]
AU 27 oM > /NS 10 nM > /N2 9 aM ~ /N 7 aM -~ /N 5 oM s A 4
nM ~ /N 2 oM s JRNFA 1.5 nM s /N 0.1 oM~ /N 0.05 nM)EY EC50 &
B3 A NPRI REFME S » % BEC50 E2HH ELISA HIEH -

[0150) ‘RGIMEHY > AR5 EEFT4r BEAYPL NPR1 188> £/5 4 10 nM ANP
HIESL T - ¥9EE4EL hNPR1 CHO-K1 ~ ¢ctNPR1 CHO-K1 &4 -

[0160] RGIMEHY » AIETEFTBEAIPL NPRI1 Hifg - S9pE R
NPR1 H4HBE (40 hNPR1-CHOK 1 4Hif) & 4 cGMP -

[0161] HE—LEEIHITRT » KAEEFT7 BT NPR1 HLEEAH LM
MBEZENERINER EEFZRE /NN cGMP EA -

(01621 ROERY - A& E = AR A NPR1Y* AJR/b/NE > #EFRE R
BiE Ang I FELEHESMBER > FEREEEIH NPR1 JiaE A2
W E—HEHTET » AEBEHOBENY NPR] 88 > FAMIREHMSE
S/NEE Y EDV(SFRRREIAR) M BSVIRE R A S8 - £— LB
E - KIGEFBENDL NPRL 5l > THHIREHRELALEER - £ &
BHE T ES > RIBEFT BT NPR] Hi8 - TEHASES SRR O B
(heart index=D0EEE/NEBRE) - E— LB ET - KIBEFT RN
NPR1 fife - RS SR/ NEE LSS 0B -

59 H » 3t 134 H(BIRRE)
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[0163] sRBIMEET - AIEEHIH NPR] HLABLLIB B (L HE XX16
V)RE FFNE RS N ERBEGIN T REEY - F S e E YT
FE o AR BRI N R IR ) -

BiBe

[0164] E—LEHHET 0 ASCPRENTRE SRS -

(01651 fE—EEEHiTE D » AR EAOT IR ETIER & -

(0166 fE—L: B Hi /7% & i F B2 Fab-Fab'-Fab'-SH & F(ab'),
H E: > #5512 Fab B - “Fab” > H2 VL~ VH -~ CL 1 CHI &5H 4R 5
HYBE(E A B - “Fab | B AT LR BB A NE (QEEBUMEE LE1 - “Fab” &g
VL~ CL DU} VH F CH1 » &7 CHI Al CH2 GHl > BIAy B - DU
BAETE Fab'F BRHI IR S 58 R0 DU R S8RE — 588 » DB F(ab')2
53T - “Fab'-SH” R o {5 S W19 BB BR B 5 B B e B L 69 Fab' 5 B
“F(ab'),™ B & 1E 8% S 25 th — W g SR A9 (8 Fab B E369 (B H & -

[0167] £S5 — L EHiTET - Pl F BR S b - SHIAS S IuygE -
EHERERENETIRSEA M BONER B %K BEE—ES K (VH-
VL) & MR VH R VL - 35y 38 4 3 0 48 B — (6 0 L (9 G (8
SR T AEED S o 08 S SR R U S — R R S R 7
24 W E R S A R8s - RIE R LR AR E R -

(01681 53— BT > HilsH B2 B8 Fab H £ - “EL§# Fab
H BB “scFab” & VH » CH1 » VL » CL RISEFEAEBAT Sk » Eorh g Hige
SR N IHE C T AEAMTIEF 2 — © a) VH-CHI-#F5-VL-

CL » b) VL-CL-$25E-VH-CH1 » ¢) VH-CL-$#55-VL-CHI 5 d) VL-CHI-

60 H - 3t 134 HEHERHE)
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BWER-VH-CL- e —2F i 7 ET  ZBEEEA A2/ 30 i ARSI -
ESE—SEHATETS  ZFESRF 32 2 50 @HEER  HNEK - %8
## Fab |7 BR&& 1 CL f1 CHI Z WY KA TR T g e (L - 594h - T
AFRirm AW EEETREPIUE 4 NEETEETOUE
100 > 1R¥% Kabat &%7) LSRR — sk - BLoEM Fab o7 DUE— D4

[0169] =S —EEHITET fifeh REHIRNERN VHER VL
SETBIAH Y Fv R B -

[0170] EX—EEHGE T > filgh B H#TE R B(scFv)
“schvREas/ e KEEYBENIERR RNE)—Ea g EHE
SBENGUERA REISED - EPREZENEE T EEEHENRE
PR AR > SEAIRERBEES - WHHE P scFv fREFEFTRE RS
BRI RN - BRIERRIFEH - TRIEAS S scFv 7] LR —EIE 7
BA VL Al VH "J8 & > FIaEERZIKE N R C i 0 scFv ALVER
VL-#8E-VH B DIl & VH-#85-VL -

[0171] ES—EERITET Yl BZ dsFv dsFv 2R HGH T
SE VH T VL cp iy — {5 R B IR TR A P B B B TR AR AU 25 IR A R = B
BMBEEZEN R EHBEMERSH o o] LLE R E R 77 7A(Protein
Enginecring.7:697(1094))E: 1 5 M8 1Y = 4 5 1 Fe I 588 J 0 o i 1 8
EREUAC AT B BB T A

561 F » 3t 134 H(R9HE)
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[0172)] FES—E®ERTET @ fileh 2 HEEIIAS(dADb) - Bk
7= FE YIRS Y B (8 200 0 B g ] 8 0 B B AR 0 R ol ] B AV BiAs A
B o

[0173) E—&EHITES » AP RENTURBEREDE - £—5%
HitS%xY  RefBEalf \NZEMINE/NE - KB~ B8 R
BEABRE  BUBRTANTEER)NARERE - £—BEHITERF
e Pl e HERN YRS - HP R GEHEE BRAYUREAVEE IR
% o

[0174] E—EEH TET - BUEEARDE - BE - BIEADUE
#5 A AR DARR RS A A& R - B RE R AIEA DI ARE 2SR
MJ7 o —fgh > NFEPiEE & —(EEZE & & » H P CDR 2H 1T
£ HIEADLRE T FREGHEESPTTEE AN - @FEM AR ChEEY
BaANNEEBN—# T E—EE8AETR i FARLCRETH—E FR
FEELF 2R B JE A DLEE (4052 CDR FBHIRIHIE) WM FER AR -

(01751 NIEAbPife R E AT /A Almagro and Fransson,
Front. Biosci. 13:1619-1633 (2008) » 3f; H is—# 52 &; 724 Riechmann 25 »
Nature 332:323-329 (1988); Queen % - Proc. Nat'l Acad. Sci. USA
86:10029-10033 (1989) ; 2 F A No.5,821,337, 7,527,791, 6,982,321
7,087,409 ; Kashmiri 2 » Methods 36:25-34 (2005)(#it T iR A TR
(SDR)#% %) ; Padlan, Mol. Immunol. 28:489-498 (1991) (i& it T “F %

MH " (resurfuacing)) ; Dall’Acqua 3 » Methods 36:43-60 (2005) (¥t T “FR

562 H » 4t 134 H(HHHIE)
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M 4H”) 5 F1 Osbourn % » Methods 36:61-68 (2005)F1 Klimka % - Br. J.
Cancer 83:252-260 (2000) (###lt 7 FR CU4HAT“5 [ BB 75E) -

[0176] ATLIAR NRENAER EEFEERRY : ERREREE
(best-fit)” 7 A HENE L ER Gl Sims & » JImmunol. 151:2296
(1993)) ; PTAE HEHE T2 & EH# TR BN ETHNARBNEE RS
HYFEZR & (RBI4 Carter % Proc. Natl. Acad. Sci. USA, 89:4285 (1992) ;
T Presta & > J.Immunol., 151:2623 (1993)) ; A 5 E0AY (BE 4 fuze 849 HE
HEE ATELEZLERF AW Almagro and Fransson, Front.Biosci.
13:1619-1633 (2008) ) ; FIFEHIEH#E FR X EEFNESRE (R HIA Baca
% » J. Biol. Chem. 272:10678-10684 (1997) #1 Rosok % » J. Biol. Chem.
271:22611-22618 (1996)) -

Pi NPR1 Hi iRy # A

[0177] {EFEEEFE TE T  MEALPRENHL NPR] FiAEIEE
e P 5 S5 EG - T4 A DU B B &SR DA/ SR B LR RS -
AR S BT AGRIBNATRFIh > EERKAKE
EUAEDIREH I ERE P25 - IHE BT EEGIMNE L NPR] SIRNEER
FE 51| P OB ER AR ~ RI/SREB A ~ FU/SRAAR » TTUHETT IR ~ A - AN
REEMEE ARSI RANEER - RERSNBERREHENEE
PIAPLIRG SR -

HUR - FEA -~ TR e

[0178] FEFLEEEITEF » B#HET EE —ERL EREEBRIAT

feshs - AVASHERIEBH B EHE CDR F1 FR o fR<FEURESR 2 TECER

5 63 H £t 134 H(BYRAE)
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EHIARVIVEE TR - FEENEEER 2 PEROMERARHIEET
teft - W B4 30 iy B e A g A 5l — 20 Ay o A DURE R B R LA
SIANBEBRPIRRT - W BEHEYEEEENEY - SINRE/SENHE
a0 B EARERE > SiMER ADCCE CDC -

R 2. B EERAVER

FIaEE A BIHEELA B ERVELA
Ala(A) Val ; Leu ; Ile Val
Arg(R) Lys ; Gln ; Asn Lys
Asn(N) Gln ; His ; Asp,Lys ; Arg Gln
Asp(D) Glu ; Asn Glu
Cys(C) Ser ; Ala Ser
GIn(Q) Asn ; Glu Asn
Glu(E) Asp ; Gln Asp
Gly(G) Ala Ala
His(H) Asn ; Gln ; Lys: Arg Arg

Ile(1) Leu ; Val ; Met; Ala ; Phe ; IE=Z[#lE Leu
Leu(L) IEEH#EE 5 Ile s Val » Met ; Ala ; Phe Ile
Lys(K) Arg ; Gln ; Asn Arg

Met(M) Leu ; Phe ; Ile Leu
Phe(F) Trp : Leu; Val ; Ile ; Ala: Tyr Tyr
Pro(P) Ala Ala
Ser(S) Thr Thr
Thr(T) Ser Ser
Trp(W) Tyr ; Phe Tyr
Tyr(Y) Trp ; Phe ; Thr; Ser Phe
Val(V) Ile 5 Leu ; Met ; Phe ; Ala ; IF7afale Leu

55 64 H - 3t 134 B (ZERHE)



202504927

910369

[0179]) fixiE s RAVREISER Y - BERE T AT 7040
(1) BisKMEEY © IEZfElE » Met > Ala > Val > Leu » Ile ;
(2) Fftk - BI/KMERY : Cys > Ser» Thr» Asn > Gln ;
(3) B&MERY © Asp > Glu ;

(4) B MEHY © His » Lys » Arg ;
(5) EWAARYEE * Gly > Pro;
(6) T H/HRRY * Trp » Tyr > Phe «

[0180] FEMRFENAEREAELHANZ — R E SRS —(EHHIH
KB -

(0181 —JEEUAUE G I R AR A BB (BT A RAL B A DLES) Y —
MEE % {8 CDR A - —figith » SCERANE— SRR e S REHE NS
A B AREEYERE@GINA SR - BERA2ERERE)K
B(PIAOEE) » M/RGELR EREHATENEEEYESTE - —BRA
MERYE AR BE R AR A0 T BEA Y HLES - BT DB {68 FE R U B A R R AR A
JI RSB AMT (A SRl Y B EE el - (BRI EE L s bide - S < > R —1fE
5% E CDR BREEE - U EREEYRE LR W HEHES Y
Y RTEM (P EEITT) - LAY CDR M (FIAER) - FlanA
ELRERRFI ST » T DA% CDR“ENER” - BIAEBE 4 il BB A2 BAE DS AR 3
LR ZE E I B T AT 4R ISR E > FI/SU PR AR B b >
R ATISHYER VH 5 VL ARSI - AR — g 5
o FEHSEHEWINESE PCR ~ #K4E - SERHBISENSEE)N
E—1E - RSRESIAFEREAR AN SR - K% > RIBRRG

565 F » 3t 134 H(RHBRAAE)
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FE o A% > ERESCEDIEE R A NERRM TR ER - 55|
NSRRI 7AW K CDR E@RYTTE - Hif2{E CDR EE(BI0—R
4-6 {EREE)BERL o LA (E A NIRRT 3 2 SRR R EE S
FHilR&SEEHY CDR A - fali - &&H T H HCDR3 I LCDR3 -

(0182] A—EEHITHET > AU » #HABRKA T DUFE— E 2 % (E
CDR &4 » REESEAEEHRERIEGE SRS - fl2 > |7
LL#S CDR i fR<FEAE(BIAIRSFEUR - A P iz ftny) - EAEE SR
&SR - BEEEE T LABIE CDR HEVHTR BB AN - £ XX
PEftAVEES VH D VL FPPIRy— g7 & > &8 CDR ZBRERY » 5
HaEAEE 1 - 253 R AR -

(01831 —f&E ] A it eE fiAG o vl DUE R 55 B B BV TR L B R S8 K 5
EREAERREREAE” FEETAD  &E —(HREASILEAHE(BIL
WEBTHITEEL - 3540 Arg ~ Asp ~ His ~ Lys fll Glu) » It HH MR HFEE
17 O R 2B (B140 > Ala BB IR IR ) B i DARE E iz DR DR M A fE Al =2
ERZE - A UEHVBENAER SR AR B A E S0

CEUAR e BT > FTREHBPT R SLR-DIRRE S YR RS R E SR R R F

HYREABRE - 1B LR TR AL R AT TR A 7] DUME RV R BT ISR B
AU EERIEEEMEt A HENSE -

[0184] HeEReFP B ABERERER | EREZEEH 100 KES
B 7R AT 2 BR B R B/ SR B il & - A B (E S [Eke BB AN FIIA
A o Rimid ANBFFEERA N in R EEEABREN DR - JUES T

55 66 H » 3t 134 H(ZHHHH)
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HESAZBEEEIEN N 3 C nBEEUERITBENIMEF RIS K
&Y -
B ITE

(01851 HT NPRI i rl DA B TTERESL - YRELITE &
frémiB ol NPR1 JLAeHY —(E 2 % o BV XL -

[0186] E—EEHFEHTET - AEHERMET HFIBMATFRLAHL NPRI
DUEGHY o BEHVAXEE - UL SRR EE 7T DA4S H B T VRIS AT AV (£ — S5 Bh 8 - 72
F—HET - AEERELTEEREREN B ERE P NRES
i5) e EH—THET  AEERE T EE LEXENE TN - S8
HEF  REEESREEMEEONTTE  BRPRTARRE  HEERE
NRET > IHEESREEZ DR S E S VB EAE T4 - 40 B30T
SEOEEY - NI AR 7 18 £ AR (B E R E 2 Bz Hil NPR1 Hife -

(01871 % T EHMELDL NPR1 5l - R4RiSE 0 OVX IR T BEILREA
—(EEE X ERRET - ARNEE AR E D EBEN/BRE - ILEKR
AEREREFES BN  REFRBEHTEEESGEHLE
ERERS -

[0188] AMEEESFRERSIT NPR] JIVEERNEE S T HREE
BRI RSB - f1a I EHETES  FIREFTRE
RERSALTI Fo RUE T-IORERT - FERIEIR » o] DU AR & o0 iR 18 4l i1 4 AR
Yoy ik o 0 B el #E—2 4L -

[0189] BRTEMAMESN » ERMAEYSENSRER BT EM
RmEBREEANSENGENEENRER T > ABERNBEEE -

5 67 H » 3 134 H(HURTE)
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BRREMESEONGENSE THBEE RS SHREMEETESY
MEMEENY)) » A BN S FaEEY RS - C&&EE T
ZHRFEEGR > HUTERSMAEBSER > SH2ANEE R
(Spodoptera frugiperda) #ifE S ; BT F FHE Y MR EIERE T -
140 US5959177 ~ US 6040498~ US6420548 ~ US 7125978 F1 US6417429;
e A BN AR (RS T - Bl BN TE 0% R T 4 R AV 2B 4
fZ - BENEALSYE THBRANEEFFR2L SV40 BB CVI
Z(COS-7) 5 AFEB % (293 = 293T 4HA8) ; 418 ME4HAE(BHK) ; /NEE
FEF (sertol)4HAE(TM4 4HAT) 5 BEAA(CVL) 5 FEMEIEE HE(VERO-
76) ; NEEEMHELA) 5 REME(MDCK) ; /K4 B (buffalo rat) FF4H
FE(BRL3A) : AFHAHAE(W138) 5 AFF#HAE(Hep G2) 5 /NERFLFEEREMMT
060562) ; TRI4HAE ; MRC 5 4ifE ; A1 FS4 4 - HEEENHAEYHE
THEAEEFE A EINE(CHO)4N - 35 DHFR-CHO 4 5 DL S8
BE4HAE 2 - %0 YO ~ NSO 1 Sp2/0 - BN A E AR ELHABMEE
AR HE 2 AN 47 £ BLBI40 Yazaki - PRI Wu » A.M. » Methods in Molecular
Biology » Vol.248 » Lo » B.K.C.(47) » Humana Press > Totowa » NJ (2004) »
55 255-268 H -

HlE
[0190) ASZHAEFIHT NPR1 HUAS F DUFE B A Gk B Ay TR 8 7%
HHEYHENEE2REA/REY R E R ETES HERRE-FE—EFE S
BIANFE HEL A1 077440 ELISA ~ ZHEIPNASE » AsiAE B NPR1 Hifs

HYSEE -

% 68 F > #t 134 H(RHRTIE)
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AETEEBARE

[0191) A$BERA ML NPR]1 LT HNEETE - B£X—1H
JiH - AREREAPI NPR] HUBEENHEREAEPNAR - £
B TET » ZRREY NPRI BN EREORE - £— LB GRS -
ZRARBORIEE B LEE S FEMERR  EREIREKE(CAD)
BRI ME Ll (THD) » IR FER @ O&F - IEEM IR HCM)
BEPRORIELALRE - = EENERLRRT - LRAE - BE(AD) - fi%F
B - EEMEFE - LRSS LEEE  AEMEEY  BERE 0 O
ALESEMI) » FFIRTE - HERE - BRIE - BIEERE - AR TFEBR&GSE
BB B - EEUKIE ) B PR SRR B B o
W BRERAHE - B BREIEE £ SEBRTET > AEE—
THRFT ALY O 32 Ve 2 H B I o0 B PR B #Y O Z2VE (HFpEF) - B 1 77 B (RO
VG (HFrEF) » 8¢ [ 7y B E R HY. L ZI§(HFmrEF) » S LHIAESER O
HieNEREE LS E-REHTET - 4L E— TR & TR
REAESMEE  F—SETRTEF - W EE—IRATIEY.OFES R Mo
B R S 6900 & (HFpEF) -

[0192) FEX—HIVTHE @ REEE%P0 NPR] JiisrVE SEHRY -
B0 - HAR L EE T HERR SRR T A - E—EEmTET > BEH
RS AR SR ERVEAHL NPRI Gils sl iR & A BRAI888 E v %
S - B —EHm T EF  BEERYEESE ) —ESIMUEER -

[0193) A$FEERVHL NPRI1 Hifs o] BB B s sl B & e
BE o Bl AIEENDUR T HEE D —ESIMYEREBILERA -

55 69 K - 3t 134 H(ZHERHE)
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[0194) AFBEHHL NPR1 Fie (FILM SIMEEE) R B ITE G
HEFERA - BEEBE - BMRRER » THORFERHEE - AR
HEAWTEA © BB RSN EEELAR - BHIRA - BIkA - BEEANE THA -
GEET DIFEREMEERRE O RS SRR IR SR TS
EETBUARTE AR AN ER RN - AFESEGENGEGTE - &
EARRY » BEREESER RS R - £ 5 AT E T -

[0195]1 A#HEERIGL NPRI IR LIS & RFBEFRBERAYITEH -

GENEA - EHEERTHFENRREEMGFENEERE - FTeFNA
R ALEY - EEREERERD - ENER - SURAVE R ~ KA
77 - AR EZ A BEEREFEFTNNEMRARE - 1 NPR1 HiggH 2
B R E A AR T R B R RN — R E SR R - I

EERBNAUENANEEERY T EENE  WESCERIEE K
& o 1= B E DABE RS A gl A B B9 B A P B R E A > BBAAR ST
PRt BB H94Y 1 2 99% R - sRBLHERIE A - 1078 B &5/ B IREE R
EHENEMREEM -

[0196] % T TRFGBCEREER - AEFEHIHL NPR] Hiie(E B & E HE
Bl —fE B B & T H A S5 S Y e A & fE A )Y B B R B BUATR A5
ERIEREE  JaF0 THRL > BRNBEEIRE  BREANE
ROBEBRIEA - ZHIRVAE - BEIVERR AR TSR - A
TIRBETHYHE - BES TEERI—RREB—RIVBFEHHAN RS -

LT

b
l

REAVS

I'—

70 H - 3£ 134 H(EHERTE)
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[0197] FABEN S —HHF @ HE-ERL(WER)  ZH-LES
A AR - TGRSR EAURERIAE - 2B nE SRS NESS L
E‘Z%ﬁﬁ%ﬁﬂ%ﬁé\é’ﬂfﬁﬁé%ﬁ@%%%E(package insert) - &R 23 EHAS > BI40
T~ B AR - IV IARRE - BT DIE SEM SN
BHE L - A e3EA BB S —EEARASE RO - TR/ EiR
BHVERY) > LHYTEAERNEFNOWN > FR T UEEAHK NEH
BRI RIZF Y EE T RIS EE TR ) - A P ey E D —EE S
/R EHIL NPR] Hifs - BENEEHREERENZER IO E
PR © BEST > BT DUER | (o) BT EFERANE -5 HF
HERI B 2 ARG EENTDT NPRL s s A1 O)EFERFERANSE —Fas > &
Tz R E & SMYERE - AEENZE T F PRV R
SHEER > REEGEETHERATUHREFETERN - FER

e

g\\lbll‘:

@

M BT E—PREE (RE)RS  RE_(RED)FHEs
SRR PRIERINEER - EEENAFILS - EHE P BEERHEIVEM
L EEHAMEE D - MR - RS - SIENUER S
[0198] DI T&EGERAIRREIE D HAAEE - BELSEPE

FURI A BT IE R ) Z A T8 B RVELE - A5 E A SCEA T REH AR
REAENEERR L BEZEERARGE 0L BNIIRRINERFM - 7
T T Bz IR FOR B s dn BUS R i P SR RY BR 1 5 REEBH BB KR
HEREIM R - RTEEEERS -

= giintil

BB 1 - NPR1 HiJRHVEE

%71 H 3t 134 HEVREE)
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[0199] BA UniProt 5 NCBINPR1 #i[E(A NPRI & » Uniprot 5 :
P16066 » &#% % NPR1 & NCBI % : XP-005541809.1 » K E, NPR1 &
5 » Uniprot 5% : P18910)/E % NPR1 H9Eilg » et AIBEEAWHE R
HIAZEANEREIEFY] » o ENE NPRI B EM ERINBSESE W hFc
% o BEFEF] pTTS HEE _F(Biovector » CAT#102762) » £ CHO 4 jfg h iz
RE - FL - BEABEHEKRARES -

[0200] A NPR1 % Hf4Mg% 8 Human-IgGl-Fc BiaEH (B

hNPR1-hFe)f73l » fE R BIEHUR |

GNLTVAVVLPLANTSYPWSWARVGPAVELALAQVKARPDLLPG
WTVRTVLGSSENALGVCSDTAAPLAAVDLKWEHNPAVFLGPGCVYA
AAPVGRFTAHWRVPLLTAGAPALGFGVKDEYALTTRAGPSYAKLGDF
VAALHRRLGWERQALMLYAYRPGDEEHCFFLVEGLFMRVRDRLNITV
DHLEFAEDDLSHYTRLLRTMPRKGRVIYICSSPDAFRTLMLLALEAGL
CGEDYVFFHLDIFGQSLQGGQGPAPRRPWERGDGQDVSARQAFQAA
KIITYKDPDNPEYLEFLKQLKHLAYEQFNFTMEDGLVNTIPASFHDGL
LLYIQAVTETLAHGGTVTDGENITQRMWNRSFQGVTGYLKIDSSGDR
ETDFSLWDMDPENGAFRVVLNYNGTSQELVAVSGRKLNWPLGYPPP

