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The application discloses a high affinity SIRPa polypeptide, which comprises at least one amino acid
mutations compared with a wild type protein, the polypeptide also has an increased affinity for CD47
compared with the wild-type protein. The application also discloses the nucleic acid molecule which
encoding the SIRPa polypeptide and the vector expressing the polypeptide. And the drug compositions and
methods are also provided, for the treatment of CD47-expressing tumors.
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The application discloses a high affinity SIRPa polypeptide, which comprises at
least one amino acid mutations compared with a wild type protein, the polypeptide
also has an increased affinity for CD47 compared with the wild-type protein. The
application also discloses the nucleic acid molecule which encoding the SIRPa
polypeptide and the vector expressing the polypeptide. And the drug compositions

and methods are also provided, for the treatment of CD47-expressing tumors.
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CEEERTLEE D
[FfBiaf]  SIRPaZESEEE KL

(EELLEEA Y SIRPa MUTANT AND APPLICATION THEREOF

[seftremse ]
[0001] ASEEARHR AEVIRe S5 - HAGS - BACSIRPaZE2 G K H fiE

[ SRt ]

[0002] CD472—fEEAME(LHIPSIFEED » JE (L& DU EAAEY
JE - B - BIRDURANE T - RS — RSB - CDATAYRCRS BFESE
SHERTEE (Signal regulatory protein o > SIRPa) -~ [f/MEREEH-1 (TSP-1)
MEEEZR - COATELTEEN R TR L3 - CDATS IR A LRI
{LHER HEFNTHIAERE - CD47/SIRPa " HNZF | HHIHET R e fE i e st
—{EEAEETEE] - CDAT{E BT 4RREHY = 7 ER AE I EVRAAEAE (bR
WL B IR AR SRR o BAT - —Et W CDATIRIERSE - BfEEkk
RS ~ Bl&EH ~ CAR-TAHMT - ADCET#E A BRPREFFEISESL - 2 fHE SV E
M) ~ e R RIS A RIE -

[0003] FRAECHETHIRHTTIE ERAVEEY) IR 2 1ECDATER YT ~ BhHi K
SIRPaZEH » HAPRSm T » BRRAER & RHYCD474i S magrolimab FyForty
Seven/NFBH#E o BIEATHEMESTH MURORE AN E RS TR AV ER PRIVITHAGASS: - [HH 5 [
—ENZEMMRE > =R FEIEREE14% A ANEMEN » K16% AT

$1E - 465 HEHRRHE)
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H ek AR R D SR o STRPaZE [ A SRR PR I f PR L FE Trillium 22 5B 3%
HYTTI621 ~ TTI622 WA=k %Y - TTI621 B K IARYSIRPa IgVAE & A IgG1#Y

FcE% » Trillium N S 1EAERA S TTIO2 1 5+ (URIEHVER FRIFTEER - BEEEARNHL
A—EXBER - ZHPL ERIEREEI %A AHIE MM - 20%69 /MR
DHE R 9 %o e AR MR SRR DR - TTI622 By R ZAHISIRPa Ig VAE B &
NgGAfTFcEs » BUA B Z 2 MEIB BN TTIO2N < Frit 25t » Ziitkia®
BREACDATHUASHY IR FIECEE T - PRt RA TR B BICDATHU RS VI A B %
th s i ABEPR -

[IANE]

[0004] B EaicE il AmHIS1 - 2= SIRPaCDATH RN > 1E=H
ErCD47HISIRPafH 5. {E FEVRCR - (e i BF PR E AR s RE R VI - ATAE
HICDATIREEEEY)REIR U AU BRI E & - AL » FHR A
e o

[0005] AZFHAR AR F SRS o EMERISIRPaE MG K Rl & 2
H > R HICDATRIFALEIEE - FHERSIRPaBACDATHGS & » HIR BRI R =
JETEE o

[0006] AZFHARYEE—REERIR AL T — A HIHICDAT+HER AR £ &
F/ESEIERY K - HESEgtaEE Ha(SIRPa)ZEBAGEE H L - FTilisess
MR EZEAISIRPa{EBEE A3 ~ 3T ~ JEEST ~ JEEL66 ~ TEEL68 A
8257 £/ V—(Eh AR (A LR - Pkl BB S e REU LY - Bl
24 RISIRPaE A fRIESEQ ID NO: 1-2 {E—{HHIF5] -

2 H - 465 HEHRRHE)
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[0007]) fE—SbEFEf|d - A SIRPaZEEae A4 38 5131 ~ Q37 ~ N51 -
L66 ~ K6SERT826Y &/ —{[f pr EL B (A -
[0008]) fr—ELEhEHI+ » At ERL(EahEE e Nyl 2/ D—(EkE R E

&i: (1) I31IM:I31Y: (2) Q37T: (3) N51G: N5IR: N51A : N5IE :

EE

N51F ; N51K ; N51L ; N51M ; N51Q ; N51T ; N51W ; (4) L66A ; L66V ;
L66P ; L66M ; L66N ; L66E ; L66K ; L66H ; (5) K68D ; K68M ; K68Q ;
K68L ; K68F ; K681 ; 5¢ (6) T82F ; T82D ; T82N ; T82E ; T82Q ; T82G ;
T82H ; T82L ; T82I ; T82K ; T82M ; T82P ; T82R ; T82V ; T82W ; T82Y -
[0009]) FE—LLEhafl - Frac ik - ¥R EASEQID NO : 1HYE 4
AISIRPa > HEH T AIRFAHAVRE B 288
(1) N51G; (2) N5IR; (3)I31IM; (4) 131Y; (5) I31M;
N51G; (6) I3IM; N5IR; (7) I31Y ; N51G; (8) I31Y ; N5IR; (9)
Q37T ; N51G ; (10) Q37T ; N51R; (11) I31Y ;s N5IR ; L66A ; (12)
I31Y ; N51R ; L66V ; (13 ) I31Y s N5IR ; L66P ; (14) I31Y ; N5IR ;
L66M ; (15) I31Y ; N5IR ; L66N ; (16) I31Y ; N5IR ; L66E ; (17)
I31Y ; N51R ; L66K ; (18) I31Y ;s N5IR ; L66H ; (19) N51A ; (20)
N51E; (21) N51F; (22) N51K; (23) N5IL; (24) N51M; (25)
N51Q:; (26) N5IT; (27) N51W; (28) I31M ; N51R ; L66N ; K68D ;
(29) I31M ; N51R ; L66M ; K68M ; (30) I31Y ; N51IR ; L66N ; K68D ;
(31) I31M ; N51R ; L66N ; K68Q ; (32) I31M ; N51R ; L66N ; K68L ;
(33) I31Y ; N51R ; L66N ; K68F ; (34) I31M ; N5IR ; L66N ; K68I ;

(35) I31Y ; N51R ; L66N ; T82F ; (36) I31Y ; N5IR ; L66N ; T82D ;
B3 £ 65 HEHRRHEE)
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(37) I31Y ; N5IR ; L66N : T82N ; (38) I31Y : N5IR ; L66N : T82E ;
(39) I31Y : N5IR ; L66N ; T82Q ; (40) I31Y ; N51R : L66N ; T82G ;
(41) I31Y ; N5SIR ; L66N : T82H ; (42) I31Y : N5IR ; L66N ; T82L ;
(43) I131Y ;s N5SIR ; L66N : T82I: (44) I31Y ; N5IR ; L66N ; T82K ;
(45) I31Y : N5IR ; L66N ; T82M : (46) I31Y ; N5IR ; L66N ; T82P ;
(47) I31Y : N5IR ; L66N ; T82R ; (48) I31Y : N51IR ; L66N ; T82V ;
(49) 131Y ; N5IR ; L66N : T82W : (50) I31Y : N51R : L66N ; T82Y :
(51) I31M ; N51R ; L66N ; K68Q ; T82G ; (52) I31IM : N51R ; L66N ;
K68Q ; T82H ; (53) I31M ; N5IR ; L66N ; K68Q ; T82L ; (54) I31M ;
N5IR : L66N ; K68Q ; T82V : (55) I31M ; N51R ; L66N : K6SL : T82G ;
(56) I31M : N51R : L66N ; K68L : T82H ; (57) I31M ; N5IR ; L66N ;
K68L ; T82L ; (58) I3IM : N5IR ; L66N ; K68L ; T82V ; (59) I3IM ;
N5IR : L66N ; K681 ; T82G ; (60) I31IM ; N5IR ; L66N ; K68I ; T82H ;
(61) I31M : N51R : L66N ; K68I ; T82L ;: (62) I31M ; N5IR ; L66N ;
K681 ; T82V o

[0010]) = - fHEHEASEQ ID NO : 2/9%7 4 AISIRPa » AL 2N5IR ;
NS IMEZNS 1 WZE8 o

[0011] fE—2LEhaPI » At 25 PAAE HoNg e Clin Bl 6o e BREE H Fel@ @il
& 5 R 0 Pt K E O FelE@EE H AlgGl ~ 1gG2EIgG4H el B H 28 8
A5 BEERY - Fali e BREE H Fel@ BE 5 A IgGlHYFcl@ B 2858 -

[0012]) FE—LfeEhafld » FraliFeZE S A a S E E B AR AY N IgG1aY A

ARG A 2D —(#  L234A ~ L235A - G237ARNIN297A 5 BEEHY - A

4 H - 65 HEHRRHE)
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RGBT E S (1) N297TAZEE: ; (2) L234A ~ L235ALL X G237TAZESE ;
8¢ (3) L234A ~ L235A ~ G237ALL FZN29TAZESE o

[0013] FE—EbFhafd - AritFeseE il Bl AlgG FelanyEr 4 RIAH L Fedd
JHBRECR D EVRUED R - JHPREEERRYClgsE S MIFeysZRass & -

[0014] F—EEFhEH]$ - i 2k EASEQ ID NO: 4-14 » 17-51 » 55-
HOFE—(FRYRE AN A o

[0015]) fE—EL&hifIF - Pk ZHLERA £/06x10°MAYE $CD4THY
KD -

[0016]) fE—LLEhafId » Pt 2 RkigEpeA AT RetE oo+ - Frt
frShREME T TR DA —HHE S AE © BARK - EORE - Hhi RS STy
¥~ HIMERS R ~ AR - SHERE - DR - R s E R -

[0017]) fHE—SE&EhafIF - ATl 2 I BERSHY - B EARHY -

[0018]) AZFDHHVE _REELRA V¥ —MR &R~ (CAR) » Hz/b
e MRS SR - PSRRSSTRIEURIRE A SRS B e > P cpe b
R eERRaE s FIE—E2L -

[0019] A3&0RHYE =Refieft / — iRl A - R Bt e
TR AG » BB EREFRIE 1 2ATIR S DU ZReIVIZIL R B2+ B - ATl
o5 {F A 4HAM B 5 TEHRE - NKHAE (natural killer cell )~ NKTHHAE ( natural
killer T cell) ~ DNT4HA ( double negative T cell) -~ EERZ4HAR - EMELRAD - 15
ZE IR AR ECHE R ARG - Pl TARRE (2 E AR A A T 4HA6 - SR TAH AT =
BOZATAHAE © feEdt - Pl e {E FHAHRE & B 8 S (AR sl E i R AS e
{E FI A

BES5H 465 HEHHAHD
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[0020] AZFHARVER VUSSR Bt 7 —fEiz B o+ H&ReS bl —fE%
fikk o
[0021] AZFHARVEE ARERRIR AL 7 — BRI EES - HEa FiEE R

[0022] ASFHARVER NERERIR AL 7 —HEfE L4l - A& Eilais © i
(st - AT A R SR B EAZ ARG - BldlE (CRIBIRE) ~ EE (B
£f) - RaxdlAE=lm A Y4 (CHOHREPRE293 TAHAEMR) -

[0023]) ASFHARVEECREERIR L 7 —fES b E—RE ke 7k
EFE B AT EARE - AR BRI EAAERAT AL -

[0024] AZFHARYVER EERIR Bt 7 —fESd b Al e (E R ARy 5%
HAER RS AICARKIZEZ R BB ARt (F AR - TEEHy - B ELFERRL
BT % (F FAAER3E R ACAR -

[0025] ASFHARVEEJUREERIR Bt 7 —fEEEysH &) - Ba ngEFRIERS
FIRES A SHAIRICDAT+ B AlAEHY £ R BUGETERV E /Y EAUE—TEZAL - %
TEF4HRE - =BT - RIAEES - B b E—IR AR I S S -

[0026] AZFHARVEE HRERIRAL 7 —fEEd - HE & FiE—fE2k
RS (E AR - B2y T FREGS - TEEARE - Pral AR R R R E S
SEEYIRHEY) -

[0027] AZFHARVEE +—REERIR 0L 7 EaiE—FE22 0k - ey lF 4
BT TS - TEEARE > AT AR SR E R - BEERIEE YN
R BRI CDATRI RS IR R AR © SEEND - FTiithé g /e CD47E5 1 m

6 H 465 H(EHHAHD
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IRAEREECCDATRG M E AR - FIRCEERY » ATl CDATEZM: MR s s B M
R FIE BE - ATt CDATIS M S AR B R R -

[0028) AZFHARVER -+ REERIROL T — IR/ aR AR CDATRIRERHY /7%
Tl )7 7R B R 2 s T A B RTATIL 2R - R (ERAIRE > B+ &
SRS - A EAIAE - ATl AR SR E S > SEHEY) B - PTiliE
e CDATIZME MR AERE BCDATIS L E RS - FHECEERY > BTl CDA7I5 M ik e
REEA MR « HREREA SR - FrlCDATR5 M B R EE A -

[0029] ASFHEVE - =REGIEME 7 RTALZAK - e lF RS - B2y
T RIEEES > EXARE - Pl AR SR RS - SREEYIE eI NG
FIHCDATHVIESR ¢ ety - FrilthiEg e CDATIE MR AR s CDATIZ M B R
T o FEIREERY > FTZCDAT 51 MR e BAs B M ~ RS R > ATl
CDATIZ M- E RS BTSN

[0030] AZFHARYER HPUREERIR At T —FEta I £ Y S5 Sh  CDATR IR
FiE o HRFEUERY - BTl AL AT 2 IR BECDAT 2 FERESIE R S VIR
PN > (BRI YIS AL BT 2 IR PR © BEERY - BTl A AL RS A AL
HEVIHTER - {8 R CDATHFALECRIAEE -

[0031] AHRBHEHEAZRAIEGIA ¢

AR ZEER K EA T 20 FH BRI S& 0 S A FH G SRAVAE SR AR ol > L BE T
2 ENE RS YT AR OF AASCH 20215210 A 31 H (71 7 BB S K13
REfDTESCHYSE20211128338 LS5 E A HER SR LUK 202297 A7 H A FP BB Z AL

Rk EE TR TP S H 2R 202210800901. 357 BRI HHESZE

7 H - 465 HEHRRHE)
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[ E =]

[0032])

&1~ BFRGGERIERM AT (ELISA) J57AfgHISIRPa-Fegh &2 H Bl
hCD47 ECD-HisH45 & E1M:

&2 ~ BFRGEERIERM AT (ELISA) J57Afg HISIRPa-Fegh &2 H Bl
hCD47 ECD-mFcHy4&&7EM:

E3 ~ R EE: (FACS) fgHISIRPa-Fefl &2 (4 BilJurkat4HAEHV4E &
EME

B4 ~ FRECAHREE R (FACS) fflISIRPa-Fefl &2 1 BIRajidfi I 4E &0k
(o

&S ~ feHISIRPa-Feft & 25 H FHETRaji B2 #5 SIRPa VIRY&E &5 M

&6 ~ e HISIRPa-Feft & 25 H FHE Raji B~ #5 SIRPa V2RSS &5 M

&7 ~ BFRGEERIERM AT (ELISA) J57Afg HISIRPa-Fegh &2 H Bl
hCD47 ECD-mFcHy4&&7EM:

E8 ~ R EE: (FACS) fgHISIRPa-Fefl &2 (4 BilJurkat4HAEHV4E &
EME

&9 ~ BrRGEERIERM AT (ELISA) J57Afg HISIRPa-Fegh &2 H Bl
hCD47 ECD-mFcHy4&&7EM:

E10 - A E SR (FACS) i HISIRPa-Fefi& & H Bllurkatfy45 &)
(o

& 11 - fHISIRPa-Fegl &8 H /P BV E Rajisigy &l F A

[&12 - faHISIRPa-Fefl &8 H /M EHVE DLD 1A AR ER

[&13 - faHISIRPa-Fefl &8 H 7 M EHYE R 4 RHVHIHIE A -

B8 H 4k 65 H(EHHAHD
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(&0

[0033] FRIEAZSZIHSFINES - BLASEIHAHRIRVR AR iTsE e B
AETHATE Sl it B A i & &

[0034] [ES1 - BRIEASCS AR > ASCEBIP A BVl g fLiE R
7\ EEID A ATRE B R EEIY A - R - A AR E AP EKIE
TFETEERAY > BRIESSNAMEE L - SRIBEIP ", 0 T EE  EEEE
ey -

[0035] AZifosg ' &5, ~ "HEE, M TEA ) ZMEEEH]RER - §
R TENEEN - BEWEATILT F AL PRI Y TR S MY H AT
% o [FREEER - fEASCPER TaRE, ~ TEE) M T REA ) i g
it TR EE RPN T —TEAHEY) - BFEATIB - JEETRARS
UMl 528 © mARIBERREVEGY) » LURFRANIBSN » a3 HAAH 7 HI4H
ey e AR T —TBsEEY) ) HEEN

[0036] ASifasg ' /By AASCEERI - &1FE TA1, ~ TEG AT
AT TeE E SRV R R HAAE & ) HIER

[0037]) A2Cit5sE " SIRPa ) ZHE{E EWRAl - RIFAVAINR A S &
H > TElglER G SIRP/SHPS(CDI72)ZKIRRYRL R © fiisE " SIRPa  HJ LIS

TEfsREAETE Ha , ~ " SIRPa B " SIRP-alpha | GIA{HH o SIRPazCD47HY
2R o FEAFAT > #IHSIRPaEEH EEA W - — A (ERR1EVIADHY
ReZLRE 7511 {E BsNCBI RefSeq NP_542970.151H (FEE27-50418 R Y - Z5—
TP (2 AG 280 V2R )5 1 3(E e Bl A [5) 1 H 2 514 GenBank iR/

FI9H > H 65 HEVEHHD)
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CAAT1403. 15[ (FEEL30-5041 i pk V) - B WP ZHISIRPalE R T AR A
FAFHYREI80%H T & HEEARIRYSIR Pa

[0038] fl7sE " CD47+, - "CD47f5M: | % e A YRe sz m
RIACDATER ~ HF B > B H &8 I 2 (6 Al IR H 28 S 48 A
M = CDATIZ 4R T DA R 8 2R FHCDATHIARARE © FritCDA7 514 4Rt H & =] LAE
FeRIRbtE T o FIOEREN T - FrlCDATIS AR ECD4TE O EE
A AR TR R (R TRT R AEICDATE O & E » AFEE 7=+ » BTl
HE TR BT AR m] 5 CDATIS e - filsn » Pt n B8 5 DU TN E#4E © CD47R5ME
MRS FI/ECDAT S M E RS -

[0039] AZfiisE " CDATER | HE SRS EMEDJAP) » HA—
TEE N K E OB RIEH L RESFEZES - fld0 » CD4TEH WHFEER G R
(membrane integrins)&5 ¢ » 3 BB S5E M1 5 5 -1 (thrombospondin-1 » TSP-1)
F2R9EHAEE (5 o(signal-regulatory protein alpha » SIRP)%5 & - CDATE &S
IR RE - AEAHEEET - FritCD47&E H o] E1tE A CDATHYF{a) %

S ~ [FIAERI YRR 29

[0040] AiieE " 2888 | E ST~ B E e/ EaimER S
EARFIERENESEE T - KR 2/ 0 —8 0 Y EE R AE/E
AYENE - P - R E BRI 2 RAEYETRED i E2/060%
65% ~ 70% ~ 75% ~ 80% ~ 85% ~ 90% ~ 95% ~ 96% ~ 7% ~ 98%E IO E
FeAllE—M: - fE—SeE T2 - T REEE | T DIERESH B EER (B E S
TEBLZEE - RIEERIYAR - HASERNE BB NELDE

510 H 0 65 H(HHRHE)
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[0041] FEASEIRT > FRrEREFe A PR AR " A ) 55—
R FE B P2 PP YR A R B R e AERE (LRI M TR A B IEE A
RF TSR R ER BRI AL SRR (% o AT 5 EE S il i A A SR I AT S o sk o
B HIEI Ry T 2UETT - #1140 > (EFBLAST » BLAST-2 ~ ALIGN -
NEEDLE=(Megalign(DNASTAR)RAG S - ASEIHFTE S flr<His B 1w R1a
EREFINEE FI E VA & 28 S et =RV T B R LS P
FRAVEAIEEE -

[0042] AEHERERATAETRE LRI AT LA IR IRSFERAC - ATl EOR~FEY
AT RS DU EOR PRI 2008 HARE B e IR PRI AR A - (ke B 5
TR A NECEAEARF M (B0 - /KRR AR TR A 5 R B A (R (A A/ N B
AEFFEG > UK BRI A -

[0043] Aralhe B R E L ] PURRSFEL » Pl fR=F AU R B s LAOR
SPYIE U IR e IR PRI AR R TS A - (IIRe B A FAd (AR el
FERFIEBIA0 - KM EY R R B A By B HH R B DL R el tH R
MBI > Ty AR AR R BRI A - BV IRTIUEE g HAE
FHEHENGEEEORET AR E - (LAHFET > (ERFTiReES
HR B B A s 1 (i 2 25l fer AR AUy LS8 B AG R B B B P A S Ag v
BRI EREEEEEH IR (I - HETCDA7 B L ACagsS = HIRE T DAY
PRAFRE BRI -

[0044] {ER RG> T allSEEH T EREFHE PN S R A IR TR B A
FHER 25 1 I Ry e PRSP

DNIEEZ(A) ~ G7HEEE(S) ~ BRIEER(T)

511 H 0 65 H(HHRREE)
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2)yRFIZ BB (D) ~ BHELBA(E) |

I)ARFILEERE(N) ~ BBz (Q)

HiEHEER) ~ BEREEL(K) ~ sHEEE (H)

SYEBREFD - BREEEWL) - HikEEM) - G V) © M
6) RN IE(F) ~ BERE(Y) ~ Efie(W)

[0045]) AifosE " REEEN | AEEONEREZEESNZ RS
BENEL - MiaE-H A BEHEDNAR T N T8 - a0 > 4RiSFTm(E s
B 2AEEE H SRR A R BUHZEE 7o o] K LR 2 plo Rl & B R siRl S Wi
T R EERERLE IR T Rl RIEATALRL S EE T o PRl & ARV
s DUEAE K - LB AR S RIHYAT N ([H e 2 E LSS 2

—{E ~ E2E—EE

[0046] fEASFHAH » FriltRl & & H BEfEfe 40 M 4E & FTtCDATEH
YA SIRPasES TN o7 PR 2 H Feld - Horp Fpiit A SIRPogE L °] DABLFTIIC o0 2
BRE T Feld B REsE AR E - a0 » Pt A SIRPodERES AT i it Al s e B
HFcEAYNHECCl © B0 - Bt A SIR PaddifEsny Cli 1] LA ATt oo bR B H
FeryNiii B REEEREERE - BORT AR bR 85 H Foly Clii B STR Podd f e i Nili
B HREC R EEE R o f40 > Bt A SIRPa4S FEE O] DL ATt 2 S Bk 2B (9 Fe i
P

[0047]) ACiiEE " REREEFCE | WE SIS RS YIS RETE R
@l Y OUfHF EYAT4E 5 1 (Fragment crystallizable region » Fc region)  {£1gG
IgAFIIgDY A EIfEA G - Feld o] i i {IEAE EIHVE B8 H BZaHRE - HoKBE e
(PREESHERYSE M5 = I E &S, » [gMATIgERYFel& n{E SR Z I &H =

512 H 0 365 H(HHRHE)
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EEHRL E4S TR - IgGHYFClE BT R EPRSFHIN-FEEL(LES(L - AR EE 7=\
d > At E K E H FeliE il Bl 2 1gGHYFCl& - (E RS E T o - Frilt ek
& I Fclia n a2 B ik e @AY CH2AICH3 & B, » g 7= » At
EREEHFclE f Sl - fId0 > ATt ebkE A Fel@ i a8k M al{E—H
FnEYREE Bz 751 SEQIDNO : 3 -

[0048]) {ERT]EHENVENG HEE  Fol@s | A—Fs(EsE » mEALE
FREISRIERRTEE - B B R R AR A -

[0049] AZCifig ' 1gG, 25 0% BKEE 5 G(Immunoglobulin G) ©
IgGE NRVRIEERER £ —  RIBLeGr T PRyvEURMEZ R - AgGHVU(FEEE
A2 1gGl ~ 1gG2 ~ 1gG3MIgG4 « fEAHEERE T » fiisd ' 1gGl, HME EfE1gCH
(GEEf =Ry —4H5 R - BAFCAZfeA =i E « BI40 > BriatlegGal B AlgG - X
B0 - FratlgGrTEEE LU B4 ¢ 1gG1A0/5k1gG4 -

[0050] ASZifasg ' KD B R eI ES-DURME G.0F FAY ARt
R BBALAM(mol/L) » H A {EKDZFRESHEIAY) - KDt HE AT © KD
= Kd/Ka » P KAFREEMER - KafonGE G R o AR FAASIE AR A
AE Vgl KD - ARmEEATILR (fl4Biacore ) BCT-HEMTENIE
BIE - i 2 RASCE G4 RKDEER 5k -

[0051] AZifosg ' HiR&EG 7T IMRERER > ZiERRIEE e
FEY T - Bkt - iR&E e o FEEEA RN ISR ERY) - Ik
fREY) ) EfareiiFnENES - BRI ARIEEYEEE s
S RBIVERT - SRS IR R AR (B PR R affibody ~ affitin ~ affilin ~ &EEZETHYHE

& H E &% H (DARPIn) ~ %2 7E S s Kunitz RISEREEAL o
13 H 465 H(EEHEREAE)
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[0052] ASZifosg ' IRefiFi 288 (CAR) | EfE&EUELMEREEH
AMAE EFIRNE AR RS e R A TR E 28 - R a2/ (AT
RS EaEiis > PIIDTRGHY T2 S sl i > (2)36 72 CARME A S F FHATAERY
ESRASEREE - AR SRS EEGS - CARGESF| AR MIURSS S aaii
LIIEMHCIR MR 7 20l THEAE AN & e e fF P AT B i (7] 22 P SRR AREL
B AIAE -

[0053] ASZifosg ' BT BEfEE e ERESYRIER e
F/EHIE - BB ek - RrhlE e s e gk (FIAErEE (C) ~ SRR
12(G) ~ BRIEIS(A) ~ B fpmEie (T)ERIELE(V)) ~ HEENL S BB ) Al
EEHRL - B > By T s AL o iR R (A i T/
—EREERECRIMESERE) - RN IEE TR RS B3« AT > MREZEE T T

Wi R EMZEZEL(DNA) - BRI 5 HDNA(CDNA)NIELNZHDNA ~ %
fiZ(RNA) > FrHE(SHERNAMRNA) ~ DNASKRNARYE R - DU B E WS
S SME LS THNRSHIESY) o 27T A USSR MERVEERIREY - JESh -
fireEizle o TR A ERAI S FTle 3 - DURERCAEERIE = - T H. - AT
HEIZEE 77 Al 2 H RAATALRVEGERAF AL HEL - JERAFALRIZ TR
HY B ELE B T AR R B B B 2R I & B LEA B ERRV R A (B afR i H i
B o My TEMEDNANIRNA T HAEG{E Ralie PRSI M/ 2Re

A PIIEE EEEE T - ERERIAASRIHAIIUAS © HAADNA(BIZIcDNA)EL
RNA(BIAITmRNA)ELAS 1] PUEAREEHITEAEETHY - Fl40 > A DIHmRNAZTT(E
EMEafi LAE SR RNASRASHY IR TE M/ B Gmtts 73 5-HY 3R - (il ol PURFmRNAE

Az BN LRSI E A DS (2 RAI40Stadlerss A > Nature Medicine 2017 -
514 H > 3 65 H(EHRASE)
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published online 20174£6 H12H > doi : 10.1038/nm.43565(EP 2 101 823 B1) - /A
STy EEEY ) 2B TR IRERIEAY AR 70 o BRAVIZEE 0 o BRI ER B
FEAE NI SRR 1 - FTaifEaE e 2 a1 (Bt
TAALN AR NEAFALI A FIR AR AR ORI BV E R B -

[0054] AZifosg ' RIFEAS ) EAERE St B R S —(FfX e
BT o TR RS (E R B I B I S iR e LU B B A B 5 A% E
AR TE EAIAERIER N AH P RYEAS o B AeRefafa BT e M n] e (F R R
HYFIR - IERAVERR A By T RIEEES -

[0055] ASZifosg ' 5 E4HAE ) A4S I AN BRI - s
EIEYHAR R - 15 EAIMERE ARG ) A0 T ASERIRYAERE , - HEREIA
YRR AT AR P HAV R A SR REL - BRAEBRNEY)
EATREBR AR~ e A - 2P AR &% - A EfE B B EgA
T Y HAE P AR BE BB R R D RE B V) BB MR 222 e 1R X -

[0056] AZifosE ' #5dHEY) ) EfeERAVEE LD nere et
FHYEMER T AEDEL SRR AT - L HA S AT E I &
Yy zadE A a2 iy s R S My Ry o

[0057] ASZifasg ' iGH ) EfESMilrsi@ @ )Ea e (surgical or
therapeutic treatment ) > HEHHVETAYS - Bk CRD) JaRERPAFENE
R LR - WREERYHERE o A Ay AT E HVERREE R B AR (EA TRSER
YRS ~ PRIARRERGY ~ RIIREIRE (B> REME) ~ R AL SR
1%~ RIFGIRIEAYZ BEEAT ~ DU ERRE (IGmE & sos 288 ) - IGm

73
& AR IR A ATt Y - FREOaRAYE A A IR EBRRHY S R LUK

515 H 0 65 H(HHRHE)

73

g\é{
o=
D

1
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Z B FIREBRIFRTH R BT B ESRIRHIA R - EIRERER ~
8~ ORGSR REEEORERY - HammERIEER « B - AREFENR -

[0058] ASCifasg ' ZadE ) /S 2 A A S A R IH Ry 8 R B
TERYBRAVEYIRG - BIRMNEZN RIS RERIFEORE S RAE L) -
WA~ BREAEY) (P14 &) SOEERAHALEY) -

[0059] ASZifasg ' AXE ) fEEEsGE T s —aRR a4 T4
HE ~ SHERECEIBRETRE UV 1L B BRI IR E B R R R e R R & -

ANE ) B RLGERRIEIN - BIRWERE - JaR - 1)1k saE B AH R R SN E
saEE Bk ke RS R R R LSV E - ERNEMERST
BB TR - e A E ey - EIERE—EEE - B
EfREAGFEERIEERVEERE » i Ed s - EEERGT -

[0060) AZCityss " FEIE o F5 m) S A LB = St DA 2 S EfHY
AR A R AR EEVAE TR - thE P ERE RIEAIBIERRE - A0005E ' e
8, 2T BIEPTH B A M (neoplastio) A A RAEIE » ki 2B EAVEE
RBYEEY - KT (pre-cancerous)FIFE MEATAIAIAE S  fiysE ' FEAE A0 T
T AEA SR EIRILN EARBRE -

[0061] FEAHZERD - flasd " CDATIGIEIRIER | HE ESEEEHR
CDATRYIIRAERE - HA o] EfE S R - WSS S8R - Fril " 51w |
TR MRH— TR AE - K g 7B 2 RVHHRURG A E A Ay a M
BK > FREIEG T AHRRIMIREY EA B 5y - A0 MRFISTIER © B M =] o3 Ryt
g M A M o

ik

516 H 0 65 H(HHRHE)
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[0062] FEAHZERD - flasE ' CDATIGIEERRE ) EH EfEERICDAT

HE AR - HalLUEBIRRRE - 5140 - Xt - B -
FRmENEE A LA - 58 A ELHE 2 AE (carcinoma) F1 A1

(sarcoma) °

[0063] THESEEERREIPIKE AN » AREIHRERARY
B e & AT B R R o EHEP TP REEHER IR - IR AR R
SRR IRMPELT - TSRS R EMEE » R LERT &
B E(SHY AR AL

[0064]) AZFHAE G HI(E S EBIMERY - WA B AEIHRVE B R R E A R
il o AR E R E T B R A S e RS - N REEASEIERY
R A EEE T 0] USSR IR 7 SR AV R 2 T iR - (Hi5EE
DUV 978 A SRR PRAE L E A -

[0065] EHEBIL SIRPaZEEHYE RS

[0066] (M ZAEHEERESHAN IR SHYSIRPaZEEAS » it pciHfE
PP RS EY A2 U SIRPa Ig VIR T AL 22 B ATHIZ B ER B 2 751 [Ptk
HYpTTS#AS [ > W EEE ARy TS AR ERS - ATl B ARG SRS
SIRPafy £ AYSZASEAFCR G HYEE T - AT FBHYSIRPaBT A A K EBAS AT T

SIRPa V1 ~ SIRPa V2 ~ Mutl0 ~ Mut31 ~ Mut33 ~ Mut35 » Mut38 ~ Mut66 -
Mut67 ~ Mut68 ~ Mut69 ~ Mut70 ~ Mut71 ~ Mut72 ~ Mut73 ~ Mut75 ~ Mut80 -
Mut81 ~ Mut83 ~ Mut84 ~ Mut86 ~ Mut87 » Mut88 ~ Mut89 ~ Mut90 ~ Mutl150 -
Mutl52 ~ Mutl53 ~ Mutl56 ~ Mutl57 ~ Mutl158 ~ Mut160 ~ Mutl162 ~ Mutl64 -

Mut174F1Mut178 o
H17H 365 H(EHHRHEE)
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[0067]

V2iyIgVA Bz

Fij A

HER e H ST ERR Y &R IR > K o

"SIRPa V1 ;| R4 RISIRPa VIAYIgV A EX »

"Fc | ForEF AR AlgGlHYFcf B

"SIRPa V2 | FREFAERISIRPa

"inert Fc | For AIgG1HY

Feze@ Al » T MutXX | ForBlEF A RIMEL - 24 2280y 2e 8 ISIRPa »

"MutXX-Fc | ForZeERISIRPafiFcHIRI & EH -

"SIRPa V1/V2-Fc | B

AERISIRPa VI1/V2EASEQ ID NO : 3FT/RAVIFAERIFc A ERHYRL& & H - TTI621F

%22 W02019084692A1 » #1SEQ ID NO: 155757 °

[0068] =1 SIRPaZe&fr5l

T 4Rl
ﬁ‘z?ﬁ

3 it

Frol&s

SIRPa V1

SEQ ID NO :

1

EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQWF
RGAGPGRELIYNQKEGHFPRVTTVSDLTKRNNMDEFSIRI
GNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRA
KPS

SIRPa V2

SEQ ID NO :

2

EEELQVIQPDKSVSVAAGESAILHCTVTSLIPVGPIQWEFR
GAGPARELIYNQKEGHFPRVTTVSESTKRENMDEFSISIS
NITPADAGTY YCVKFRKGSPDTEFKSGAGTELSVRAKP
S

Fc

SEQ ID NO :

3

DKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVT
CVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQY
NSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIE
KTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKG
FYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKL
TVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

Mutl10
(V2 s N5IR)

SEQ ID NO :

4

EEELQVIQPDKSVSVAAGESAILHCTVTSLIPVGPIQWEFR
GAGPARELIYRQKEGHFPRVTTVSESTKRENMDEFESISIS
NITPADAGTY YCVKFRKGSPDTEFKSGAGTELSVRAKP
S

Mut31
(V1 N51G)

SEQ ID NO :

5

EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQWF
RGAGPGRELIYGQKEGHFPRVTTVSDLTKRNNMDEFSIRI
GNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRA
KPS

Mut33
(V1 N5IR)

SEQ ID NO :

6

EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQWF

RGAGPGRELIYRQKEGHFPRVTTVSDLTKRNNMDFSIRI
GNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRA
KPS

111141360
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Inert Fc

16

JEEEER 55| 4 55 FH&EE
EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGPIQW
Mut35 SEQ ID NO : FRGAGPGRELIYNQKEGHFPRVTTVSDLTKRNNMDFSI
(V1 I31M) 7 RIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSV
RAKPS
Muf38 SEQ ID NO : EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQWFR
(V1 B1Y) . GAGPGRELIYNQKEGHFPRVTTVSDLTKRNNMDFSIRIGNI
TPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
Mut66 SEQ ID NO : EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGPIQWFR
(V1> GAGPGRELIYGQKEGHFPRVTTVSDLTKRNNMDFSIRIGNI
I31M/N51G) ? TPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
Mut67 SEQ ID NO : EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGPIQWFR
(V1> GAGPGRELIYRQKEGHFPRVTTVSDLTKRNNMDFSIRIGNI
I31M/N51R) 10 TPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
Mut68 SEQ ID NO : EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQWFR
(V1> GAGPGRELIYGQKEGHFPRVTTVSDLTKRNNMDFSIRIGNI
I31Y/N51G) 1 TPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
Mut69 SEQ ID NO : EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQWFR
(V1> GAGPGRELIYRQKEGHFPRVTTVSDLTKRNNMDFSIRIGNI
I31Y/N51R) 12 TPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
Mut70 SEQ ID NO : EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPITWFRG
(V1> AGPGRELIYGQKEGHFPRVTTVSDLTKRNNMDFSIRIGNIT
Q37T/N51G) 13 PADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
Mut71 SEQ ID NO : EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPITWFRG
(V1> AGPGRELIYRQKEGHFPRVTTVSDLTKRNNMDEFSIRIGNIT
Q37T/N5IR) 14 PADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
EEELQVIQPDKSVSVAAGESAILHCTVTSLIPVGPIQWFRG
AGPARELIYNQKEGHFPRVTTVSESTKRENMDESISISNITP
ADAGTYYCVKFRKGSPDTEFKSGAGTELSVRAKPSDKTH
SEQ ID NO : TCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVD
TTI621 VSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVV
15 SVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQ
PREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWE
SNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGN
VFSCSVMHEALHNHYTQKSLSLSPGK
DKTHTCPPCPAPEA AGAPSVFLFPPKPKDTLMISRTPEVTC
VVVDVSHEDPEVKFNWY VDGVEVHNAKTKPREEQYAST
SEQ ID NO : [YRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISK

AKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIA
VEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRW

QQGNVESCSVMHEALHNHYTQKSLSLSPG
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S i Fe5 45 Fe3IE&E:
Mut72
(V1 » SEQ ID NO : EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQWER
B1Y/NSIR/LG6 17 . GAGPGRELIYRQKEGHFPRVTTVSDATKRNNMDEFSIRIGN
A ) ITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
Mut73
(V1 » SEQ ID NO : EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQWER
B1Y/NSIR/LG6 18 . GAGPGRELIYRQKEGHFPRVTTVSDVTKRNNMDEFSIRIGN
v ) ITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
Mut75
(V1 » SEQ ID NO : EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQWER
31Y/N51R/L6GP 19 GAGPGRELIYRQKEGHFPRVTTVSDPTKRNNMDEFESIRIGNI
) TPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
Mut80
(V1> SEQ ID NO : EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQWER
131Y/N51R/L66 20 GAGPGRELIYRQKEGHFPRVTTVSDMTKRNNMDEFSIRIGN
M ) ITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
Mut81
(V1 » SEQ ID NO : EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQWER
B1Y/N51R/L66 21 GAGPGRELIYRQKEGHFPRVTTVSDNTKRNNMDEFSIRIGN
N ) ITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
Mut83
(V1 » SEQ ID NO : EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQWER
31Y/NSIR/LGGE 59 . GAGPGRELIYRQKEGHFPRVTTVSDETKRNNMDEFSIRIGNI
) TPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
Mut84
(V1 » SEQ ID NO : EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQWER
B1Y/NSIR/LG6 23 . GAGPGRELIYRQKEGHFPRVTTVSDKTKRNNMDEFSIRIGN
K ) ITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
Mut86
(V1 » SEQ ID NO : EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQWER
B1Y/NSIR/LG6 24 . GAGPGRELIYRQKEGHFPRVTTVSDHTKRNNMDEFSIRIGN
H ) ITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
Mut87 SEQ ID NO : EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGPIQWFR
(V1> ”s . GAGPGRELIYGQKEGHFPRVTTVSDLTKRNNMDFSIRIGNI
I31IM/N51G ) TPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
Mut88 SEQ ID NO : [EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGPIQWFRGAGPG
(V1> RELIYRQKEGHFPRVTTVSDLTKRNNMDFSIRIGNITPADAGTYYC
3IM/NSIR) 26 VKFRKGSPDDVEFKSGAGTELSVRAKPS
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W%‘é‘%ﬂ
R

3 it

Frol&s

Mut89
(V1>
I31Y/N51G)

SEQ ID NO :

27

EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQWFR
GAGPGRELIYGQKEGHFPRVTTVSDLTKRNNMDEFSIRIGNI
TPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS

Mut90
(V1>
I31Y/N51R)

SEQ ID NO :

28

EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQWFR
GAGPGRELIYRQKEGHFPRVTTVSDLTKRNNMDESIRIGNI
TPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS

Mutl10-Fc¢

SEQ ID NO :

29

EEELQVIQPDKSVSVAAGESAILHCTVTSLIPVGPIQW
FRGAGPARELIYRQKEGHFPRVTTVSESTKRENMDF
SISISNITPADAGTYYCVKFRKGSPDTEFKSGAGTELS
VRAKPSDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMI
SRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTK
PREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKA
LPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLT
CLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSF
FLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSL
SLSPGK

Mut31-Fc

SEQ ID NO :

30

EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQ
WFRGAGPGRELIYGQKEGHFPRVTTVSDLTKRNNM
DFSTRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAG
TELSVRAKPSDKTHTCPPCPAPELLGGPSVFLFPPKPKD
TLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHN
AKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQ
VSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDS
DGSFFLYSKLTVDKSRWQQGNVFESCSVMHEALHNHYT
QKSLSLSPGK