DIPKCGFDNEDPACNQDHLSTLEEPKSSDKTHTCPPCPAPELLGGPSV

FLEFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHN

AKTKPREEQYNSTYRVVSVLTVLHODWILNGKEYKCKVSNKALPAPI

EKTISKAKGQPREPQVYTLPPSRDELTKNQVSILTCLVKGFYPSDIAVE

WESNGQPENNYKTTPPVLDSDGSFFLYSKITVDKSRWQOGNVESCSV

MHEALHNHYTOKSLSLSPGK

B2 H - 3t 134 H(ETERES)
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SEQ ID NO : 1
[0201) 5:%E @ T&(42 53 & Human-I1gG1-Fe #43 » f& T B4 B
A NPR1 & HHIMNE -
[0202] &% %% NPR1 & H SN2 Human-1gGl-Fe & E H (5

cNPRI-hFe)fF5l > {E R RIEHUR -

GNLTVAVVLPLANTSYPWSWARVGPAVELALARVKARPDLLPG
WTVRTVLGSSENALGVCSDTAAPLAAVDLKWEHNPAAFLGPGCVYA
AAPVGRFTAHWRVPLLTAGAPALGFGVKDEYALTTRAGPSYAKLGDF
VAALHRRLGWERQALMLYAYRPGDEEHCFFLVEGLFMRVRDRLNITV
DHLEFAEDDLSHYTRLLRTMPRKGRVIYICSSPDAFRTLMLLALEAGL
CGEDYVFFHLDIFGQSLQGGQGPAPRRPWERGDGQDVSARQAFQAA
KIITYKEPDNPEYLEFLKQLKHLAREQFNFTMEDGLVNTIPASFHDGL
LLYIQAVTETLAHGGTVTDGENITQRMWNRSFQGVTGYLKIDSSGDR
ETDFSLWDMDPETGAFRVVLNYNGTSQELVAVSGRKLNWPLGYPPPD
IPKCGFDNEDPACNQDHLSTLEEPKSSDKTHTCPPCPAPELLGGPSVF

LEPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNA

KTKPREEQYNSTYRVVSVILTVLHQDWILNGKEYKCKVSNKAILPAPIE

KTISKAKGOQPREPQVYTLPPSRDELTKNQVSITCIVKGFYPSDIAVEW

ESNGOPENNYKTTPPVLDSDGSFFLYSKITVDKSRWOQGNVESCSVM

HEALHNHYTOKSLSLSPGK

SEQ ID NO : 2
[0203) =% @ TH42 85> & Human-1gG1-Fe #4575 » #& M B4R 57 Ky
R )E NPR1 EH M -

73 H 0 # BAR(RYRTEE)
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[0204) X E&.(Rattus norvegicus)NPR1 ZE HHE4MEEE Human-I1gG1-

Fc @& ZE A (%  INPRI-hFo)F5 » fERBETIR -

SDLTVAVVLPLTNTSYPWSWARVGPAVELALARVKARPDLLPGW
TVRMVLGSSENAAGVCSDTAAPLAAVDLKWEHSPAVFLGPGCVYSA
APVGRFTAHWRVPLLTAGAPALGIGVKDEYALTTRTGPSHVKLGDFV
TALHRRLGWEHQALVLYADRLGDDRPCFFIVEGLYMRVRERLNITVN
HQEFVEGDPDHYPKLLRAVRRKGRVIYICSSPDAFRNLMLLALNAGL
TGEDYVFFHLDVFGQSLKSAQGLVPQKPWERGDGQDRSARQAFQAA
KIITYKEPDNPEYLEFLKQLKLLADKKFNFTVEDGLKNIIPASFHDGLL
LYVQAVTETLAQGGTVTDGENITQRMWNRSFQGVTGYLKIDRNGDR
DTDFSLWDMDPETGAFRVVLNYNGTSQELMAVSEHKLYWPLGYPPP

DVPKCGFDNEDPACNQDHFSTLEEPKSSDKTHTCPPCPAPELLGGPSV

FLFPPKPKDTILMISRTPEVICVVVDVSHEDPEVKFNWYVDGVEVHN

AKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPI

EKTISKAKGOPREPQVYTLPPSRDELTKNOQVSLTCLVKGFYPSDIAVE

WESNGOQPENNYKTTPPVLDSDGSFFLYSKITVDKSRWQOQGNVFSCSV

MHEALHNHYTQKSLSLSPGK

SEQ ID NO : 3
[0205) EE#E : TE4EE 75 & Human-1gGl-Fe #5y » T EGEH TR
KB NPR1 & A fd 4R g -
BHEA] 2 * NPR1 AHREHEHF(L

NPRI1-Fe @& & HRISLDER

F74HE - 3 BAEGYEHEE)
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[0206] W éHBE R Z LR Em S EBMLOEREE - LEET
MabSelect Sure (GE » 17-5438-01)Ef1/E47 - MabSelect Sure BT & FE4:
Fi 0.2M NaOH H4: - FIH&/KHEEZH PBS SEEHER - & L&k
FIFH PBS BEITIHRMEE Ao SBBEEEGR - F 0. 1M BEFREERAE pH3.5 &
P TOPAR MO o F 1M pH 8.0 Tris-HCI Al » MRt i 2 A HE R 7l
Fil PBS 4T 4F B B¢ HE JE 4 Superdex200(GE > 28-9893-35)i—#4li{L > &
HREENEDMERERE N REEHERE - 07 A4 L NPRI-Fc
MEEH » ZIAM T MARG(EABETNREES -

BIHEH 3 1 NPR1 E4H MR AR B

[0207] BL UniProt 5 NCBI NPR1 ${/E (A NPRI &5 + Uniprot 4 :
P16066 ; &% % NPR1 &[5 NCBI % : XP-005541809.1 ; A&, NPR1 &
& + Uniprot 3 : P18910)/E % NPR1 UM » 3 sH /s B 0 19 S 08 R Al
MEHMAE S Bh A EHAMARBERE A NPR]1 - ® 2% NPR1 8
RE NPRI 2REHHA NIH-3T3 410 - M EHME AR RBAREAN
NPRI1 - &% NPR1 B A B NPR1 2 EEHH CHO-K1 {lifi % -

[0208) 1+ A NPRI1 2 EREEFEY]

MPGPRRPAGSRLRLLLLLLLPPLLLLLRGSHAGNITVAVVLPLAN

ISYPWSWARVGPAVELALAOVKARPDLILPGWTVRTVLGSSENALGV

CSDTAAPIL AAVDI KWEHNPAVFI GPGCVYAAAPVGRFTAHWRVPLLT

AGAPAL GFGVKDEYAITTRAGPSYAKLGDFVAALHRRLGWERQALM
LYAYRPGDEFHCFFIVEGLFMRVRDRINITVDHLEFAEDDLSHYTRLL

RTMPRKGRVIYICSSPDAFRTIMLLALEAGLCGEDYVFFHLDIFGQSL

EISH » # 1B34 HEHREE)
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OGGOGPAPRRPWERGDGODVSARQAFOAAKIITYKDPDNPEYLEFL

KOLKHI AYEQENFTMEDGIVNTIPASFHDGLIIYIOAVTETLAHGGT
VTDGENITORMWNRSFOQGVTGYLKIDSSGDRETDFSLWDMDPENGA

FRVVINYNGTSQEILVAVSGRKINWPLGYPPPDIPKCGFDNEDPACNQ

VEPS SLERHLRSAGSRLTLS GRGSNYGSLLTTEGQFQVFAKTAYYKGN

LVAVKRVNRKRIEITRKVLFELKHMRDVONEHITRFVGACTDPPNICI

LTEYCPRGSLQDILENESITLDWMFRYSITNDIVKGMLFLHNGAICSH

GNLKSSNCVVDGRFVLKITDYGLESFRDLDPEQGHTVYAKKIWTAPE

LLRMASPPVRGSQAGDVYSFGIILQEIALRSGVFHVEGLDLSPKEIIER

VTRGEQPPFRPSILALQSHLEELGLLMORCWAEDPQERPPFQQIRLTLR

KFNRENSSNILDNLLSRMEQYANNLEELVEERTQAYLEEKRKAFEALL

YOQILPHSVAEQLKRGETVOQAEAFDSVTIYFSDIVGFTALSAESTPMQV

VTLLNDLYTCEDAVIDNFDVYKVETIGDAYMVVSGLPVRNGRLHBACE

VARMATLALLDAVRSFRIRHRPOEQLRLRIGIHTGPVCAGVVGLKMPR

YCLEGDTVNTASRMESNGEALKIHLSSETKAVILEEFGGFELELRGDV

EMKGKGKVRTYWLLGERGSSTRG

SEQ ID NO : 4
[0209] =#% :
A NPRI1 SESHREH » FARERE ARE R P 1rE
BENEI4RZ0 9y B NPR1 JE4ME (Extracellular domain : 33 & 473) 5
BLE(G I BEEEEE 5y (Transmembrane domain : 474 & 494) ;

BT EIGER 4 B HEAE (Cytoplasmic domain : 495 & 1061) ;

FI6H » 3t 134 H(REHRHEE)
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R o BEFK -

[0210) 2 - & (cynomolgus)NPR] & REFEEE F5

MPGPRRPAGSRLRLLLLLLLPPLLLLLRGSHAGNLTVAVVIPLAN

ITSYPWSWARVGPAVELAT ARVKARPDITIPGWTVRTVLGSSENALGV

CSDTAAPI AAVDI KWEHNPAAFLGPGCVYAAAPVGRFTAHWRVPLL

TAGAPAT GFGVKDEYAITTRAGPSYAKI GDEVAALHRRLGWERQAL

MIYAYRPGDEEHCFFIVEGLFMRVRDRINITVDHLEFAEDDLSHYTR

LLRTMPRKGRVIYICSSPDAFRTIMLILALEAGLCGEDYVFFHLDIFGQ

SLOGGOQGPAPRRPWERGDGODVSARQAFQAAKIITYKEPDNPEYLEF

LKOILKHI AREQFNFTMEDGILVNTIPASFHDGLLLYIQAVTETLAHGGT

VIDGENITORMWNRSFQGVTGYILKIDSSGDRETDESLWDMDPETGA

FRVVINYNGTSQELVAVSGRKINWPLGYPPPDIPKCGFDNEDPACNQ

VEPSSLERHILRSAGSRLITLSGRGSNYGSLITTEGQFQVFAKTAYYKGN

LVAVKRVNRKRIELTRKVLFELKHMRDVOQNEHILTRFVGACTDPPNICI

LTEYCPRGSLODILENESITLDWMFRYSLTNDIVKGMLFLHNGAICSH

GNLKSSNCVVDGRFVLKITDYGLESFRDLDPEQGHTLYAKKILWTAPE

LLRMASPPVRGSQAGDIYSFGIILQEIALRSGVFHVEGLDLSPKEIIER

VTRGEQPPFRPSLALQSHLEELGLLMQRCWAEDPQERPPFQQIRLTLR

KFNRENSSNILDNLLSRMEQYANNLEELVEERTQAYLEEKRKAEALL

YOQILPHSVAEQLKRGETVOAEAFDSVTIYFSDIVGFTALSAESTPMQV

VTLINDLYTCFDAVIDNFDVYKVETIGDAYMVVSGLPVRNGRLHACE

VARMALALLDAVRSFRIRHRPQEQLRIRIGIHTGPVCAGVVGLKMPR

B 7TH » #t 134 HEIRRHE)
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YCLEGDTVNTASRMESNGEALKIHI SSETKAVLEEFGGFELELRGDV

EMKGKGKVRTYWLLGERGSSTRG

SEQ ID NO : 5

[0211) &% -
Cyno NPRI SESHEEH - fFHMEREMUEFE BB EAFE
T E4RE 7> B NPR1 fg4hE (Extracellular domain @ 33 & 473) ;
BLER IR BB R ES 4y (Transmembrane domain : 474 & 494) ;
BHTEGE 5 BN E(Cytoplasmic domain : 495 & 1061) ;
MRS E D RS 9RAK -

[0212) 3 ~ K& (Rattus norvegicus)NPR1 & E 7 E S5

MPGSRRVRPRLRALLLLPPLLLLRGGHASDLTVAVVLPITNTSYP

WSWARVGPAVEL AL ARVKARPDIIPGWTVRMVIGSSENAAGVCSDT

AAPLAAVDILKWEHSPAVFI GPGCVYSAAPVGRFTAHWRVPIITAGAP

ALGIGVKDEYAITTRTGPSHVKI GDFVTATLHRRI GWEHQAILVIYADR
LGDDRPCFFIVEGILYMRVRERINITVNHQEFVEGDPDHYPKILRAVR
RKGRVIYICSSPDAFRNIMLLALNAGILTGEDYVFFHILDVFEGOSLKSA

QGIVPOKPWERGDGQDRSARQAFQAAKIITYKEPDNPEYLEFLKQLK
LIADKKFENFTVEDGLKNITPASFHDGLIIYVOAVTETLAQGGTVTDG

ENITORMWNRSFOQGVTGYI KIDRNGDRDTDESIWDMDPETGAFRVV

ILNYNGTSQELMAVSEHKIYWPLGYPPPDVPKCGFDNEDPACNOQDHF

SLERHILRSAGSRLTLSGRGSNYGSLLTTEGQFQVFAKTAYYKGNLVAV

KRVNRKRIELTRKVLFELKHMRDVONEHILTRFVGACTDPPNICILTEY

78 B » 3L 134 H(BYERHE)
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CPRGSLODILENESITLDWMERYSLTNDIVKGMLFLIHNGAICSHGNLK

SSNCVVDGRFVLKITDYGLESFRDPEPEQGHTLFAKKLWTAPELLRM

ASPPARGSQAGDVYSFGIILQEIALRSGVEYVEGLDLSPKEIIERVTRG

EQPPFRPSMDLQSHLEELGOLMQRCWAEDPQERPPFQQIRLALRKFN

KENSSNILDNLLSRMEQOYANNLEELVEERTOQAYLEEKRKAFEALLYQIL

PHSVAEQLKRGETVOAEAFDSVTIYFSDIVGFTALSAESTPMQVVTLL

NDLYTCFDAVIDNFDVYKVETIGDAYMVVSGLPVRNGQLHAREVAR

MALALLDAVRSFRIRHRPOQEQLRLRIGIHTGPVCAGVVGLKMPRYCL

FGDTVNTASRMESNGEALKIHLSSETKAVILEEFDGFELELRGDVEMK

GKGKVRTYWLLGERGCSTRG

SEQID NO : 6
[0213] 5% :
RatNPR1 SESHEN - EHRERAUERE —BEPAEFRE
T B 433047 B NPR1 f4ME (Extracellular domain : 29 & 469) ;
BEE 453045y B S BE R 254> (Transmembrane domain © 470 & 490) ;
B N B4R 04> BB Y& (Cytoplasmic domain : 491 & 1057) ;
L E o R ESRAK -
[0214] A E#iZE 5 i88E NIH-3T3 4HME - ZEthmBRE R E % - BT
oo R TE B B B 5 FACS BT T =3k % hNPR1-NIH-3T3~ ¢cNPR1-
NIH-3T3 22 rNPR1-NIH-3T3 E4H4E% > AREE/NE -
[0215) H B#tFE 588 CHO-KI1 48 - sEHINBREEWBR% » #T

nH e FE B R EE AR #5HH FACS 1818 7 53 % hNPR1-CHO-K1 ~cNPR1-

910369 E19HE 134 H(BIRREE)
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CHO-K1 2 rNPR1-CHO-K1 E#E 4% - AMNHT NPR1 HLRgryRE AN J7 4
AeS/N DB Re R o

BEHPl 4 ¢ EDi hNPR1 HiiREizt

L /NERTRRE :

[0216] Hi A NPR1 EfrfiEfEHeE/ NEES BB SIL B/ E
fifg 2 0 6-8 HE(LIBEHIREERBBYMARALE » B EET IR
SCXK(J8)2017-0005) - HEIRIE : SPF 4k - /NEE R > ERERNEE
138 12/12 /NBS 6 /RE FEEARAE » MRS 20-25 °C ; JRE 40-60 % - S EEE
RIBAVNBEIE T E 1 FIJTE 2 9% - RIEPLR K hNPR1 NIH-3T3 » cNPR1
NIH-3T3 » tNPR1 NIH-3T3 > hNPR1-hF¢c > ¢cNPR1-hFc¢ » rNPR1-hFc %I
hANP(1-28aa » &EIREYRFEAR/AE » Cat No. RP11927) ©

[0217) fRyEHZE 1 B TiterMax® Gold Adjuvant(Sigma Cat No.
T2684)ﬁ§%%\§4\% - BRIEPI(IP) S 0.1mL/E(E R LK) 15 77tk o
BE FE PN (IP)JE & hNPR1 NIH-3T3 » 1*10"7 4ifE/€& - $iJE hNPR1 NIH-3T3
A1 cNPR1 NTH-3T3 A2 W G - HEREIFRI A2 0~ 14 ~ 28 K o RZE 21 ~ 35
REUM - A ELISA F1 FACS J5AHEE/NEMUE PSR REE - 755 3 KA
o DA% R IOE P UL R R & 0 B R N E R/ N ETT IR R &
TR S ET 3 RINGR 2% - R (IP)ES S0ng/Er 4 H /KD
BIFYHLEE hNPR1-hFe 5K - R EEFEEIRID Sueg/E hANP(1-28aa) -

[0218) &yEHZE 2 A TiterMax® Gold Adjuvant(Sigma Cat No.
T2684)FHFc R E/NER - BRIEANPYES 0. 1mL/E(ERBE) - 15 r8EiR o

BEFE A (IP);E S hNPR1 NIH-3T3 > 1*10~7 4lAE/& - PR hNPR1 NIH-3T3

5 80 B » 3t 134 H(HUHRYTE)
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FI rNPR1 NIH-3T3 XX %% - HEEEASE 0 14-28-42-56~70-
84 ~ 98 K - A 35~ 63 ~ 91 ~ 105 KHUM A ELISA 1 FACS 7740 E
NI TRIBIIREE - 85 8 WaEE  BEEPhiiEEEsILa
R EHY N BT IR AR R & o (BT RR AR AR & R0 3 RIS R -
HERR P (IP) LSS Song/EHVEFEBE/KE A AR bNPR1-hFc » ¢cNPRI1-hFc
I INPRI-hFc B & 75K o BRBEHEERIM Sug/& hANP(1-28aa) -

2. PRAH R R A

(02191 FRABERIERLE 75K AT S5 B8R 4H AT Sp2/0 4H
HI(ATCC® CRL-8287™)ETRl &4 IRl &R 4RI -

(02207 #R 52 BE & A 5T S5 R Al 5 AP RO MR & R B A 3%1075-
4x10™ difE/mL WEERTLEEH(E 20% FBS ~ 1xHAT ~ 1xOP1 1y
IMDM B A EFTRIF » 150uL/FLEEFER 96 FLAEH - 37°C > 5% CO B E
4-5 Rig » EFr EE - JIA 200pL/FL8Y HT 22328 E (& 20%FBS ~ 1xHT
F1 1xOPI Ay IMDM EZEE) » 37°C » 5%CO, K% 2 K% #FTF ELISA
TRl -

3. FhE R4 A AR

[0221] MREMEFHBEEREE > AENMBENLGE S EEB(Cell
based binding assay)fll cGMP 2 4 BB MEITRI SRR B LERM - BtEfL
Y AR A R A TR R (R E R — B R RS T B S S BNtk -
BN fRIEREE - $2E RNA » FH mouse-Ig WY G5 | T 1T i R im
(RT-PCR) » S EIHIAGAV A B & 751 - A4S R IAE 102~ 127 ~ 128~ 135

140 #y DNA P31 BRI R AR 510 T ¢

5581 K » 3t 134 H(BHRE)
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[0222] NPR1-CHAb-SFM-102-1
[0223] HCVR :

DVKLVESGEGLVKPGGSLKLSCAASGFTFSTYAMSWVRQTPEKR

LEWVAYISRGGDYIYYADTVKGRFTISRDNARNTLYLQMSSLKSEDT

AMYYCTRDOTTVVVHWYFDVWGTGTTVTVSS

SEQ ID NO : 7
[0224) LCVR :

QIVLTQSPAIMSASPGEKVTMTCSASSSINYMHWYQQKPGTSPK
RWIYDTSKILASGVPARFSGSGSGTSYSLTISSMEAGDAATYYCHOQRNS

YTFGGGTKLEIK
SEQ ID NO : 8

[0225] NPR1-CHAb-SFM-127-1
[0226] HCVR :

QAYLQQSGPELVKPGASVKISCKASGYSFTGYFMNWVMQSHGK

SLEWIGRINPYNGDTFYNQKFKGKATLTVDKSSSTVHMELRSLASED
SAVYYCARRGYGNRGYWYFDVWGAGTTVTVSS

SEQ ID NO : 9

[0227] LCVR :

NIVLTQSPASLAVSLGQRATISCRASESVDSYGNSEMHWYQQKPG
QPPKVLIYLASTI ESGVPARFSGSGSRTDFTLTIDPVEADDAATYYCQ
QNNEDPITFGAGTKLELK

SEQ ID NO : 10

[0228] NPR1-CHAb-SFM-128

%82 H £t 134 H(ZURHEB)
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[0229) HCVR :

QVQLQQSGAELAKPGASVKLSCKASGYTFISYWMHWVKQRPG
RGLEWIGRIDPNSGVTKYNEKFKSKATLETVDKPSSPAYMQLSSLETSED

SAVYYCARSSYLGRYFDVWGTGTTVTVSS
SEQ ID NO : 11

[0230] LCVR :

QIVLTQSPAIMSASPGEKVTMTCSATSSVSYMYWYQQKPGSSPR

LLIYDTYNILASRVPIRFSGSGSGTSYSLTISRMEAEDAATYYCQQWSS

YPPTFGSGTKLEIK
SEQ ID NO : 12

[0231) NPR1-CHAb-SFM-135
[0232)] HCVR :

DVKLVESGEGLVKPGGSLKLSCVASGFSISTYGMSWVRQTPEKR

LEWVAYINSGGNYIYYADTVKGRFTISRDNARNTLYLQMSSLKSEDT

AMYYCTRDRTTIVVHWYFDVWGTGTTVTVSS

SEQ ID NO : 13

[0233)] LCVR :

QIVLTQSPAIMSASPGEKVTMTCSASSSINFMHWYQQKPGTSPK

RWIYDTSKILASGVPARFSGSGSGTSYSLTISSMEAEDAATYYCHORSS

TFGGGTKLELK
SEQ ID NO : 14

[0234] NPR1-CHAb-SFM-140
[0235] HCVR :

F83E - H B4 REYRHAS)



202504927

910369

QVQLQQSGAELVKPGASVKLSCKASGYTFTSYWMHWVKQRPG
RGLEWIGRIDPNSGVTKYNEKFKSKVTLTVDKPSSPAYIQLSSLTSEDS

AVYYCARSGGLRRYFDVWGTGTTVTVSS
SEQ ID NO : 15

[0236)] LCVR :

QIVLTQSPAIMSASPGEKVTMTCSASSSVSYMYWYQQKPGSSPR

LLIFDTYNLASGVPVRFSGSGSGTSYSLTINRMEAEDAATYYCQQWSS

YPPTFGAGTKLELK
SEQ ID NO : 16

1

[0237) &% : LatfE5H  IHF#K K & FR1-CDR1-FR2-CDR2-FR3-
CDR3-FR4 > BT 43 &R IE Kabat R L4 FEER CDR ¥ -
[0238) EEJEILAS 102~ 127 ~ 128 ~ 135 ~ 140 FyE i J 64 CDR &
JFHIAINR 3 fw
7= 3. DL E fERHE CDR 775

AN EHi L

102 HCDR1 TYAMS LCDRI1 SASSSINYMH

(SEQ ID NO : 17) (SEQ ID NO : 20)

HCDR2 YISRGGDYIYYADTVKG | LCDR2 DTSKLAS

(SEQ ID NO : 18) (SEQ ID NO : 21)
HCDR3 DQTTVVVHWYFDV LCDR3 HQRNSYT
(SEQ ID NO : 19) (SEQ ID NO : 22)
127 HCDR1 GYFMN LCDR1 RASESVDSYGNSFMH
(SEQ ID NO : 23) (SEQ ID NO : 26)

HCDR2 RINPYNGDTFYNQKFKG [ LCDR2 LASTLES

(SEQ ID NO : 24) (SEQ ID NO : 27)

84 H » 3t 134 REHRHEE)
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HCDR3 RGYGNRGYWYFDV LCDR3 QQNNEDPLT
(SEQ ID NO : 25) (SEQ ID NO : 28)
128 HCDRI1 SYWMH LCDRI SATSSVSYMY
(SEQ ID NO : 29) (SEQ ID NO : 32)

HCDR2 RIDPNSGVTKYNEKFKS | LCDR2 DTYNLAS

(SEQ ID NO : 30) (SEQ ID NO : 33)
HCDR3 SSYLGRYFDV LCDR3 QQWSSYPPT
(SEQ ID NO : 31) (SEQ ID NO : 34)
135 HCDRI1 TYGMS LCDRI SASSSLNFMH
(SEQ ID NO : 35) (SEQ ID NO : 38)

HCDR2 YINSGGNYIYYADTVKG | LCDR2 DTSKLAS

(SEQ ID NO : 36) (SEQ ID NO : 21)
HCDR3 | DRTTIVVHWYFDV LCDR3 | HQRSST
(SEQ ID NO : 37) (SEQ ID NO : 39)
140 HCDRI SYWMH LCDR1 SASSSVSYMY
(SEQ ID NO : 29) (SEQ ID NO : 42)

HCDR2 RIDPNSGVTKYNEKFKS | LCDR2 DTYNLAS

(SEQ ID NO : 40) (SEQ ID NO : 33)
HCDR3 SGGLRRYFDV LCDR3 QQWSSYPPT
| (SEQ ID NO : 41) (SEQ ID NO : 34)

{5t © % CDR BIKIE Kabat % 24029 CDR -

[0239] &1 TE&F #EHY EURGLRS 102 ~ 127 ~ 128 ~ 135 ~ 140 AYEF#ET]
SEIE R AR EEY SEQ ID NO : 43 oAy A\ E SR 78 W R AL v i 1 [FIBS
B DTG ] B R AR B4 SEQ ID NO : 44 FrRey A B KT & i
B - TS EEEN 102 - 127 - 128~ 135 - 140 Wy &HiRE » 77!

=/~ E CHI-102 ~ CHI-127 ~ CHI-128 ~ CHI-135 ~ CHI-140 -

[0240] tEiEaE A 1gGl EENEEFY]
585 B - 3t 134 HEIRAHE)



202504927

910369

ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSG
ALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNT
KVDKKVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTP
EVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRV
VSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVY
TLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPV
LDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLS
PGK

SEQ ID NO : 43

[0241] #EEEREH AEEEEEFT](A kappa BERERE) :

RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVD
NALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTH

QGLSSPVTKSFNRGEC
SEQ ID NO : 44

[0242) CHI-102(NPR1-CHAb-SFM-102-1)f{yEE S EFT)
DVKLVESGEGLVKPGGSLKLSCAASGFTFSTYAMSWVRQTPEKR

LEWVAYISRGGDYIYYADTVKGRFTISRDNARNTLYLQMSSLKSEDT

AMYYCTRDOTTVVVHWYFDVWGTGTTVTVSSASTKGPSVFPLAPSSK

STSGGTAALGCLVKDYFPEPVIVSWNSGALTSGVHTFPAVLQSSGLYSLSS
VVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPEL
LGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVE
VHNAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIE

KTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWES

55 86 H - L 134 H(ZIAE)
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NGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQOGNVFSCSVMHEAL

HNHYTQKSLSLSPGK
SEQ ID NO : 102

[0243)] CHI-102(NPR1-CHAb-SFM-102-1){iRE 4 £ F5 :

QIVLTQSPAIMSASPGEKVTMTCSASSSINYMHWYQQKPGTSPK
RWIYDTSKI ASGVPARFSGSGSGTSYSLTISSMEAGDAATYYCHQRNS
YTFGGGTKLEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAK
VOWKVDNALQSGNSQESVIEQDSKDSTYSLSSTLTLSKADYEKHKVYACE

VTHQOGLSSPVTKSFNRGEC
SEQ ID NO : 103

[0244] CHI-127(NPR1-CHAb-SFM-127-1)WEHE2 EFT]

QAYLQQSGPELVKPGASVKISCKASGYSFTGYFMNWVMQSHGK
SLEWIGRINPYNGDTFYNQKFKGKATLTVDKSSSTVHMELRSLASED

SAVYYCARRGYGNRGYWYFDVWGAGTTVTVSSASTKGPSVFPLAPSS

KSTSGGTAALGCLVKDYFPEPVIVSWNSGALTSGVHTFPAVLOSSGLYSLS
SVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPE
LLGGPSVFLFPPKPKDTLMISRTPEVICVVVDVSHEDPEVKFNWYVDGV
EVHNAKTKPREEQYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPI
EKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWES
NGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEAL

HNHYTQKSLSLSPGK
SEQ ID NO : 104

[0245] CHI-127(NPR1-CHAb-SFM-127-1)fjiiE 2 E RS

8T H » 3t 134 H(EIEREAE)
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NIVLTQSPASLAVSLGQRATISCRASESVDSYGNSFMHWYQQKPG
QPPKVLIYLASTLESGVPARFSGSGSRTDFTLTIDPVEADDAATYYCQ
QONNEDPLTFGAGTKLELKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNF
YPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKH
KVYACEVTHQGLSSPVIKSFNRGEC

SEQ ID NO : 105

[0246] CHI-128(NPR1-CHAb-SFM-128)yEsi4 E 5l :

QVQLQOSGAELAKPGASVKLSCKASGYTFTSYWMHWVKQRPG

RGLEWIGRIDPNSGVTKYNEKFKSKATLTVDKPSSPAYMQLSSLTSED

SAVYYCARSSYLGRYFDVWGTGTTVTVSSASTKGPSVFPLAPSSKSTS

GGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLOSSGLYSLSSVVT
VPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGG
PSVFLFPPKPKDTLMISRTPEVICVVVDVSHEDPEVKFNWYVDGVEVHN
AKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTI

SKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQ
PENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNH

YTOKSLSLSPGK
SEQ ID NO : 106

[0247] CHI-128(NPR1-CHAb-SFM-128)#ViE i 2 £ 751

QIVLTQSPAIMSASPGEKVTMTCSATSSVSYMYWYQQKPGSSPR

LLIYDTYNLASRVPIRFSGSGSGTSYSLTISRMEAEDAATYYCQQWSS

YPPTFGSGTKLEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREA

5 88 H - 3£ 134 H(BERHE)
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KVOWKVDNALQSGNSQESVIEQDSKDSTYSLSSTLTLSKADYEKHKVYAC

EVTHQGLSSPVIKSFNRGEC
SEQ ID NO : 107

[0248] CHI-135(NPR1-CHAb-SFM-135)JE L EFS

DVKLVESGEGLVKPGGSLKLSCVASGFSISTYGMSWVRQTPEKR

LEWVAYINSGGNYIYYADTVKGRFTISRDNARNTLYLQMSSLKSEDT

AMYYCTRDRTITIVVHWYFDVWGTGTTVTVSSASTKGPSVFPLAPSSK

STSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLOSSGLYSLSS
VVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPEL
LGGPSVFLFPPKPKDTLMISRTPEVICVVVDVSHEDPEVKFNWYVDGVE
VANAKTKPREEQYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPIE
KTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWES
NGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEAL
HNHYTQKSLSLSPGK

SEQ ID NO - 108

[0249) CHI-135(NPR1-CHAb-SFM-135)fyik 2 EFS

QIVLTQSPAIMSASPGEKVTMTCSASSSINEMHWYQQKPGTSPK
RWIYDTSKILASGVPARFSGSGSGTSYSLTISSMEAEDAATYYCHQRSS
TFGGGTKLELKRTVAAPSVFIFPPSDEQLKSGTAS VVCLLNNF YPREAKV
OWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEV

THOGLSSPVTKSFNRGEC
SEQ ID NO : 109

[0250] CHI-140(NPR1-CHAb-SFM-140)yE 2 EfFF ¢

%89 B - 3t I H(RUIHHE)
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QVQLQQSGAELVKPGASVKLSCKASGYTFTSYWMHWVKQRPG
RGLEWIGRIDPNSGVTKYNEKFKSKVTLTVDKPSSPAYIQLSSLTSEDS
AVYYCARSGGLRRYFDVWGTGTTVTVSSASTK GPSVFPLAPSSKSTSG
GTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTY

PSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGGP

| SVFLFPPKPKDILMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNA

KTKPREEQYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPIEKTIS
KAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQP
ENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHY

TOKSLSLSPGK
SEQ ID NO : 110

[0251] CHI-140(NPR1-CHADb-SFM-140)1ViRsE 2 E 5]

QIVLTQSPAIMSASPGEKVTMTCSASSSVSYMYWYQQKPGSSPR
LLIFDTYNLASGVPVRFSGSGSGTSYSLTINRMEAEDAATYYCQQWSS
YPPTFGAGTKLELKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPRE

AKVOWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYA

CEVTHQGLSSPVIKSFNRGEC
SEQ ID NO « 111

4. Ji NPR1 BR & JiREHY FACS &5 HE
[0252] EITRAMEGHE RS ENERTIETEEFI LM
BY 1x10° 4fiffd/mL 23 hNPR1 CHO-K1 5 ¢NPR1 CHO-KI1 #ijt - F
1%BSA PBS KENREIER @ JIANFEIREMBREIIHL NPRL #k & TUEEAE &

(EEFTH ANP B FHUBMES BRISTE/AE 10 M ANP /T84

55 90 H - 3t 134 H(ZHHRHH)
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B 1/ - £ pH 7.4 89 PBS JBEEW K% » BHI0A APC anti-human IgG
(Biolegend Cat. No. 409306) W& 45 4% - FHfEA pH 7.4 Y PBS B
Xtk - (£ 150 pL pH 7.4 PBS A% » WM M EEINELE
BE - ERERTRENERS -

4. Ji NPR1 |REPUEEH FACS &5 &

hNPR1-CHOK]1 ¢NPR1-CHOK1
ANP- ANP-+ ANP- ANP+
ECso ECso ECso ECsq
Emax Emax Emax Emax
(nM) (nM) (nM) (nM)

CHI-127 | 64506.00 1.73 64246.00 1.74 28364.0 1.19 | 28305.00 | 1.28

CHI-135 | 69699.00 4.39 74978.00 2.49 28497.0 3.59 |31568.00 | 1.63

[0253] 455w @ AIBERVH S HIREITAESEL hNPR]1 CHO-K1 ~ cNPRI
CHO-K1 %4 -
TS 5 : i NPR1 BUR SR ARG
[0254] #HILE IMGT NEHBERET E#EELREFNEBEN
MOE Bt » 43 BIHKEESE 102 ~ 127 + 128 + 135 § 140 )B4 BAU B g o
BEBARERF RGN - K ERITIEEL CDR 4355 8 28 IR TR ER
b > BRR X T B FR1-CDR1-FR2-CDR2-FR3-CDR3-FR4 H] & & 55 -
AR > U EABEGI CDR BFEBEAR Kabat EIAGKHEE L
102 EURHTEERY A JR(b

910369 £ 91 5 - 5% 134 HETRHEE)
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[0255] EURHLAE 102 Ay NR(CLEHETT#EERY FR1 ~ FR2 - FR3 £H
IGHV3-21*01 » FR4 $% 1 IGHI6*01 {E A5ty ; ST 8 E HY FR1 - FR2 -
FR3 #£f IGKV3-11*01 5, IGKV1-39*01 » FR4 £¢H IGKI4*01 {E R &4 -
o EEJRDIAE 102 #Y CDR 3 BURSHE B H AR - 1B E 1> ¥ AR B
AEHY FR BEIDRAERETRN > HPHERTEEN FRELSE 13-
9~ 4449~ 87 /5% 93 AL (FRIE Kabat 45 5% A1 HIHE 2 ) Ay B BR R A AT EY
R R/ EAEEN FRIE 544345~ 4647 - 58 F/= 71
(fR#2 Kabat &5t RIME B )RR AR EE R EC T HUA, - PiBs 102 19 NJE(EHT
FEHVZE BT R TR S

5. 102 AR LHsI s

VL VH
Graft(IGKV3-11%01) + Graft(IGHV3-21%01) +
hul02VL3 hul02VH]1
L46R,L47W,I58V,F71Y G44R,A93T

Graft(IGKV3-11#¥01) +
Graft(IGHV3-21%01) +
hul02VL4 | A43S,R45K,L46R,L47 | hul02VH2

GO9E,G44R,S49A,A93T
W,IS8V,F71Y

Graft(IGHV3-21%01) +
Graft(JGKV1-39%01) +

hul02VL5 hul02VH3 | E1D,Q3K,G9E,G44R,
L46R,L4TW
S49A,A93T

Graft(IGHV3-21%01) +
Graft(IGKV1-39%01) +
E1D,Q3K,G9E,G44R,
hul02VL6 | M4L,A43S,L46R,L47W | hul02VH4

‘ S49A,T87S,A93T+T31S
JF71Y

,T62S

910369 592 H v 3L 134 H(BHRHESE)
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Graft(IGHV3-21*01) +

hul02VHS | E1D,Q3K,G9E,G44R,
S49A,A93T+A33G

iLf% ¢ Graft AREFDIEE CDRIEAAER FR & 5 K [EEEE B
fir ERE Kabat {RSEMAMEE - W0“T31S"RRIKIE Kabat §RITHREE - #5
3IAr TRER S -

%= 6. 102 A JR{EPifEHY CDR

AR CDR =34
hul02VH4 HCDRI1 SYAMS SEQ ID NO : 45
hul02VH4 HCDR2 YISRGGDYIYYADSVKG | SEQID NO: 46
hul02VHS5 HCDRI1 TYGMS SEQ ID NO : 35

(02561 102 AJRAbDiAeiee =) S/ B i o] BIE F 50 AT ¢

[0257) > hul(02VH1
EVQLVESGGGLVKPGGSLRLSCAASGFTFSTYAMSWVRQAPGKR
LEWVSYISRGGDYIYYADTVKGRFTISRDNAKNSLYLQMNSLRAEDT

AVYYCTRDOTTVVVHWYFDVWGQGTTVTVSS

SEQ ID NO : 48

[0258] > hul02VH2
EVQLVESGEGLVKPGGSLRLSCAASGFTFSIYAMSWVRQAPGKR

LEWVAYISRGGDYIYYADTVKGRFTISRDNAKNSLYLQMNSLRAEDT

AVYYCTRDOTTVVVHWYFDVWGQGTTVTVSS

SEQ ID NO : 49

910369 5593 B » 4t 134 H(RHEHRHESE)
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[0259) > hul02VH3
DVKLVESGEGLVKPGGSLRLSCAASGFTFSTYAMSWVRQAPGKR

LEWVAYISRGGDYIYYADTVKGRFTISRDNAKNSLYLQMNSLRAEDT

AVYYCTRDOTTVVVHWYFDVWGQGTTVTVSS

SEQ ID NO : 50

[0260] > hul02VH4
DVKLVESGEGLVKPGGSLRLSCAASGFTFSSYAMSWVRQAPGKR
LEWVAYISRGGDYIYYADSVKGRFTISRDNAKNSLYLQMNSLRAEDS

AVYYCTRDOTTVVVHWYFDVWGQGTTVTVSS

SEQ ID NO : 51

[0261] > hul02VHS5
DVKLVESGEGLVKPGGSLRLSCAASGFTFSTYGMSWVRQAPGK
RLEWVAYISRGGDYIYYADTVKGRFTISRDNAKNSLYLQMNSLRAED

TAVYYCTRDOTTVVVHWYFDVWGQGTTVTVSS

SEQ ID NO : 52

[0262] > hul02VL3
EIVLTQSPATLSLSPGERATLSCSASSSINYMHWYQQKPGQAPRR
WIYDTSKILASGVPARFSGSGSGTDYTLTISSLEPEDFAVYYCHQRNSY
TFGGGTKVEIK
SEQ ID NO : 53

[0263) > hul02VL4

910369 % 94 5 > 3t 134 H(EEHRIEE)
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EIVLTQSPATLSLSPGERATLSCSASSSINYMHWYQQKPGQSPKR
WIYDTSKI ASGVPARFSGSGSGTDYTLTISSLEPEDFAVYYCHORNSY

TFGGGTKVEIK
SEQ ID NO : 54

[0264] > hul02VLS5
DIQMTQSPSSLSASVGDRVTITCSASSSINYMHWYQQKPGKAPK
RWIYDTSKIASGVPSRFSGSGSGTDFTLTISSLQPEDFATYYCHQRNS

YTFGGGTKVEIK
SEQ ID NO : 55

[0265] > hul02VL6
DIQLTQSPSSLSASVGDRVTITCSASSSINYMHWYQQKPGKSPKR
WIYDTSKILASGVPSRFSGSGSGTDYTLTISSLQPEDFATYYCHORNSY

TFGGGTKVEIK
SEQ ID NO : 56

[0266] fE=E @ BT &> Kbk CDR F5) - Hft CDR ZRiE
Kabat 4595 o

127 BRI N TRAE

[0267) EEJRHLAG 127 (Y NIR{LEHE#E T2 &HY FR1 ~ FR2 » FR3 £XH
IGHV1-46*01 - FR4 ££FJ IGHI6*01 /E R fsifl ; iR $4E Y FR1 ~ FR2
FR3 £ IGKV4-1%01 5, 1-39*01 » FR4 $£ IGKJI2*01 fE R - K5
JEHLEE 127 4y CDR 4y RIS B HRER b - RS - HAFRGHE
B FR @ o AR ETRR - HPHERTEENFREESE 123
28 ~ 43 ~ 69 ~ 71 F0/E 73 AL (1R 4% Kabat 4557 RIHEE ) 1 e B R R B & 1T

5505 H » 3t 134 E(GTRIE)
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B Eforarst 1 irEfT Al ieoe g » B fsiRh - /S KHETEE
BYFREEE 14174346~ 60 ~ 68 FI/5 79 fiz(1RiE Kabat 45553
Il 8 ) Ay B BE L TR AL E 1T B - A8 127 B NJR(B IR T B @Ry e E ast
RTRT:

= 7. 127 NF RPiReRyEE

VL VH

Graft(IGHV1-46*01) +

Graft(IGKV4-1%01) + , V2A,Q3Y,T28S,Q43K,
hul27VL1 hul27VH4

L46V,G68R M69L,R71V,T73K+

Q1E+N54S

Graft(IGKV4-1%01) + Graft(IGHV1-46%01) +
hul27VL3 hul27VH7 |

DIN,M4L,L46V,G68R R71V,T73K + N54S

Graft(IGKV4-1%01) + ‘ Graft(IGHV1-46*01) +

hu127VL4 DIN,M4L,L46V,D60A, hul27VH8 | R71V,T73K+Q1E+
G68R,Q79E N548

Graft(IGKV1-39%01) +
hul27VL5
D1N,M4L,L46V,G68R

Graft(IGKV1-39%01) +
hul27VL6 | DIN,M4L,D17Q,A43P,

L46V,G68R

iLHE ¢ Grafted (UREJFDIAE COR HA NS FR & 5 HA €8 BRI
B R Kabat R AIERE » W“V2A”RRIKEZ Kabat R A4 » 55 2

it VZEER A -

596 B - 3t 134 H(EWIHRIIE)
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% 8.127 NJR{LHiaeHy CDR

& CDR 523

SEQ ID NO :
hul27VH4/ VH7/ VHS | HCDR2 | RINPYSGDTFYNQKFKG

57

(0268 127 NIFfEPiicie/EE T EBFIMT

[0269] > hul27VH4
EAYLVQSGAEVKKPGASVKVSCKASGYSFTGYFMNWVRQAPG

KGLEWMGRINPYSGDTFYNOQKFKGRVTLTVDKSTSTVYMELSSLRSE

DTAVYYCARRGYGNRGYWYFDVWGQGTTVTVSS
SEQ ID NO : 58
[0270) > hul27VH7
QVQLVQSGAEVKKPGASVKVSCKASGYTFTGYFMNWVRQAPG

QGLEWMGRINPYSGDTFYNQKFKGRVITMTVDKSTSTVYMELSSLRS
EDTAVYYCARRGYGNRGYWYFDVWGQGTTVTVSS

SEQ ID NO : 59

[0271) > hul27VHS
EVQLVQSGAEVKKPGASVKVSCKASGYTFTGYEMNWVRQAPG

QGLEWMGRINPYSGDTFYNQKFKGRVTMTVDKSTSTVYMELSSLRS
EDTAVYYCARRGYGNRGYWYFDVWGQGTTVTVSS

SEQ ID NO : 60

[0272) > hul27VL1

F97H v 3t B4 E(RHHRHES)
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DIVMTQSPDSLAVSLGERATINCRASESVDSYGNSFMHWYQQKP
GQPPKVLIYLASTLESGVPDRFSGSGSRTDFTLTISSLQAEDVAVYYCQ

ONNEDPLTFGQGTKLEIK
SEQ ID NO : 61
[0273)] > hul27VL3
NIVLTQSPDSLAVSLGERATINCRASESVDSYGNSFMHWYQQKP
GQPPKVLIYLASTLESGVPDRFSGSGSRTDFTLTISSLQAEDVAVYYCQ

ONNEDPLTFGQGTKLEIK

SEQ ID NO : 62

[0274) > hul27VL4

NIVLTQSPDSLAVSLGERATINCRASESVDSYGNSFMHWYQQKP

GQPPKVLIYLASTLESGVPARFSGSGSRTDFTLTISSLEAEDVAVYYCQ
QNNEDPLTFGQGTKLEIK
SEQ ID NO : 63
[0275] > hul27VL5
NIQLTQSPSSLSASVGDRVTITCRASESVDSYGNSFMHWYQQKP

GKAPKVLIYLASTLESGVPSRFSGSGSRTDFTLTISSLQPEDFATYYCQ

QNNEDPITFGQGTKLEIK

SEQ ID NO : 64

[0276] > hul27VL6
NIQLTQSPSSLSASVGQRVTITCRASESVDSYGNSFMHWYQQKP
GKPPKVLIYLASTLESGVPSRFSGSGSRTDFTLTISSLQPEDFATYYCQ

QNNEDPLTFGQGTKLEIK
SEQ ID NO : 65

98 E - It B4 HEWRAE)
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[0277] #3% : BT HIGHM O KHi# CDR F5» Hf CDR BR#E
Kabat &g5% °

128 EUREDLERRI N RAE

[0278) EREHLES 128 Y AJE(LEF &N FRI1 - FR2 ~ FR3 ££H
IGHV1-46*01 » FR4 £ IGHJ6*01 {E Byfsify ; s aE n] & HY FR1 ~ FR2 ~
FR3 % f IGKV3-20%02 B 6-21%02 - FR4 £ 5 IGKI2*01 {E B#5iR - ¥ E
JRDUAS 128 By CDR 3 ARS8 B H A JRMEAR + - B EH - H NR(EHUEEN
FR &Ry A T EUA > P EE TS E FRIE 5 15404369
71~ 73~ 74~ 75~ 77 A/ 78 fir(FR¥E Kabat 4R 5745 Al HEE ) Y B AR BE TR
EITEA - 355 1 T B RERZe e - BB L T/ RETEE
HY FRE& 55 22 ~ 42 ~ 43 ~ 49 ~ 57 F1/5, 71 fir (fR# Kabat 47 55#R AIFEE)
MR R IR SR B AT HUR - JiR8 128 (W AJR(LIA T BEEEBHRIT A TSR
9 :

% 9. 128 A iR

VL VH
Graft(IGKV3-20%02) Graft(IGHV1-46%01) +
hul28VL1 hul28VH1
+ G57R,F71Y QI1E,R71V,T73K
Graft(IGKV3-20%02) Graft(IGHV1-46%01) +
hul28VL2 +Q42S,A438,G57R, | hul28VH2 | Q1E,R71V,T73K,S74P,T7
F71Y 58

Graft(IGHV1-46*01) +
Graft(IGKV6-21%02)

hui28VL3 hul28VH3 Q1E,M69L,R71V,T73K,S
+K49Y,G57R,F71Y

74P, T758,T77P,VT73A

599 H » # 134 H(REAHRIE)
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Graft(IGHV1-46%01) +

Graft(IGKV3-20%02) Q1E,A40R,Q43R,M69L,
hul28VL1-6 | +S22K,G57R,F71Y+ |hul28VH4 |R71V,
A55G | T73K,S74P,T758,T77P,V
78A