Mut33-Fc¢

SEQ ID NO :

31

EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQ
WFRGAGPGRELIYRQKEGHFPRVTTVSDLTKRNNM
DFSTRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAG
TELSVRAKPSDKTHTCPPCPAPELLGGPSVFLFPPKPKD
TLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHN
AKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQ
VSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDS
DGSFFLYSKLTVDKSRWQQGNVFESCSVMHEALHNHYT
QKSLSLSPGK

Mut35-Fc¢

SEQ ID NO :

32

EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGPIQ
WFRGAGPGRELIYNQKEGHFPRVTTVSDLTKRNNM
DFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAG
TELSVRAKPSDKTHTCPPCPAPELLGGPSVFLFPPKPKD

TLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHN
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3= 551 4 5% FHES
AKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQ
VSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDS
DGSFFLYSKLTVDKSRWQQGNVFESCSVMHEALHNHYT
QKSLSLSPGK
EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQW
FRGAGPGRELIYNQKEGHFPRVTTVSDLTKRNNMDFSI
RIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSV
RAKPSDKTHTCPPCPAPELLGGPS VFLFPPKPKDTLMIS
SEQ ID NO : RTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKP
33 REEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKAL
PAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTC
LVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFL
YSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSL
SPGK
EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGPIQ
WFRGAGPGRELIYGQKEGHFPRVTTVSDLTKRNNMD
FSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTEL
SVRAKPSDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLM
SEQ ID NO : [I[SRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKT
34 KPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNK
ALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSL
TCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKS
LSLSPGK
EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGPIQ
WFRGAGPGRELTYRQKEGHFPRVTTVSDLTKRNNMDF
SIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELS
VRAKPSDKTHTCPPCPAPELLGGPS VFLFPPKPKDTLMI
SEQ ID NO : [SRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTK
35 PREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKA
LPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLT
CLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSF
FLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSL
SLSPGK
EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQW
FRGAGPGRELIYGQKEGHFPRVTTVSDLTKRNNMDFSI
SEQ ID NO : [RIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSV
Mut68-Fc RAKPSDKTHTCPPCPAPELLGGPS VFLFPPKPKDTLMIS
36 RTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKP
REEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKAL
PAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTC

55022 H 0 3t 65 H(HHRHE)

Mut38-Fc¢

Mut66-Fc

Mut67-Fc

111141360 FEHESE A0202 1123000791-0
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ST 3 it FPAl&Es:
LVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFL
YSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSL
SPGK
EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQW
FRGAGPGRELIYRQKEGHFPRVTTVSDLTKRNNMDEFSI
RIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSYV
RAKPSDKTHTCPPCPAPELLGGPS VFLFPPKPKDTLMIS
SEQ ID NO @ RTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKP
37 REEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKAL
PAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTC
LVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFL
YSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSL
SPGK
EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPITWF
RGAGPGRELIYGQKEGHFPRVTTVSDLTKRNNMDFSI
RIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSYV
RAKPSDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMIS
SEQ ID NO @ RTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKP
38 REEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKAL
PAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTC
LVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFL
YSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSL
SPGK
EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPITWF
RGAGPGRELIYRQKEGHFPRVTTVSDLTKRNNMDFSI
RIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSYV
RAKPSDKTHTCPPCPAPELLGGPS VFLFPPKPKDTLMIS
SEQ ID NO @ RTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKP
39 REEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKAL
PAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTC
LVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFL
YSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSL
SPGK
EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQW
FRGAGPGRELIYRQKEGHFPRVTTVSDATKRNNMDFSI
RIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSYV
SEQ ID NO : RAKPSDKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMISRT
Mut72-Fc PEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREE
40 QYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIE
KTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFY
PSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVD
KSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG

55023 FH 0 3t 65 H(HHRHE)

Mut69-Fc

Mut70-Fc

Mut71-Fc
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Mut73-Fc

SEQ ID NO :

41

EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQW
FRGAGPGRELIYRQKEGHFPRVTTVSDVTKRNNMDFSI
RIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSYV

RAKPSDKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMISRT
PEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREE

QYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIE
KTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFY
PSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVD

KSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG

Mut75-Fc

SEQ ID NO :

42

EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQW
FRGAGPGRELIYRQKEGHFPRVTTVSDPTKRNNMDFSI
RIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSYV

RAKPSDKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMISRT
PEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREE

QYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIE
KTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFY
PSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVD

KSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG

Mut80-Fc¢

SEQ ID NO :

43

EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQW
FRGAGPGRELIYRQKEGHFPRVTTVSDMTKRNNMDEFS
IRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELS
VRAKPSDKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMIS
RTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPR
EEQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPA
PIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVK
GFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKL
TVDKSRWQQGNVEFSCSVMHEALHNHYTQKSLSLSPG

Mut81-Fc

SEQ ID NO :

44

EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQW
FRGAGPGRELIYRQKEGHFPRVTTVSDNTKRNNMDFSI
RIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSYV

RAKPSDKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMISRT
PEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREE

QYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIE
KTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFY
PSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVD

KSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG

Mut83-Fc

SEQ ID NO :

45

EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQW
FRGAGPGRELIYRQKEGHFPRVTTVSDETKRNNMDFSI
RIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSYV
RAKPSDKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMISRT
PEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREE

QYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIE

KTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFY

111141360

FEHESE A0202

524 0 3t 65 H(HHRAHE)

1123000791-0
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PSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVD
KSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG

Mut84-Fc

SEQ ID NO :

46

EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQW
FRGAGPGRELIYRQKEGHFPRVTTVSDKTKRNNMDEFS
IRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELS
VRAKPSDKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMIS
RTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPR
EEQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPA
PIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVK
GFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKL
TVDKSRWQQGNVEFSCSVMHEALHNHYTQKSLSLSPG

Mut86-Fc

SEQ ID NO :

47

EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQW
FRGAGPGRELIYRQKEGHFPRVTTVSDHTKRNNMDEFS
IRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELS
VRAKPSDKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMIS
RTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPR
EEQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPA
PIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVK
GFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKL
TVDKSRWQQGNVEFSCSVMHEALHNHYTQKSLSLSPG

Mut87-Fc

SEQ ID NO :

48

EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGPIQ
WFRGAGPGRELIYGQKEGHFPRVTTVSDLTKRNNMD
FSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTEL
SVRAKPSDKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMIS
RTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPR
EEQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPA
PIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVK
GFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKL
TVDKSRWQQGNVEFSCSVMHEALHNHYTQKSLSLSPG

Mut88-Fc

SEQ ID NO :

49

EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGPIQ
WFRGAGPGRELIYRQKEGHFPRVTTVSDLTKRNNMDF
SIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELS
VRAKPSDKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMIS
RTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPR
EEQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPA
PIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVK
GFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKL
TVDKSRWQQGNVEFSCSVMHEALHNHYTQKSLSLSPG

Mut89-Fc¢

SEQ ID NO :

50

EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQW
FRGAGPGRELIYGQKEGHFPRVTTVSDLTKRNNMDFSI
RIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSYV

RAKPSDKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMISRT

PEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREE

111141360

FEHESE A0202

5025 H 0 3t 65 H(HHRHE)
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ST 3 it FPAl&Es:
QYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIE
KTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFY
PSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVD
KSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG
EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQW
FRGAGPGRELIYRQKEGHFPRVTTVSDLTKRNNMDEFSI
RIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSYV
SEQ ID NO : RAKPSDKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMISRT
Mut90-Fc PEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREE
> QYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIE
KTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFY
PSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVD
KSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG
EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQWFRG
AGPGRELIYAQKEGHFPRVTTVSDLTKRNNMDEFSIRIGNIT
PADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQWFRG
AGPGRELIYEQKEGHFPRVTTVSDLTKRNNMDEFSIRIGNIT
PADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQWFRG
AGPGRELIYFQKEGHFPRVTTVSDLTKRNNMDEFSIRIGNIT
PADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQWFRG
AGPGRELIYKQKEGHFPRVTTVSDLTKRNNMDEFSIRIGNIT
PADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQWFRG
AGPGRELIYLQKEGHFPRVTTVSDLTKRNNMDEFSIRIGNIT
PADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQWFRG
AGPGRELIYMQKEGHFPRVTTVSDLTKRNNMDFSIRIGNI
TPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQWFRG
AGPGRELIYQQKEGHFPRVTTVSDLTKRNNMDEFSIRIGNIT
PADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQWFRG
AGPGRELIYTQKEGHFPRVTTVSDLTKRNNMDEFSIRIGNIT
PADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQWFRG
AGPGRELTYWQKEGHFPRVTTVSDLTKRNNMDESIRIGNI
TPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS

Mut150 SEQ ID NO :
(V1> N51A) 55

Mutl 52 SEQID NO :
(V1> N5IE) 56

Mutl153 SEQ ID NO :
(V1 » N51F) 57

Mutl56 SEQID NO :
(V1> N51K) 58

Mutl57 SEQIDNO :
(V1> N51L) 59

Mut158 SEQID NO :
(V1> N5IM) 60

Mut160 SEQID NO :
(V1> N51Q) 61

Mutl162 SEQID NO :
(V1> N5IT) 62

Mutl64 SEQIDNO :
(V1> N51W) 63

5026 H 0 3t 65 H(HHRHE)
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EEELQVIQPDKSVSVAAGESAILHCTVTSLIPVGPIQWEFR
Mutl74 SEQID NO : GAGPARELIYMQKEGHFPRVTTVSESTKRENMDEFSISIS
(V2> N5IM) 64 NITPADAGTYYCVKFRKGSPDTEFKSGAGTELSVRAKP
S
EEELQVIQPDKSVSVAAGESAILHCTVTSLIPVGPIQWEFR
Mutl78 SEQID NO : GAGPARELIYWQKEGHFPRVTTVSESTKRENMDEFSISIS
(V2> N51W) 65 NITPADAGTY YCVKFRKGSPDTEFKSGAGTELSVRAKP
S

EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQW

FRGAGPGRELIYAQKEGHFPRVTTVSDLTKRNNMDEFSI
RIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSYV
RAKPS

SEQID NO : DKTHTCPPCPAPELLGGPS VFLFPPKPKDTLMISRTPEVTC

Mut150-Fc 66 VVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNST
YRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISK
AKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIA
VEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRW
QQGNVFSCSVMHEALHNHYTQKSLSLSPGK

EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQW
FRGAGPGRELIYEQKEGHFPRVTTVSDLTKRNNMDFSI
RIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSYV
RAKPS

SEQID NO : DKTHTCPPCPAPELLGGPS VFLFPPKPKDTLMISRTPEVTC

Mut152-Fc 7 VVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNST
YRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISK
AKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIA
VEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRW
QQGNVFSCSVMHEALHNHYTQKSLSLSPGK

EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQW
FRGAGPGRELIYFQKEGHFPRVTTVSDLTKRNNMDFSI
RIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSYV
RAKPS

SEQID NO : DKTHTCPPCPAPELLGGPS VFLFPPKPKDTLMISRTPEVTC

Mut153-Fc 68 VVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNST
YRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISK
AKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIA
VEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRW
QQGNVFSCSVMHEALHNHYTQKSLSLSPGK

EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQW
FRGAGPGRELIYKQKEGHFPRVTTVSDLTKRNNMDFSI

SEQID NO : RIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSV

69
DKTHTCPPCPAPELLGGPS VFLFPPKPKDTLMISRTPEVTC
VVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNST

5027 H 0 365 H(HHRHE)
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YRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISK
AKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIA
VEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRW
QQGNVFSCSVMHEALHNHYTQKSLSLSPGK

EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQW
FRGAGPGRELIYLQKEGHFPRVTTVSDLTKRNNMDFSI
RIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSYV
RAKPS

SEQID NO : DKTHTCPPCPAPELLGGPS VFLFPPKPKDTLMISRTPEVTC

Mut157-Fc 0 VVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNST
YRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISK
AKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIA
VEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRW
QQGNVFSCSVMHEALHNHYTQKSLSLSPGK

EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQW
FRGAGPGRELIYMQKEGHFPRVTTVSDLTKRNNMDFS
IRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELS
VRAKPS

SEQID NO : DKTHTCPPCPAPELLGGPS VFLFPPKPKDTLMISRTPEVTC

Mut158-Fc - VVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNST
YRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISK
AKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIA
VEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRW
QQGNVFSCSVMHEALHNHYTQKSLSLSPGK

EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQW

FRGAGPGRELIYQQKEGHFPRVTTVSDLTKRNNMDFSI
RIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSYV
RAKPS

SEQID NO : DKTHTCPPCPAPELLGGPS VFLFPPKPKDTLMISRTPEVTC

Mut160-Fc 7 VVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNST
YRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISK
AKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIA
VEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRW
QQGNVFSCSVMHEALHNHYTQKSLSLSPGK

EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQW
FRGAGPGRELIYTQKEGHFPRVTTVSDLTKRNNMDFSI
RIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSYV
RAKPS

SEQID NO : DKTHTCPPCPAPELLGGPS VFLFPPKPKDTLMISRTPEVTC

Mut162-Fc . VVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNST
YRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISK
AKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIA
VEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRW
QQGNVFSCSVMHEALHNHYTQKSLSLSPGK

528 H 0 3t 65 H(HAHRHE)
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EEG R P

EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQW

FRGAGPGRELIYWQKEGHFPRVTTVSDLTKRNNMDEFS
IRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELS

VRAKPS

SEQID NO : DKTHTCPPCPAPELLGGPS VFLFPPKPKDTLMISRTPEVTC

Mut164-Fc 4 VVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNST
YRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISK
AKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIA
VEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRW
QQGNVFSCSVMHEALHNHYTQKSLSLSPGK

EEELQVIQPDKSVSVAAGESAILHCTVTSLIPVGPIQW
FRGAGPARELIYMQKEGHFPRVTTVSESTKRENMDF
SISISNITPADAGTYYCVKFRKGSPDTEFKSGAGTELS
VRAKPS

SEQID NO : DKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVT

Mut174-Fc 75 CVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQY
NSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIE
KTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKG
FYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKL
TVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

EEELQVIQPDKSVSVAAGESAILHCTVTSLIPVGPIQW
FRGAGPARELIYWQKEGHFPRVTTVSESTKRENMDF
SISISNITPADAGTYYCVKFRKGSPDTEFKSGAGTELS

VRAKPS
Mut178-Fe SEQID NO * |DKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVT
76 CVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQY

NSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIE
KTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKG
FYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKL
TVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

[0069] F}tifl2 SIRPa-Fepli& R4 ERSE
[0070] #HEK2934MAE (fEHE FEIRE2FAIAEEE ) Bl e hatl I fE

2B (PEI > Polysciences ) ifi{# FiFreeStyle TM 293 Expression Medium ( i#

HGibco ) f37C METEAEE - TREWSEMHIUEER > 80 LR
43 > JEE4SIRPa V1-Fc ~ SIRPa V2-Fc ~ Mut10-Fc * Mut31-Fc ~ Mut33-Fc ~
Mut35-Fc ~ Mut38-Fc ~ Mut66-Fc ~ Mut67-Fc ~ Mut68-Fc ~ Mut69-Fc ~ Mut70-

Fc ~ Mut71-Fc » Mut72-Fc ~ Mut73-Fc ~ Mut75-Fc ~ Mut80-Fc ~ Mut81-Fc -

5529 H - 3t 65 H(ZHRHE)
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Mut83-Fc ~ Mut84-Fc ~ Mut86-Fc ~ Mut87-Fc ~ Mut88-Fc ~ Mut89-FcA1Mut90-Fc
A& FAR -

[0071] EBGRFERGANESAGA ( Thermofisher - &5% © A29133 ) JIA
OptiPRO SFM ( Thermofisher - &5k : 12309019 ) dEEBEFES7# > TIA
ExpiCHO-S™4[IA (%3¢ : Thermofisher - &5% : A29127) &1 » JHAS5% CO, >
120 rpm - 37 CHRZSIEE - HAYE K IIAMR - IRHREZSIREFH £32°C
HerERTE - EILVEER~11K » UZEESEMutl 74-Fc ~ Mutl178-Fc ~ Mutl50-Fc ~
Mutl152-Fc ~ Mutl153-Fc » Mutl156-Fc ~ Mutl57-Fc ~ Mutl158-Fc ~ Mutl60-Fc -
Mut162-FcHIMut164-FeAy4HHf_H3%5iR -

[0072] A10mLEEHAEMN (BEERKRE) S{CAMEE LERP AR
BEH - EHAEHM3~ SEERRTAR s @R ( PBSHRBE&EEIR -
pH7.4) P » AEREFNIEE DERIVELIIAZIEGAER - EHIR ST
10 mL/ 7738 © B2 I ASERE M PR BN AR H AE T » PR ENRIVAS
BREOAEAEREREN3~56E - FERR (0.02 MESEESEENR > 0. 1M
Helg > 0.IMZ(EH - pH3.0) s EEEHAEM FAVEH - AEEE Bl
ERECADER E N (A280 5 MNE I ) - WIEERHEVEEH » I0ATris& EnR - Al
pH » EMTEEERS 2 /PBS » WHEHIVEH © H0.22 nmAy# s 1 T i E 13
JE - fREOR T 0 RIS 4H{EHYSIRPa-FeRl &2 H -

[0073] s&G{EHISIRPa-FeREEHBETEHEE - EHRE

(A280/1.4) ~ SECHZZEMMI T - 4i(LI&HYSIRPa-FeRl & EEHMMME &
& o HRINELER - EHREMNGEARAE RS AR -

[0074) =2 SIRPa-FcRfi&ZE H BV 7317
2630 B 465 H(EEHEREAE)
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_ EOEE | B SEC | ELRE
REZTYL
(mg/L) aE (mg/mL)

SIRPa V1-Fc¢ 71.7 98.157% 3.01
SIRPa V2-F¢ 125.2 98.910% 6.31
Mutl0-Fc¢ 162.0 98.748% 4.86
Mutl74-Fc 233.3 98.997% 6.23
Mut178-Fc 226.7 99.299% 5.00
Mut31-Fc¢ 69.9 99.022% 2.84
Mut33-Fc¢ 359 98.995% 1.81
Mut35-Fc¢ 39.0 99.046% 1.52
Mut38-Fc¢ 25.0 99.071% 1.11
Mut150-Fc 193.3 99.195% 7.71
Mutl52-Fc 186.7 99.179% 8.50
Mutl53-Fc 181.7 99.005% 7.96
Mutl56-Fc 238.3 99.409% 6.47
Mutl57-Fc 265.0 98.977% 5.68
Mut158-Fc 228.3 99.295% 8.62
Mut160-Fc 168.3 99.359% 5.40
Mutl62-Fc 160.0 99.460% 3.93
Mutl64-Fc 135.0 99.230% 4.15
Mut66-Fc 54.0 98.915% 1.39
Mut67-Fc 854 98.878% 3.47
Mut68-Fc 76.7 98.854% 3.22
Mut69-Fc 61.9 99.034% 2.60
Mut70-Fc¢ 79.0 98.956% 3.21
Mut71-F¢ 60.7 99.021% 2.47
Mut72-Fc¢ 20.3 97.693% 1.17
Mut73-Fc¢ 64.8 97.932% 2.94
Mut75-Fc¢ 62.4 97.774% 1.7
Mut80-Fc 55.0 97.812% 2.04
Mut81-Fc¢ 66.5 97.745% 2.79
Mut83-Fc 69.7 98.001% 1.27
Mut84-Fc 64.3 99.747% 2.7
Mut86-Fc 66.7 97.565% 2.8
Mut87-Fc¢ 68.8 97.597% 2.89
Mut88-Fc 65.3 97.689% 1.83
Mut89-Fc¢ 48.8 97.831% 2.05
Mut90-Fc¢ 40.3 97.862% 2.54

[0075] HHEPI3 BEREES R Rbft ot (ELISA) RHISIRPa-Fegis
EHHECDATEOEEER

F 31 H » 465 HEWRRAE)
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[0076] A.CD47EHHYAEMLLIE

[0077] (1) hCD47 ECD-His%E A #y4 Ef4li{t

[0078] # ARVCD4A74HAEAE Y ML ( Extracellular Domain » ECD ) Fz%E
BeFr31 (NCBIHYAR A B 85k FyQ08722 > S519-139(r f &l - BASFFAIAISEQ
ID NO : 52f 7R ) #&6xHis Pyt BIFIpTTSEAS -

[0079] SEQID NO : 52

QLLFNKTKSVEFTFCNDTVVIPCFVTNMEAQNTTEVY VKWKFKGRDIY
TFDGALNKSTVPTDFSSAKIEVSQLLKGDASLKMDKSDAVSHTGNYTCEVTE

LTREGETIIELKYRVVSWFSP
[0080] HFEAEAMEEAEARIPEL (Polysciences » &5t - 24765-1) flIA

OPTI-MEM ( Gibco > &5E : 11058021 ) FUEAEFFE 155788 » I AExpi2934H
A (&3 : Thermofisher » &5% © A14527) & 5 TR AS5%CO, » 120 rpm » 37 CHE