#Lf#  Grafted fAREFTIAE CDREAAE L FR & ; HPEYEEZEEM
BRI EARE Kabat §R5EHAIHEE - 0“GSTR”R /R Kabat §R57 R 4K -

Y ST Air GZEEE A R o

[0279] > hul28VHI
EVQLVQSGAEVKKPGASVKVSCKASGYTFTSYWMHWVRQAPG

QGLEWMGRIDPNS GVTKYNEKFKSRVTMTVDKSTSTVYMELSSLRS

EDTAVYYCARSSYLGRYFDVWGQGTTVTVSS

SEQ ID NO : 66

[0280] > hul28VH2
EVQLVQSGAEVKKPGASVKVSCKASGYTFTSYWMHWVRQAPG
QGLEWMGRIDPNSGVTKYNEKFKSRVTMTVDKPSSTVYMELSSLRS
EDTAVYYCARSSYLGRYFDVWGQGTTVTVSS
SEQ ID NO : 67
[0281] > hul28VH3
EVQLVQSGAEVKKPGASVKVSCKASGYTFTSYWMHWVRQAPG

QGLEWMGRIDPNSGVTKYNEKFKSRVTLTVDKPSSPAYMELSSLRSE

DTAVYYCARSSYLGRYFDVWGQGTTVTVSS
SEQ ID NO : 68

% 100 K - 3% 134 HEYERIE)
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[0282) > hul28VH4

EVQLVQSGAEVKKPGASVKVSCKASGYTFTSYWMHWVRQRPG

RGLEWMGRIDPNSGVTKYNEKFKSRVTLTVDKPSSPAYMELSSLRSE
DTAVYYCARSSYLGRYFDVWGQGTTVTVSS
SEQ ID NO : 69
[0283)] > hul28VLI1
EIVLTQSPATLSLSPGERATLSCSATSSVSYMYWYQQKPGQAPRL
LIYDTYNLASRIPARFSGSGSGTDYTLTISRLEPEDFAVYYCQQWSSYP
PTFGQGTKLEIK
SEQ ID NO : 70
[0284) > hul28VL2

EIVLTQSPATLSLSPGERATLSCSATSSVSYMYWYQQKPGSSPRLL

IYDTYNIASRIPARFSGSGSGTDYTLTISRLEPEDFAVYYCQQWSSYPP

TFGQGTKLEIK
SEQ ID NO : 71

[0285] > hul28VL3

EIVLTQSPDFQSVTPKEKVTITCSATSSVSYMYWYQQKPDQSPKL

LIYDTYNI ASRVPSRFSGSGSGTDYTLTINSLEAEDAATYYCQQWSSY

PPTFGQGTKLEIK
SEQ ID NO : 72

[0286] 554F » £ hul28VL1 gVARE - - BEEH FRI1 [&(S22)H
LCDR2 &Y {E F A B (ASS) TS » Hor » LCDR2 I EFL 75 R

5101 5 » 3L 134 H(HRHESD)
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DTYNLAS(SEQ ID NO : 33)i%i# % : DTYNLGS(SEQ ID NO : 73) » &
S R LR RETT S ' T - EEFIaT
[0287] > hul28VL1-6
EIVLTQSPATLSLSPGERATLKCSATSSVSYMYWYQQKPGQAPRL

LIYDTYNILGSRIPARFSGSGSGTDYTLTISRLEPEDFAVYYCQOQWSSYP

PTFGQGTKLEIK
SEQ ID NO : 74

[0288] #AiEE - T HI4 &2 Abife CDR F5] > Hft CDR EiRE

Kabat 455% -
135 IR PLARHY N IRAL

[0289] EJREBLAR 135 N ARILEMFTEEN FR1 ~ FR2 » FR3 £
IGHV3-21*01 » FR4 $2fE IGHI6*01 {E Ryftty ; §EEA S B AY FR1 » FR2 »
FR3 £¢fH IGKV1-39%01 » FR4 $ A IGKJ4*01 /E B4 » ¥ B IRHIE 135
Y CDR 43 BB HE B E A JRER - (R EH - B AR BN FR BE 2
PR TR HPHEHTEENFRE LS 13292822944~
49 F1/5% 93 fir (FR 48 Kabat 47555 AIHE € ) AU B B TR AR AT BUAX » A/
EREE T EEEAY FR & B85 4 ~ 43 ~ 46 ~ 47 §1/5¢ 71 fir (FR12 Kabat R5E 3 Al
B R ) A B B TR A TR - B8 135 A R LB T S EAY R BT R
T 10 :

102 K - 3t 134 HEHRHEE)
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= 10. 135 AJE(LHigze s

VL VH
Graft(IGKV1-39%01) + Graft(IGHV3-21%01) +

hul35VL1 | M4L,A43S,L46R,L47W, | hul35VH1 | E1D,Q3K,G9E,G44R,
F71Y S49A,A93T

Graft(IGHV3-21%01) +

hul35VH2 | E1D,Q3K,G9E,T28S,F2
91,G44R,S49A,A93T

Graft(IGHV3-21#*01) +

E1D,Q3K,G9E, T28S,
F201,G44R,S49A,A93T
+ T628

il #E - Grafted fURERPIAE CDREAARE LR FR &  HPHEIEEREA

hul35VH3

BHYAL EAR 2 Kabat §R5EHAIMEE - 1“M4AL”RRACER Kabat 457 4% -

MR A MEERL -

% 11. 135 AJE/LHESH CDR

A CDR 751
hul35VH3 HCDR2 YINSGGNYIYYADSVKG | SEQID NO : 75

[0290] > hul35VHI1
DVKLVESGEGLVKPGGSLRLSCAASGFTFSTYGMSWVRQAPGK
RLEWVAYINSGGNYIYYADTVKGRFTISRDNAKNSLYLQMNSLRAED

TAVYYCTRDRTTIVVHWYFDVWGQGTTVTVSS

SEQ ID NO : 76

910369 55103 H » 3% 134 H(Z9EREE)
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[0291) > hul35VH2
DVKLVESGEGLVKPGGSLRLSCAASGFSISTYGMSWVRQAPGKR

LEWVAYINSGGNYIYYADTVKGRFTISRDNAKNSLYLQMNSLRAEDT

AVYYCTRDRTTIVVHWYFDVWGQGTTVTVSS

SEQ ID NO : 77

[0292] > hul35VH3
DVKLVESGEGLVKPGGSLRLSCAASGFSISTYGMSWVRQAPGKR
LEWVAYINSGGNYIYYADSVKGRFTISRDNAKNSLYLQMNSLRAEDT

AVYYCTRDRTTIVVHWYFDVWGQGTTVTVSS

SEQ ID NO : 78

[0293] > hul35VLI
DIQLTQSPSSLSASVGDRVTITCSASSSINFMHWYQQKPGKSPKR
WIYDTSKLASGVPSRFSGSGSGTDYTLTISSLQPEDFATYYCHQRSSTF

GGGTKVEIK
SEQ ID NO : 79

[0294] &5k T EIEH D RKiike CDR 5 - Hf CDR 2iRE
Kabat 4558 -

140 EJREBLRRRYANIRAE

[0205) EEJR¥LAE 140 Y NJRMLESE D& & Ay FR1 ~ FR2 ~ FR3 £RA]
IGHV1-46*%01 > FR4 £ IGHI6*01 fE Jy#sify ; #EEn] S EHY FR1 ~ FR2 ~
FR3 £/ IGKV3-11*01 » FR4 #£F IGKJI2*01 {E Rl » ¥ E IR 140
/9 CDR 47 BIRSHE 21 H AR P - FF M - W AIFRLPUREH FR & & 7>
PRI T AR HP W EEEEN FRERSE 140434869

104 5 » 3£ 134 HEARAESD)
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71~73~74~75~77~ 78 ~ 80 FI/5 81 {ir(fR1E Kabat 45573 RIFEE ) 1VRE
EE R AEITER - B ERETYE | r T AR e kB L
A/ TS EAN FRE EE 20605870~ 71~ 77 F1/= 100 Az (FR
1% Kabat 455755 Al HE 2 ) AV B B B B A BT HEUR - 188 140 B9 OR(BHUEY
BEAZEERIT R TR 12

= 12. 140 A B {LHiaagzes

VL VH
Graft(IGHV1-46%01) +
Graft(IGKV3-11%01) + A40R,Q43R,M69L,R71V,
hul40VL3 hul40VH3
I58V,F71Y T73K,S74P,T75S,V78A+
QIE
Graft(IGKV3-11%01) + Graft(IGHV1-46%01) +
hul40VL5 | 158V,D70S,F71Y,S77R, | hul40VH4 | M481,M69L,R71V,T73K,
Q100A S74P,V78A,MS0L,E81Q
Graft(IGKV3-11%01) + Graft(IGHV1-46*01) +
hul40VL5-
y T20Q,I58V,A60D,D70S, | hul40VHS5 | M69L,R71V,T73K,S74P,
F71Y,S77R,Q100A T75S,T77P,V78A

iEFE © Grafted AR ERDIAE CDR IEAATEA FR & ; HOHyE{EZEE{
BEEY AL EIRIZ Kabat Rt HIHEE - M“IS8V7RTRIKEE Kabat R &4EE

A S8AL 28/ V -

[0296] > hul40VH3

910369 2105 B - 3% 134 H(EHRHE)
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EVQLVQSGAEVKKPGASVKVSCKASGYTFTSYWMHWVRQRPG

RGLEWMGRIDPNSGVTKYNEKFKSRVTLTVDKPSSTAYMELSSLRSE

DTAVYYCARSGGLRRYFDVWGQGTTVTVSS |
SEQ ID NO : 80
[0297) > hul40VH4
QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYWMHWVRQAPG
QGLEWIGRIDPNSGVTKYNEKFKSRVTLTVDKPTSTAYIQLSSLRSED

TAVYYCARSGGILRRYFDVWGQGTTVTVSS

SEQ ID NO : 81

[0298] > hul40VHS5
QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYWMHWVRQAPG
QGLEWMGRIDPNSGVTKYNEKFKSRVTLTVDKPSSPAYMELSSLRSE

DTAVYYCARSGGLRRYFDVWGQGTTVTVSS
SEQ ID NO : 82

[0299] > hul40VL3
EIVLTQSPATLSLSPGERATLSCSASSSVSYMYWYQQKPGQAPRL
LIYDTYNLASGVPARFSGSGSGTDYTLTISSLEPEDFAVYYCQQWSSY
PPTFGQGTKLEIK
SEQ ID NO : 83
[0300] > hul40VL5
EIVLTQSPATLSLSPGERATLSCSASSSVSYMYWYQQKPGQAPRL

LIYDTYNILASGVPARFSGSGSGTSYTLTISRLEPEDFAVYYCQQWSSY

PPTFGAGTKLEIK
SEQ ID NO : 84
55106 H v 3£ 134 H(RUHRHE)
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(03011 554> F£ hul40VLS HyEHE b - EHECHE FR1 [&(T20)E FR3
& BB B i AR (A60) EITHUE -
[0302] > hul40VL5-11

EIVLTQSPATLSLSPGERAQLSCSASSSVSYMYWYQQKPGQAPRL

LIYDTYNILASGVPDRFSGSGSGTSYTLTISRLEPEDFAVYYCQQWSSY

PPTFGAGTKLEIK
SEQ ID NO : 85

[0303] & : ¥ TEIGE T RHiAE CDR 55 H& CDR 2R
Kabat 4755k °
AR EST NPR1 AJR/EHiES 1eG1 LALA =
[0304] &¢Et5[T PCR#ZBE& NFLPIE VH/VK ER R & - Bk
ZHAE pTTS(REFM KN EEBREE(CHI-FC/CL) R B BRI ERE)ET
FEREH  BEEERRELRE VH-CHI-FC-pTT5/VK-CL-pTT5 - Hi &
WEREECETEB A IgGl - 1gG2 ~ 1gG3 ~ 1G4 L H BB EFE
RIEEEE A A « MBS REEEEER - RN - DT E
Pl - iR EEEEEEFL SEQ ID NO : 86 AR A IeGl EHEEE
& B RN E B H 40 SEQ ID NO: 44 BRI NS € & 5] A LALA
RB(ETEIRTT) -
[0305] A IgGl1 LALA E#E EFEFS
ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSG

ALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNT
KVDKKVEPKSCDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTP

5107 B » 4t 134 H(SBREE)
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EVICVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRYV

VSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVY
TLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPV
LDSDGSFFLYS KLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLS

PGK
SEQ ID NO - 86

[0306] AECHEREERFS
RTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVD

NALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTH

QGLSSPVTKSFNRGEC
SEQ ID NO : 44

[0307) WERITEREEEARY 102~ 127 ~ 128 ~ 135 ~ 140 B9 AJE/LPiAL =4
FTSE IR R A Im EE A SEQ ID NO : 86 Fciy A B 1K 2 & R Al BE T 1k
iie e B AR v S A ImEE 41 SEQ ID NO : 44 FivR
Y NS R B i B Y i 2 R TR B TR 13-% 17 At
RN IFRALERE
# 13. 102 (9 NIRRT

HulO2HI1L3 HulO02HI1L4 HulO2HILS HulO02HILG6
Hul02H2L3 Hul02H2L4 Hul02H2L5 HulO2H2L6
Hul02H3L3 Hul02H3L4 Hul02H3L5 HulO02H3L6
Hul02H4L3 Hul02HA4L4 HulO02H4L5 Hul02H4L6
HulO2HSL3 HulO2HS5L4 HulO2HSLS HulO2HSL6

910369

5108 H - 4t 134 H(S#YRRES)
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fEs > “Hul02HIL3" R RERTEE S hul02VHI(SEQ ID NO :

48) > ERGET] T & hul02VL3(SEQ IDNO : 53) > HE#iE EE 41 SEQ ID

NO : 86 Ao > EEGE R EE W SEQ ID NO : 44 FrRry AJR/EdisE - HE

[TRCEE
% 14.127 89 AR08
Hul27H4L1 Hul27H4L3 Hul27H4L4 Hul27H4L5 Hul27H4L6
Hul27H7L1 Hul27H713 Hul27H7L4 Hul27H7L5 Hul27H7L6
Hul27H8L1 Hul27HS8L3 Hul27H8L4 Hul27H8LS Hul27H&L6

st - = 0 “Hul27THALI”FRRE##E 7] S4E & hul27VH4(SEQ ID NO

58)  BRPETTEEE A hul27VL1(SEQ ID NO: 61) - H & #8165 F &4 SEQ ID

NO : 86 7w » Eg8N F B 40 SEQ ID NO : 44 Fryniy NJR{EHilE - HED

PEIEH#E -
= 15. 128 By A TR LR
Hul28H1L1 Hul28HI1L2 Hul28HIL3
Hul28H2L1 Hul28H212 Hul28H2L3
Hu128H3L1 Hul28H3L2 Hul28H3L3 Hul28H3L1-6
Hul128H4L1 Hul28H4L2 Hul28H4L3

HaaT © R > “Hul28HIL3"R R EH# A 8 & & hul28VHI(SEQ ID NO:

66) » ERHETEEE & hul28VL3(SEQID NO : 72) » HE#E EE4 SEQ ID

NO : 86 A7R > BEEEE E &L SEQ ID NO : 44 FroRiy AR/ - onH

(ZADN I 2k

% 109 K » 3t 134 H(EWRHEE)
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Z 16. 135 Y A JR{EHiEE

Hul35HI1L1

Hul35H2L1

Hul35H3L1

st * R > “Hul3SHIL1I”FRREH# T #IE & hul35VHI(SEQ ID NO -

76) » EKHEE] S & hul35VL1(SEQID NO : 79) » H E##E E &4 SEQ ID
NO : 86 Fiirw - BEg#AEE L1 SEQ ID NO : 44 Friy AJRILPigE - HEDL

I -
7= 17. 140 Y R Edi e
Hul40H3L3 Hul40H3L5 Hul40HS5L5-11
Hul40HA4L3 Hul40H4L5
Hul40HS5L3 Hul140HS5L5

HEEE - TP > “Hul40HSLS”EREH T #E & hul40VHS(SEQ ID NO
82) » EREETE[E 5 hul40VL5(SEQ ID NO : 84) » Hul40H5L5-11 ERE
BETI 8 & Hul40VHS5(SEQ ID NO : 82) > EESE A& & & huld40VL5-
11(SEQIDNO : 85) » HE#E EEA SEQIDNO : 86 fi/x » Bl E &
41 SEQ ID NO : 44 Frmiy NJRAEELE » FnE B AL -

(0308 REIENNFRLDiRRE EEeRFI0T
[0309] Hul02H2L6 By EfEFF

EVQLVESGEGLVKPGGSLRLSCAASGFTFSTYAMSWVRQAPGKR

LEWVAYISRGGDYIYYADTVKGRFTISRDNAKNSLYLQMNSLRAEDT

AVYYCTRDOTTVVVHWYFEDVWGQGTTVTVSSASTKGPSVFPLAPSSK

910369 2110 » 3£ 134 E(HHRHEE)
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STSGGTAALGCLVKDYFPEPVIVSWNSGALTSGVHTFPAVLOSSGLYSLSS
VVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPEA
AGGPSVFLFPPKPKDTLMISRTPEVICVVVDVSHEDPEVKFNWYVDGVE
VHNAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIE

KTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWES

| NGQPENNYKTTPPVLDSDGSFFL YSKLTVDKSR WQOGNVFSCSVMHEAL

HNHYTQKSLSLSPGK |
SEQ ID NO : 112

[0310)] HulO02H3L6 YEHEFS -

DVKLVESGEGLVKPGGSLRLSCAASGFTFSTYAMSWVRQAPGKR

LEWVAYISRGGDYIYYADTVKGRFTISRDNAKNSLYLQMNSLRAEDT

AVYYCTRDQTTVVVHWYEDVWGQGTTVTVSSASTKGPSVFPLAPSSK

STSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSS
VVTVPSSSLGTQTYICNVNHKPSNIKVDKKVEPKSCDKTHTCPPCPAPEA
AGGPSVFLFPPKPKDTLMISRTPEVICVVVDVSHEDPEVKFNWYVDGVE
VHNAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYK CK VSNKALPAPIE
KTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWES

NGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQOGNVEFSCSVMHEAL

HNHYTOKSLSLSPGK
SEQ ID NO : 113

[0311) HulO2HA4L6 B fE 55 :

DVKLVESGEGLVKPGGSLRLSCAASGFTFSSYAMSWVRQAPGKR

LEWVAYISRGGDYIYYADSVKGRFTISRDNAKNSLYLQMNSLRAEDS

111 T 3 14 HEEREE)
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AVYYCTRDQTTVVVHWYFDVWGQGTTVTVSSASTKGPSVFPLAPSSK

STSGGTAALGCLVKDYFPEPVIVSWNSGALTSGVHTFPAVLQOSSGLYSLSS
VVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPEA
AGGPSVFLFPPKPKDTLMISRTPEVICVVVDVSHEDPEVKFNWYVDGVE
VANAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIE
KTfSKAKGQPREPQ VYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWES
NGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVESCSVMHEAL
HNHYTQKSLSLSPGK

SEQ ID NO : 87

[0312)] Hul02H5L6 FYESEFT]

DVKLVESGEGLVKPGGSLRLSCAASGFTFSTYGMSWVRQAPGK

RLEWVAYISRGGDYIYYADTVKGRFTISRDNAKNSLYLQMNSLRAED

TAVYYCTRDOTTVVVHWYFDVWGQGTTVTVSSASTKGPSVFPLAPSS

KSTSGGTAALGCLVKDYFPEPVIVSWNSGALTSGVHTFPAVLQOSSGLYSLS
SVVIVPSSSLGTQITYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPE

AAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGV
EVANAKTKPREEQYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPI
EKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWES
NGQOQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEAL

HNHYTQKSLSLSPGK
SEQ ID NO : 114

[0313] Hul02H2L6 ~ Hul02H3L6 ~ Hul02H4L6 ~ Hul02HS5L6 HYER

@yl

%1125 - 3 134 EG IR
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DIQLTQSPSSLSASVGDRVTITCSASSSINYMHWYQQKPGKSPKR

WIYDTSKILASGVPSRFSGSGSGTDYTLTISSLQPEDFATYYCHOQORNSY
TFGGGTKVEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKYV
OWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEV

THQGLSSPVTKSFNRGEC
SEQ ID NO : 88

[0314) Hul27H4L1 ~ Hul27H4L3 ~ Hul27H4LS5 ~ Hul27H4L6 N E
P -
EAYLVQSGAEVKKPGASVKVSCKASGYSFTGYFMNWVRQAPG

KGLEWMGRINPYSGDTFYNQKFKGRVTLTVDKSTSTVYMELSSLRSE

DTAVYYCARRGYGNRGYWYFDVWGQGTTVTVSSASTKGPSVFPLAP

SSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQOSSGLYS
LSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPA
PEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVD
GVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALP
APIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVE
WESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMH

EALHNHYTOKSLSLSPGK
SEQ ID NO : 115

[0315] Hul27H7L1 ~ Hul27H7L3 ~ Hul27H7L5 ~ Hul27H7L6 (N E
3

QVQLVQSGAEVKKPGASVKVSCKASGYTFTGYFMNWVRQAPG

QGLEWMGRINPYSGDTFYNQKFKGRVTMTVDKSTSTVYMELSSLRS

5 113 H > 3t 134 HETREE)
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EDTAVYYCARRGYGNRGYWYFDVWGQGTTVTVSSASTKGPSVFPLA

PSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQOSSGLY
SLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPA
PEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVD
GVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALP
APIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVE
WESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMH

EALHNHYTQKSLSLSPGK
SEQ ID NO : 116

[0316] Hul27HSL1 ~ Hul27H8L3 ~ Hul27H8L5 ~ Hul27H8L6 AYE
sEFF3

EVQLVQSGAEVKKPGASVKVSCKASGYTFTGYFMNWVRQAPG

QGLEWMGRINPYSGDTFYNQKFKGRVTMTVDKSTSTVYMELSSLRS

EDTAVYYCARRGYGNRGYWYFDVWGQGTTVTVSSASTKGPSVFPLA

PSSKSTSGGTAALGCLVKDYFPEPVIVSWNSGALTSGVHTFPAVLQSSGLY
SLSSVVITVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPA
PEAAGGPSVFLFPPKPKDTLMISRTPEVICVVVDVSHEDPEVKFNWYVD
GVEVHNAKTKPREEQYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALP
APIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVE
WESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMH

EALHNHYTQKSLSLSPGK .
SEQ ID NO : 117

[0317] Hul27H4L1 ~ Hul27H7L1 ~ Hul27HSL1 FEREE 5

%14 H » #£ B4 HEIREE)
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DIVMTQSPDSLAVSLGERATINCRASESVDSYGNSFMHWYQQKP
GQPPKVLIYLASTLESGVPDRFSGSGSRTDFTLTISSLQAEDVAVYYCQ

ONNEDPLTFGQGTKLEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNF

YPREAKVOWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKH

KVYACEVTHQGLSSPVIKSFNRGEC
SEQ ID NO : 118

[0318) Hul27H4L3 ~ Hul27H7L3 ~ Hul27HS8L3 My 5] :

NIVLTQSPDSLAVSLGERATINCRASESVDSYGNSFMHWY QQKP

GQPPKVLIYLASTLESGVPDRFSGSGSRTDFTLTISSLQAEDVAVYYCQ
ONNEDPLTFGQGTKLEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNF

YPREAKVOQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKH

KVYACEVTHQGLSSPVTKSFNRGEC
SEQ ID NO © 119

[0319) Hul27H4L5 ~ Hul27H7L5 ~ Hul27HSLS Ay S5 -

NIQLTQSPSSLSASVGDRVTITCRASESVDSYGNSFMHWYQQKP

GKAPKVLIYLASTLESGVPSRFSGSGSRTDFTLTISSLQPEDFATYYCOQ

ONNEDPLTFGQGTKLEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNF

YPREAKVOQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKH

KVYACEVTHQGLSSPVTKSFNRGEC
SEQ ID NO : 120

[0320) Hul27H4L6 ~ Hul27H7L6 ~ Hul27HS8L6 Ay HEF 5]

NIQLTQSPSSLSASVGQRVTITCRASESVDSYGNSFMHWYQQKP

GKPPKVLIYLASTLESGVPSRFSGSGSRTDFTLTISSLQPEDFATYYCQ

$1SH - St I HEEYRIES)



202504927

910369

ONNEDPLTFGQGTKLEIKRIVAAPSVFIFPPSDEQLKSGTASVVCLLNNF

YPREAKVOWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKH

KVYACEVTHQGLSSPVTKSFNRGEC
SEQ ID NO : 121

[0321) Hul28H2L1 -~ Hul28H2L2 FyE S :

EVQLVQSGAEVKKPGASVKVSCKASGYTFTSYWMHWVRQAPG

QGLEWMGRIDPNSGVTKYNEKFKSRVTMTVDKPSSTVYMELSSLRS

EDTAVYYCARSSYLGRYFDVWGQGTTVTVSSASTKGPSVFPLAPSSKS

ISGGTAALGCLVKDYFPEPVIVSWNSGALTSGVHTFPAVLQOSSGLYSLSSV
VIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPEAA
GGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV
HNAKTKPREEQYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPIEK
TISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESN
GOPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALH
NHYTQKSLSLSPGK

SEQ ID NO : 122

[0322] Hul28H3L1-6 ~ Hul28H3L1 ~ Hul28H3L2 (Y §EFESI ¢

EVQLVQSGAEVKKPGASVKVSCKASGYTFTSYWMHWVRQAPG

QGLEWMGRIDPNSGVTKYNEKFKSRVTLTVDKPSSPAYMELSSLRSE

DTAVYYCARSSYLGRYFDVWGQGTTVTVSSASTKGPSVFPLAPSSKST

SGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVV
TVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPEAAG

GPSVFLFPPKPKDITLMISRTPEVICVVVDVSHEDPEVKFNWYVDGVEVH

5116 H > 3£ 134 HEHSRHEE)
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NAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT
ISKAKGOPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNG
QPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQOQOGNVFSCSVMHEALHN
HYTQKSLSLSPGK

SEQ ID NO : 99

[0323) Hul28H2L1 - Hul28H3L1 V&5 :

EIVLTQSPATLSLSPGERATLSCSATSSVSYMYWYQQKPGQAPRL

LIYDTYNLASRIPARFSGSGSGTDYTLTISRLEPEDFAVYYCOQOWSSYP
PTFGQGTKLEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKV
OWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEV

THOGLSSPVIKSFNRGEC
SEQ ID NO : 123

[0324) Hul28H2L2 - Hul28H3L2 (IR FH :

EIVLTQSPATLSLSPGERATLSCSATSSVSYMYWYQQKPGSSPRLL

IYDTYNLASRIPARFSGSGSGTDYTLTISRLEPEDFAVYYCQOWSSYPP

TFGQGTKLEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKYV

OWKVDNALQSGNSQESVIEQDSKDSTYSLSSTLTLSKADYEKHKVYACEV

THQGLSSPVIKSFNRGEC
SEQ ID NO : 124

[0325) Hul28H3L1-6 &H#F

EIVLTQSPATLSLSPGERATLKCSATSSVSYMYWYQQKPGQAPRL

LIYDTYNLGSRIPARFSGSGSGTDYTLTISRLEPEDFAVYYCQQWSSYP

PTFGQGTKLEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKYV

5 17 H » 3t 134 HEHREE)
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OWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEV

THQGLSSPVITKSFNRGEC
SEQ ID NO : 100

[0326] Hul35HILI QYE§EFY]

DVKLVESGEGLVKPGGSLRLSCAASGFTFSTYGMSWVRQAPGK

RLEWVAYINSGGNYIYYADTVKGRFTISRDNAKNSLYLQMNSLRAED

TAVYYCTRDRTTIVVHWYFDVWGQGTTVTVSSASTKGPSVFPLAPSSK

STSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQOSSGLYSLSS
VVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPEA

AGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVE

VANAKTKPREEQYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPIE
KTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWES
NGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEAL

HNHYTQKSLSLSPGK
SEQ ID NO : 125

[0327] Hul35H2L1 FEHFFF

DVKLVESGEGLVKPGGSLRLSCAASGFSISTYGMSWVRQAPGKR

LEWVAYINSGGNYIYYADTVKGRFTISRDNAKNSLYLQMNSLRAEDT

AVYYCTRDRTTIVVHWYFEDVWGQGTTVTVSSASTKGPSVFPLAPSSKS

TSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPA VLOSSGLYSLSSV
VIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPEAA
GGPSVFLFPPKPKDTLMISRTPEVICVVVDVSHEDPEVKFNWYVDGVEV

HNAKTKPREEQYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPIEK

18 H » 3t I H(BHRHAE)
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TISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESN
GOPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALH

NHYTQKSLSLSPGK
SEQ ID NO : 126

[0328) Hul35H3L1 WWEHEF

DVKLVESGEGLVKPGGSLRLSCAASGFSISTYGMSWVRQAPGKR

LEWVAYINSGGNYIYYADSVKGRFTISRDNAKNSLYLQMNSLRAEDT

AVYYCTRDRTTIVVHWYEDVWGQGTTVTVSSASTKGPSVFPLAPSSKS

TSGGTAALGCLVKDYFPEPVIVSWNSGALTSGVHTFPAVLOSSGLYSLSSV
VIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPEAA
GGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV
HNAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEK |
TISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESN

GQOPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQOQGNVFSCSVMHEALH

NHYTQKSLSLSPGK
SEQ ID NO : 101

[0329) Hul35HI1L1 ~ Hul35H2L1 - Hul35H3L1 #5751

DIQLTQSPSSLSASVGDRVTITCSASSSINFMHWYQQKPGKSPKR

WIYDTSKLASGVPSRFSGSGSGTDYTLTISSLQPEDFATYYCHQRSSTF
GGGTKVEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVOW
KVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTH

OGLSSPVTKSFNRGEC
SEQ ID NO : 47

F 119 H - 3t 134 HETRREE)
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[0330] Hul40H4L5 NEHEF] :

QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYWMHWVRQAPG

QGLEWIGRIDPNSGVTKYNEKFKSRVTLTVDKPTSTAYIQLSSLRSED

TAVYYCARSGGLRRYFDVWGQGTTVTVSSASTKGPSVFPLAPSSKSTS

GGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVT
VPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPEAAGG
PSVFLFPPKPKDTLMISRTPEVICVVVDVSHEDPEVKFNWYVDGVEVHN
AKTKPREEQYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPIEKTI

SKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQ
PENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNH

YTOKSLSLSPGK
SEQ ID NO : 127

[0331] Hul40HS5L5 - Hul40HS5L5-11 (IS Y -

QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYWMHWVRQAPG
QGLEWMGRIDPNSGVTKYNEKFKSRVTLTVDKPSSPAYMELSSLRSE

DTAVYYCARSGGLRRYFDVWGQGTTVTVSSASTKGPSVFPLAPSSKST

SGGTAALGCLVKDYFPEPVIVSWNSGALTSGVHTFPAVLOSSGLYSLSSVV
TVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPEAAG
GPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVH
NAKTKPREEQYNSTYRVVSVLTVLHOQDWLNGKEYKCKVSNKALPAPIEKT
ISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNG

OPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVESCSVMHEALHN

HYTQKSLSLSPGK
SEQ ID NO : 89

5120 K - 3t 134 H(RYEREE)
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[0332) Hul40H4L5 ~ Hul40H5L5 AR EEFE51

EIVLTQSPATLSLSPGERATLSCSASSSVSYMYWYQQKPGQAPRL

LIYDTYNLASGVPARFSGSGSGTSYTLTISRLEPEDFAVYYCQQWSSY
PPTFGAGTKLEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAK
VOWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACE
VTHQGLSSPVIKSFNRGEC

SEQ ID NO : 128

[0333)] Hul40H5L5-11 ByEEgE %]

EIVLTQSPATLSLSPGERAQLSCSASSSVSYMYWYQQKPGQAPRL

LIYDTYNLASGVPDRFSGSGSGTSYTLTISRLEPEDFAVYYCQQWSSY
PPTFGAGTKLEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAK

VOWKVDNALQSGNSQESVIEQDSKDSTYSLSSTLTLSKADYEKHKVYACE

VTHQGLSSPVTKSFNRGEC
SEQ ID NO : 90

[0334] e - BRI BT RS HilE CDR F
5 RHEEE T RPUERRERFS] - Hf CDR ZHRIE Kabat §g5T -

[0335)] ABEEHF FOGEHEEDE REGN-5381(AI&EFT|2
H, W02020086406A2)82 XX16 V(T SE 52 H W02020250159A1)1
ESE P YIAT ¢

[0336] REGN-5381 E4#fE5] :

QVOLVQS GAEVKKPGASVTVSCKASGYTFTDYYMHWVROQAPG

QGLEWMGWIKPNSGGTNSAQRFQGRITMTWDTSISTAYMELSRLRS

DDTAVYYCSRGGPVMNYYYYYGMDVWGQGTTVTVSSASTKGPSVF

5121 R 3 B4 R(EHRTE)
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PLAPCSRSTSESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVL
QSSGLYSLSSVVTVPSSSLGTKTYTCNVDHKPSNTKVDKRVESKYGP
PCPPCPAPEFLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSQEDPEV
QFNWYVDGVEVHNAKTKPREEQFNSTYRVVSVLTVLHQDWLNGKE
YKCKVSNKGLPSSIEKTISKAKGQPREPQVYTLPPSQEEMTKNQVSLT
CLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSRLTVDK
SRWQEGNVFSCSVMHEALHNHYTQKSLSLSLGK

SEQ ID NO : 91

[0337] REGN-5381 &R :

NIOMTQSPSSL.SASVGDRVTITCRASQSIDSYINWYQOQKPGKAP

KILLIYVASSLOSGVPSRFSGSGSGKDEFTLTISSLQPEDFATYYCQQSYSI

PTFGOGTRLEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREA

KVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHK

VYACEVTHQGLSSPVTKSFNRGEC
SEQ ID NO : 92

[0338] REGN-5381-m E#F%(REGN-5381 A] & +mouse 1gG2a

Eff > IMGT accession No. V0085) :

QVQLVOSGAEVKKPGASVTVSCKASGYTFTDYYMHWVROQAPG

QGLEWMGWIKPNSGGTNSAQRFOGRITMTWDTSISTAYMELSRLRS

DDTAVYYCSRGGPVMNYYYYYGMDVWGQGTTVTVSSAKTTAPSVY

PLAPVCGDTTGSSVTLGCLVKGYFPEPVTLTWNSGSLSSGVHTFPAVL
QSDLYTLSSSVTVTSSTWPSQSITCNVAHPASSTKVDKKIEPRGPTIKP

CPPCKCPAPNLLGGPSVFIFPPKIKDVLMISLSPIVICVVVDVSEDDPD

122 |/ » 3% 134 H(BRHEHRHE)
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VOQISWFVNNVEVHTAQTQTHREDYNSTLRVVSALPIQHQDWMSGKE
FKCKVNNKDLPAPIERTISKPKGSVRAPQVYVLPPPEEEMTKKQVTLT
CMVTDFMPEDIYVEWTNNGKTELNYKNTEPVLDSDGSYFMYSKLRV

EKKNWVERNSYSCSVVHEGLHNHHTTKSFSRTPGK
SEQ ID NO : 93

[0339] REGN-5381-m EZ$EFF5(REGN-5381 H#[&+mouse kappa

ES§# > Uniprot accession No. P01837) :

NIOMTQSPSSL.SASVGDRVTITCRASQSIDSYLNWYQQKPGKAP

KLLIYVASSLOSGVPSRFSGSGSGKDFTLTISSLQPEDFATYYCQQSYSI

PTFGQGTRLEIKRADAAPTVSIFPPSSEQLTSGGASVVCFLNNFYPKDI
NVKWKIDGSERQNGVLNSWTDQDSKDSTYSMSSTLTLTKDEYERIIN

SYTCEATHKTSTSPIVKSFNRNEC
SEQ ID NO : 94

[0340] XX16 V EfEFE%

QVQLLESGGGLVQPGGSLRLSCAASGFTFSSYWMNWVRQAPGK

GLEWVSVIESKGNYIFYADSVKGRFTISRDNSKNTLYLOMNSLRAED

TAVYYCARDRYSMIYSYGAGAFDYWGQGTLVTVSSASTKGPSVFPL

APSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQS
SGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKT

HTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDP
EVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNG

KEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVS

123 H > 36 134 H(BETRHAE)
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LTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTV

DKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK
SEQ ID NO : 95

[0341] XX16 V iR FE5]

DIOMTQSPSSLSASVGDRVTITCRASQGISSYLAWYQOQKPGKAPK

LLIYTASTLQSGVPSRFSGSGSGTDFTLTISSLOPEDFATYYCQQOTWRK

PRTFGOGTKVEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPRE

AKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKH

KVYACEVTHQGLSSPVTKSFNRGEC

SEQ ID NO : 96
[0312) A EFBEN 2 EHRBHE RC25 V(I E & £ K

US6114143A iy RC25)ERE AT ¢

[0343] RC25 V E## :

QVOLVOQSGAEVKKPGASVKVSCKASGYTEFTNSWIGWFROQAPGQ

GLEWIGDIYPGGGYTNYNEIFKGKATMTADTSTNTAYMELSSLRSED

TAVYYCSRGIPGYAMDYWGQGTLVTVSSASTKGPSVFPLAPCSRSTSE

STAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSV
VTVPSSSLGTKTYTCNVDHKPSNTKVDKRVESKYGPPCPPCPAPEFLG
GPSVFLFPPKPKDTLMISRTPEVTCVVVDVSQEDPEVQFNWYVDGVE
VHNAKTKPREEQFNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKGLP
SSIEKTISKAKGQPREPQVYTLPPSQEEMTKNQVSLTCLVKGFYPSDIA
VEWESNGQPENNYKTTPPVLDSDGSFFLYSRLTVDKSRWQEGNVESC

SVMHEALHNHYTQKSLSLSLG

124 H - 3t 134 H(RUERTEE)
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SEQ ID NO : 97

[0344) RC25 V ik :

DIOMTQSPSSLSASVGDRVTMSCKSSQSLILNSGDOKNYLTWYQQ

KPGKAPKLILIYWASTGESGVPSRFSGSGSGTDFTFTISSLOPEDIATYY

CONDYSYPWTFGQGTKVEIKRTVAAPSVFIFPPSDEQLKSGTASVVCL
LNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLS

KADYEKHKVYACEVTHQGLSSPVTKSFNRGEC
SEQ ID NO : 98 -

R
FEH 1 0 ELISA BERAIDT NPR1 HifGEd hNPR EHHEES
[0345) #&5H ELISA J57AM0$1 NPR1 $18454 hNPRI » hNPR2 -
hNPR3 W&EGEMY - BERER T AENT © 24l# 4 pg/mL hNPR1 HiR
(hNPR1 > SEQID NO : 1; hNPR2 > Abcam > Cat. No. Ab201371 ; hNPR3 >
Abcam - Cat. No. Ab114355)F2 37°CHEHE 3 /N > BB FHSH S%ERAELD
RYEY PBS #EITEE > 1Y 4°CIEFBE - (EH pH7.4 I PBS BE =% > &
FLIOA 20 pg/mL $T NPR1 $i88 - REFLIL 51%5%)”54‘%@%«%%% ' 37°CIRE
1.5 /NBE - {H#F pH7.4 19 PBS E % =X I A Anti-human IgG
HRP(Jackson » Cat. No. 109-035-003)f¥ 5 45 43¢ - 5 pH7.4 BY PBS J&
HEAREBETEEEE  ERERAEE 1A 28 1C B3R 18 - BERERSE
BH - A8 EBEYHL NPR1 HiE85 81 hNPR1 E4 & » HEE KN hNPR2 »

hNPR3 G F&ES -

B 125 H - S B4 EEHERAS)
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# 18. i NPR1 i #8454 hNPR EHHHY ELISA B4R

hNPR1 ECso (nM) | hNPR2 ECso (nM) | hNPR3 ECso (nM)
Hul02H4L6 1.32 N.B N.B
Hul28H3L1-6 1.84 N.B N.B
Hul35H3L1 0.02 N.B N.B
Hul40H5L5-11 8.65 N.B N.B
RC25 V N.B N.B N.B

it © N.B RRES T -

FIEG] 2 © i NPR1 GiEERIHESL cGMP HE

[0346] BT NPR1 $i#EE NPRI &R GRM T HEREBEL
cGMP » RERRFEREH cGMP o DUHEN R AENEYE - EREERTE
T ;BB 1<K ELEE R ¢ 5 mM MgCl, » 10 mM HEPES pH7.4 > 0.5 mM
IBMX in EBSS » W A K JEZENRICE AR FREDL NPRI1 JiiE - EFALRER
300 pg/mL > REEFLIL 3 (R EEHERE  BIESFHIHELL 5 ul/FLIIA
384 FLik - [F]EF > #& hNPR1-CHOKI1 4 pH7.4 8y PBS F% 2 K » AR
JEGEIREN BT E 3E6 4HAE/mL » DL SpL/FLANA 384 FLtl - JBE 7 HE
% > 300g BDy 1 2088 » A 37TCHEFEE R 30 088 - R ERaRHE
(Cisbio, Cat. No. 62GM2PEG)#E{TA EIRIE - BEGERREE 19-1 % 19-

5 FOME 2 -

5126 H » 3 BAR(RIREE)
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2 19-1. 7 NPR1 Hi#4E4 hNPR1-CHOK 1 4 E 4 cGMP &

BhE—
b Emin Emax ECso(nM)
CHI-102 0.23 0.57 54.9
Hul02H3L6 0.16 0.61 48.5
HulO2H4L6 0.17 0.65 45.9
Hul02HSL6 0.21 0.59 43.6
RC25V HIERES 0.61 LS

7% 19-2. it NPR1 $i 88454 hNPR1-CHOK 1 4lifEE 4 cGMP 5&

=
brEg Emin Emax ECs0(nM)

CHI-127 0.077 0.43 42.7
Hul27H4L1 0.077 0.60 45.6
Hul27H4L3 0.087 0.48 51.4
Hul27HA4L5 0.068 0.59 32.4
Hul27H4L6 0.073 0.54 38.5
Hul27H7LI1 0.081 0.50 55.8
Hul27H7L3 0.066 0.54 56.5
Hul27H7L5 0.068 0.51 42.6
Hul27H7L6 0.063 0.49 35.5
Hul27HSL1 0.083 0.45 62.6
Hul27HSL3 0.072 0.46 48.6
Hul27HSLS 0.065 0.43 42.0
Hul27HS8L6 0.068 0.42 36.6

910369
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% 19-3. i NPR1 Fi 44 hNPR1-CHOK 1 4HfEZE 4 cGMP A&

k=
g Emin Emax ECs¢(nM)
Hul28H3L1 0.055 0.54 5.8
Hul28H3L2 0.057 0.54 4.6
RC25V mIARE 0.51 mERE

=% 19-4. i NPRI1 ¥iE%E 4 hNPR1-CHOK 1 QI ZE A cGMP &

BB
ANl Emin Emax ECso(nM)
Hul28H3L1-6 0.050 0.59 7.9
RC25 V 0.550 0.60 ARG

% 19-5. B NPR1 HiB4E4 hNPR1-CHOK 1 #HfaE 4 cGMP #E

ERL
e Emin Emax ECso(nM)
Hul35H1L1 0.220 0.43 116.2
Hul35H2L1 0.143 0.45 185.5
Hul35H3L1 0.179 0.43 170.9
RC25V 0.383 0.45 LS

F 128 H - 3t 14 H(RHRTES)
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% 19-6. Hi. NPR1 H1 454 hNPR1-CHOK 1 4l E4 cGMP &

TEEoN
b g Emin Emax ECs¢(nM)
Hul40H5L5 0.060 0.34 40.9
Hul40H5L5-11 0.053 0.37 36.0
RC25 V 0.425 0.43 | mAES

[0347) EEREE REET » KIBBMH NPR1 Hia2 94 hNPRI-

CHOK1 4fifEZE £ cGMP -
FB 3 : bi NPR1 5% NPR1 EENEER

[0348] HT NPR1 HifGEL NPRI &R EHLENT - KEERIR
NPR1 e A NEN®RE - ERERJTANT © §8E7 hNPR1-CHOK1 41
R E R AES dlif/mL I A SOuL/FLEI4ARE 96 FLIRF - £ CHO-K1 5%
EE(DMEM/F12+10% FBS » Cat. No. Hyclone SH30023.01 ; £ T 4%
A500023-0100)FCB 51 AIPTRE » 4§ 20 pg/mL $1 NPR1 88 A 240k
96 FLIRH - WAEFEBFE TR IEE 10 5368 ~ 1 /8§ ~ 7 /NIFER 24 /NBE © 7 10
SYEE - 1UNEE ~ TUNBEERG 24 NISEE > BEREE B I ABREE N (L4NE -
BAGHTAY 96 FLARH > 300 g Bl 5 478% > A F 1% BSA/PBS B -
£/ 1% BSA/PBS o8 M1 (REGN-5381-m) > 100 pL/FLE 240
Bl > 4°CHEE 1 /NEF - BE7R{EF] 1% BSA/PBS $5ERIZ » LA APC anti-
mouse IgG (Biolegend Cat. No. 405308) » 4°Cl¥ & 40 43¢E - {5 PBS /&

JEMRIALEEA 1% BSA/PBS B BIZ4HHT » 5 B =041 i #8(Thermo

910369 ' 51295 - 3 134 H(H#HRHES)
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fisher, Attune Nxt)f& JH] 88 (5 5

GERRIE 3 BR 20 -

RoRE - FFLori 10000 (ELAEEEE - B

%< 20. L. NPR1 PS8 hNPR1-CHOKI1 &£ &NEE 5
hNPR1-CHOK1 (Ratio* ({# ANP))
Con
10 min lh 7 hrs 24 hrs
(ng/mL)

REGN-5381 20 0.56+0.04 | 0.46+0.01 | 0.30+0.01 | 0.39+0.01

HulO02H4L6 20 1.14+0.01 | 0.58+£0.07 | 0.53+0.02 | 0.73%0.06

Hul28H3L1-6 20 1.30+0.07 | 0.91£0.04 | 0.96+0.05 | 0.82+0.06

Hul35H3L1 20 0.85£0.02 | 0.67£0.00 | 0.63+0.03 | 0.76+0.01

Hul40HSL5-11 20 1.31+0.07 | 0.86+£0.04 | 1.11+0.06 | 1.02+0.00

RC25V 20 1.21£0.01 | 1.03+0.2 | 1.03+0.04 | 1.32£0.06
*Ratio : WERZRMMFREEEH NPRI IR EHET IR NPR1 JIRHERN

L AE -

[0349] EERGERER - ABFEHEHL NPR] i EIIREGER IR
Pife > NELKIAERE R AV NPRI JIREE S - EHAE A DIRED
NPR1 HiiGEFERFA - EREHVEY) B EEE -
B 4 1 L NPR1 SilSEATRBRMAM T IR cGMP ELER
[0350] NPRI fifg#d NPRI EEREH/BENT  WERIEARER
GFER FEPT NPR1 BEEIDIREVEENEYE - ZEERBHA NPRL
e R AVAIAE & NPR1 BB RITUARRV M ENEMY: - REEERITAANT © &
fi h(NPR1-CHOK 1 &HAEFEE] 4ES 4HFE/mL - JIA 2mL/FLZI4HAE 6 FLIK
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o o {5 RS S AR S HIHTEE o 1mL/FLIN A BIAMAE 6 FLAK (48R 20
pg/ml) - BEEFEEEINE - £/ pH 7.4 19 PBS E MR X% - FIHR
B 1 1757 - (EAZPL NPR] e A SR E LAV ETT I NPR1 LAkl
# cGMP EAHE - HEAERAE 4A FE 4B #% 21 - RPEEELUER
LB FIRBANTRERRMARETRIE cOMP EAENED{E » AEERA
BET  RERNTBFRENL cGMP HAINEFREENSREERLE
cGMP # MV {E SR ERVEERVE A ERYER -
% 21. i NPR1 iR ENEREFIR MM T HB cGMP EANELE

g Bl
REGN-5381 1.08
XX16 V 1.83
Hul02H4L6 0.48
Hul40H5L5-11 0.67
RC25V 0.11

[0351) EERR&GERER - ABEHIDL NPR] Jiic L EIEERE

NERNME EERZRFE /N cGMP EXL -
ARH S ¢ i NPR1 Hifg £ hNPR1 EER/NEH ANGIT RIS N

S EHER

[0352] Re¥fhdt NPRI HigSHUREPIEERYL - (£ hNPRI & TEE
R/NE - WA ANGINETHERE » B/ RBEETHOEHESMER - 5F
MR » Mm% ~ REFH cGMP ~ RRE(LIERFSEEHE TR B E
3% o