B iEE - EEYE K IIAOPM-293 ProFeed ( FBHJHHE - &5%

(=l

FO81918-001 ) A16 g/LA%iiE (W2 - Sigma » &51:G7528) - BHASE /K > UL
AR EBR ¢ BEO-RERAIAEE T - #1552 CD47 ECD-HisEE HHVEEE FIFR -
ANIFRAMEEITERE (GE » &5 © 17371206) “B{LAIAEEE RERTHRIES -
TEFH3~SIEETERGIRRY T-HrkER (PBSEERELR{ENR > pH7.4) (20x PBS&{E
EIS00 ml > AT - E5TB548117-0500) [y - AR RIS E LIBERE RN
AFINIFRAME T ERE - FEFRUREALS mL/ 7388 o BRhnilASE =& F T Hr ek ik
AREBAEN  THEEERAVISIE AN T E AR ARTERY3 ~ 515 -
FI0-500 mMBRME ([EQEE - 557 © 30104961 ) HEETHRREAT - FIBRE At

BLHIERR IR (A280 RSB ) - WERIEARRVEER - FIEMT R (JEE Thermo

F32H 465 HEWRRASE)
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Scientific » &5 : 88252) {£4°C NiGEH BETEIPBSHEZ4E ENR © H0.22 pmHy
#JEas (Millipore - B5tSLGVRI3SL) #EITEEENE » fEREF - BISE{EAY
hCD47 ECD-His&E (5 - #4fi{bAIhCD47 ECD-Hisii{TEHEE ~ EEHEE
(A280/1.4) ~ SECHIEZ o - diftERME ST - HPRINERE
B - EHREMAENRHEZSRES -

[0081] (2) hCD47 ECD-mFc#E H Y4 EFI4G L

[0082]) B ABYCD474HAEESYN&EE, ( Extracellular Domain » ECD ) f#E:
BzFe5l ( BASFPAIZISEQ ID NO = 52F R ) #&/NaFeFry e B pTTSHES -

[0083] BRI AEURIPEL (Polysciences » &5 * 24765-1) JIA
OPTI-MEM ( Gibco » &5% : 11058021 ) HUE S BAFE 157788 » T AExpi2934H
A (&3 : Thermofisher » &5% © A14527) & 5 TR AS5%CO, » 120 rpm » 37 CHE

FesBEE o K > I AOPM-293 ProFeed ( _/BBRURE » H9F

(=l

FO81918-001 ) A16 g/LA%iiE (W2 - Sigma » &51:G7528) - BHASE /K > UL
AR AR ¢ BB O-RBRAIAEE Y > JE155hCD47 ECD-mFcEE BRI E A
R - FH10mLEHAERE (GE > &E5E 1 17549802) “hi{LAIAEEE HERTHIE
H - EHAERICH3~SEEEREN & ER (PBSEEEZGZER > pH7.4)
(20x PBS&RATHIS00 ml - £ T > E5EB548117-0500 ) -y > ZARFHEBHIEEE
EFEREAIIAZIESAEN - FERDREAE10 mL/ o788 o BRI ASE =& M
MrEEREIEBAEN - THKERIVEEHEEAEHERIEE3~S

f& - AR (0.02 MIESRZE LR > pH3.5) GG EQAEE FAVE

B A E SR R B (A280%RINE NI ) - WEERREVES

IOATrisé& Bk (EJ%E > E59% - 30188336 ) FAlpH - EMTIREREFE 2 APBS >
533 H 465 H(EEHEREAE)
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W HEVEH - F0.22 nmAV3E)EES (Millipore » B5ESLGVRI3SL) T
s > I PR > RIfS4E{EAYhCDA7 ECD-mFeEEH - #4l{LAYhCD47 ECD-
mPcETEHEE - EHRE (A280/1.4) ~ SECHEZF oA » #i{LEH &
Batg - HPRIREREE - EHRENGQERRAITENSRES -

[0084] %3 CD4TEHAVRHIIHT

, ELEE | EQSEC | ELEE

EHDAE (mg/L) | @i | (mg/mL)
hCD47 ECD-His 39.6 96.7% 1.13
hCD47 ECD-mFc¢ 88.4 82.7% 2.21

[0085]) B. & HISIRPa-Fcl &% [ #1hCD47 ECD-HisZE 45 &12fE

[0086]) A #Z1EEEhCD47 ECD-His © $#H&Biotin Labeling kitsRIHZE (&
5RLKO03 » B HDO JINDO ) [o]Filtration tube 1 fj1 A 100 uL WS4REE 1200 ug
hCD47 ECD-HisZEH  JEA11£ 118000 g (2 10454% 5 #1110 pL DMSOZINH2-
Reactive Biotin Tube]&5)F FH 5 B O 4EH £ 71100 n LI fEZK I8 uL NH2-
Reactive Biotin)% )% £/[Filtration tube » RS (& L37 & MR EFEIE 1078 (% I
A 100 uL WSERTENR LA8000 gt (2107788 - EEEIERIZFIIA200 uL WSEEHENK
LAB000 g (2107788 - BT FAPERE—XIENN A 100 pL WSEEENR LA RWAE R 4T
HYhCD47 ECD-HisE[FHIEE L E S - APREEEN

[0087]) Sekesdfn AR EH (streptavidin - NFHESA » E57S4762 - &
HSigma) FIPBSIREEEIZORES pg/mL » ZA1% LASO nLEFLINEI96FLELISARE
o ACHEBK - F_KWE FER - IIATBENR - BlE&HAS% (wiw) Hifs
4%y (B E Sangon » 5% A100777 -0500 ) HYPBS4EE » 37 CRHER2/NIF - {2
HIHENR » F2H0.1% (viv) Tween20 (HEHSangon » E5TA100777 -0500 ) Y

534 H > 465 HEWRRAE)
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PBS4EENRPBST S ERE3 K o FFLINA2 pg/mLAYZEIZCHYhCD47 ECD-His » 50

L/NEF > FHPBSTIRHR3ZK © BFLIDIABEHEB2FT{SHISE(ERY

uL/fl - 37CIEE
SIRPa-Fcfli &2 [ 50 uL - JBE 550 nMiiEgs - SIEREEMRE > 37TCIFE
1% » FIPBSTS 3R o &FLANIA1:5000FF FEAY L2 5

it (BEEBethyl >

( H%H Sangon -
o FFLINAS0 uL TMBAZ'E

HC1)

(=

HisHY%

BRI E

o FHfEE(EAE (Ensight-HH3400 - #%HPerkinElmer ) 5

NI

B Ll (HRP) fR5CHY—
55EA80-304P) S0 uL > RER A S 1% (wiw) BSA
E5tA500023-0100) HYPBS » ZRWFE 1/NEFH % - FIPBSTAHES
5778 > FFLINASO uLekIE/R (1.0N

HVA450 nmé

SERAE VFIFRAFTR - $5R IR (L1&HYSIRPa-Feffie 85 1 #2hCD47 ECD-

GEH > NHE - EFFRPEEEE /0D450 nmfE -

[0088) 734 ELISA#HISIRPa-FeRl-&E H EBIhCD47 ECD-Hisfy4s &1k

111141360

S RN AERIVIEEE V2 - (BIRTTI62L - [E1E%IE A EAH B Fort

OD450 nm ZE AR (nM)

EHLE 50 10 2 04 | 0.08 [ 0.016 |0.0032 | 0.00064
MutlO-Fc | 2.679 |2.237 [ 2.208 | 2.178 | 1.697 | 0.877 | 0270 | 0.104
SIRPa V2-Fc | 2497 [2.191 [ 2.119 [ 1.895 | 1.279 | 0.373 | 0.086 | 0.054
TTI621 2329 235212170 | 1.945 | 1.255 | 0.359 | 0.088 | 0.055
Mut31-Fc | 3.107 [3.039 [ 2.904 [ 2.724 [ 1.744 | 0.647 | 0.169 | 0.081
SIRPa V1-Fc | 3.199 [2.723 [ 2.508 [ 1.383 | 0.542 | 0.132 | 0.061 | 0.057
TTI621 3.176 | 3.082 29332302 | 1.107 | 0.258 | 0.076 | 0.067
Mut33-Fc | 2.809 [ 2411 [2.357 [2.258 ] 1.502 | 0.631 | 0.166 | 0.091
Mut35-Fc | 2701 |2.295 (2292 [2.139 | 1322 | 0.449 | 0.127 | 0.070
Mut38-Fc | 2470 |2.309 | 2.321 | 2.163 | 1.395 | 0.4838 | 0.132 | 0.088
SIRPa V1-Fc | 2.873 [2.177 [ 2.063 [ 1.396 | 0401 | 0.153 | 0.065 | 0.062
TTI621 2438 [2.240]2.150 | 1.905 | 0.960 | 0.233 | 0.076 | 0.062
FePEE e | 0.064 | 0.046 | 0.042 | 0.044 | 0.043 | 0.046 | 0.044 | 0.061
Mut33-Fc | 1.730 | 1.714 | 1.693 | 1.540 | 1.032 | 0.491 | 0.147 | 0.102

535 H > 465 HEWRRAE)
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Mut66-Fc 1.647 | 1.441 | 1.540 | 1.391 | 0.837 | 0.300 | 0.117 0.061
Mut67-Fc 1.698 | 1.563 | 1.476 | 1.351 | 0.888 | 0.336 | 0.116 0.067
Mut68-Fc 1.659 | 1.511 | 1.507 | 1.196 | 0.780 | 0.292 | 0.122 0.070
Mut69-Fc 1.649 | 1.615 | 1.638 | 1.340 | 0.809 | 0.291 | 0.113 0.078

TTI621 1.461 | 1.460 | 1.240 | 0.807 | 0.580 | 0.133 | 0.061 0.048
[E3k s 0.050 | 0.044 | 0.039 | 0.045 | 0.039 0039 | 0.043 0.045

Mut72-Fc 2081 | 1983|1971 | 1.746 | 1.039 | 0.411 | 0.132 0.073
Mut73-Fc 2.552 | 2423 | 2.532 | 2.080 | 1.046 | 0.371 | 0.130 0.066
Mut75-Fc 2268 | 2.206 | 1.985 | 1.913 | 1.119 | 0.379 | 0.126 0.070
Mut80-Fc 2.101 | 1.838 | 1.845 | 1.623 | 0.899 | 0.379 | 0.149 0.066
Mut81-Fc 1.931 | 1.768 | 1.796 | 1.564 | 1.009 | 0.369 | 0.117 0.069

TTI621 2457 | 2400 | 2.048 | 1.642 | 0.894 | 0.256 | 0.091 0.049

Mut83-Fc 1.372 | 1.518 | 1.491 | 1.441 | 0.843 | 0.349 | 0.119 0.075
Mut84-Fc 1.673 | 1.861 | 1.729 | 1.536 | 1.086 | 0.349 | 0.116 0.067
Mut86-Fc 1.630 | 1.280 | 1.600 | 1.445 | 0.789 | 0.307 | 0.107 0.067
Mut87-Fc 1.750 | 1.840 | 1.639 | 1.478 | 0.921 | 0.338 | 0.103 0.064
Mut88-Fc 1.391 | 1.709 | 1.729 | 1.337 | 0.949 | 0.360 | 0.116 0.058
Mut89-Fc 1.687 | 1.774 | 1.833 | 1.489 | 0.995 | 0.449 | 0.120 0.068
Mut90-Fc 1.508 | 1.542 | 1.541 | 1.307 | 1.016 | 0.425 | 0.144 0.072

TTI621 1.425 | 1.599 | 1.345 | 1.084 | 0.593 | 0.187 | 0.065 0.046
[EX S 0.047 | 0.046 | 0.038 | 0.038 | 0.039 | 0.041 | 0.046 0.047

Mutl50-Fc | 1.762 | 1.665 | 1.481 | 1.152 | 0.616 | 0.223 | 0.094 | 0.057
Mutl52-Fc | 1.683 | 1.596 | 1.571 | 1.360 | 0.817 | 0.274 | 0.091 0.052
Mutl53-Fc | 1.758 | 1.787 | 1.820 | 1.507 | 0.833 | 0.285 | 0.098 | 0.060
Mutl56-Fc | 1.719 | 1.827 | 1.791 | 1.554 | 0914 | 0.254 | 0.093 | 0.058
Mutl57-Fc | 1.639 | 1.640 | 1.629 | 1.435 | 0.836 | 0.227 | 0.073 | 0.053
SIRPa V1-Fc | 1.711 | 1.556 | 1.546 | 1.369 | 0.756 | 0.116 | 0.073 | 0.051
TTI621 1762 | 1.714 | 1.537 | 1.249 | 0.641 | 0.152 | 0.073 | 0.054
FatEEEE | 0.066 | 0.054 | 0.045 | 0.043 | 0.042 | 0.050 | 0.056 0.064

Mutl58-Fc | 1.794 | 1.800 | 1.785 | 1.621 | 1.031 | 0.420 | 0.145 | 0.072
Mutl60-Fc | 1.707 | 1.645 | 1.739 | 1.387 | 0.812 | 0.381 | 0.100 | 0.059
Mutl62-Fc | 1.667 | 1.892 | 1.681 | 1.448 | 0.822 | 0.486 | 0.164 | 0.056
Mutl64-Fc | 1.811 | 1.802 [ 1.990 | 1.496 | 0.809 | 0.295 | 0.109 | 0.060
SIRPa V1-Fc | 1.360 | 1.685 | 1.742 | 1.318 | 0.669 | 0.241 | 0.057 | 0.050
TTI621 1.607 | 1.609 | 1.690 | 1.363 | 0.781 | 0.253 | 0.075 | 0.051
FePE¥EE | 0.064 | 0.049 | 0.077 | 0.114 | 0.062 | 0.043 | 0.046 | 0.046

536 H > 4k 65 H(EWRRAE)
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Mutl74-Fc | 1.833 | 1.807 | 1.733 | 1.396 | 0.816 | 0.293 | 0.090 | 0.059
Mut178-Fc | 1.776 | 1.798 | 1.804 | 1.469 | 0.816 | 0.287 | 0.090 | 0.053
SIRPa V2-Fc | 1.869 | 1.803 | 1.775 | 1.437 | 0.780 | 0.223 | 0.072 | 0.052
TTI621 1772 [ 1728 [ 1.776 | 1.393 | 0.782 | 0.244 | 0.085 | 0.051
FePE¥Ed | 0.069 | 0.055 | 0.043 | 0.040 | 0.041 | 0.042 | 0.051 0.049

[0089] C. k& HISIRPa-Fefli& 2 ([ B1hCD47 ECD-mFcZE [ 45 &2

[0090]) Z¢iEranti-mFc (HfHJackson @ &57115-006-071) FIPBSHRFER|ZX
JETE2 ug/ml > 7R1% DASO uLEFLANEI96FLELISASE H » 4CHFE 1K - 55 Kilh
% FFR - IIATHENR @ BI&H5% (wiw) RiRsits (BEESangon » &%
A600669-0250) HYPBS&EENR » 37 CIHER2/NEF « Ef[HENK - FIPBST£%3

o 7L A0.5 ug/mL hCD47 ECD-mFc > 50 uL/FL, > 37°CWEE 1/)\8% » FIPBST

HEWR3R - EFLIIAEFEFI2ETRHI 4 LAYSIRPa-Fefh & 25 50 uL > JEE K50
nMEESE - SEREEIERE - 3TCHEE I/ NE; % » FPBSTARE3 2K < LN A1:5000
FRRE LB S (LS (HRP) fEECAY _4Rif8 (I EBethyl - E5FA80-304P)
50 uL > R BE2H1% (w/w) BSA (f#ESangon » &555A500023-0100) fY
PBS - ZRME /N1 - FPBSTHSEERS K o BFLANASO uL TMBAZ'E - =5t
B55788 - BFLIIASO uL&Z 1B (1.ONHC1) - FIfUERR (=R (Ensight-
HH3400 - [t H PerkinElmer ) FEH{A450 nmE{E » $5ERAE 2RSSR - G558
R4 (L2 HYSIRPa-Fefil & & H BAhCD47 ECD-mFeHy4S &S M IB R BT A B VI EY
FV2 » (BATTI621 - FrRAVEE B&O0D450 nmfE -

[0091]) %5 ELISA#@MHISIRPa-Fcgit& & H BihCD47 ECD-mFciV4E &)

OD450 nm EHEEOM)

EHAE | 50 10 2 0.4 | 0.08 | 0.016 |0.0032| 0.00064
Mutl0-Fc | 2.409 [2.114[2.103[2.053] 1.713 | 0925 | 0.314 | 0.116
SIRPa V2-Fc| 2.184 [1.9421.855|1.653| 1.006 | 0.329 | 0.097 | 0.063

537 H » 4k 65 HEYRRASE)
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TTI621 | 1.995 [1.9871.935/1.724| 1.013 | 0.336 | 0.090 | 0.062
Mut31-Fc | 2.758 [2.771[2.751 [ 2.644 | 1.811 | 0.706 | 0.187 | 0.092
SIRPa V1-Fc¢| 2.969 [2.565[2.319|1.892| 0.859 | 0.227 | 0.084 | 0.068

TTI621 | 2.608 |2.668(2.550(2.215| 1.233 | 0.383 | 0.136 | 0.068
Mut33-Fc | 2.567 [2.292(2.217[2.117] 1.588 | 0.629 | 0.192 | 0.104
Mut35-Fc | 2.658 [2.100[2.005[1.939| 1.244 | 0.510 | 0.145 | 0.100
Mut38-Fc | 2.452 [2.098 [2.056 [2.038 | 1.409 | 0.557 | 0.165 | 0.092
SIRPa V1-Fc¢| 2.355 [1.905|1.574 | 1.118] 0.507 | 0.143 | 0.071 | 0.065

TTI621 | 2.188 | 1.966]1.848]1.588| 0.799 | 0.228 | 0.087 | 0.078
repptid | 0.184 0.0820.053]0.054 | 0.049 | 0.053 | 0.049 | 0.058
Mut33-Fc | 1.669 [1.468 |1.518 [1.301| 0.987 | 0.417 | 0.155 | 0.092
Mut66-Fc | 1.240 [1.519[1.306 | 1.144 | 0.762 | 0.250 | 0.095 | 0.062
Mut67-Fc | 1.329 [1.430[1.593 [1.415] 0.920 | 0.309 | 0.108 | 0.061
Mut68-Fc | 1.344 [1.621|1.474]1.203| 0.831 | 0.285 | 0.118 | 0.063
Mut69-Fc | 1.328 [1.612|1.418 |1.347| 0.907 | 0.333 | 0.116 | 0.078

TTI621 | 0.796 |[0.836(0.751]0.422| 0.204 | 0.074 | 0.047 | 0.047
repEtiE | 0.048 0.037[0.036]0.037 | 0.0036 | 0.036 | 0.039 | 0.047
Mut72-Fc | 1.267 [1.463[1.142[1.227] 0.964 | 0415 | 0.145 | 0.076
Mut73-Fc | 1.269 [1.349[1.428 [1.185] 0.894 | 0.331 [ 0.132 | 0.078
Mut75-Fc | 1.432 [1.506[1.397 [1.277] 1.078 | 0.373 | 0.147 | 0.069
Mut80-Fc | 1.392 [1.369 [1.460 [1.178 | 0.966 | 0.396 | 0.165 | 0.085
Mut81-Fc | 1.267 [1.291[1.281[1.295] 0.993 | 0.373 | 0.150 | 0.071

TTI621 | 1.295 [1.567|1.439]0.997| 0.500 | 0.162 | 0.074 | 0.054
Mut83-Fc | 1.139 [1.430[1.288 [1.384 | 0.731 | 0.288 | 0.127 | 0.062
Mut84-Fc | 1.265 [1.459[1.480[1.353] 0.883 | 0.360 | 0.144 | 0.068
Mut86-Fc | 1.309 [1.571[1.479 [1.454| 0.863 | 0.296 | 0.125 | 0.062
Mut87-Fc | 1.104 [1.419[1.306 [1.194 ] 0.919 | 0.313 [ 0.128 | 0.070
Mut88-Fc | 1.251 [1.258 [1.287 [1.263 ] 0.838 | 0.308 | 0.121 | 0.066
Mut89-Fc | 1.286 [1.459[1.115[1.330] 0.877 | 0.334 [ 0.146 | 0.074
Mut90-Fc | 1.334 [1.374[1.159[1.252] 0.816 | 0.382 [ 0.158 | 0.087

TTI621 | 1.005 [1.210]0.866]0.759 ] 0.367 | 0.134 | 0.059 | 0.040
FatEEEE | 0.046 |0.038]0.036|0.035| 0.037 | 0.043 | 0.043 | 0.039
Mutl53-Fc | 1.473 [ 1.185]1.363[1.019| 0.716 | 0.269 | 0.105 | 0.065
Mutl56-Fc | 1.405 [0.978|1.153] 0.7 | 0.404 | 0.146 | 0.075 | 0.061
Mutl57-Fc | 1.039 |1.402]1.335]0.521 | 0.239 | 0.105 | 0.063 | 0.061

FEHESE A0202
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SIRPa V1-Fc| 0.763 [0.6380.614 [0.316| 0.113 | 0.061 | 0.053 | 0.057
TTI621 1.219 [0.949[0.957 | 0.56 | 0.308 | 0.116 | 0.064 | 0.07
Fep- e | 0.084 |0.068|0.055|0.054| 0.05 | 0.056 | 0.055 | 0.059