=113

e
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[0353] HEGEEEFERITEAT © /N A BRE 7R 5 TH A
Fer i BRAR ORI 1% - TEBAIG4SEERT 3 K G fiELI3 15 %R (Alzet Micro-Osmotic
Pump ; ZU5% 1004 > AR PEFMERRR 11 L0 - Mi5EFHRER
By 0.11 pL//INKg > LLEEZE 1.5mg/kg/ K AnglD) f7 MR E F|/NEF & B
HENE=RIME - FIERIMER FRNE BB AR /NE > BESF Y
EHREE MAP - RESZREETHH FHSE  LERER 10 mL/ke
SIRIRE 0~ 47~ 14~ 21 RE T RET45E - w1 EUHEMER - WUrES
26~9~11~16~18~25 29 RAYMI#EKEFE2~6~9~11~16~ 18~ 25
KEVREETRK - HIZHER cGMP & & -
[0354) EEREGEREE SA 2 ST B 22 - RIEPHITT 29 RAVFE
YIHERE -

7 22. i NPR1 Pifefe hNPR1 EE R/, ANGI R AVAY B8 Y BE %Y

EHEEARME | MR RBFEY | REREY | M#EFFEY
R (MAP cGMP EJE ¢cGMP EfE Na+EpE NT-proBNP
mmHG) (nM) (nM) (mM) BRE (ng/ml)
EJLEN 91.67 ¥k 36.57 ** 1534.16 101.47 229.03
BEIZH 114.10 50.68 1845.57 80.93 385.88
25 mpk 110.60
103.67%*%x* 04, 49%%%* 3504.46%* 207.27%*
Hul02H4L6 (p=0.07)
25 mpk 107.92 265.62
106.10%*%* 70.41%* 3370.33
Hul35H3L1 (p=0.12) (p=0.11)
9 mpk 101.35 253.51
103.06%*** 145.74%%% 6931.09%*
Hul28H3L1-6 (p=0.35) (p=0.08)
9 mpk 105.94 267.43
106.81%%% 116.59%%* 6591.68%%*
Huld40H5L5-11 (p=0.17) (p=0.12)

#E%% : NT-proBNP .0 B h A RNy £ Y se ) -

F132H - 4 B4 HEYRHES)
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[0355) %1434 © DUSAIGHE B ¥R - (FFSEE ANOVA JTikiE
T 5
*p<0.05 » **p<0.01 » ***p<0.001 » ****p<0.0001
[0356) EFERGEEEET » 4B BEIVHT NPR1 Huaiy B B gk 2
HIZR P cGMP EANE » M B A IR BB R R TP R
{& NT-proBNP #3584 - B—J5 » 53N ES T Hul02H4L6 £ [a %5 & &
ISR - B EZE R REGN-5381 (4B f &k rE (8 5G) -
JIEAE 6 © Hi NPRI Hifs g sy (a8 1 255
[0357] hNPR1 EEEP/NE 3 &/40  BIRTHGE - BENES 3
mpk > 45%%7% Smin~1d~2d~4d~7d~10d-14d~ 21 d&E4M0.15
ml » FADHEEE] - BUMATE S8 BE 30 5758 - 1000 Bty 15 234% » Bk
(M%) B EP & th » J8-20°C {74 - (£ Total 1gG J7%BUER FHE &
HYRESE 4R - BT ODA450 (EHECR FI IS RIS NPR1 HUEAF % T HOERE - 57
888 i Phoenix WinNonlin SREES st BB A HE HEEMSE - &
BERAR 23
% 23. i NPR1 HUBSBE Ny (BB 1) B2 B i

140HSL5-11
3 mpk
t1/2(d) 7.5
Cmax(pg/mL) 87.01
AUC ¢.t (ug/mL*h) 9383.51
AUC - (ng/mL*h) 11034.04
Vz (mL/kg) 72.23
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CL(mL/day/kg) 6.94

MRT 0-o (h) 247.73
R t12=8CRFBRIER  Cmax=1EHRE ; AUC,. =205 4R T H
& 5 AUC 0.o=AUC +RIRBRE/ R HRESR ; Vz =RE 0 H AR

CL=fielE R E/EERE 5 MRT 0-o="F3gELHEF[H -

[0358] EER&EREUR > 140H5L5-11 £ 3 mpk R BFEIFAY/NEAR
NEED BN I BRI -

[0359] sERA T BRI - CEERINI EME S FamEL T £
HLERET - HEMMAE FIF B ERBAERMASENVEE - AXR5 A/
Fra BARBSEXMEREAN SRS AxBlEEES -

EEETEED

4 o

NN
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<?xml version="1.0" encoding="UTF-8"7>
<!DOCTYPE ST26SequenceListing PUBLIC "-//WIPO//DTD Sequence Listing 1.3//EN"
"ST26SequenceListing V1_3.dtd">
<ST26SequenceListing originalFreeTextLanguageCode="zh"
nonEnglishFreeTextLanguageCode="zh" dtdVersion="V1_3" fileName="910369 % X & %] %
.xml" softwareName="WIPO Sequence" softwareVersion="2.3.0" productionDate="2024-
06-18">
<{Applicationldentification>
<IPOfficeCode>TW</IPOfficeCode>
<ApplicationNumberText>113121357</ApplicationNumberText>
<FilingDate>2024-06-07</FilingDate>
</Applicationldentification>
<{ApplicantFileReference>724060</ApplicantFileReference>
<EarliestPriorityApplicationldentification>
<IPOfficeCode>CN</IPOfficeCode>
<ApplicationNumberText>202310675148. 4</ApplicationNumberText>
<FilingDate>2023-06-08</FilingDate>
</EarliestPriorityApplicationldentification>
<ApplicantName languageCode="zh" >k [ /T 8k 14 3 5 % Bk 5 A PR 8] </ApplicantName>
<ApplicantNameLatin>JIANGSU HENGRUI PHARMACEUTICALS CO.,
LTD. </ApplicantNameLatin>
<InventorName languageCode="zh"> &8s % </InventorName>
<{InventorNameLatin>Hanxiao YING</InventorNameLatin>
<InventionTitle languageCode="zh">}tNPR1¥ 5% & B & % B £ </InventionTitle>
<{InventionTitle languageCode="en">ANTI-NPR1 ANTIBODY AND THE PHARMACEUTICAL USE
THEREOF</InventionTitle>
<SequenceTotalQuantity>128</SequenceTotalQuantity>
<{SequenceData sequencelDNumber="1">
<INSDSeq>
<INSDSeq_length>673</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 673</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
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<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q2">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 673</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q3">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hNPR1-hFc</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GNLTVAVVLPLANTSYPWSWARVGPAVELALAQVKARPDLLPGWTVRTVLGSSENALGVCSD
TAAPLAAVDLKWEHNPAVFLGPGCVYAAAPVGRFTAHWRVPLLTAGAPALGFGVKDEYALTTRAGPSYAKLGDFVAALHR
RLGWERQALMLYAYRPGDEEHCFFLVEGLFMRVRDRLNITVDHLEFAEDDLSHY TRLLRTMPRKGRV IY ICSSPDAFRTL
MLLALEAGLCGEDYVFFHLDIFGQSLQGGQGPAPRRPWERGDGQDVSARQAFQAAKT ITYKDPDNPEYLEFLKQLKHLAY
EQFNFTMEDGLVNT IPASFHDGLLLY IQAVTETLAHGGTVTDGEN I TQRMWNRSFQGVTGYLK IDSSGDRETDF SLWDMD
PENGAFRVVLNYNGTSQELVAVSGRKLNWPLGYPPPDIPKCGFDNEDPACNQDHLSTLEEPKSSDKTHTCPPCPAPELLG
GPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNG
KEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPP
VLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="2">
<INSDSeq>
<INSDSeq_length>673</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 673</INSDFeature_location>
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<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="gb">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 673</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q6">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>cNPR1-hFc</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GNLTVAVVLPLANTSYPWSWARVGPAVELALARVKARPDLLPGWTVRTVLGSSENALGVCSD
TAAPLAAVDLKWEHNPAAFLGPGCVYAAAPVGRFTAHWRVPLLTAGAPALGFGVKDEYALTTRAGPSYAKLGDFVAALHR
RLGWERQALMLYAYRPGDEEHCFFLVEGLFMRVRDRLNITVDHLEFAEDDLSHY TRLLRTMPRKGRV IY ICSSPDAFRTL
MLLALEAGLCGEDYVFFHLDIFGQSLQGGQGPAPRRPWERGDGQDVSARQAFQAAKT ITYKEPDNPEYLEFLKQLKHLAR
EQFNFTMEDGLVNT IPASFHDGLLLY IQAVTETLAHGGTVTDGEN I TQRMWNRSFQGVTGYLK IDSSGDRETDF SLWDMD
PETGAFRVVLNYNGTSQELVAVSGRKLNWPLGYPPPDIPKCGFDNEDPACNQDHLSTLEEPKSSDKTHTCPPCPAPELLG
GPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNG
KEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPP
VLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="3">
<INSDSeq>
<INSDSeq_length>673</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
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<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 673</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q8">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 673</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q9">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>rNPR1-hFc</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>SDLTVAVVLPLTNTSYPWSWARVGPAVELALARVKARPDLLPGWTVRMVLGSSENAAGVCSD
TAAPLAAVDLKWEHSPAVFLGPGCVYSAAPVGRFTAHWRVPLLTAGAPALGIGVKDEYALTTRTGPSHVKLGDFVTALHR
RLGWEHQALVLYADRLGDDRPCFF IVEGLYMRVRERLNITVNHQEF VEGDPDHYPKLLRAVRRKGRV Y ICSSPDAFRNL
MLLALNAGLTGEDYVFFHLDVFGQSLKSAQGLVPQKPWERGDGQDRSARQAFQAAK T ITYKEPDNPEYLEFLKQLKLLAD
KKFNFTVEDGLKNI IPASFHDGLLLYVQAVTETLAQGGTVTDGEN I TQRMWNRSFQGVTGYLKIDRNGDRDTDF SLWDMD
PETGAFRVVLNYNGTSQELMAVSEHKLYWPLGYPPPDVPKCGFDNEDPACNQDHF STLEEPKSSDKTHTCPPCPAPELLG
GPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNG
KEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPP
VLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="4">
<INSDSeq>
<INSDSeq_length>1061</INSDSeq_length>
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<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..1061</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qll">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_value>Homo sapiens</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1..1061</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql2">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hNPR1</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>MPGPRRPAGSRLRLLLLLLLPPLLLLLRGSHAGNLTVAVVLPLANTSYPWSWARVGPAVELA
LAQVKARPDLLPGWTVRTVLGSSENALGVCSDTAAPLAAVDLKWEHNPAVFLGPGCVYAAAPVGRFTAHWRVPLLTAGAP
ALGFGVKDEYALTTRAGPSYAKLGDFVAALHRRLGWERQALMLYAYRPGDEEHCFFLVEGLFMRVRDRLN I TVDHLEFAE
DDLSHYTRLLRTMPRKGRVIY ICSSPDAFRTLMLLALEAGLCGEDYVFFHLDIFGQSLQGGQGPAPRRPWERGDGQDVSA
RQAFQAAKI ITYKDPDNPEYLEFLKQLKHLAYEQFNFTMEDGLVNT IPASFHDGLLLY IQAVTETLAHGGTVTDGENITQ
RMWNRSFQGVTGYLK IDSSGDRETDF SLWDMDPENGAFRVVLNYNGTSQELVAVSGRKLNWPLGYPPPDIPKCGFDNEDP
ACNQDHLSTLEVLALVGSLSLLGILIVSFF I YRKMQLEKELASELWRVRWEDVEPSSLERHLRSAGSRLTLSGRGSNYGS
LLTTEGQFQVFAKTAYYKGNLVAVKRVNRKR I ELTRKVLFELKHMRDVQNEHLTRFVGACTDPPNICILTEYCPRGSLQD
ILENESTTLDWMFRYSLTNDI VKGMLFLHNGA ICSHGNLKSSNCVVDGRFVLKITDYGLESFRDLDPEQGHTVYAKKLWT
APELLRMASPPVRGSQAGDVYSFGI ILQETALRSGVFHVEGLDLSPKEI IERVTRGEQPPFRPSLALQSHLEELGLLMQR
CWAEDPQERPPFQQIRLTLRKFNRENSSNILDNLLSRMEQYANNLEELVEERTQAYLEEKRKAEALLYQILPHSVAEQLK
RGETVQAEAFDSVTIYFSDIVGFTALSAESTPMQVVTLLNDLYTCFDAVIDNFDVYKVET IGDAYMVVSGLPVRNGRLHA
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CEVARMALALLDAVRSFRIRHRPQEQLRLRIGIHTGPVCAGVVGLKMPRYCLFGDTVNTASRMESNGEALK THLSSETKA
VLEEFGGFELELRGDVEMKGKGKVRTYWLLGERGSSTRG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="5">
<INSDSeq>
<INSDSeq_length>1061</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1..1061</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql4">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_value>Macaca fascicularis</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1..1061</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql5">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>cNPR1</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>MPGPRRPAGSRLRLLLLLLLPPLLLLLRGSHAGNLTVAVVLPLANTSYPWSWARVGPAVELA
LARVKARPDLLPGWTVRTVLGSSENALGVCSDTAAPLAAVDLKWEHNPAAFLGPGCVYAAAPVGRFTAHWRVPLLTAGAP
ALGFGVKDEYALTTRAGPSYAKLGDFVAALHRRLGWERQALMLYAYRPGDEEHCFFLVEGLFMRVRDRLN I TVDHLEFAE
DDLSHYTRLLRTMPRKGRVIY ICSSPDAFRTLMLLALEAGLCGEDYVFFHLDIFGQSLQGGQGPAPRRPWERGDGQDVSA
RQAFQAAKI ITYKEPDNPEYLEFLKQLKHLAREQFNFTMEDGLVNT IPASFHDGLLLY IQAVTETLAHGGTVTDGENITQ
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RMWNRSFQGVTGYLK IDSSGDRETDF SLWDMDPETGAFRVVLNYNGTSQELVAVSGRKLNWPLGYPPPDIPKCGFDNEDP
ACNQDHLSTLEVLALVGSLSLLSILIVSFF I YRKMQLEKELASELWRVRWEDVEPSSLERHLRSAGSRLTLSGRGSNYGS
LLTTEGQFQVFAKTAYYKGNLVAVKRVNRKR I ELTRKVLFELKHMRDVQNEHLTRFVGACTDPPNICILTEYCPRGSLQD
ILENESTTLDWMFRYSLTNDI VKGMLFLHNGA ICSHGNLKSSNCVVDGRFVLKITDYGLESFRDLDPEQGHTLYAKKLWT
APELLRMASPPVRGSQAGDIYSFGI ILQETALRSGVFHVEGLDLSPKEI IERVTRGEQPPFRPSLALQSHLEELGLLMQR
CWAEDPQERPPFQQIRLTLRKFNRENSSNILDNLLSRMEQYANNLEELVEERTQAYLEEKRKAEALLYQILPHSVAEQLK
RGETVQAEAFDSVTIYFSDIVGFTALSAESTPMQVVTLLNDLYTCFDAVIDNFDVYKVET IGDAYMVVSGLPVRNGRLHA
CEVARMALALLDAVRSFRIRHRPQEQLRLRIGIHTGPVCAGVVGLKMPRYCLFGDTVNTASRMESNGEALK THLSSETKA
VLEEFGGFELELRGDVEMKGKGKVRTYWLLGERGSSTRG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="6">
<INSDSeq>
<INSDSeq_length>1057</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 1057</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql7">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>Rattus norvegicus</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 1057</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql8">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>rNPR1</INSDQualifier value>
</INSDQualifier>
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</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>MPGSRRVRPRLRALLLLPPLLLLRGGHASDLTVAVVLPLTNTSYPWSWARVGPAVELALARV
KARPDLLPGWTVRMVLGSSENAAGVCSDTAAPLAAVDLKWEHSPAVFLGPGCVYSAAPVGRFTAHWRVPLLTAGAPALGI
GVKDEYALTTRTGPSHVKLGDFVTALHRRLGWEHQALVLYADRLGDDRPCFF IVEGLYMRVRERLNI TVNHQEF VEGDPD
HYPKLLRAVRRKGRVIY ICSSPDAFRNLMLLALNAGLTGEDYVFFHLDVFGQSLKSAQGLVPQKPWERGDGQDRSARQAF
QAAKTITYKEPDNPEYLEFLKQLKLLADKKFNFTVEDGLKNI IPASFHDGLLLYVQAVTETLAQGGTVTDGEN I TQRMWN
RSFQGVTGYLKIDRNGDRDTDF SLWDMDPETGAFRVVLNYNGTSQELMAVSEHKLYWPLGYPPPDVPKCGFDNEDPACNQ
DHFSTLEVLALVGSLSLISFLIVSFF IYRKMQLEKELVSELWRVRWEDLQPSSLERHLRSAGSRLTLSGRGSNYGSLLTT
EGQFQVFAKTAYYKGNLVAVKRVNRKR I ELTRKVLFELKHMRDVQNEHLTRFVGACTDPPNICILTEYCPRGSLQDILEN
ESITLDWMFRYSLTNDIVKGMLFLHNGA ICSHGNLKSSNCVVDGRFVLKITDYGLESFRDPEPEQGHTLFAKKLWTAPEL
LRMASPPARGSQAGDVYSFGI ILQETALRSGVFYVEGLDLSPKEI IERVTRGEQPPFRPSMDLQSHLEELGQLMQRCWAE
DPQERPPFQQIRLALRKFNKENSSNILDNLLSRMEQYANNLEELVEERTQAYLEEKRKAEALLYQILPHSVAEQLKRGET
VQAEAFDSVTIYFSDIVGFTALSAESTPMQVVTLLNDLYTCFDAVIDNFDVYKVET IGDAYMVVSGLPVRNGQLHAREVA
RMALALLDAVRSFRIRHRPQEQLRLRIG IHTGPVCAGVVGLKMPRYCLFGDTVNTASRMESNGEALK IHLSSETKAVLEE
FDGFELELRGDVEMKGKGKVRTYWLLGERGCSTRG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="7">
<INSDSeq>
<INSDSeq_length>122</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q20">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q21">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>NPRI1-CHAb-SFM-102-1-VH</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DVKLVESGEGLVKPGGSLKLSCAASGFTFSTYAMSWVRQTPEKRLEWVAY ISRGGDYIYYAD
TVKGRFTISRDNARNTLYLQMSSLKSEDTAMYYCTRDQTTVVVHWYFDVWGTGTTVTVSS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="8">
<INSDSeq>
<INSDSeq_length>104</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 104</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q23">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 104</INSDFeature_location>
<INSDFeature_quals>
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<INSDQualifier id="q24">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>NPRI1-CHAb-SFM-102-1-VL</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QIVLTQSPAIMSASPGEKVTMTCSASSSINYMHWYQQKPGTSPKRWIYDTSKLASGVPARFS
GSGSGTSYSLTISSMEAGDAATYYCHQRNSYTFGGGTKLEIK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="9">
<INSDSeq>
<INSDSeq_length>122</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q26">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q30">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>NPRI1-CHAb-SFM-127-1 -VH</INSDQualifier value>
</INSDQualifier>
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</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QAYLQQSGPELVKPGASVK I SCKASGYSFTGYFMNWVMQSHGKSLEWIGRINPYNGDTFYNQ
KFKGKATLTVDKSSSTVHMELRSLASEDSAVYYCARRGYGNRGYWYFDVWGAGTTVTVSS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="10">
<INSDSeq>
<INSDSeq_length>111</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 111</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q3l">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 111</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q@32">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>NPRI1-CHAb-SFM-127-1-VL</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>NIVLTQSPASLAVSLGQRAT I SCRASESVDSYGNSFMHWYQQKPGQPPKVLIYLASTLESGV
PARFSGSGSRTDFTLT IDPVEADDAATYYCQQNNEDPLTFGAGTKLELK</ INSDSeq_sequence>
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</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="11">
<INSDSeq>
<INSDSeq_length>119</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 119</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q@33">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 119</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q34">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>NPR1-CHAb-SFM-128-VH</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QVQLQQSGAELAKPGASVKLSCKASGYTFTSYWMHWVKQRPGRGLEWIGRIDPNSGVTKYNE
KFKSKATLTVDKPSSPAYMQLSSLTSEDSAVYYCARSSYLGRYFDVWGTGTTVTVSS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="12">
<INSDSeq>
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<INSDSeq_length>106</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 106</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q@35%">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 106</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q36">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>NPRI1-CHAb-SFM-128-VL</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QIVLTQSPAIMSASPGEKVTMTCSATSSVSYMYWYQQKPGSSPRLLIYDTYNLASRVPIRFS
GSGSGTSYSLT ISRMEAEDAATYYCQQWSSYPPTFGSGTKLEIK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="13">
<INSDSeq>
<INSDSeq_length>122</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
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<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q38">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q@39">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>NPRI1-CHAb-SFM-135-VH</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DVKLVESGEGLVKPGGSLKLSCVASGFSISTYGMSWVRQTPEKRLEWVAY INSGGNYIYYAD
TVKGRFTISRDNARNTLYLQMSSLKSEDTAMYYCTRDRTT IVVHWYFDVWGTGTTVTVSS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="14">
<INSDSeq>
<INSDSeq_length>103</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 103</INSDFeature_location>
<INSDFeature_quals>
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<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q4l">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 103</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q42">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>NPRI1-CHAb-SFM-135-VL</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QIVLTQSPAIMSASPGEKVTMTCSASSSLNFMHWYQQKPGTSPKRWIYDTSKLASGVPARFS
GSGSGTSYSLTISSMEAEDAATYYCHQRSSTFGGGTKLELK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="15">
<INSDSeq>
<INSDSeq_length>119</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 119</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
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<INSDQualifier id="q44">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 119</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q45">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>NPR1-CHAb-SFM-140-VH</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QVQLQQSGAELVKPGASVKLSCKASGYTFTSYWMHWVKQRPGRGLEWIGRIDPNSGVTKYNE
KFKSKVTLTVDKPSSPAY IQLSSLTSEDSAVYYCARSGGLRRYFDVWGTGTTVTVSS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="16">
<INSDSeq>
<INSDSeq_length>106</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 106</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q47">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
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</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 106</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q48">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>NPR1-CHAb-SFM-140-VL</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QIVLTQSPAIMSASPGEKVTMTCSASSSVSYMYWYQQKPGSSPRLLIFDTYNLASGVPVRFS
GSGSGTSYSLT INRMEAEDAATYYCQQWSSYPPTFGAGTKLELK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="17">
<INSDSeq>
<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qgb0">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
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<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="gbl">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ml02-HCDR1</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>TYAMS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="18">
<INSDSeq>
<INSDSeq_length>17</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 17</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q@b3">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 17</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qgb4">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ml02-HCDR2</INSDQualifier value>
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</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>YISRGGDYIYYADTVKG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="19">
<INSDSeq>
<INSDSeq_length>13</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 13</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qgb6">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 13</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qgb7">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ml02-HCDR3</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DQTTVVVHWYFDV</INSDSeq_sequence>
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</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="20">
<INSDSeq>
<INSDSeq_length>10</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 10</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q@b9">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 10</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qg60">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ml02-LCDR1</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>SASSSINYMH</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="21">
<INSDSeq>
<INSDSeq_length>7</INSDSeq length>
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<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 7</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q62">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 7</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qg63">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ml02-LCDR2</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DTSKLAS</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="22">
<INSDSeq>
<INSDSeq_length>7</INSDSeq length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
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<INSDFeature_location>1. . 7</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qg65">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 7</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qb6">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ml02-LCDR3</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>HQRNSYT</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="23">
<INSDSeq>
<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
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</INSDQualifier>
<INSDQualifier id="q68">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qg69">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ml27-HCDR1</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>GYFMN</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="24">
<INSDSeq>
<INSDSeq_length>17</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 17</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q7l1">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
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</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 17</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q72">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ml27-HCDR2</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>RINPYNGDTFYNQKFKG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="25">
<INSDSeq>
<INSDSeq_length>13</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 13</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q74">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 13</INSDFeature_location>
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<INSDFeature_quals>
<INSDQualifier id="q75">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ml27-HCDR3</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>RGYGNRGYWYFDV</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="26">
<INSDSeq>
<INSDSeq_length>15</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q77">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 15</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q78">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ml27-LCDR1</INSDQualifier value>
</INSDQualifier>
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</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>RASESVDSYGNSFMH</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="27">
<INSDSeq>
<INSDSeq_length>7</INSDSeq length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 7</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q80">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 7</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q81">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ml27-LCDR2</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>LASTLES</INSDSeq_sequence>
</INSDSeq>
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</SequenceData>
<{SequenceData sequencelDNumber="28">
<INSDSeq>
<INSDSeq_length>9</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 9</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q83">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 9</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q84">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ml27-LCDR3</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QQNNEDPLT</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="29">
<INSDSeq>
<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
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<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q86">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q87">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ml28-HCDR1</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>SYWMH</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="30">
<INSDSeq>
<INSDSeq_length>17</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 17</INSDFeature_location>
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<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q89">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 17</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q90">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ml28-HCDR2</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>RIDPNSGVTKYNEKFKS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="31">
<INSDSeq>
<INSDSeq_length>10</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 10</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
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<INSDQualifier id="q92">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 10</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q93">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ml28-HCDR3</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>SSYLGRYFDV</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="32">
<INSDSeq>
<INSDSeq_length>10</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 10</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q95">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
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</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 10</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q96">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ml28-LCDR1</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>SATSSVSYMY</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="33">
<INSDSeq>
<INSDSeq_length>7</INSDSeq length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 7</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q98">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 7</INSDFeature_location>
<INSDFeature_quals>
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<INSDQualifier id="q99">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ml28-LCDR2</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DTYNLAS</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="34">
<INSDSeq>
<INSDSeq_length>9</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 9</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql01">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 9</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql02">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ml28-LCDR3</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
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</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QQWSSYPPT</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="35">
<INSDSeq>
<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql04">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql0b">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ml35-HCDR1</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>TYGMS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
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<{SequenceData sequencelDNumber="36">
<INSDSeq>
<INSDSeq_length>17</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 17</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql07">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 17</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql08">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ml35-HCDR2</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>YINSGGNYIYYADTVKG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="37">
<INSDSeq>
<INSDSeq_length>13</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
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<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 13</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qll0">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 13</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qlll">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ml35-HCDR3</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DRTTIVVHWYFDV</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="38">
<INSDSeq>
<INSDSeq_length>10</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 10</INSDFeature_location>
<INSDFeature_quals>
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<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qll3">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 10</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qll4">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ml35-LCDR1</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>SASSSLNFMH</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="39">
<INSDSeq>
<INSDSeq_length>6</INSDSeq length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 6</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qll6">
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<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 6</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qll7">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ml35-LCDR3</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>HQRSST</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="40">
<INSDSeq>
<INSDSeq_length>17</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 17</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qll9">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 17</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="ql20">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ml40-HCDR2</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>RIDPNSGVTKYNEKFKS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="41">
<INSDSeq>
<INSDSeq_length>10</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 10</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q308">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 10</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q309">
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<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ml40-HCDR3</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>SGGLRRYFDV</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="42">
<INSDSeq>
<INSDSeq_length>10</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 10</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q310">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 10</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q3l1">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>ml40-LCDR1</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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</INSDSeq_feature-table>
<INSDSeq_sequence>SASSSVSYMY</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="43">
<INSDSeq>
<INSDSeq_length>330</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 330</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q3l12">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_value>Homo sapiens</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 330</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q313">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>IgGl</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGL
YSLSSVVTVPSSSLGTQTY ICNVNHKPSNTKVDKKVEPKSCDK THTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEV
TCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPTEKT I SKA
KGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQ

GNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>
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</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="44">
<INSDSeq>
<INSDSeq_length>107</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 107</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q3l14">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_value>Homo sapiens</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 107</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qdl15">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>constant region of light chain</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>RTVAAPSVF IFPPSDEQLKSGTASVVCLLNNF YPREAKVQWKVDNALQSGNSQESVTEQDSK
DSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="45">
<INSDSeq>

418 - H1215(FFIF)



202504927

<INSDSeq_length>5</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q316">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 5</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q3l17">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul02VH4-HCDR1</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>SYAMS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="46">
<INSDSeq>
<INSDSeq_length>17</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
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<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 17</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q318">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 17</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q319">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul02VH4-HCDR2</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>YISRGGDYIYYADSVKG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="47">
<INSDSeq>
<INSDSeq_length>210</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 210</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
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<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q320">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 210</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q321">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Hul 3bH3L1-LC</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DIQLTQSPSSLSASVGDRVT I TCSASSSLNFMHWYQQKPGKSPKRWIYDTSKLASGVPSRFS
GSGSGTDYTLTISSLQPEDFATYYCHQRSSTFGGGTKVEIKRTVAAPSVE IFPPSDEQLKSGTASVVCLLNNFYPREAKV
QWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC</ INSDSeq_se
quence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="48">
<INSDSeq>
<INSDSeq_length>122</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
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<INSDQualifier id="q322">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q323">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul 02VHI</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EVQLVESGGGLVKPGGSLRLSCAASGFTFSTYAMSWVRQAPGKRLEWVSY ISRGGDYIYYAD
TVKGRFTISRDNAKNSLYLQMNSLRAEDTAVYYCTRDQTTVVVHWYFDVWGQGTTVTVSS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="49">
<INSDSeq>
<INSDSeq_length>122</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q324">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
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</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q3d2b">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul 02VH2</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EVQLVESGEGLVKPGGSLRLSCAASGFTFSTYAMSWVRQAPGKRLEWVAY ISRGGDYIYYAD
TVKGRFTISRDNAKNSLYLQMNSLRAEDTAVYYCTRDQTTVVVHWYFDVWGQGTTVTVSS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="50">
<INSDSeq>
<INSDSeq_length>122</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q326">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
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<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q327">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul 02VH3</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DVKLVESGEGLVKPGGSLRLSCAASGFTFSTYAMSWVRQAPGKRLEWVAY ISRGGDYIYYAD
TVKGRFTISRDNAKNSLYLQMNSLRAEDTAVYYCTRDQTTVVVHWYFDVWGQGTTVTVSS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="51">
<INSDSeq>
<INSDSeq_length>122</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q328">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q329">
<INSDQualifier_name>note</INSDQualifier_name>

HF47TE - H121H(FFIFR)



202504927

<INSDQualifier_value>hul02VH4</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DVKLVESGEGLVKPGGSLRLSCAASGFTFSSYAMSWVRQAPGKRLEWVAY ISRGGDYIYYAD
SVKGRFTISRDNAKNSLYLQMNSLRAEDSAVYYCTRDQTTVVVHWYFDVWGQGTTVTVSS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="52">
<INSDSeq>
<INSDSeq_length>122</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q330">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qd31">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul 02VH5</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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</INSDSeq_feature-table>
<INSDSeq_sequence>DVKLVESGEGLVKPGGSLRLSCAASGFTFSTYGMSWVRQAPGKRLEWVAY ISRGGDYIYYAD
TVKGRFTISRDNAKNSLYLQMNSLRAEDTAVYYCTRDQTTVVVHWYFDVWGQGTTVTVSS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="53">
<INSDSeq>
<INSDSeq_length>104</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 104</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qd32">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 104</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q333">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul02VL3</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EIVLTQSPATLSLSPGERATLSCSASSSINYMHWYQQKPGQAPRRWIYDTSKLASGVPARFS
GSGSGTDYTLTISSLEPEDFAVYYCHQRNSYTFGGGTKVEIK</ INSDSeq_sequence>
</INSDSeq>
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</SequenceData>
<{SequenceData sequencelDNumber="54">
<INSDSeq>
<INSDSeq_length>104</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 104</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qd34">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 104</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q33b">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul02VL4</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EIVLTQSPATLSLSPGERATLSCSASSSINYMHWYQQKPGQSPKRWIYDTSKLASGVPARFS
GSGSGTDYTLTISSLEPEDFAVYYCHQRNSYTFGGGTKVEIK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="55">
<INSDSeq>
<INSDSeq_length>104</INSDSeq_length>
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<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 104</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q336">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 104</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qd37">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul02VL5</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DIQMTQSPSSLSASVGDRVT I TCSASSSINYMHWYQQKPGKAPKRWIYDTSKLASGVPSRFS
GSGSGTDFTLT ISSLQPEDFATYYCHQRNSYTFGGGTKVEIK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="56">
<INSDSeq>
<INSDSeq_length>104</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
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<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 104</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q338">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 104</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q339">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul02VL6</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DIQLTQSPSSLSASVGDRVT I TCSASSSINYMHWYQQKPGKSPKRWIYDTSKLASGVPSRFS
GSGSGTDYTLTISSLQPEDFATYYCHQRNSYTFGGGTKVEIK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="57">
<INSDSeq>
<INSDSeq_length>17</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 17</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
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<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q340">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 17</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qd41">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul27VH4/ VH7/ VH8-HCDR2</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>RINPYSGDTFYNQKFKG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="58">
<INSDSeq>
<INSDSeq_length>122</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qd42">
<INSDQualifier_ name>organism</INSDQualifier_ name>
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<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qd43">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul27VH4</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EAYLVQSGAEVKKPGASVKVSCKASGYSFTGYFMNWVRQAPGKGLEWMGR INPYSGDTFYNQ
KFKGRVTLTVDKSTSTVYMELSSLRSEDTAVYYCARRGYGNRGYWYFDVWGQGTTVTVSS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="59">
<INSDSeq>
<INSDSeq_length>122</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qd344">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qd4b5">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul27VH7</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QVQLVQSGAEVKKPGASVKVSCKASGYTFTGYFMNWVRQAPGQGLEWMGRINPYSGDTFYNQ
KFKGRVTMTVDKSTSTVYMELSSLRSEDTAVYYCARRGYGNRGYWYFDVWGQGTTVTVSS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="60">
<INSDSeq>
<INSDSeq_length>122</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q346">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
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<INSDQualifier id="qd347">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul 27VH8</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EVQLVQSGAEVKKPGASVKVSCKASGYTFTGYFMNWVRQAPGQGLEWMGR INPYSGDTFYNQ
KFKGRVTMTVDKSTSTVYMELSSLRSEDTAVYYCARRGYGNRGYWYFDVWGQGTTVTVSS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="61">
<INSDSeq>
<INSDSeq_length>111</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 111</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qd348">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 111</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q349">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul27VLI</INSDQualifier_value>
</INSDQualifier>
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</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DIVMTQSPDSLAVSLGERAT INCRASESVDSYGNSFMHWYQQKPGQPPKVLIYLASTLESGV
PDRFSGSGSRTDFTLTISSLQAEDVAVYYCQQNNEDPLTFGQGTKLEIK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="62">
<INSDSeq>
<INSDSeq_length>111</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 111</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q350">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 111</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qd51">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul27VL3</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>NIVLTQSPDSLAVSLGERAT INCRASESVDSYGNSFMHWYQQKPGQPPKVLIYLASTLESGV
PDRFSGSGSRTDFTLTISSLQAEDVAVYYCQQNNEDPLTFGQGTKLEIK</ INSDSeq_sequence>
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</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="63">
<INSDSeq>
<INSDSeq_length>111</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 111</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q352">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 111</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q353">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul27VL4</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>NIVLTQSPDSLAVSLGERAT INCRASESVDSYGNSFMHWYQQKPGQPPKVLIYLASTLESGV
PARFSGSGSRTDFTLTISSLEAEDVAVYYCQQNNEDPLTFGQGTKLEIK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="64">
<INSDSeq>
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<INSDSeq_length>111</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 111</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qd54">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 111</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q35h">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul27VL5</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>NIQLTQSPSSLSASVGDRVT I TCRASESVDSYGNSFMHWYQQKPGKAPKVLIYLASTLESGV
PSRFSGSGSRTDFTLT ISSLQPEDFATYYCQQNNEDPLTFGQGTKLEIK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="65">
<INSDSeq>
<INSDSeq_length>111</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>

$E598 - H121H(FAIFR)



202504927

<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 111</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q356">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 111</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q357">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul27VL6</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>NIQLTQSPSSLSASVGQRVT I TCRASESVDSYGNSFMHWYQQKPGKPPKVLIYLASTLESGV
PSRFSGSGSRTDFTLT ISSLQPEDFATYYCQQNNEDPLTFGQGTKLEIK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="66">
<INSDSeq>
<INSDSeq_length>119</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 119</INSDFeature_location>
<INSDFeature_quals>
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<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q358">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 119</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q359">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul 28VHI</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EVQLVQSGAEVKKPGASVKVSCKASGYTFTSYWMHWVRQAPGQGLEWMGR IDPNSGVTKYNE
KFKSRVTMTVDKSTSTVYMELSSLRSEDTAVYYCARSSYLGRYFDVWGQGTTVTVSS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="67">
<INSDSeq>
<INSDSeq_length>119</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 119</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
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<INSDQualifier id="q360">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 119</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q361">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul 28VH2</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EVQLVQSGAEVKKPGASVKVSCKASGYTFTSYWMHWVRQAPGQGLEWMGR IDPNSGVTKYNE
KFKSRVTMTVDKPSSTVYMELSSLRSEDTAVYYCARSSYLGRYFDVWGQGTTVTVSS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="68">
<INSDSeq>
<INSDSeq_length>119</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 119</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q362">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
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</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 119</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q363">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul 28VH3</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EVQLVQSGAEVKKPGASVKVSCKASGYTFTSYWMHWVRQAPGQGLEWMGR IDPNSGVTKYNE
KFKSRVTLTVDKPSSPAYMELSSLRSEDTAVYYCARSSYLGRYFDVWGQGTTVTVSS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="69">
<INSDSeq>
<INSDSeq_length>119</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 119</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q364">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
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<INSDFeature_location>1. . 119</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q365">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul 28VH4</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EVQLVQSGAEVKKPGASVKVSCKASGYTFTSYWMHWVRQRPGRGLEWMGR IDPNSGVTKYNE
KFKSRVTLTVDKPSSPAYMELSSLRSEDTAVYYCARSSYLGRYFDVWGQGTTVTVSS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="70">
<INSDSeq>
<INSDSeq_length>106</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 106</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q366">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 106</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q367">
<INSDQualifier_name>note</INSDQualifier_name>
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<INSDQualifier_value>hul28VL1</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EIVLTQSPATLSLSPGERATLSCSATSSVSYMYWYQQKPGQAPRLLIYDTYNLASRIPARFS
GSGSGTDYTLTISRLEPEDFAVYYCQQWSSYPPTFGQGTKLEIK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="71">
<INSDSeq>
<INSDSeq_length>106</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 106</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier i1d="q368">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 106</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q369">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul28VL2</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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</INSDSeq_feature-table>
<INSDSeq_sequence>EIVLTQSPATLSLSPGERATLSCSATSSVSYMYWYQQKPGSSPRLLIYDTYNLASRIPARFS
GSGSGTDYTLTISRLEPEDFAVYYCQQWSSYPPTFGQGTKLEIK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="72">
<INSDSeq>
<INSDSeq_length>106</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 106</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q370">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 106</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q371">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul 28VL3</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EIVLTQSPDFQSVTPKEKVT I TCSATSSVSYMYWYQQKPDQSPKLLIYDTYNLASRVPSRFS
GSGSGTDYTLT INSLEAEDAATYYCQQWSSYPPTFGQGTKLEIK</ INSDSeq_sequence>
</INSDSeq>
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</SequenceData>
<{SequenceData sequencelDNumber="73">
<INSDSeq>
<INSDSeq_length>7</INSDSeq length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 7</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q372">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 7</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q373">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul28VL1-6-LCDR2</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DTYNLGS</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="74">
<INSDSeq>
<INSDSeq_length>106</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
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<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 106</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q374">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 106</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q375">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul28VL1-6</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EIVLTQSPATLSLSPGERATLKCSATSSVSYMYWYQQKPGQAPRLLIYDTYNLGSRIPARFS
GSGSGTDYTLTISRLEPEDFAVYYCQQWSSYPPTFGQGTKLEIK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="75">
<INSDSeq>
<INSDSeq_length>17</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
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<INSDFeature_location>1. . 17</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q376">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 17</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q377">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul 3bVH3-HCDR2</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>YINSGGNYIYYADSVKG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="76">
<INSDSeq>
<INSDSeq_length>122</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
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</INSDQualifier>
<INSDQualifier i1d="q378">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q379">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul 3bVHI</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DVKLVESGEGLVKPGGSLRLSCAASGFTFSTYGMSWVRQAPGKRLEWVAY INSGGNYIYYAD
TVKGRFTISRDNAKNSLYLQMNSLRAEDTAVYYCTRDRTT IVVHWYFDVWGQGTTVTVSS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="77">
<INSDSeq>
<INSDSeq_length>122</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q380">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
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</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q381">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul 3bVH2</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DVKLVESGEGLVKPGGSLRLSCAASGFSISTYGMSWVRQAPGKRLEWVAY INSGGNYIYYAD
TVKGRFTISRDNAKNSLYLQMNSLRAEDTAVYYCTRDRTT IVVHWYFDVWGQGTTVTVSS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="78">
<INSDSeq>
<INSDSeq_length>122</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q382">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
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<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 122</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q383">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul 3bVH3</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DVKLVESGEGLVKPGGSLRLSCAASGFSISTYGMSWVRQAPGKRLEWVAY INSGGNYIYYAD
SVKGRFTISRDNAKNSLYLQMNSLRAEDTAVYYCTRDRTT IVVHWYFDVWGQGTTVTVSS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="79">
<INSDSeq>
<INSDSeq_length>103</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 103</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q384">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 103</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q38b">
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<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul35VLI</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DIQLTQSPSSLSASVGDRVT I TCSASSSLNFMHWYQQKPGKSPKRWIYDTSKLASGVPSRFS
GSGSGTDYTLTISSLQPEDFATYYCHQRSSTFGGGTKVEIK</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="80">
<INSDSeq>
<INSDSeq_length>119</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 119</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q386">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 119</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q387">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul40VH3</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
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</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EVQLVQSGAEVKKPGASVKVSCKASGYTFTSYWMHWVRQRPGRGLEWMGR IDPNSGVTKYNE
KFKSRVTLTVDKPSSTAYMELSSLRSEDTAVYYCARSGGLRRYFDVWGQGTTVTVSS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="81">
<INSDSeq>
<INSDSeq_length>119</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 119</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q388">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 119</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q389">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul40VH4</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYWMHWVRQAPGQGLEWIGRIDPNSGVTKYNE
KFKSRVTLTVDKPTSTAY IQLSSLRSEDTAVYYCARSGGLRRYFDVWGQGTTVTVSS</ INSDSeq_sequence>
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</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="82">
<INSDSeq>
<INSDSeq_length>119</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 119</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q390">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 119</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qd91">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul40VH5</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYWMHWVRQAPGQGLEWMGR IDPNSGVTKYNE
KFKSRVTLTVDKPSSPAYMELSSLRSEDTAVYYCARSGGLRRYFDVWGQGTTVTVSS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="83">
<INSDSeq>
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<INSDSeq_length>106</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 106</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q392">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 106</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q393">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul40VL3</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EIVLTQSPATLSLSPGERATLSCSASSSVSYMYWYQQKPGQAPRLLIYDTYNLASGVPARFS
GSGSGTDYTLTISSLEPEDFAVYYCQQWSSYPPTFGQGTKLEIK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="84">
<INSDSeq>
<INSDSeq_length>106</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
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<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 106</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q394">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 106</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q395">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul40VL5</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EIVLTQSPATLSLSPGERATLSCSASSSVSYMYWYQQKPGQAPRLLIYDTYNLASGVPARFS
GSGSGTSYTLTISRLEPEDFAVYYCQQWSSYPPTFGAGTKLEIK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="85">
<INSDSeq>
<INSDSeq_length>106</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 106</INSDFeature_location>
<INSDFeature_quals>
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<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q396">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 106</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q397">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>hul40VL5-11</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EIVLTQSPATLSLSPGERAQLSCSASSSVSYMYWYQQKPGQAPRLLIYDTYNLASGVPDRFS
GSGSGTSYTLTISRLEPEDFAVYYCQQWSSYPPTFGAGTKLEIK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="86">
<INSDSeq>
<INSDSeq_length>330</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 330</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
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<INSDQualifier i1d="q398">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>DOMAIN</INSDFeature_key>
<INSDFeature_location>1. . 330</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q399">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>IgGl LALA</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>ASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGL
YSLSSVVTVPSSSLGTQTY ICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEV
TCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT I SKA
KGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQ
GNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="87">
<INSDSeq>
<INSDSeq_length>452</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 452</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q400">
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<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 452</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q401">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Hul 02H4L6-HC</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DVKLVESGEGLVKPGGSLRLSCAASGFTFSSYAMSWVRQAPGKRLEWVAY ISRGGDYIYYAD
SVKGRFTISRDNAKNSLYLQMNSLRAEDSAVYYCTRDQTTVVVHWYFDVWGQGTTVTVSSASTKGPSVFPLAPSSKSTSG
GTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTY ICNVNHKPSNTKVDKKVEP
KSCDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDI
AVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVF SCSVMHEALHNHY TQKSLSLSPGK</ INSDSeq_
sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="88">
<INSDSeq>
<INSDSeq_length>211</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 211</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>

HF80E - H121H(FFIF)



202504927

<INSDQualifier id="q402">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 211</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q403">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Hul 02H4L6-LC</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DIQLTQSPSSLSASVGDRVT I TCSASSSINYMHWYQQKPGKSPKRWIYDTSKLASGVPSRFS
GSGSGTDYTLTISSLQPEDFATYYCHQRNSYTFGGGTKVEIKRTVAAPSVF IFPPSDEQLKSGTASVVCLLNNFYPREAK
VQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC</ INSDSeq_s
equence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="89">
<INSDSeq>
<INSDSeq_length>449</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 449</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q404">
<INSDQualifier_ name>organism</INSDQualifier_ name>
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<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 449</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q405">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Hul40HHL5-11-HC</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYWMHWVRQAPGQGLEWMGR IDPNSGVTKYNE
KFKSRVTLTVDKPSSPAYMELSSLRSEDTAVYYCARSGGLRRYFDVWGQGTTVTVSSASTKGPSVFPLAPSSKSTSGGTA
ALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTY ICNVNHKPSNTKVDKKVEPKSC
DKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTY
RVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVE
WESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVEF SCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_seq
uence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="90">
<INSDSeq>
<INSDSeq_length>213</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 213</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q406">
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<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 213</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q407">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Hul40HHL5-11-LC</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EIVLTQSPATLSLSPGERAQLSCSASSSVSYMYWYQQKPGQAPRLLIYDTYNLASGVPDRFS
GSGSGTSYTLTISRLEPEDFAVYYCQQWSSYPPTFGAGTKLE IKRTVAAPSVF IFPPSDEQLKSGTASVVCLLNNFYPRE
AKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC</ INSDSeq
_Sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="91">
<INSDSeq>
<INSDSeq_length>451</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 451</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q408">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
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</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 451</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q409">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>REGN-5381-HC</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QVQLVQSGAEVKKPGASVTVSCKASGYTFTDY YMHWVRQAPGQGLEWMGW IKPNSGGTNSAQ
RFQGRITMTWDTSISTAYMELSRLRSDDTAVYYCSRGGPYMNYYYYYGMDVWGQGTTVTVSSASTKGPSVFPLAPCSRST
SESTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTKTYTCNVDHKPSNTKVDKRV
ESKYGPPCPPCPAPEFLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSQEDPEVQFNWYVDGVEVHNAKTKPREEQFNS
TYRVVSVLTVLHQDWLNGKEYKCKVSNKGLPSSIEKT I SKAKGQPREPQVYTLPPSQEEMTKNQVSLTCLVKGFYPSDIA
VEWESNGQPENNYKTTPPVLDSDGSFFLYSRLTVDKSRWQEGNVF SCSVMHEALHNHY TQKSLSLSLGK</ INSDSeq_s
equence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="92">
<INSDSeq>
<INSDSeq_length>213</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 213</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q410">
<INSDQualifier_ name>organism</INSDQualifier_ name>
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<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 213</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q4l1">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>REGN-5381-LC</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>NIQMTQSPSSLSASVGDRVT I TCRASQSIDSYLNWYQQKPGKAPKLL I YVASSLQSGVPSRF
SGSGSGKDFTLTISSLQPEDFATYYCQQSYSIPTFGQGTRLE IKRTVAAPSVF IFPPSDEQLKSGTASVVCLLNNFYPRE
AKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC</ INSDSeq
_Sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="93">
<INSDSeq>
<INSDSeq_length>454</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 454</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q4l12">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
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</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 454</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q4l13">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>REGN-b381-m-HC</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QVQLVQSGAEVKKPGASVTVSCKASGYTFTDY YMHWVRQAPGQGLEWMGW IKPNSGGTNSAQ
RFQGRITMTWDTSISTAYMELSRLRSDDTAVYYCSRGGPYMNYYYYYGMDVWGQGTTVTVSSAKTTAPSVYPLAPVCGDT
TGSSVTLGCLVKGYFPEPVTLTWNSGSLSSGVHTFPAVLQSDLYTLSSSVTVTSSTWPSQSITCNVAHPASSTKVDKKIE
PRGPTIKPCPPCKCPAPNLLGGPSVF IFPPKIKDVLMISLSPIVTCVVVDVSEDDPDVQISWFVNNVEVHTAQTQTHRED
YNSTLRVVSALP IQHQDWMSGKEFKCKVNNKDLPAPIERT I SKPKGSVRAPQVYVLPPPEEEMTKKQVTLTCMVTDFMPE
DIYVEWTNNGKTELNYKNTEPVLDSDGSYFMYSKLRVEKKNWVERNSYSCSVVHEGLENHHTTKSF SRTPGK</ INSDSe
q_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="94">
<INSDSeq>
<INSDSeq_length>213</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 213</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q414">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
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</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 213</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q4l15">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>REGN-b381-m-LC</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>NIQMTQSPSSLSASVGDRVT I TCRASQSIDSYLNWYQQKPGKAPKLL I YVASSLQSGVPSRF
SGSGSGKDFTLTISSLQPEDFATYYCQQSYSIPTFGQGTRLE IKRADAAPTVSIFPPSSEQLTSGGASVVCFLNNFYPKD
INVKWK IDGSERQNGVLNSWTDQDSKDSTYSMSSTLTLTKDEYERHNSYTCEATHKTSTSPIVKSFNRNEC</ INSDSeq
_Sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="95">
<INSDSeq>
<INSDSeq_length>455</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 455</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q416">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>