Mutl58-Fc | 1.844 | 1.74 [1.603| 1.44 | 1.079 | 047 | 0.174 | 0.097
Mutl60-Fc | 1.421 |1.403[1.407[1.294 | 0.835 | 0.295 | 0.119 | 0.069
Mutl62-Fc | 1.222 | 1.26 [1.469[1.105| 0.697 | 0.229 | 0.115 | 0.067
Mutl64-Fc | 2.194 [1.959]1.8781.935| 1.018 | 0.362 | 0.133 | 0.075
SIRPa V1-F¢| 0.870 [1.288[1.017]0.318 ] 0.107 | 0.060 | 0.055 | 0.057
TTI621 | 1.133 [1.008|1.128]0.778 | 0.33 | 0.115 | 0.069 | 0.059
FatEEEE | 0.063 |0.053]0.046 | 0.044 | 0.043 | 0.047 | 0.049 | 0.056

Mutl78-Fc | 1.625 | 1.73 | 1.872[1.557 | 0.898 | 0.304 | 0.116 | 0.061
SIRPa V2-Fc| 1.638 [1.568 [ 1.386 |0.764 | 0.384 | 0.139 | 0.067 | 0.056
TTI621 | 1.292 | 1.33 [1.632]0.876 | 0.309 | 0.112 | 0.07 | 0.056
FatE$Ed | 0.073 |0.063 [0.059 |0.052 | 0.049 | 0.052 | 0.058 | 0.053

[0092] EHiBI4 REERIIR (SPR) HHISIRPa-Fepl& & H#CD47
BRI
[0093] JEHIBlAcore 8K » $RAZEERE)JEL A M E BURA VAT

77 o B4 > MR Human Antibody Capture Kit (i Hcytiva » 29234600 ) BV 5 A5

¥ > ¥ Anti-human IgG FciifEEERICM5 2R F (HE cytiva > BR100530)
42 Amine Coupling KitE=4H (§#Hcytiva » BR100633) AYf52 > DJHBS-EP+
pH7 .4 B EfH - #NHSHIEDCE &% » JE (L& H 49600 s > F10 mMZ &
pHS.05#71- A\JHlgG FeffifE 215 ng/mL » 3154420 s » Fid H LR ReBRIaRayE
(LRSI AEITIHET - 2812 - $RFI 2GRS I EANE R AV - feE—(E
TR - EeMbi- AHleG Fefi | flfESIRPa-FeR 68 H » MR E ABE—RRE
AYHLIR » S08%SIRPa-Fefilh & & HAIHT R B D V4SS ARREETE - &g F3M
MgCL5ERE R B4 - HodrR Bt &HBS-EP+ (10 mM HEPES, 150 mM NaCl, 3

mM EDTA, 0.05% RS ERP20) - 5830 ul/orsE - FAERE 30 s il

39 H - 465 HEWRRAE)
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FER25°C & - IR¥E1 &E& (binding)fEAY - WEHRIEIT 4 - BEETURGHR
SEEBNESE - EEESERE Eka » RRERRE R - PR KD -

A EENSTRmax o GERAFROFTR » S RMHHS L& AYSIRPa-Feft & 8 H B
hCD47 ECD-mFcHy 1 I B A FF A RIS E TTI621 » HfiMutl0-Fc ~ Mut33-
Fc ~ Mut67-Fc ~ Mut69-Fc ~ Mut80-Fc ~ Mut81-Fc ~ Mut86-Fc¢ ~ Mutl53-Fc -
Mut158-Fc ~ Mut160-Fc ~ Mut164-FcRl & 78 [ 50 iR =i B RR g o

[0094) 36 SPRAGHISIRPa-FcRil s ZE [ ¥ihCD47 ECD-mFcHyEE A1 /7

SIRPa-Fc gl &% H ka (1/Ms) kd (1/s) KD (M)

Mut10-Fc 1.16E+06 8.66E-04 7.48E-10
TTI621 6.75E+05 1.57E-03 2.32E-09
Mut31-Fc 3.04E+05 1.19E-03 3.92E-09
Mut33-Fc 4.52E+05 8.74E-04 1.94E-09
Mut35-Fc 2.91E+05 1.19E-03 4.09E-09
Mut38-Fc 3.25E+05 1.17E-03 3.60E-09
SIRPa V1-Fc 1.36E+05 1.94E-03 1.42E-08
TTI621 1.80E+05 1.64E-03 9.13E-09
Mut33-Fc 1.68E+06 3.58E-03 2.13E-09
Mut66-Fc 1.28E+06 7.48E-03 5.82E-09
Mut67-Fc 1.62E+06 4.33E-03 2.66E-09
Mut68-Fc 1.42E+06 6.64E-03 4.68E-09
Mut69-Fc 1.57E+06 4.52E-03 2.88E-09
Mut71-Fc 1.39E+06 5.98E-03 4.29E-09
TTI621 7.18E+05 6.93E-03 9.65E-09
Mut72-Fc 8.45E+05 1.15E-03 1.36E-09
Mut73-Fc 8.28E+05 7.45E-03 9.00E-09
Mut75-Fc 8.78E+05 6.53E-03 7.45E-09
Mut80-Fc 8. 47E+05 6.49E-04 7.67E-10
Mut81-Fc 8.29E+05 2.83E-04 3.42E-10
Mut83-Fc 8.28E+05 1.14E-03 1.37E-09
Mut84-Fc 8.81E+05 6.87E-03 7.80E-09
Mut86-Fc 8. 18E+05 7.27E-04 8.89E-10
Mut87-Fc 7.63E+05 9.42E-03 1.24E-08

40 H - 4k 65 HEWRRAE)
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Mut88-Fc 8.46E+05 5.89E-03 6.97E-09
Mut89-Fc 9.09E+05 7.74E-03 8.51E-09
Mut90-Fc 1.17E+06 5.82E-03 4.99E-09
Mut150-Fc 4.36E+05 1.78E-03 4.09E-09
Mutl52-Fc 2.90E+05 1.74E-03 5.98E-09
Mutl53-Fc 7.10E+05 1.52E-03 2.15E-09
Mutl56-Fc 4.96E+05 1.68E-03 3.39E-09
Mutl57-Fc 4.06E+05 1.77E-03 4.35E-09
Mutl58-Fc 8.66E+05 1.45E-03 1.67E-09
Mut160-Fc 6.60E+05 1.62E-03 2.45E-09
Mutl62-Fc 5.15E+05 1.78E-03 3.46E-09
Mutl64-Fc 9.34E+05 1.38E-03 1.48E-09
SIRPa V1-Fc 2.22E+05 1.63E-03 7.34E-09
TTI621 4.30E+05 1.80E-03 4.19E-09
Mutl74-Fc 4.65E+05 1.79E-03 3.86E-09
Mutl78-Fc 5.72E+05 1.68E-03 2.94E-09
SIRPa V2-Fc 3.88E+05 2.00E-03 5.15E-09
[0095] EHEBIS FALAEER (FACS) BHISIRPa-FeRl& & H B4

G TEN

[0096] A. @ HISIRPa-Fefl &8 H Bl urkatdfdd &2 %

[0097]) ReJurkatdHAEAET-75SAAERE BT OIS E - =Z0R 1R T L1000
rpmiE (578 o EREE A - FIPBS4EENK (FEE Hyclone » &5tSH30256.01 )
HEWR2R - R HHREFIPBS TGS T - F LI 10°{E4HAR - E&EFLSO uLADA
FIUAIERI6SFACS [ g (I H Coming » &573795) » A4 CHM - &
H1% (w/w) BSA (H#EHSangon » &57A500023-0100 ) FYPBSHHFE{H HISIR Pa-
FeRl &N @ #EFL50 uLn AR AR S) - 4 CWES NS « BFLATA200 uL
FACS%EN®R (&H1% (w/w) BSARYPBS&EENR ) » HEMk27K » DA1500 rpmiE
05778E - L EIFRE - BFLIIAL00 pLIRRVEDSCIRCHY —iRe (JEE

Jackson ImmunoResearch » &5%109-605-098 ) - 4CWFE 1/\iEF - FHFACS4EER

F41H - 465 HEWRRAE)
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BB CJEIR27C - 3100 pLEYPBSRFAAE - FHFACSHE (FACS Canto I - 5 BD
ONED) IR AR o SERWMEBAIRTFTR © &RER » SIRPa-FeRll & EH
HI4E S lurkatdiEZREHYCD47 - SIRPa-Feffi & 88 Sllurkatdi /B BN BT 4
RIVIECEV2 > (BHRTTI621 » R EHEMFLEFTAIIAEER a8 s E -

[0098) 37 FACSH:HISIRPa-FeRt &5 H FlJurkatfy4E &0E M

MFI EHREE (M)
EHHAH 500 100 20 4 0.8 | 0.16 | 0.032 | 0.0064
Mut10-Fc 29421 | 29435 | 27944 |26359 [ 20067 | 5994 | 1359 342
SIRPa V2-Fc 23854 | 18974 | 15977 | 13447 | 9025 | 3268 | 811 248
TTI621 23468 | 19197 | 15960 | 13191 | 8722 | 3036 | 715 218
S aLE 247 94 45 33 36 31 54 38
Mut31-Fc 19581 | 20410 | 18106 [16359 [ 12517 | 4406 | 1092 241
Mut33-Fc 21417 | 24570 | 23371 [22807 [ 20429 | 6754 | 1472 334
Mut35-Fc 20879 | 21465 | 19055 | 17479 | 12776 | 4040 | 922 203
Mut38-Fc 20841 | 20669 | 17422 | 16337 [ 13240 | 4716 | 1092 249
SIRPa V1-Fc 15935 11319 6613 | 3123 | 1222 | 311 98 31
TTI621 17556 | 14974 | 10285 | 8896 | 6198 | 2492 | 704 144
[ et 34 29 22 22 20 23 24 209
MFI EHREE (nM)
EO & 1000 200 40 8 1.6 | 0.32 | 0.064 | 0.0128
Mut66-Fc 16478 | 27464 | 26727 | 25467 | 25216 [23873| 8938 | 2500
Mut67-Fc 13809 | 29021 | 27758 [27161 | 26909 [26165| 8281 1792
Mut68-Fc 14670 | 27125 | 26078 [25219 | 24530 [23355| 7932 | 2118
Mut69-Fc 14615 | 28442 | 28054 [27286 | 26992 [24980| 7805 | 2020
Mut70-Fc 13997 | 19865 | 15690 [ 12195 | 9923 | 6502 | 3526 | 2289
Mut71-Fc 13607 | 25644 | 25819 [24005 | 23564 [21379| 9698 | 3135
Mut33-Fc 17151 | 26777 | 26336 |24440 | 24129 [21791| 9270 | 3284
TTI621 15633 | 17641 | 14387 [ 10577 | 8202 | 5294 | 1952 533
[ESM S 163 91 38 30 24 24 23 24

[0099] B. @ MlISIRPa-Feffis 2 H EARajidIATsS o2
[0100] HfRajisAEALT-7SAREEE B P AR R > 518 ZoniRfE T LA

1000 rpmi (55758 - IEEREEA: - FIPBS&ENK (fEEHyclone » &5t

F42H - 465 HEEYRRASE)

111141360 FEHESE A0202 1123000791-0



1859619

SH30256.01) JEifR27K > AL 25 pe/mlgYFcfHER] (EEBD > &5t
564220 ) BT - =RIHET200 88 - FEALIX10(EARE - S50 pLIn A
URIE96FLFACS fZ ez 1 (fE Coming » &573795) > BAL4ACHEM - HEH
1% (w/w) BSA (HEHSangon » E58A500023-0100) HYPBSFHHFEREHISIRPa-Fc
iEEN - FEFLS0 LD AMREFUE S - 4 CHEE /N « EFLATA200 uL
FACS%EN®R (&H1% (w/w) BSARYPBS&EENR ) » HEMk27K » DA1500 rpmiE
05778E - LI FIFRE - BFLIIAL00 uL MRy B CIRCHy —sdiRe (JEE
Jackson ImmunoResearch » &5%109-605-098 ) - 4CW¢FE 1/\NiEF - FHFACS4EER
BB LER27K > FH100 pLHYPBSERZ4HAE - FJFACS{ (FACS Canto I1 > fEBD
ANE]) AR HTEE SR o SERAEAFIRSFTR « &R EUR » SIRPa-FeRl & & H
A& & RajiGIAREAYCD47 » SIRPa-Fefl & 5 H FARajisE & M B B A A
VIE#E V2 - BHRTTIO2N - = EHEMEUS FTHIRTEE - & e fEE -

[0101] %8 FACSH#HISIRPa-Fefl =& H PlRajiH V&G &rE M

MFI EHHEEOM)
EAREN 500 100 20 4 0.8 | 0.16 | 0.032 | 0.0064

Mut10-Fc 920 969 822 769 | 696 | 548 | 246 106
SIRPa V2-Fc 680 777 516 348 | 254 | 156 87 67
TTI621 724 792 557 392 | 268 | 175 97 64
[EJEETp:E! 123 139 83 66 64 64 59 59
Mut31-Fc 204 207 158 137 [ 120 | 79 37 24
Mut33-Fc 220 238 222 214 | 204 | 152 54 29
Mut35-Fc 208 215 169 154 | 132 | 79 39 26
Mut38-Fc 205 211 170 133 | 129 | 90 44 26
SIRPa V1-Fc 166 146 76 44 30 20 18 20
TTI621 178 169 114 82 63 44 31 22
[ESM S 57 50 27 23 22 22 22 24

MFI EERE (nM)

F43 H 465 HEWRRAE)
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E LT 200 40 8 1.6 | 0.32 |0.064 | 0.0128 | 0.00256
Mut33-Fc 205 208 204 194 | 173 | 103 60 50
Mut66-Fc 211 211 205 196 | 148 | 69 46 39
Mut67-Fc 218 223 220 215 | 178 | 84 52 45
Mut68-Fc 212 215 207 203 | 156 | 75 48 41
Mut69-Fc 222 230 224 217 | 185 | 88 52 48
[ESM S 58 53 49 46 46 41 41 42
MFI EHREE (nM)
E LT 100 20 4 0.8 | 0.16 |0.032 | 0.0064 | 0.00128
Mut72-Fc 194 197 201 194 | 152 | 71 52 37
Mut73-Fc 177 178 178 170 | 141 72 50 41
Mut75-Fc 193 200 199 199 [ 162 | 73 54 42
Mut80-Fc 192 205 203 203 | 156 | 79 52 48
Mut81-Fc 192 197 205 201 162 83 60 46
TTI621 136 113 84 69 54 50 53 48
[ESM S 48 46 46 46 48 45 49 -
Mut83-Fc 192 190 193 189 | 137 68 46 37
Mut84-Fc 177 178 180 173 | 143 73 50 45
Mut86-Fc 194 200 196 199 | 159 | 76 50 46
Mut87-Fc 180 181 175 170 | 131 69 50 44
Mut88-Fc 181 193 189 188 | 158 78 57 50
Mut89-Fc 169 178 175 165 | 140 80 53 53
Mut90-Fc 178 188 190 190 | 158 80 56 50
TTI621 141 114 88 73 57 49 45 46
S SEE! 42 48 50 48 49 42 46 46

[0102] FEHEBI6 B HISIRPa-Feih &2 H FHETRajiEIZHSIRPany&E &
[0103] A. SIRPafE HHYAEEMAE(L

[0104) ¥ AHJSIRPa VI14HRERESNEIS ( Extracellular Domain » ECD) J#

EfL Y] (NCBIFFRYE RS #k 5T BNP_542970.1 > SE31-370f izl - HAg/

FIIZISEQ ID NO : 53f7~ ) FISIRPa V24lIHEiEYN&IE, ( Extracellular Domain °

ECD) WA RERY] (NCBIFIHVEAN S ##57 RAAH38510.1 - 5531-369r i Ak

Bz - HAGFYIAISEQ ID NO © S4FR) 73Rk E oxHisFraltE B IpTTSHiAS -

111141360

FEHESE A0202

F44 H - 465 HEEYRRAE)
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[0105] SEQIDNO : 53

EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQWFRGAGPGRELIY
NQKEGHFPRVTTVSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDV
EFKSGAGTELSVRAKPSAPVVSGPAARATPQHTVSFTCESHGFSPRDITLKWF
KNGNELSDFQTNVDPVGESVSYSIHSTAKVVLTREDVHSQVICEVAHVTLQG
DPLRGTANLSETIRVPPTLEVTQQPVRAENQVNVTCQVRKFYPQRLQLTWLE
NGNVSRTETASTVTENKDGTYNWMSWLLVNVSAHRDDVKLTCQVEHDGQP

AVSKSHDLKVSAHPKEQGSNTAAENTGSNER
[0106] SEQIDNO : 54

EEELQVIQPDKSVSVAAGESAILHCTVTSLIPVGPIQWFRGAGPARELIY
NQKEGHFPRVTTVSESTKRENMDESISISNITPADAGTYYCVKFRKGSPDTEF
KSGAGTELSVRAKPSAPVVSGPAARATPQHTVSFTCESHGFSPRDITLKWFKN
GNELSDFQTNVDPVGESVSYSIHSTAKVVLTREDVHSQVICEVAHVTLQGDP
LRGTANLSETIRVPPTLEVTQQPVRAENQVNVTCQVRKFYPQRLQLTWLENG
NVSRTETASTVTENKDGTYNWMSWLLVNVSAHRDDVKLTCQVEHDGQPAV
SKSHDLKVSAHPKEQGSNTAAENTGSNER

[0107] RPT{FEREFIERAERIPEL (Polysciences » &5t : 24765-1) 1l
AOPTI-MEM ( Gibco > &5% : 11058021 ) H1E 511855 & 15578 I AExpi293

ZMffE (27 : Thermofisher » &3% * A14527 ) o > W AS5%CO, » 120 rpm > 37°C

S

IREeERE « EBVE K » il AOPM-293 ProFeed ( /BB RE > &5E -
F081918-001) 16 g/L#E &k (Wi2% : Sigma » &55:G7528) - EEILE K » UL
FEAHRE FUBIR 5 BE OSBRI 7 0 73 HJEE-=hSIRPa V1 ECD-HisF1hSIRPa

V2 ECD-HisEEHHVIEE FER - FAINSEIAERETERE (GE > &5%

545 H > 465 HEWRRAE)
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17371206 ) #i{b#fsseE HERFED < JoH3~ SEEHREN-F &R

( PBSHARE4EENR » pH7.4) (20x PBSAEEEIS00 ml > 4 T » &9EB548117-
0500) V7 - ZA&RIEBRVEE HERESIIAZINGAEETER - 560"
RALS mL/735E o BRAIIA TSR & & EREEOAEN - PEEERDY
BT B NURAI M AT E AL PRESTERY3 ~ 55 « F0-500 mMBRIE (& » &5E
30104961 ) TR - FIZIEEE Ol HHESE RN B (A28054 MU
iEe) o UXEEERREVEE R » FZEMT K (B E Thermo Scientific & 5%  88252) {£4°C
T E R ENTFIPBSHEELS DR 022 umAYE)EZS (Millipore » 5%
SLGVRI3SL ) #EfTME#E - MEIRF - BIfF4{EAYhSIRPa VI ECD-HisHl
hSIRPa V2 ECD-HisZE [ - ¥#4f{EAYhSIRPa V1 ECD-HisHIhSIRPa V2 ECD-His
BTEAER - EHERS (A280/1.4) - SECHEEMASHT > d{LEQSE
afg - RPN ERER - EHEENEENRAIERS RRI -

[0108] %9 SIRPaZE =AY

" EHEE | EHSEC | EQEE
4% == R
(mg/L) & (mg/mL)
hSIRPa V1 ECD-His 241.56 9931 3.355
hSIRPa V2 ECD-His 234.24 99.39 2.928

[0109]) B. & HISIRPa-Fcil & & FFHERaji#1 74 SIRPa V1K E M
[0110] A¥Z{EEChSIRPa V1 ECD-His » J7 AR EHGI3 o #RajigfAEAL
T-754AS MR A E - WERSEE - 518 2 RIRA T L1000 rpmEfkLa5
TreE o WIEERTEA - APBS& DK (M HHyclone » B5ESH30256.01) JEikk2
R AR A2S ng/mIgyFeIRERR] (EEBD - B57564220) EHHY @ =hHE

B72057 8% - A7 Ix10°EIAY > &EFLS0 LA AFIUALEO6FLFACS R

F46 H > 465 HEWRRAE)
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(f%EH Corning - E5%3795) - JWATACHEA - FEPBSHARASR ENR PIIAL%
(wiw) BSATERFACS4ETENR > #H4 LAV [EEEAISIRPa-Fepl & & A FI4EY)
Z{EAYhSIRRPa V1 ECD-His;& 4 » hSIRRPa V1 ECD-His&% 2 B4 pg/mL > %=
R E 157788 - ZRBFLINASO uLESY) - K EIEE /N - FIFACS&RENR
BE L2 2R  EFLIIAL00 pLE SRRy REn AR EH (BE
Biolegend » &5£405243) - /K FWFE 1/NF o FAFACSEEENREE LR - F
100 pLEYPBSHF4MAR - FAFACS (FACS Canto IT - lEEHBD/AE] ) AgflIF0 7347
GER o GEIAESFIF10FT R » SIRPa-Fefil &8 A A7 XU HERajiELSIRPa V1
AyEEEE M - I B IHETE MBI TTIO2 1 BCEF A Y o 2 BB ML B HI4HHE
BRI R IR E -