HF87E - H121H(FIIFR)



202504927

</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 455</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q4l7">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>XX16 V-HC</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QVQLLESGGGLVQPGGSLRLSCAASGF TF SSYWMNWVRQAPGKGLEWVSVIESKGNYIFYAD
SVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCARDRYSMIYSYGAGAFDYWGQGTLVTVSSASTKGPSVFPLAPSSKS
TSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTY ICNVNHKPSNTKVDKK
VEPKSCDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVENAKTKPREE
QYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYP
SDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHY TQKSLSLSPGK</ INSDS
eq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="96">
<INSDSeq>
<INSDSeq_length>214</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 214</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q418">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
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</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 214</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q419">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>XX16 V-LC</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DIQMTQSPSSLSASVGDRVT I TCRASQG ISSYLAWYQQKPGKAPKLL IYTASTLQSGVPSRF
SGSGSGTDFTLTISSLQPEDFATYYCQQTWRKPRTFGQGTKVEIKRTVAAPSVF IFPPSDEQLKSGTASVVCLLNNFYPR
EAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC</ INSDSe
q_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="97">
<INSDSeq>
<INSDSeq_length>444</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 444</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q420">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 444</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q421">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>RC25 V-HC</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QVQLVQSGAEVKKPGASVKVSCKASGYTFTNSWIGWFRQAPGQGLEWIGDIYPGGGYTNYNE
IFKGKATMTADTSTNTAYMELSSLRSEDTAVYYCSRGIPGYAMDYWGQGTLVTVSSASTKGPSVFPLAPCSRSTSESTAA
LGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTKTYTCNVDHKPSNTKVDKRVESKYGP
PCPPCPAPEFLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSQEDPEVQFNWYVDGVEVHNAKTKPREEQFNSTYRVVS
VLTVLHQDWLNGKEYKCKVSNKGLPSSIEKT I SKAKGQPREPQVYTLPPSQEEMTKNQVSLTCLVKGFYPSDIAVEWESN
GQPENNYKTTPPVLDSDGSFFLYSRLTVDKSRWQEGNVF SCSVMHEALHNHY TQKSLSLSLG</ INSDSeq_sequence
>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="98">
<INSDSeq>
<INSDSeq_length>220</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 220</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q422">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
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</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 220</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q423">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>RC25 V-LC</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DIQMTQSPSSLSASVGDRVTMSCKSSQSLLNSGDQKNYLTWYQQKPGKAPKLL I YWASTGES
GVPSRFSGSGSGTDFTFTISSLQPEDIATYYCQNDYSYPWTFGQGTKVEIKRTVAAPSVF IFPPSDEQLKSGTASVVCLL
NNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC</
INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="99">
<INSDSeq>
<INSDSeq_length>449</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 449</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q424">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>

FI1E - H121H(FFIF)



202504927

<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 449</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q425">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Hul28H3L1-6-HC</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EVQLVQSGAEVKKPGASVKVSCKASGYTFTSYWMHWVRQAPGQGLEWMGR IDPNSGVTKYNE
KFKSRVTLTVDKPSSPAYMELSSLRSEDTAVYYCARSSYLGRYFDVWGQGTTVTVSSASTKGPSVFPLAPSSKSTSGGTA
ALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTY ICNVNHKPSNTKVDKKVEPKSC
DKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTY
RVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVE
WESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVEF SCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_seq
uence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="100">
<INSDSeq>
<INSDSeq_length>213</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 213</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q426">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 213</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q427">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Hul28H3L1-6-LC</INSDQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EIVLTQSPATLSLSPGERATLKCSATSSVSYMYWYQQKPGQAPRLLIYDTYNLGSRIPARFS
GSGSGTDYTLTISRLEPEDFAVYYCQQWSSYPPTFGQGTKLE IKRTVAAPSVF IFPPSDEQLKSGTASVVCLLNNFYPRE
AKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC</ INSDSeq
_Sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="101">
<INSDSeq>
<INSDSeq_length>452</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 452</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q428">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
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<INSDFeature_location>1. . 452</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q429">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_value>Hul 3bH3L1-HC</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DVKLVESGEGLVKPGGSLRLSCAASGFSISTYGMSWVRQAPGKRLEWVAY INSGGNYIYYAD
SVKGRFTISRDNAKNSLYLQMNSLRAEDTAVYYCTRDRTT IVVHWYFDVWGQGTTVTVSSASTKGPSVFPLAPSSKSTSG
GTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTY ICNVNHKPSNTKVDKKVEP
KSCDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDI
AVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVF SCSVMHEALHNHY TQKSLSLSPGK</ INSDSeq_
sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="102">
<INSDSeq>
<INSDSeq_length>452</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 452</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q431">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
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<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 452</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q432">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>CHI-102-heavy chain</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DVKLVESGEGLVKPGGSLKLSCAASGFTFSTYAMSWVRQTPEKRLEWVAY ISRGGDYIYYAD
TVKGRFTISRDNARNTLYLQMSSLKSEDTAMYYCTRDQTTVVVHWYFDVWGTGTTVTVSSASTKGPSVFPLAPSSKSTSG
GTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTY ICNVNHKPSNTKVDKKVEP
KSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDI
AVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVF SCSVMHEALHNHY TQKSLSLSPGK</ INSDSeq_
sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="103">
<INSDSeq>
<INSDSeq_length>211</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 211</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q434">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 211</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q435">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>CHI-102-1ight chain</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QIVLTQSPAIMSASPGEKVTMTCSASSSINYMHWYQQKPGTSPKRWIYDTSKLASGVPARFS
GSGSGTSYSLTISSMEAGDAATYYCHQRNSYTFGGGTKLEIKRTVAAPSVF IFPPSDEQLKSGTASVVCLLNNFYPREAK
VQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC</ INSDSeq_s
equence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="104">
<INSDSeq>
<INSDSeq_length>452</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 452</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q437">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
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<INSDFeature_location>1. . 452</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q438">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>CHI-127-heavy chain</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QAYLQQSGPELVKPGASVK I SCKASGYSFTGYFMNWVMQSHGKSLEWIGRINPYNGDTFYNQ
KFKGKATLTVDKSSSTVHMELRSLASEDSAVYYCARRGYGNRGYWYFDVWGAGTTVTVSSASTKGPSVFPLAPSSKSTSG
GTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTY ICNVNHKPSNTKVDKKVEP
KSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDI
AVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVF SCSVMHEALHNHY TQKSLSLSPGK</ INSDSeq_
sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="105">
<INSDSeq>
<INSDSeq_length>218</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 218</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q440">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
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<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 218</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q441">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>CHI-127-1ight chain</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>NIVLTQSPASLAVSLGQRAT I SCRASESVDSYGNSFMHWYQQKPGQPPKVLIYLASTLESGV
PARFSGSGSRTDFTLTIDPVEADDAATYYCQQNNEDPLTFGAGTKLELKRTVAAPSVE IFPPSDEQLKSGTASVVCLLNN
FYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC</ IN
SDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="106">
<INSDSeq>
<INSDSeq_length>449</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 449</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q443">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 449</INSDFeature_location>
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<INSDFeature_quals>
<INSDQualifier id="q444">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>CHI-128-heavy chain</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QVQLQQSGAELAKPGASVKLSCKASGYTFTSYWMHWVKQRPGRGLEWIGRIDPNSGVTKYNE
KFKSKATLTVDKPSSPAYMQLSSLTSEDSAVYYCARSSYLGRYFDVWGTGTTVTVSSASTKGPSVFPLAPSSKSTSGGTA
ALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTY ICNVNHKPSNTKVDKKVEPKSC
DKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTY
RVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVE
WESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVEF SCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_seq
uence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="107">
<INSDSeq>
<INSDSeq_length>213</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 213</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q446">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
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<INSDFeature_location>1. . 213</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q447">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>CHI-128-1ight chain</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QIVLTQSPAIMSASPGEKVTMTCSATSSVSYMYWYQQKPGSSPRLLIYDTYNLASRVPIRFS
GSGSGTSYSLTISRMEAEDAATYYCQQWSSYPPTFGSGTKLE IKRTVAAPSVF IFPPSDEQLKSGTASVVCLLNNFYPRE
AKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC</ INSDSeq
_Sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="108">
<INSDSeq>
<INSDSeq_length>452</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 452</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q449">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 452</INSDFeature_location>
<INSDFeature_quals>

%1008 - H121B(F3IK)



202504927

<INSDQualifier id="q450">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>CHI-135-heavy chain</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DVKLVESGEGLVKPGGSLKLSCVASGFSISTYGMSWVRQTPEKRLEWVAY INSGGNYIYYAD
TVKGRFTISRDNARNTLYLQMSSLKSEDTAMYYCTRDRTT IVVHWYFDVWGTGTTVTVSSASTKGPSVFPLAPSSKSTSG
GTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTY ICNVNHKPSNTKVDKKVEP
KSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDI
AVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVF SCSVMHEALHNHY TQKSLSLSPGK</ INSDSeq_
sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="109">
<INSDSeq>
<INSDSeq_length>210</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 210</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q452">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 210</INSDFeature_location>
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<INSDFeature_quals>
<INSDQualifier id="q453">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>CHI-135-1ight chain</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QIVLTQSPAIMSASPGEKVTMTCSASSSLNFMHWYQQKPGTSPKRWIYDTSKLASGVPARFS
GSGSGTSYSLTISSMEAEDAATYYCHQRSSTFGGGTKLELKRTVAAPSVE IFPPSDEQLKSGTASVVCLLNNFYPREAKV
QWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC</ INSDSeq_se
quence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="110">
<INSDSeq>
<INSDSeq_length>449</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 449</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q455">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 449</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q456">
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<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>CHI-140 heavy chain</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QVQLQQSGAELVKPGASVKLSCKASGYTFTSYWMHWVKQRPGRGLEWIGRIDPNSGVTKYNE
KFKSKVTLTVDKPSSPAY IQLSSLTSEDSAVYYCARSGGLRRYFDVWGTGTTVTVSSASTKGPSVFPLAPSSKSTSGGTA
ALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTY ICNVNHKPSNTKVDKKVEPKSC
DKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTY
RVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVE
WESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVEF SCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_seq
uence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="111">
<INSDSeq>
<INSDSeq_length>213</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 213</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q458">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 213</INSDFeature_location>
<INSDFeature_quals>
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<INSDQualifier id="q459">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>CHI-140-1ight chain</INSDQualifier_value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QIVLTQSPAIMSASPGEKVTMTCSASSSVSYMYWYQQKPGSSPRLLIFDTYNLASGVPVRFS
GSGSGTSYSLT INRMEAEDAATYYCQQWSSYPPTFGAGTKLELKRTVAAPSVF IFPPSDEQLKSGTASVVCLLNNFYPRE
AKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC</ INSDSeq
_Sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="112">
<INSDSeq>
<INSDSeq_length>452</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 452</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q461">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 452</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q462">
<INSDQualifier_name>note</INSDQualifier_name>
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<INSDQualifier_ value>Hul 02H2L6-heavy chain</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EVQLVESGEGLVKPGGSLRLSCAASGFTFSTYAMSWVRQAPGKRLEWVAY ISRGGDYIYYAD
TVKGRFTISRDNAKNSLYLQMNSLRAEDTAVYYCTRDQTTVVVHWYFDVWGQGTTVTVSSASTKGPSVFPLAPSSKSTSG
GTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTY ICNVNHKPSNTKVDKKVEP
KSCDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDI
AVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVF SCSVMHEALHNHY TQKSLSLSPGK</ INSDSeq_
sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="113">
<INSDSeq>
<INSDSeq_length>452</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 452</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q464">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 452</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q465">
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<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>Hul02H3L6 heavy chain</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DVKLVESGEGLVKPGGSLRLSCAASGFTFSTYAMSWVRQAPGKRLEWVAY ISRGGDYIYYAD
TVKGRFTISRDNAKNSLYLQMNSLRAEDTAVYYCTRDQTTVVVHWYFDVWGQGTTVTVSSASTKGPSVFPLAPSSKSTSG
GTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTY ICNVNHKPSNTKVDKKVEP
KSCDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDI
AVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVF SCSVMHEALHNHY TQKSLSLSPGK</ INSDSeq_
sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="114">
<INSDSeq>
<INSDSeq_length>452</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 452</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q467">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 452</INSDFeature_location>
<INSDFeature_quals>
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<INSDQualifier id="q468">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>Hul02H5L6 heavy chain</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DVKLVESGEGLVKPGGSLRLSCAASGFTFSTYGMSWVRQAPGKRLEWVAY ISRGGDYIYYAD
TVKGRFTISRDNAKNSLYLQMNSLRAEDTAVYYCTRDQTTVVVHWYFDVWGQGTTVTVSSASTKGPSVFPLAPSSKSTSG
GTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTY ICNVNHKPSNTKVDKKVEP
KSCDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDI
AVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVF SCSVMHEALHNHY TQKSLSLSPGK</ INSDSeq_
sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="115">
<INSDSeq>
<INSDSeq_length>452</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 452</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q470">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 452</INSDFeature_location>
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<INSDFeature_quals>
<INSDQualifier id="q471">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>Hul27H4L1 heavy chain</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EAYLVQSGAEVKKPGASVKVSCKASGYSFTGYFMNWVRQAPGKGLEWMGR INPYSGDTFYNQ
KFKGRVTLTVDKSTSTVYMELSSLRSEDTAVYYCARRGYGNRGYWYFDVWGQGTTVTVSSASTKGPSVFPLAPSSKSTSG
GTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTY ICNVNHKPSNTKVDKKVEP
KSCDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDI
AVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVF SCSVMHEALHNHY TQKSLSLSPGK</ INSDSeq_
sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="116">
<INSDSeq>
<INSDSeq_length>452</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 452</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q473">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>

%108 - HI21H(FIIK)



202504927

<INSDFeature_location>1. . 452</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q474">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>Hul27HTL1 heavy chain</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QVQLVQSGAEVKKPGASVKVSCKASGYTFTGYFMNWVRQAPGQGLEWMGRINPYSGDTFYNQ
KFKGRVTMTVDKSTSTVYMELSSLRSEDTAVYYCARRGYGNRGYWYFDVWGQGTTVTVSSASTKGPSVFPLAPSSKSTSG
GTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTY ICNVNHKPSNTKVDKKVEP
KSCDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDI
AVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVF SCSVMHEALHNHY TQKSLSLSPGK</ INSDSeq_
sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="117">
<INSDSeq>
<INSDSeq_length>452</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 452</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q476">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
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<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 452</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q477">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>Hul27H8L1 heavy chain</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EVQLVQSGAEVKKPGASVKVSCKASGYTFTGYFMNWVRQAPGQGLEWMGR INPYSGDTFYNQ
KFKGRVTMTVDKSTSTVYMELSSLRSEDTAVYYCARRGYGNRGYWYFDVWGQGTTVTVSSASTKGPSVFPLAPSSKSTSG
GTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTY ICNVNHKPSNTKVDKKVEP
KSCDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDI
AVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVF SCSVMHEALHNHY TQKSLSLSPGK</ INSDSeq_
sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="118">
<INSDSeq>
<INSDSeq_length>218</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 218</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q479">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 218</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q480">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>Hul27H4L1_light chain</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DIVMTQSPDSLAVSLGERAT INCRASESVDSYGNSFMHWYQQKPGQPPKVLIYLASTLESGV
PDRFSGSGSRTDFTLTISSLQAEDVAVYYCQQNNEDPLTFGQGTKLE IKRTVAAPSVF IFPPSDEQLKSGTASVVCLLNN
FYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC</ IN
SDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="119">
<INSDSeq>
<INSDSeq_length>218</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 218</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q482">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
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<INSDFeature_location>1. . 218</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q483">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>Hul27H4L3-1ight chain</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>NIVLTQSPDSLAVSLGERAT INCRASESVDSYGNSFMHWYQQKPGQPPKVLIYLASTLESGV
PDRFSGSGSRTDFTLTISSLQAEDVAVYYCQQNNEDPLTFGQGTKLE IKRTVAAPSVF IFPPSDEQLKSGTASVVCLLNN
FYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC</ IN
SDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="120">
<INSDSeq>
<INSDSeq_length>218</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 218</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q485">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 218</INSDFeature_location>
<INSDFeature_quals>
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<INSDQualifier id="q486">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>Hul27H4Lb-1ight chain</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>NIQLTQSPSSLSASVGDRVT I TCRASESVDSYGNSFMHWYQQKPGKAPKVLIYLASTLESGV
PSRFSGSGSRTDFTLTISSLQPEDFATYYCQQNNEDPLTFGQGTKLEIKRTVAAPSVE IFPPSDEQLKSGTASVVCLLNN
FYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC</ IN
SDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="121">
<INSDSeq>
<INSDSeq_length>218</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 218</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q488">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 218</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q489">
<INSDQualifier_name>note</INSDQualifier_name>
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<INSDQualifier value>Hul27H4L6-1ight chain</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>NIQLTQSPSSLSASVGQRVT I TCRASESVDSYGNSFMHWYQQKPGKPPKVLIYLASTLESGV
PSRFSGSGSRTDFTLTISSLQPEDFATYYCQQNNEDPLTFGQGTKLEIKRTVAAPSVE IFPPSDEQLKSGTASVVCLLNN
FYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC</ IN
SDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="122">
<INSDSeq>
<INSDSeq_length>449</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 449</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q491">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 449</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q492">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>Hul28H2L1 heavy chain</INSDQualifier_ value>
</INSDQualifier>
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</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EVQLVQSGAEVKKPGASVKVSCKASGYTFTSYWMHWVRQAPGQGLEWMGR IDPNSGVTKYNE
KFKSRVTMTVDKPSSTVYMELSSLRSEDTAVYYCARSSYLGRYFDVWGQGTTVTVSSASTKGPSVFPLAPSSKSTSGGTA
ALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTY ICNVNHKPSNTKVDKKVEPKSC
DKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTY
RVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVE
WESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVEF SCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_seq
uence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="123">
<INSDSeq>
<INSDSeq_length>213</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 213</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q494">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 213</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q495">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>Hul28H2L1-1ight chain</INSDQualifier_ value>
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</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EIVLTQSPATLSLSPGERATLSCSATSSVSYMYWYQQKPGQAPRLLIYDTYNLASRIPARFS
GSGSGTDYTLTISRLEPEDFAVYYCQQWSSYPPTFGQGTKLE IKRTVAAPSVF IFPPSDEQLKSGTASVVCLLNNFYPRE
AKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC</ INSDSeq
_Sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="124">
<INSDSeq>
<INSDSeq_length>213</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 213</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q497">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 213</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="q498">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>Hul28H2L2-1ight chain</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
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</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EIVLTQSPATLSLSPGERATLSCSATSSVSYMYWYQQKPGSSPRLLIYDTYNLASRIPARFS
GSGSGTDYTLTISRLEPEDFAVYYCQQWSSYPPTFGQGTKLE IKRTVAAPSVF IFPPSDEQLKSGTASVVCLLNNFYPRE
AKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC</ INSDSeq
_Sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="125">
<INSDSeq>
<INSDSeq_length>452</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 452</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qgb00">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 452</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qgb01">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>Hul35HIL1 heavy chain</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
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<INSDSeq_sequence>DVKLVESGEGLVKPGGSLRLSCAASGFTFSTYGMSWVRQAPGKRLEWVAY INSGGNYIYYAD
TVKGRFTISRDNAKNSLYLQMNSLRAEDTAVYYCTRDRTT IVVHWYFDVWGQGTTVTVSSASTKGPSVFPLAPSSKSTSG
GTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTY ICNVNHKPSNTKVDKKVEP
KSCDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDI
AVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVF SCSVMHEALHNHY TQKSLSLSPGK</ INSDSeq_
sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="126">
<INSDSeq>
<INSDSeq_length>452</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 452</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qgb03">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 452</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qb04">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>Hul 3bH2L1-heavy chain</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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</INSDSeq_feature-table>
<INSDSeq_sequence>DVKLVESGEGLVKPGGSLRLSCAASGFSISTYGMSWVRQAPGKRLEWVAY INSGGNYIYYAD
TVKGRFTISRDNAKNSLYLQMNSLRAEDTAVYYCTRDRTT IVVHWYFDVWGQGTTVTVSSASTKGPSVFPLAPSSKSTSG
GTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTY ICNVNHKPSNTKVDKKVEP
KSCDKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYN
STYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDI
AVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVF SCSVMHEALHNHY TQKSLSLSPGK</ INSDSeq_
sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="127">
<INSDSeq>
<INSDSeq_length>449</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 449</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qgb06">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 449</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qgb07">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier_ value>Hul40H4L5-heavy chain</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
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</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QVQLVQSGAEVKKPGASVKVSCKASGYTFTSYWMHWVRQAPGQGLEWIGRIDPNSGVTKYNE
KFKSRVTLTVDKPTSTAY IQLSSLRSEDTAVYYCARSGGLRRYFDVWGQGTTVTVSSASTKGPSVFPLAPSSKSTSGGTA
ALGCLVKDYFPEPVTVSWNSGALTSGVHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTY ICNVNHKPSNTKVDKKVEPKSC
DKTHTCPPCPAPEAAGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTY
RVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVE
WESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVEF SCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_seq
uence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="128">
<INSDSeq>
<INSDSeq_length>213</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>
<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 213</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qgb09">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
<INSDFeature>
<INSDFeature_key>CHAIN</INSDFeature_key>
<INSDFeature_location>1. . 213</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier id="qgbl0">
<INSDQualifier_name>note</INSDQualifier_name>
<INSDQualifier value>Hul40H4L5-1ight chain</INSDQualifier_ value>
</INSDQualifier>
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</INSDFeature_quals>
</INSDFeature>

</INSDSeq_feature-table>
<INSDSeq_sequence>EIVLTQSPATLSLSPGERATLSCSASSSVSYMYWYQQKPGQAPRLLIYDTYNLASGVPARFS

GSGSGTSYTLTISRLEPEDFAVYYCQQWSSYPPTFGAGTKLE IKRTVAAPSVF IFPPSDEQLKSGTASVVCLLNNFYPRE
AKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC</ INSDSeq
_Sequence>

</INSDSeq>

</SequenceData>
</ST26SequenceListing>
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