[0111] %10 FACS#HISIRPa-FcRifi-&2E [ [HETRaji#ASIRPa VIAY4E S,

M
MFI EHREEOM)
E O 200 40 8 1.6 | 0.32 |0.064| 0.0128 [0.00256
Mut10-Fc 47 49 52 58 112 | 279 | 356 394
Mut31-Fc 48 48 57 95 194 | 333 | 371 389
Mut33-Fec 47 51 48 49 65 | 242 | 351 388
Mut35-Fc 47 48 56 89 197 | 346 | 380 401
Mut38-Fc 49 50 56 86 181 | 317 | 382 385
TTI621 48 52 86 183 | 304 | 378 | 389 398
Fe i 349 | 368 | 383 | 363 | 383 | 386 - -
Mut33-Fec 23 24 23 23 24 76 99 102
Mut66-Fc 16 16 16 16 16 41 88 98
Mut67-Fc 18 18 18 18 16 54 95 102
Mut68-Fc 19 19 18 15 18 60 88 99
Mut69-Fe 20 19 19 16 15 49 90 103
TTI621 23 22 31 53 84 95 99 102
Pt 92 | 101 | 106 | 101 | 102 | 99 99 94

547 H - 465 HEEYRRAE)

111141360 FEHESE A0202 1123000791-0



1859619

MFI EHREEOM)

E O 100 20 4 0.8 | 0.16 |0.032]| 0.0064 |0.00128
Mut150-Fc 25 45 104 | 186 | 237 | 256 | 270 235
Mut153-Fc 23 23 35 89 180 | 245 | 262 252
Mut156-Fc 25 42 102 | 184 | 222 [ 248 | 271 247
Mut157-Fc 25 51 117 | 207 | 240 | 248 | 281 226
Mut158-Fc 21 23 23 39 150 | 240 | 266 242
Mut160-Fc 22 25 50 126 | 205 | 255 | 293 255

SIRPa V1-Fc 38 85 167 | 234 | 251 | 263 | 297 241
TTI621 23 30 70 159 | 216 | 259 | 286 250

Fe i 278 | 282 | 270 | 261 264 | 273 | 279 261
Mut162-Fc 24 29 63 125 | 192 [ 207 | 249 227
Mut164-Fc 21 22 23 40 153 [ 193 | 229 229

SIRPa V1-Fc 37 80 151 193 | 219 [ 204 | 231 222
Mut174-Fc 23 26 51 110 | 181 | 202 | 212 206
Mut178-Fc 22 23 38 89 170 | 206 | 217 218

SIRPa V2-Fc 24 30 67 134 | 190 | 194 | 221 210

TTI621 24 31 68 132 | 193 | 203 | 220 221
Fe i 193 | 216 | 206 | 213 | 215 | 197 | 210 208

[0112] C. #g HISIRPa-Fefli& 2 HFHERajibA <755 SIRPa V2HYE 1
[0113] AYZEREEChSIRPa V2 ECD-His » Ji AR EHEH3 o FfRajidHAE T
T-7T54M B PR S - WEEEEE » 518 = R T LA1000 rpmif (05
T WEREA - FIPBSKEENR (fEEHyclone » E5%FSH30256.01) JLiff—
K > e 25 ng/mIfyFefHERE (EEBD » &57564220) EHRAY - = mfH
Br2057 8% o fE7LIxX10(EAHAY - BFLS0 uLin AZTURIERO6FLFACS 2 fERR
(HEH Corning > &5%3795) » A4 CHF o (LPBSEERRLRER 1A%
(wiw) BSA{EBFACSSEENR » #H4E{CHYA [ERERYSIRPa-FeRli& & H FI4EY)
2 {L#JhSIRRPa V2 ECD-Hisii % » hSIRRPa V2 ECD-His& S B4 pg/mL » 2
mFEE 157788 o ZIREFUIIASO uLESY) » K EREE VN - FHFACSEE{ENR
AR LR BFLIIAL00 L iz AR ED (JEE

F 48 H 4k 65 HEWRRAE)
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1859619

Biolegend - 57405243 ) - JK EWFE /NG - FIFACSEENRAE LIRIR2K - F
100 uLEYPBSH& 4R » FHFACS (FACS Canto IT > BEEBD/AE] ) faBlF1 55 HT
SR o SERAEO6A-6BATZR 17T » SIRPa-Fefli & & H fe# W H ETRajifd
SIRPa V2iy&E &7 M: - 3l HFHENEMISEINTTI62 - i BiEMFLRFiIdHAE
BEHY T ROESREE -

[0114] 11 FACS#HISIRPa-FeRifi-&2E [ [HETRaji#ASIRPa V2HJ4E-4)

{6
MFI EHHEEOM)
EOLTE 200 | 40 8 1.6 | 0.32 |0.064| 0.0128 |0.00256
Mut10-Fc 49 49 55 71 143 | 290 | 331 335
Mut31-Fc 51 50 68 120 | 204 | 318 | 346 362
Mut33-Fc 49 48 49 56 87 | 258 | 339 366
Mut35-Fc 51 50 64 114 | 220 | 347 | 362 372
Mut38-Fc 49 52 62 111 | 213 [ 324 | 362 362
TTI621 50 65 116 | 215 | 327 | 368 | 377 381
Fe i 322 | 349 | 342 | 367 | 401 | 386 - -
Mut33-Fc 22 26 22 23 31 78 98 106
Mut66-Fc 26 24 22 24 20 | 46 91 101
Mut67-Fc 23 26 27 22 23 67 99 109
Mut68-Fc 22 27 24 26 23 64 101 109
Mut69-Fec 22 20 22 24 24 61 99 99
TTI621 26 27 38 67 95 | 109 | 105 105
[EJEETp:E! 98 95 103 | 105 | 114 | 95 102 97

(0115] NP7 SIRPa-FeRhS 2 BRI

[0116] L Mut87-Fc + Mut88-Fc ~ Mut89-Fc ~ Mut90-Fc T {2 #& kit
2 SRR ZRE R SR B e S SR IR R (I Y SRS R A 5%
B SRZEBHIEE - RSB 47x10° > RGCUEREZE > 3.8x10% - &

HB2-3 R EBER R 24w B B 3R R AR A T TR S E -

F49 H - 4k 65 HEWRRAE)
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[0117]) ELUEHEHI - Redmhioe B aen izl A FRE B 2 A FefZdny
pTTSEES [ - AR T EETTAVERE AR AR ERS - BTl FHAYSIRPa
SEEEAIR @ Mutl13 ~ Mutl 14FIMut117 © FiiitRi&E 0 RS Tr B Ry E
AR 12T » B > T MutXX-Fe | FoRse B AISIRPalFIFcHRl & 2EH -

[0118]) 12 SIRPaZE&E 51|

R Fr 345k Frol&s
EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGPIQ
SEQID WFRGAGPGRELIYRQKEGHFPRVTTVSDNTQRNNMD
NO 77 |FSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTE
LSVRAKPS
EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGPIQ
SEQID |WFRGAGPGRELIYRQKEGHFPRVTTVSDNTLRNNMD
NO 78 |FSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTE
LSVRAKPS
EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGPIQ
SEQID WFRGAGPGRELIYRQKEGHFPRVTTVSDNTIRNNMDF
NO 79 [SIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTEL
SVRAKPS
EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGPI
QWFRGAGPGRELIYRQKEGHFPRVTTVSDNTQRN
NMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKS
GAGTELSVRAKPS
SEQ ID DKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMISRTPE
Mutl13-Fc NO : 80 VTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPRE
EQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALP
APIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTC
LVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSF
FLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKS
LSLSPG
EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGPI
QWFRGAGPGRELIYRQKEGHFPRVTTVSDNTLRN
NMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKS
SEQ ID GAGTELSVRAKPS
Mutl14-Fc NO : 81 DKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMISRTPE
VTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPRE
EQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALP
APIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTC
LVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSF

5550 H - 4k 65 H(EWRRAE)

Mutl13
(Mut88+L66N+K 68

Q)

Mutl 14
(Mut88+L66N+K68
L)

Mutl 17
(Mut88+L66N+K681

)
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S Fr 345k Frol&s
FLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKS
LSLSPG
EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGPI
QWFRGAGPGRELIYRQKEGHFPRVTTVSDNTIRNN
MDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSG
AGTELSVRAKPS
DKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMISRTPE
VTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPRE
EQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALP
APIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTC
LVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSF
FLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKS

LSLSPG

(0119] JAEIEHER2 - FExpi293FAGRIAZEEEN » 4l {LAYSIRPa-
FeRioEO#TEOEE - EHRE (A280/14) - SECHEZFM AT -
{E12HYSIRPa-FeR G EEHRYMME o718 - HPRNEHEE - EHREAAER

SEQ ID

Mutl 17-Fc NO : 82

MHIE RS R FE13 -
[0120] %13 SIRPa-Fcgi& £ B VA HI 4317
o EoEE | ELSEC | ELRE
Bt

(mg/L) G (mg/mL)

Mut113-Fc 76.3 98.191% 4.81

Mut114-Fc 66.3 97.992% 3.98

Mut117-Fc 91.3 97.990% 2.81

[0121] FEIEREGI4 - FFHREELZILIR (SPR) f@HISIRPa-Fefl & &
H#ICDATE HARATIGERNFRAPTR - EFRERITHRA TR SIRPa-Fel & 88
HE¥1hCD47 ECD-mFcH A3 B A R BE TTI621 -

[0122) 14 SPRAGHISIRPa-Fegil-&2E [ BIhCD47 ECD-mFcHy A1 /7

SIRPa-Fc gl &% H ka (1/Ms) kd (1/s) KD (M)
Mut88-Fc 1.11E+06 9.92E-04 8.97E-10
Mutl13-Fc 9.47E+05 2.16E-04 2.28E-10
Mutl14-Fc 1.25E+06 2.53E-04 2.03E-10
Mutl17-Fc 1.35E+06 4.39E-04 3.25E-10

551 H - 465 HEEWRRAE)
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SIRPa V1-Fc 1.76E+05 7.64E-04 4.34E-09
TTI621 2.50E+05 1.19E-03 4.76E-09

[0123] FEIEREHI3C > fgHISIRPa-Feff &2 H #hCD47 ECD-mFcE&E H

GEETRE o SRWBETIRISFUR » GRS TR & SIRPa-Fefl & 8 5 £
hCD47 ECD-mFcfY4% & 5B M B R B A R H TTI621

[0124) 315 ELISA#EHISIRPa-FeRl-&&E H BIhCD47 ECD-mFciy4E &%

OD450 nm EHEEOM)

EHEH | 50 10 2 0.4 | 0.08 | 0.016 |0.0032| 0.00064
Mut88-Fc | 2.007 [2.083[2.250[1.939| 1.466 | 0.643 | 0.247 | 0.091
Mutl13-Fc | 1.892 | 1.949(2.164|2.098 | 1.315 | 0.625 | 0.355 | 0.091
Mutl14-Fc | 1.874 |[1.958(2.136[2.012| 1.267 | 0.526 | 0.200 | 0.075
Mutl17-Fc | 2.021 [2.013]2.185]1.976 | 1.294 | 0.528 | 0.216 | 0.071
SIRPa V1-Fc¢| 1.556 |1.348[1.300|0.864 | 0.400 | 0.143 | 0.061 | 0.057
TTI621 | 1.652 [1.470|1.586]1.300| 0.699 | 0.296 | 0.132 | 0.082
FatEEE | 0.056 | 0.0530.046 | 0.044 | 0.042 | 0.048 | 0.051 | 0.067

[0125] ZRIIEHEGISA - A MAEESR (FACS) f@MlISIRPa-Feffi 2 H
FLREAVEE &0E M - SSRWBBRIFRI6FTN - &5 EHIFRI I % SIRPa-Fef
B EHfurkatdIiaSE S IER B A B BETTIO2 © R P EIEMELS AT A
HEEERY P EOEEE(E -

[0126) 3216 FACSHEHISIRPa-Fegh & & (1 Bllurkatdy4E & &1k

MFI EHREE (M)

E LT 500 100 20 4 0.8 | 0.16 | 0.032 | 0.0064
Mut88-Fc 5300 | 5083 | 4986 | 4932 | 4586 | 1268 | 463 37
Mut113-Fc 5460 | 5261 | 5265 | 5235 | 3635 | 1192 | 367 34
Mutl 14-Fc 5563 | 5353 | 5292 | 5258 | 3921 | 1327 | 384 36
Mut117-Fc 5574 | 5357 | 5227 | 5260 | 3775 | 1242 | 390 36
SIRPa V1-Fc 2478 1322 576 211 90 47 36 30
TTI621 2928 | 2184 | 1360 | 792 | 429 | 173 73 31
[ESM S 178 66 39 35 33 33 31 29

[0127] EHEpI8 B AMEEA LR

552 H - 465 HEWRRAE)
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[0128) RfrsEiedatmBlienyal et - FFEMusl
5 2 i AR
FALIEHEB > RemH IS REATIARE R B B B T A PR AIpTTS
slie. b WZE VAR T AV AR E R -

Mutl 14F0Mut 1178957 F

EAL(E6 -

» Mutl13 -~

TRE LIRS LB 5 [EHE

Al e EH RS E

RERFSIEEAIRITFR > Hof > " MutXX-Fe | Fonse BRISIRPadiFcH Rl = &
H o
[0129]) %17 SIRPaZEEFE7)
S Fe3l 4t EI=E
Mut9? SEQID NO : EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQWFR
(Mut8 1+TS2F) 83 GAGPGRELIYRQKEGHFPRVTTVSDNTKRNNMDFSIRIGN
IFPADAGTY YCVKFRKGSPDDVEFKSGAGTELS VRAKPS
Mut93 SEQID NO : EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQWFR
(Mut81+T82D) 84 GAGPGRELIYRQKEGHFPRVTTVSDNTKRNNMDFSIRIGN
IDPADAGTY YCVKFRKGSPDDVEFKSGAGTELSVRAKPS
Muto4 SEQID NO : EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQWFR
(Mut81+TS2N) 85 GAGPGRELIYRQKEGHFPRVTTVSDNTKRNNMDFSIRIGN
INPADAGTY YCVKFRKGSPDDVEFKSGAGTELSVRAKPS
Mut9s SEQID NO : EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQWFR
(Mut81+TS2E) %6 GAGPGRELIYRQKEGHFPRVTTVSDNTKRNNMDFSIRIGN
IEPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
Mut97 SEQID NO : EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQWFR
(Mut81+T82G) g7 GAGPGRELIYRQKEGHFPRVTTVSDNTKRNNMDFSIRIGN
IGPADAGTY YCVKFRKGSPDDVEFKSGAGTELSVRAKPS
Mut98 SEQID NO : EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQWFR
(Mut81+TS2H) 28 GAGPGRELIYRQKEGHFPRVTTVSDNTKRNNMDFSIRIGN
ITHPADAGTY YCVKFRKGSPDDVEFKSGAGTELSVRAKPS
Mut99 SEQID NO : EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQWFR
(Mut81+T82L) 29 GAGPGRELIYRQKEGHFPRVTTVSDNTKRNNMDFSIRIGN
ILPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
Mut100 SEQID NO : EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQWFR
(Mut81+T820) 90 GAGPGRELIYRQKEGHFPRVTTVSDNTKRNNMDFSIRIGN
ITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS
Mut105 SEQID NO : EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQWFR
(Mut81+T82V) o1 GAGPGRELIYRQKEGHFPRVTTVSDNTKRNNMDFSIRIGN

IVPADAGTY YCVKFRKGSPDDVEFKSGAGTELSVRAKPS
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R

3 it

Frol&s

Mut107
(Mut81+T82Y)

SEQID NO :

92

EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQWFR
GAGPGRELIYRQKEGHFPRVTTVSDNTKRNNMDESIRIGN
ITYPADAGTY YCVKFRKGSPDDVEFKSGAGTELSVRAKPS

Mutl39
(Mut113+T82H)

SEQID NO :

93

EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGPIQW
FRGAGPGRELIYRQKEGHFPRVTTVSDNTQRNNMDEFSI
RIGNIHPADAGTYYCVKFRKGSPDDVEFKSGAGTELSV
RAKPS

Mutl141
(Mut113+T82V)

SEQID NO :

94

EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGPIQW
FRGAGPGRELIYRQKEGHFPRVTTVSDNTQRNNMDEFSI
RIGNIVPADAGTYYCVKFRKGSPDDVEFKSGAGTELSV
RAKPS

Mut142
(Mut114+T82G)

SEQID NO :

95

EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGPIQW
FRGAGPGRELIYRQKEGHFPRVTTVSDNTLRNNMDESIR
IGNIGPADAGTY YCVKFRKGSPDDVEFKSGAGTELSVR
AKPS

Mutl146
(Mut117+T82G)

SEQID NO :

96

EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGPIQW
FRGAGPGRELIYRQKEGHFPRVTTVSDNTIRNNMDEFSIR
IGNIGPADAGTY YCVKFRKGSPDDVEFKSGAGTELSVR
AKPS

Mut92-Fc¢

SEQID NO :

97

EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQW
FRGAGPGRELIYRQKEGHFPRVTTVSDNTKRNNMDFSI
RIGNIFPADAGTYYCVKFRKGSPDDVEFKSGAGTELSV
RAKPS
DKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMISRTPEVTC
VVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYAST
YRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISK
AKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIA
VEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRW
QQGNVESCSVMHEALHNHYTQKSLSLSPG

Mut93-Fc

SEQID NO :

98

EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQW
FRGAGPGRELIYRQKEGHFPRVTTVSDNTKRNNMDFSI
RIGNIDPADAGTYYCVKFRKGSPDDVEFKSGAGTELSV
RAKPS
DKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMISRTPEVTC
VVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYAST
YRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISK
AKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIA
VEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRW
QQGNVESCSVMHEALHNHYTQKSLSLSPG

Mut94-Fc

SEQID NO :

99

EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQW
FRGAGPGRELIYRQKEGHFPRVTTVSDNTKRNNMDFSI

111141360
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ST 3 it FPAl&Es:
RIGNINPADAGTYYCVKFRKGSPDDVEFKSGAGTELSV
RAKPS
DKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMISRTPEVTC
VVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYAST
YRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISK
AKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIA
VEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRW
QQGNVESCSVMHEALHNHYTQKSLSLSPG
EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQW
FRGAGPGRELIYRQKEGHFPRVTTVSDNTKRNNMDFSI
RIGNIEPADAGTYYCVKFRKGSPDDVEFKSGAGTELSYV
RAKPS
SEQID NO : DKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMISRTPEVTC
100 VVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYAST
YRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISK
AKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIA
VEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRW
QQGNVESCSVMHEALHNHYTQKSLSLSPG

EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQW
FRGAGPGRELIYRQKEGHFPRVTTVSDNTKRNNMDFSI
RIGNIGPADAGTYYCVKFRKGSPDDVEFKSGAGTELSV
RAKPS
SEQID NO ' DKTHTCPPCPAPEA AGAPSVFLFPPKPKDTLMISRTPEVTC
101 VVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYAST
YRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISK
AKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIA
VEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRW
QQGNVFSCSVMHEALHNHYTQKSLSLSPG
EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQW

FRGAGPGRELIYRQKEGHFPRVTTVSDNTKRNNMDFSI
RIGNIHPADAGTYYCVKFRKGSPDDVEFKSGAGTELSV
RAKPS
SEQID NO : DKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMISRTPEVTC
102 VVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYAST
YRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISK
AKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIA
VEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRW
QQGNVESCSVMHEALHNHYTQKSLSLSPG

EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQW
FRGAGPGRELIYRQKEGHFPRVTTVSDNTKRNNMDFSI
SEQID NO : RIGNILPADAGTYYCVKFRKGSPDDVEFKSGAGTELSV
Mut99-Fc RAKPS

103 DKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMISRTPEVTC
VVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYAST
YRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISK

5555 H > #k 65 H(EWRRAE)

Mut95-Fc¢

Mut97-Fc

Mut98-Fc¢
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g 7 5 dhis EI=E
AKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIA
VEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRW
QQGNVFSCSVMHEALHNHYTQKSLSLSPG
EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQW

FRGAGPGRELIYRQKEGHFPRVTTVSDNTKRNNMDFSI
RIGNITPADA GTYYCVKFRKGSPDDVEFKSGAGTELSV
RAKPS
SEQID NO : DKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMISRTPEVTC
104 VVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYAST
YRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISK
AKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIA
VEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRW
QQGNVFSCSVMHEALHNHYTQKSLSLSPG
EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQW
FRGAGPGRELIYRQKEGHFPRVTTVSDNTKRNNMDFSI
RIGNIVPADAGTYYCVKFRKGSPDDVEFKSGAGTELSV
RAKPS
SEQID NO : DKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMISRTPEVTC
105 VVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYAST
YRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISK
AKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIA
VEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRW
QQGNVFSCSVMHEALHNHYTQKSLSLSPG
EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGPIQW
FRGAGPGRELIYRQKEGHFPRVTTVSDNTKRNNMDFSI
RIGNIYPADAGTYYCVKFRKGSPDDVEFKSGAGTELSV
RAKPS
SEQID NO : DKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMISRTPEVTC
106 VVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYAST
YRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISK
AKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIA
VEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRW
QQGNVFSCSVMHEALHNHYTQKSLSLSPG
EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGPIQ
WFRGAGPGRELIYRQKEGHFPRVTTVSDNTQRNNM
DFSIRIGNIHPADAGTYYCVKFRKGSPDDVEFKSGAG
SEQIDNO : TELSVRAKPS
107 DKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMISRTPEV
TCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQ
YASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPI
EKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVK

Mut100-Fc

Mut105-Fc

Mut107-Fc

Mut139-Fc

556 H > 4k 65 H(EWRRAE)
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T 4Rl
ﬁ‘z?ﬁ

3 it

Frol&s

GFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSK
LTVDKSRWQQGNVFESCSVMHEALHNHYTQKSLSLSPG

Mut141-Fc

SEQID NO :

108

EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGPIQ
WFRGAGPGRELIYRQKEGHFPRVTTVSDNTQRNNM
DFSIRIGNIVPADAGTYYCVKFRKGSPDDVEFKSGAG
TELSVRAKPS
DKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMISRTPEV
TCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQ
YASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPI
EKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVK
GFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSK
LTVDKSRWQQGNVFESCSVMHEALHNHYTQKSLSLSPG

Mut142-Fc

SEQID NO :

109

EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGPIQ
WFRGAGPGRELIYRQKEGHFPRVTTVSDNTLRNNM
DFSIRIGNIGPADAGTYYCVKFRKGSPDDVEFKSGAG
TELSVRAKPS
DKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMISRTPEV
TCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQ
YASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPI
EKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVK
GFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSK
LTVDKSRWQQGNVFESCSVMHEALHNHYTQKSLSLSPG

Mutl146-Fc

SEQID NO :

110

EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGPIQ
WFRGAGPGRELIYRQKEGHFPRVTTVSDNTIRNNMD
FSIRIGNIGPADAGTYYCVKFRKGSPDDVEFKSGAGT
ELSVRAKPS
DKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMISRTPEV
TCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQ
YASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPI
EKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVK
GFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSK

LTVDKSRWQQGNVFESCSVMHEALHNHYTQKSLSLSPG

[0130] ZR{IEHES2 -

HEMut92-Fc ~

Mut99-Fc¢ -~

Mut139-Fc ~

Mut100-Fc ~

Mut141-Fc ~

{EAYSIRPa-Fef & 8 H #E

111141360

FEHESE A0202

Mut93-Fc -~

FExpi293Fa{ExpiCHO 245 i 4L 22 E T

Mut94-Fc ~ Mut95-Fc ~ Mut97-Fc ~ Mut98-Fc ~

Mut105-FcAIMut107-Fc’E #BExpi293F £:45 37

Mut142-FcF1Mut146-FciEBExpiCHO 2.4 7238 - i

TEHEEZ - EHREE (A280/14)
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Aot > @{LRAISIRPa-FeR G EEHHIME & - HTRNEHEE - EHR
FERAEEE Ry &2 RR18 -
[0131] %18 SIRPa-Feffiz2E HHIRRHI AT

. EHEE | HH SEC | EOEE
ﬁz‘ifé

(mg/L) gy (mg/mL)
Mut92-Fc 16.3 97.866% 1.03
Mut93-Fc 48.7 98.266% 1.98
Mut94-Fc 64.0 97.704% 1.72
Mut95-Fc 53.5 97.920% 3.38
Mut97-Fc 64.3 97.770% 4.06
Mut98-Fc 53.5 97.812% 2.18
Mut99-Fc 38.3 98.104% 2.42
Mut100-Fc 40.7 97.766% 1.32
Mut105-Fc 44.8 97.210% 2.46
Mut107-Fc 20.3 98.106% 0.92
Mut139-Fc 188.3 91.768% 5.58
Mutl41-Fc 141.7 94.182% 3.70
Mut142-Fc 193.3 93.930% 5.88
Mutl46-Fc 158.3 93.527% 4.35

[0132] FAMLIERHH4 - FIAFEEFILIR (SPR) g HISIRPa-Fegi& &
HEICDATEE RN NIEERNFT TR - R e00A L EEA{CSIRPa-Feff & & 1 Bl
hCD47 ECD-mFcHYRFI 1B B A AUs H TTI621 -

[0133) 3219 SPRAGH|ISIRPa-Fegil-&2E [ BIhCD47 ECD-mFcHy 1 17

SIRPa-Fc gl &% H ka (1/Ms) kd (1/s) KD (M)
Mut81-Fc 1.06E+06 2.33E-04 2.20E-10
Mut92-Fc 9.23E+05 2.63E-04 2.85E-10
Mut93-Fc 9.70E+05 2.35E-04 2.42E-10
Mut94-Fc 9.06E+05 2.30E-04 2.54E-10
Mut95-Fc 9.61E+05 2.41E-04 2.50E-10
Mut97-Fc 9.19E+05 2.27E-04 2.47E-10
Mut98-Fc 9.41E+05 2.45E-04 2.60E-10
Mut99-Fc 9.98E+05 2.29E-04 2.29E-10

Mut100-Fc 9.32E+05 2.51E-04 2.70E-10
Mut105-Fc 9.60E+05 2.19E-04 2.28E-10
Mut107-Fc 8.59E+05 2.85E-04 3.31E-10

558 H - 4k 65 H(EWRRAE)
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Mut88-Fc 1.11E+06 9.92E-04 8.97E-10
Mut139-Fc 1.14E+06 2.45E-04 2.14E-10
Mut141-Fc 1.16E+06 2.35E-04 2.02E-10
Mut142-Fc 8.99E+05 2.66E-04 2.96E-10
Mut146-Fc 9.82E+05 3.84E-04 3.90E-10

SIRPa V1-Fc 1.76E+05 7.64E-04 4.34E-09
TTI621 2.50E+05 1.19E-03 4.76E-09

[0134] FEIEREHI3C > fgflISIRPa-Feff &2 H #hCD47 ECD-mFcE&E H

GotefE o SERAEIA-ICHIFR207TR » &R aRIH LHEE(ESIRPa-Fefl 5 H

FAhCD47 ECD-mFcH V&S & S BN B A AV TTI621 -

111141360

[0135) 7220 ELISAHEHISIRPa-Fei4%E [ BihCD47 ECD-mFcHy

gE LS
| l:[ /

OD450 nm EHEEOM)
EHEH | 50 10 2 | 04 | 0.08 | 0.016 |0.0032 | 0.00064
Mut81-Fc | 2.157 [2.050(2.096 [2.110| 1.901 | 0.477 | 0.186 | 0.100
Mut92-Fc | 2.158 [2.039[2.175[2.038| 1.115 | 0401 | 0.155 | 0.112
Mut93-Fc | 2.154 [2.059]2.146 [2.020] 1.091 | 0.399 | 0.144 | 0.109
Mut94-Fc | 2.128 [2.099|2.111 [2.073| 1.164 | 0.462 | 0.193 | 0.113
Mut95-Fc | 2.190 [2.175]2.228 [2.090| 1.233 | 0.522 [ 0.217 | 0.119
Mut97-Fc | 2.109 [2.252(2.185[1.874 | 0.946 | 0.345 | 0.143 | 0.120
Mut98-Fc | 2.055 [2.103[2.239[2.266] 1.890 | 0.907 | 0.361 | 0.123
Mut99-Fc | 2.164 [2.138(2.060[2.130| 1.854 | 0.852 | 0.363 | 0.124
SIRPa V1-Fd 1.689 [1.550(1.423[0.882| 0406 | 0.121 | 0.063 | 0.117
TTI621 | 1.852 [1.726[1.545]1.272] 0.748 | 0.228 [ 0.098 | 0.099
FatEEEE | 0.061 | 0.056 | 0.048 | 0.045 | 0.049 | 0.048 | 0.055 | 0.098
Mut81-Fc | 1.931 [1.806|1.867 [1.835] 1.125 | 0.527 | 0.258 | 0.135
Mut100-Fc | 1.952 [1.784[1.989]1.662 | 0.877 | 0.321 | 0.135 | 0.122
Mutl05-Fc | 1.785 | 1.765]1.833[1.859| 1.086 | 0.395 | 0.166 | 0.123
Mut107-Fc | 1.839 [1.876[1.919]1.913] 1.112 | 0.446 | 0.185 | 0.124
SIRPa V1-F¢| 1.431 [1.239]0.973]0.775] 0.367 | 0.136 | 0.077 | 0.117
TTI621 | 1.585 [1.404[1.275]1.094] 0.590 | 0.232 | 0.108 | 0.121
Fe ¥ | 0.046 |0.045(0.039|0.040 | 0.037 | 0.069 | 0.048 | 0.125
Mut88-Fc | 2.007 [2.083[2.250[1.939| 1.466 | 0.643 | 0.247 | 0.091
Mutl139-Fc | 2.062 |2.004[2.120(2.033 | 1.358 | 0.583 | 0.228 | 0.067
Mutl41-Fc | 1.963 | 1.961]2.088]1.957 | 1.383 | 0.603 | 0.380 | 0.081

FEHESE A0202
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Mutl42-Fc | 1.959 [2.010{2.105[2.056 | 1.347 | 0.684 | 0.335 | 0.060
Mutl46-Fc | 1.929 [2.137[2.246(2.084 | 1.187 | 0.531 | 0.277 | 0.061
SIRPa V1-Fc¢| 1.556 |1.348[1.300|0.864 | 0.400 | 0.143 | 0.061 | 0.057
TTI621 | 1.652 [1.470|1.586]1.300| 0.699 | 0.296 | 0.132 | 0.082
FatEEE | 0.056 | 0.0530.046 | 0.044 | 0.042 | 0.048 | 0.051 | 0.067

[0136] ZRLIEHEGISA - A MAZESR (FACS) @MlISIRPa-Feffi 2 H
EAAERsE iE M - $ERAE 10A-10CFIR21 AR > 45 R ERIH LHEE (LSIRPa-
Feftie 28 5 PllurkatdAEsS o e BT B AR AU TTI621 -

[0137]) 321 FACS#H HISIRPa-Fegi&&E [ BlJurkatf4E& E M

MFI EHREE (M)

E LT 500 100 20 4 0.8 | 0.16 | 0.032 | 0.0064
Mut81-Fc 5405 | 5316 | 5236 | 5179 | 4794 | 1342 | 421 36
Mut92-Fc 5248 | 5368 | 5278 | 5217 | 4284 [ 1045 | 306 66
Mut93-Fc 5225 | 5030 | 5030 | 5105 | 4464 | 1076 | 393 36
Mut94-Fc 5204 | 5158 | 5152 | 5142 | 4120] 957 | 372 36
Mut95-Fc 5421 5265 | 5233 | 5209 | 4177 | 1138 | 334 34
Mut97-Fc 5456 | 5117 | 5323 | 5218 | 4517 | 1128 | 459 34
Mut98-Fc 5486 | 5260 | 5229 | 5224 | 4523|1203 | 394 35
Mut99-Fc 5281 5394 | 5330 | 5272 | 4208 | 1109 | 458 34
SIRPa V1-Fc 2012 1231 543 214 | 88 47 36 33
TTI621 2759 1981 1255 | 758 | 392 | 165 72 35
S aLE 121 52 36 35 34 34 31 33
Mut81-Fc 5957 | 5738 | 5583 | 5551 | 5319 | 2468 | 755 48
Mut100-Fc 5547 | 5514 | 5506 | 5398 | 4605 | 1633 | 484 42
Mut105-Fc 5582 | 5519 | 5430 | 5314 | 5307 | 2763 | 850 39
Mut107-Fc 5469 | 5421 | 5424 | 5324 | 4980 | 1904 | 584 39
SIRPa V1-Fc 2020 | 1240 606 227 | 94 53 39 36
TTI621 2596 1943 1190 | 694 | 372 | 157 75 38
S aLE 134 53 42 36 38 36 35 33
Mut88-Fc 5300 | 5083 | 4986 | 4932 | 4586 | 1268 | 463 37
Mut139-Fc 5630 | 5405 | 5318 | 5337 | 4590 | 1521 | 514 36
Mut141-Fc 5780 | 5494 | 5365 | 5380 | 4479 | 1616 | 493 34
Mut142-Fc 5733 | 5441 | 5424 | 5337 | 4222 | 1394 | 333 34
Mut146-Fc 5607 | 5469 | 5366 | 5349 | 4399 | 1635 | 527 33
SIRPa V1-Fc 2478 1322 576 211 90 47 36 30

%60 H - 4k 65 H(ZWRRAE)
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TTI621 2928 2184 1360 | 792 | 429 | 173 73 31
[EqER T 178 66 39 35 33 33 31 29

[0138] FHEpN9 BAISIRPa-FeRlS E H /M BRI S BRI TR E R

[0139] PBMCHIEREFFHIHE - BER37TC/KIAPENR - LIEasySep™

Buffer (% Stemcell » &5%20144 ) EHBFPBMC » DL300xgik (.57 8815 » &
2 EER - LB EMH (FEE Miltenyi Biotec » &57130-096-537) &
SESLZAIN > AELAthM-CSF (EEER&D systems » £155216-MC-100) #7251
b BRI —X - 2B ERUEEEERAMREEN -

[0140] KiRajidHAI/: T- 755 BRI AET & 2 Ix10°4HA/mL - B0 bx
A FIPBS (JEEHyclone - E5ESH30256.01) FilfdZX » et # s
B 1x10%4HRf/mL o DL CellTrace™ Violet ( B HThermo Fisher » &55C34557 ) ¥
RajigliffiE{ T4 - $% G5 % » LACellTrace™ Far Red ( #%HE Thermo Fisher -
B9RC34572) HEURAMATETAE - K EZATRaji B ERRAHRETZ IRE: T=1:2/
A96F# (M HE Corning - 5573474 ) - BASIRPa-Fefl & H HLEEE 3/ o

[0141] TEEpadH & - M I0APL (JEE Thermo Fisher - &57
P3566) - WESr#E% » #ETREWEA (FACS Canto Plus » fi§EBDAE] ) -
GEHRAIEA-1IBAIR22FTR - RPBIREUEELAIETEAZR ¢ CellTrace™
Violet+ CellTrace™ Far Red+ / CellTrace™ Far Red+ - fR#E4ESE. » SIRPa-Fegl &

EH RSN T BRI AR - B AW BN TTIO2 N /M EH S

[0142] %22 FACSHgHISIRPa-Fefl &2 H 11 EH Y ¥ RajidliiEHy & F H

GG % EHEE(nM)
EH A 6 1.2 0.24 0.048 10.0096 | 0.0019
Mut10-Fc¢ 439 | 37.6 30.9 16.4 3.4 1.3

6l H > 465 H(EWRRAE)
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Mut31-Fc 438 | 382 | 284 15.5 4.0 1.4
Mut33-Fc 435 | 429 | 363 22.1 10.4 2.2
Mut35-Fc 415 | 437 | 31.0 15.0 2.6 1.0
Mut38-Fc 429 | 388 | 313 15.3 3.4 1.3
TTI621 36.2 | 31.6 | 22.0 12.1 2.6 0.8
e 1 S B 1.7 - - - - -
Mut33-Fc 147 | 142 | 143 12.4 7.0 3.4
Mut66-Fc 144 | 15.1 15.1 11.1 5.8 3.2
Mut67-Fc 156 | 152 | 149 13.2 8.2 4.3
Mut68-Fc 154 14 14.8 12.2 5.8 3.7
Mut69-Fc 16.8 | 16.6 | 14.9 12.1 7.2 4.6
TTI621 157 | 148 | 115 6.2 3.9 3.3
S aLE 3.5 - - - - -

[0143] KDLD AL T-755E B AETE 2 Ix10°4HA/mL i 2
friEEA - FIPBS (M EHyclone - E5%SH30256.01 ) JFlkd2X - REHAE A REEH
#2 B 1< 10°4HAf/mL - L CellTrace™ Violet (% Thermo Fisher » £&555C34557 )
HDLDIAAA#E T - $2[EE 504 > DACellTrace™ Far Red (##H Thermo
Fisher » &57C34572 ) ¥ EUGMHAEITLYE o KA ERAYDLD 1 EGHAEFE IR
E:T=1:2i0 A96FLE (i H Corning - &573474) - BASIRPa-FeRl& & H DL K0.04
nM Cetuximab L[] &3/ NI o

[0144] EEREEHR% » mAHAEFAIAPL (IS Thermo Fisher - 557
P3566) - WESo#E1% - TR (FACS Canto Plus » f§HBD/AH] )
&R ANIE 12A-12BAIFR23F77R » SIRPa-Feft & & H AE#H W (¢ A Cetuximab /2
Ez4HAEEDLD 1 4R -

[0145] %23 FACSfgHISIRPa-Fefl & H (2 #EHVE DLD 1 4HREHY &R F

a8

GG % EHEE(nM)
EHXTHE | 20 4 0.8 0.16 | 0.032 | 0.0064 [0.00128 [0.000256[0.0000512

62 H » 4k 65 H(EWRRAE)
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Mut81-Fc | 53.8 | 55.1 56.6 533 49.6 48.7 50.3 51.7 48.9
Mut97-Fc | 54.6 | 56.8 | 555 534 504 50.0 50.8 50.7 51.2
Mut98-Fc | 559 | 55.5 | 56.6 54.1 504 52.5 514 51.1 51.1
Mut99-Fc | 55.6 | 55.0 | 554 53.5 49.7 50.1 50.8 504 50.6
Mutl05-Fc | 54.5 | 56.3 | 554 52.8 50.6 49.1 50.8 50.8 49.2
Cetuximab
(0.04nM )

50.5

Mut98-Fc | 41.8 | 429 | 409 40.1 36.4 334 334 31.5 33.5
Mut99-Fc | 424 | 42.8 | 40.6 41.3 37.1 34.1 33.7 32.8 34.1
Mut139-Fc| 43.1 | 42.0 | 415 393 34.6 33.9 33.8 33.2 32.6
Mut142-Fc| 43.7 | 43.0 | 43.0 41.1 33.7 35.1 34.0 35.2 33.8
Mut146-Fc| 42.3 | 40.0 | 41.8 40.9 359 34.1 33.0 348 35.1
Cetuximab

(0.04 33.9
nM)

[0146] EHEBI10 sHISIRPa-FeRl 28 H /T BRY S ER 4 R AN
[0147] 1fEMNOD-SCID/NE, (496-8/E 1 - fig B LB = EERBhY)
FATAMRAT]) - fUREEES/VIERRER o freEOEI9MREEER AN

90% - ¥ZHEEEE8x10%100 uL ( 1640:matrigel=1:1 - corning > 356237 ) HIEEf&

PEAERNOD-SCID/NESEEr A IR T - /N PHE IR R RGfa 774 - SIRPa-
Fet & EH B © /NEAETHIREE0 ~ 7 ~ 14REEIEEHS30 mg/ke
Trastuzumab$iFE EEH4H © /NEEALT4HER S50 ~ 3 ~ 7 ~ 14 RHEMEF5F10 mg/kg
(A ) - BERAETTAHTEEE0 ~ 7 ~ 14RAEREESSS me/kg (4HKAI2) 5 SIRPa-Fcfl
&8 H M TrastuzumabfiiAa 5 FH4H © #7208 FACWAEEEY) & HAVGREE 2 0 4564
&% o GREIZE/NRIRLE/NEASE - EIE2-3CHIERAEREREAGTE - &/ NElHVfE
FERSTEFE AR EL » RIRERERSTE>2000 mm® > RIEFEIE/ NG, - PR RS TE A E Y
TAFETE  tumor volume = (Iengthxwidth?)/2 » length ZREEEHI R » width By

TRV « BT HIIH%(Tumor growth inhibition rate » TGI1%)ZE 41 N AT
263 B - 65 H(EEHEREAE)
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5 TG1% =(1-TVi/TVvi)x100% > TViigheE REGE G0/ N AV B Refa T4

B TVvigheE REHIRE N R fa T 19ME - IRIRERAE 13A-13BAI

FR24F77 » SIRPa-Fefili& 25 H i Trastuzumab 3 AS A 507 S5 il g AF £
[0148] %24 SIRPa-FcfleEH¥faR A KAV E

SRR - TG1%

ZHFI 1 D7 D10 D14 D17 D21
Trastuzumab H{#&EE R 40 96.75% | 98.02% | 94.53% |89.50% | 87.15%
Mut81-Fc B8 FH4H 2.88% |3.65% |13.83% |8.28% 12.09%
Mut98-Fc B8 FH4H 30.43% | -2.49% | 2.15% | 0.74% | -8.93%
Mut99-Fc B8 FH4H 38.73% | -16.28% | -8.31% |-12.63% |-12.89%

Mut81-Fc fI Trastuzumab HiASHEAHZE | 119.24% | 117.02% | 111.13% | 108.63% | 106.79%

Mut98-Fc fI Trastuzumab HLASHEAHEE | 121.99% | 119.17% | 111.48% | 108.96% | 106.54%

Mut99-Fc fI Trastuzumab HiASHEHEE | 123.63% | 118.43% | 111.52% | 108.79% | 106.95%

4R 2 D6 D10 D13 D17 D20

Trastuzumab FiA2 5 FH4H 78.08% | 89.09% |80.88% |73.17% | 66.14%
Mut139-Fc B FH4H 28.94% | -9.40% |-3.08% |-6.28% |-5.29%
Mut142-Fc B 4R 292% | 16.25% |21.00% |22.14% | 15.66%
Mut146-Fc B8 F4H 3.05% |9.71% |13.86% |17.18% | 13.68%

Mut139-Fc F Trastuzumab HiES Bt 4E | 117.44% | 116.29% | 109.83% | 102.56% | 97.81%

Mut142-Fc F1 Trastuzumab HiESBEFH4E | 115.93% | 105.47% | 100.80% | 95.05% | 92.51%

Mut146-Fc F1 Trastuzumab HiESBEFH4E | 112.75% | 112.32% | 105.45% | 98.34% | 92.86%

CREiED!
[0149] {m

%64 H 465 HEWRRAE)
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(V& EF]

[0150] 4

565 H » 4k 65 H(EWRAE)
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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 nonEnglishFreeTextLanguageCode="zh" dtdVersion="VI_3"
fileName="SR0460. xml" softwareName="WIPO Sequence" softwareVersion="2.1.1"
productionDate="2023-02-20">
<{Applicationldentification>
<IPOfficeCode>CN</IPOfficeCode>
<ApplicationNumberText></ApplicationNumberText>
<FilingDate></FilingDate>
</Applicationldentification>
<ApplicantFileReference>SR0460</ApplicantFileReference>
<EarliestPriorityApplicationldentification>
<IPOfficeCode>CN</IPOfficeCode>
<ApplicationNumberText>CN202111283381. b</ApplicationNumberText>
<FilingDate>2021-11-01</FilingDate>
</EarliestPriorityApplicationldentification>
<ApplicantName languageCode="zh">/x & J& A & ¥ 4 &/, 8] </ApplicantName>
<ApplicantNameLatin>Jiangsu Simcere Pharmaceutical Co.,
Ltd. </ApplicantNameLatin>
<InventorName languageCode="zh">#H %8 % </InventorName>
<{InventorNameLatin>Hu yingying</InventorNameLatin>
<InventionTitle languageCode="zh">SIRPa % %t ¢ & & J& B </InventionTitle>
<SequenceTotalQuantity>110</SequenceTotalQuantity>
<{SequenceData sequencelDNumber="1">
<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="q2">

111141360 FEHESE A0202 HF18 - H7IH(FIIZER) 1123064307-0
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<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGP IQWFRGAGPGREL I YNQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="2">
<INSDSeq>
<INSDSeq_length>118</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. . 118</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q3">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVSVAAGESATLHCTVTSLIPVGPIQWFRGAGPAREL I YNQKEGHFPRVTT
VSESTKRENMDFSTSISNITPADAGTYYCVKFRKGSPDTEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="3">
<INSDSeq>
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<INSDSeq_length>227</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. . 227</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q4">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGV
EVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSREEMTKNQ
VSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVF SCSVMHEALHNHYTQKSLS
LSPGK</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="4">
<INSDSeq>
<INSDSeq_length>118</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. . 118</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
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</INSDQualifier>
<INSDQualifier id="gb">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVSVAAGESAILHCTVTSLIPVGPIQWFRGAGPAREL I YRQKEGHFPRVTT
VSESTKRENMDFSTSISNITPADAGTYYCVKFRKGSPDTEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="5">
<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="q6">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGP IQWFRGAGPGRELIYGQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
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<{SequenceData sequencelDNumber="6">
<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="q7">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="7">
<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>
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</INSDQualifier>
<INSDQualifier id="q8">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGP IQWFRGAGPGREL I YNQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="8">
<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="q9">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YNQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
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<{SequenceData sequencelDNumber="9">
<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="ql0">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGP IQWFRGAGPGREL I YGQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="10">
<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>
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</INSDQualifier>
<INSDQualifier id="qll">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</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="ql2">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YGQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
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<SequenceData sequencelDNumber="12">
<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="ql3">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="13">
<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>
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</INSDQualifier>
<INSDQualifier id="ql4">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGP I TWFRGAGPGRELIYGQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="14">
<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="ql5">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGP I TWFRGAGPGREL I YRQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>

111141360 FEH5E A0202 $£108 - 7B (FRIER) 1123064307-0



1859619 112203 H13H FiigfEiE

<SequenceData sequencelDNumber="15">
<INSDSeq>
<INSDSeq_length>345</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. . 345</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql6">
<INSDQualifier_ name>organism</INSDQualifier_ name>

<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>

</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>EEELQVIQPDKSVSVAAGESAILHCTVTSLIPVGPIQWFRGAGPARELTYNQKEGHFPRVTT
VSESTKRENMDFSISISNITPADAGTYYCVKFRKGSPDTEFKSGAGTELSVRAKPSDKTHTCPPCPAPELLGGPSVFLEP
PKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVS
NKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSF

FLYSKLTVDKSRWQQGNVFSCSVMHEALHNHY TQKSLSLSPGK</ INSDSeq_sequence>

</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="16">
<INSDSeq>
<INSDSeq_length>226</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. . 226</INSDFeature_location>
<INSDFeature_quals>
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<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql7">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>DKTHTCPPCPAPEAAGAPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGV
EVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKT I SKAKGQPREPQVYTLPPSREEMTKNQ
VSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVF SCSVMHEALHNHYTQKSLS
LSPG</INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="17">
<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="ql8">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDATKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="18">
<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="ql9">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDVTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="19">
<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>
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<INSDFeature_location>1. . 119</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>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDPTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="20">
<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="q21">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDMTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="21">
<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="q22">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="22">
<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>
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<INSDFeature_location>1. . 119</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>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDETKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="23">
<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="q24">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDKTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="24">
<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="q25">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDHTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="25">
<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>
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<INSDFeature_location>1. . 119</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>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGP IQWFRGAGPGREL I YGQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="26">
<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="q27">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="27">
<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="q28">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YGQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="28">
<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>
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<INSDFeature_location>1. . 119</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q29">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="29">
<INSDSeq>
<INSDSeq_length>345</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. . 345</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q30">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVSVAAGESAILHCTVTSLIPVGPIQWFRGAGPAREL I YRQKEGHFPRVTT
VSESTKRENMDFSISISNITPADAGTYYCVKFRKGSPDTEFKSGAGTELSVRAKPSDKTHTCPPCPAPELLGGPSVFLFP
PKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVS
NKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSF
FLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="30">
<INSDSeq>
<INSDSeq_length>346</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. . 346</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>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGP IQWFRGAGPGRELIYGQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPELLGGPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="31">
<INSDSeq>
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<INSDSeq_length>346</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. . 346</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q@32">
<INSDQualifier_ name>organism</INSDQualifier_ name>

<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>

</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQWFRGAGPGREL I YRQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPELLGGPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHENAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKT I SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS

FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>

</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="32">
<INSDSeq>
<INSDSeq_length>346</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. . 346</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
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<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q@33">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGP IQWFRGAGPGREL I YNQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPELLGGPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="33">
<INSDSeq>
<INSDSeq_length>346</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. . 346</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q34">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

111141360 FEH5E A0202 58238 H79E(RIER) 1123064307-0



1859619 112203 H13H FiigfEiE

<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YNQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPELLGGPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="34">
<INSDSeq>
<INSDSeq_length>346</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. . 346</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>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGP IQWFRGAGPGREL I YGQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPELLGGPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="35">
<INSDSeq>
<INSDSeq_length>346</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. . 346</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q36">
<INSDQualifier_ name>organism</INSDQualifier_ name>

<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>

</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPELLGGPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHENAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKT I SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS

FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>

</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="36">
<INSDSeq>
<INSDSeq_length>346</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. . 346</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
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</INSDQualifier>
<INSDQualifier id="q37">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YGQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPELLGGPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="37">
<INSDSeq>
<INSDSeq_length>346</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. . 346</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>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPELLGGPSVFLF
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PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="38">
<INSDSeq>
<INSDSeq_length>346</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. . 346</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q@39">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGP I TWFRGAGPGRELIYGQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPELLGGPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="39">
<INSDSeq>
<INSDSeq_length>346</INSDSeq_length>
<INSDSeq_mol type>AA</INSDSeq_mol type>
<INSDSeq_division>PAT</INSDSeq division>

111141360 FEH5E A0202 8278 H79E(RIR) 1123064307-0



1859619 112203 H13H FiigfEiE

<INSDSeq_feature-table>
<INSDFeature>
<INSDFeature_key>source</INSDFeature_key>
<INSDFeature_location>1. . 346</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q40">
<INSDQualifier_ name>organism</INSDQualifier_ name>

<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>

</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPITWFRGAGPGREL I YRQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPELLGGPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHENAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKT I SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS

FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>

</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="40">
<INSDSeq>
<INSDSeq_length>345</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. . 345</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q4l">
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<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDATKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="41">
<INSDSeq>
<INSDSeq_length>345</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. . 345</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q42">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDVTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS

111141360 FEH5E A0202 5298 H79B(RIER) 1123064307-0



1859619 112203 H13H FiigfEiE

FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="42">
<INSDSeq>
<INSDSeq_length>345</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. . 345</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q43">
<INSDQualifier_ name>organism</INSDQualifier_ name>

<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>

</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDPTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHENAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKT I SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS

FFLYSKLTVDKSRWQQGNVFSCSVMHEALHENHYTQKSLSLSPG</ INSDSeq_sequence>

</INSDSeq>

</SequenceData>

<{SequenceData sequencelDNumber="43">
<INSDSeq>
<INSDSeq_length>345</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. . 345</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q44">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDMTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="44">
<INSDSeq>
<INSDSeq_length>345</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. . 345</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q45">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
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<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="45">
<INSDSeq>
<INSDSeq_length>345</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. . 345</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q46">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDETKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG</ INSDSeq_sequence>
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</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="46">
<INSDSeq>
<INSDSeq_length>345</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. . 345</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>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDKTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="47">
<INSDSeq>
<INSDSeq_length>345</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. . 345</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q48">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDHTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="48">
<INSDSeq>
<INSDSeq_length>345</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. . 345</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q49">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
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</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGP IQWFRGAGPGREL I YGQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="49">
<INSDSeq>
<INSDSeq_length>345</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. . 345</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>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG</ INSDSeq_sequence>
</INSDSeq>
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</SequenceData>
<SequenceData sequencelDNumber="50">
<INSDSeq>
<INSDSeq_length>345</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. . 345</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="gbl">
<INSDQualifier_ name>organism</INSDQualifier_ name>

<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>

</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YGQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHENAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKT I SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS

FFLYSKLTVDKSRWQQGNVFSCSVMHEALHENHYTQKSLSLSPG</ INSDSeq_sequence>

</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="51">
<INSDSeq>
<INSDSeq_length>345</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. . 345</INSDFeature_location>

111141360 FEHESE A0202 $365E - H79BE(FIIF)

1123064307-0



1859619 112203 H13H FiigfEiE

<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q@b2">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="52">
<INSDSeq>
<INSDSeq_length>121</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. . 121</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qgb4">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
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</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>QLLFNKTKSVEFTFCNDTVVIPCFVTNMEAQNTTEVYVKWKFKGRD I YTFDGALNKSTVPTD
FSSAKTEVSQLLKGDASLKMDKSDAVSHTGNYTCEVTELTREGET I IELKYRVVSWFSP</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="53">
<INSDSeq>
<INSDSeq_length>340</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. . 340</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="@bb5">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGP IQWFRGAGPGREL I YNQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSAPVVSGPAARATPQHTVSFTCES
HGFSPRDITLKWFKNGNELSDFQTNVDPVGESVSYSTHSTAKVVLTREDVHSQV ICEVAHVTLQGDPLRGTANLSETIRV
PPTLEVTQQPVRAENQVNVTCQVRKFYPQRLQLTWLENGNVSRTETASTVTENKDGTYNWMSWLLVNVSAHRDDVKLTCQ
VEHDGQPAVSKSHDLKVSAHPKEQGSNTAAENTGSNER</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="54">
<INSDSeq>
<INSDSeq_length>339</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. . 339</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>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>

</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>EEELQVIQPDKSVSVAAGESAILHCTVTSLIPVGPIQWFRGAGPARELTYNQKEGHFPRVTT
VSESTKRENMDFSISISNITPADAGTYYCVKFRKGSPDTEFKSGAGTELSVRAKPSAPVVSGPAARATPQHTVSFTCESH
GFSPRDITLKWFKNGNELSDFQTNVDPVGESVSYSTHSTAKVVLTREDVHSQVICEVAHVTLQGDPLRGTANLSETIRVP
PTLEVTQQPVRAENQVNVTCQVRKFYPQRLQLTWLENGNVSRTETASTVTENKDGTYNWMSWLLVNVSAHRDDVKLTCQV

EHDGQPAVSKSHDLKVSAHPKEQGSNTAAENTGSNER</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="55">
<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>
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</INSDQualifier>
<INSDQualifier id="qgb7">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGP IQWFRGAGPGREL I YAQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="56">
<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@b8">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGP IQWFRGAGPGRELIYEQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
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<SequenceData sequencelDNumber="57">
<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@b9">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQWFRGAGPGRELIYFQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="58">
<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>
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</INSDQualifier>
<INSDQualifier id="qg60">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGP IQWFRGAGPGREL I YKQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="59">
<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="qg6l1">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGP IQWFRGAGPGRELIYLQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
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<{SequenceData sequencelDNumber="60">
<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="q62">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGP IQWFRGAGPGREL I YMQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="61">
<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>
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</INSDQualifier>
<INSDQualifier id="qg63">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGP IQWFRGAGPGRELIYQQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="62">
<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="q64">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQWFRGAGPGRELIYTQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
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<{SequenceData sequencelDNumber="63">
<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="qg65">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGP IQWFRGAGPGREL I YWQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="64">
<INSDSeq>
<INSDSeq_length>118</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. . 118</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
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</INSDQualifier>
<INSDQualifier id="qb6">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVSVAAGESATLHCTVTSLIPVGPIQWFRGAGPAREL I YMQKEGHFPRVTT
VSESTKRENMDFSTSISNITPADAGTYYCVKFRKGSPDTEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="65">
<INSDSeq>
<INSDSeq_length>118</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. . 118</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qb67">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVSVAAGESAILHCTVTSLIPVGPIQWFRGAGPAREL I YWQKEGHFPRVTT
VSESTKRENMDFSTSISNITPADAGTYYCVKFRKGSPDTEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
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<{SequenceData sequencelDNumber="66">
<INSDSeq>
<INSDSeq_length>346</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. . 346</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q68">
<INSDQualifier_ name>organism</INSDQualifier_ name>

<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>

</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQWFRGAGPGRELIYAQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPELLGGPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHENAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKT I SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS

FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>

</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="67">
<INSDSeq>
<INSDSeq_length>346</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. . 346</INSDFeature_location>
<INSDFeature_quals>
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<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qg69">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQWFRGAGPGREL I YEQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPELLGGPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHENAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKT I SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS

FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="68">
<INSDSeq>
<INSDSeq_length>346</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. . 346</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q70">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
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</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQWFRGAGPGRELIYFQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPELLGGPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="69">
<INSDSeq>
<INSDSeq_length>346</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. . 346</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>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGP IQWFRGAGPGREL I YKQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPELLGGPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="70">
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<INSDSeq>
<INSDSeq_length>346</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. . 346</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q72">
<INSDQualifier_ name>organism</INSDQualifier_ name>

<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>

</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQWFRGAGPGRELIYLQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPELLGGPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHENAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKT I SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS

FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>

</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="71">
<INSDSeq>
<INSDSeq_length>346</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. . 346</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
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<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q73">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGP IQWFRGAGPGREL I YMQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPELLGGPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="72">
<INSDSeq>
<INSDSeq_length>346</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. . 346</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>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>

111141360 FEH5E A0202 518 H79B(RIR) 1123064307-0



1859619 112203 H13H FiigfEiE

</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGP IQWFRGAGPGRELIYQQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPELLGGPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="73">
<INSDSeq>
<INSDSeq_length>346</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. . 346</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q75">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGPIQWFRGAGPGRELIYTQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPELLGGPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="74">
<INSDSeq>
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<INSDSeq_length>346</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. . 346</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q76">
<INSDQualifier_ name>organism</INSDQualifier_ name>

<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>

</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLIPVGP IQWFRGAGPGREL T YWQKEGHFPRVTT
VSDLTKRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPELLGGPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHENAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKT I SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS

FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>

</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="75">
<INSDSeq>
<INSDSeq_length>345</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. . 345</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
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<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q77">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVSVAAGESATLHCTVTSLIPVGPIQWFRGAGPAREL I YMQKEGHFPRVTT
VSESTKRENMDFSISISNITPADAGTYYCVKFRKGSPDTEFKSGAGTELSVRAKPSDKTHTCPPCPAPELLGGPSVFLFP
PKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVS
NKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSF
FLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="76">
<INSDSeq>
<INSDSeq_length>345</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. . 345</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q78">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
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<INSDSeq_sequence>EEELQVIQPDKSVSVAAGESAILHCTVTSLIPVGPIQWFRGAGPAREL I YWQKEGHFPRVTT
VSESTKRENMDFSISISNITPADAGTYYCVKFRKGSPDTEFKSGAGTELSVRAKPSDKTHTCPPCPAPELLGGPSVFLFP
PKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVS
NKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSF
FLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="77">
<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="q79">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTQRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="78">
<INSDSeq>
<INSDSeq_length>119</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. . 119</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>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTLRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="79">
<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="q81">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
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</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTIRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="80">
<INSDSeq>
<INSDSeq_length>345</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. . 345</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q82">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTQRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="81">
<INSDSeq>
<INSDSeq_length>345</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. . 345</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>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>

</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTLRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHENAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKT I SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS

FFLYSKLTVDKSRWQQGNVFSCSVMHEALHENHYTQKSLSLSPG</ INSDSeq_sequence>

</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="82">
<INSDSeq>
<INSDSeq_length>345</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. . 345</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
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</INSDQualifier>
<INSDQualifier id="q84">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTIRNNMDFSIRIGNITPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="83">
<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="q85">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTKRNNMDFSIRIGNIFPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
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</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="84">
<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="q86">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTKRNNMDFSIRIGNIDPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="85">
<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>
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<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q87">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTKRNNMDFSIRIGNINPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="86">
<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="q88">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTKRNNMDFSIRIGNIEPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
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</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="87">
<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="q89">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTKRNNMDFSIRIGNIGPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="88">
<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>
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<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q90">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTKRNNMDFSIRIGNITHPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="89">
<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="q91">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTKRNNMDFSIRIGNILPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
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</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="90">
<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="q92">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTKRNNMDFSIRIGNIIPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="91">
<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>
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<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q93">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTKRNNMDFSIRIGNIVPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="92">
<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="q9%4">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTKRNNMDFSIRIGNIYPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
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</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="93">
<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="q95">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTQRNNMDFSIRIGNITHPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="94">
<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>
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<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q96">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTQRNNMDFSIRIGNIVPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="95">
<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="q97">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTLRNNMDFSIRIGNIGPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
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</INSDSeq>
</SequenceData>
<SequenceData sequencelDNumber="96">
<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="q98">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTIRNNMDFSIRIGNIGPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPS</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="97">
<INSDSeq>
<INSDSeq_length>345</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. . 345</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
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<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="q99">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTKRNNMDFSIRIGNIFPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="98">
<INSDSeq>
<INSDSeq_length>345</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. . 345</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql00">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
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</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTKRNNMDFSIRIGNIDPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="99">
<INSDSeq>
<INSDSeq_length>345</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. . 345</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>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTKRNNMDFSIRIGNINPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="100">
<INSDSeq>
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<INSDSeq_length>345</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. . 345</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql02">
<INSDQualifier_ name>organism</INSDQualifier_ name>

<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>

</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTKRNNMDFSIRIGNIEPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVEFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHENAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKT I SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS

FFLYSKLTVDKSRWQQGNVFSCSVMHEALHENHYTQKSLSLSPG</ INSDSeq_sequence>

</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="101">
<INSDSeq>
<INSDSeq_length>345</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. . 345</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
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<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql03">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTKRNNMDFSIRIGNIGPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="102">
<INSDSeq>
<INSDSeq_length>345</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. . 345</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>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
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<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTKRNNMDFSIRIGNITHPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="103">
<INSDSeq>
<INSDSeq_length>345</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. . 345</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql0b">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTKRNNMDFSIRIGNILPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="104">
<INSDSeq>
<INSDSeq_length>345</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. . 345</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql06">
<INSDQualifier_ name>organism</INSDQualifier_ name>

<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>

</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTKRNNMDFSIRIGNI IPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVEFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHENAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKT I SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS

FFLYSKLTVDKSRWQQGNVFSCSVMHEALHENHYTQKSLSLSPG</ INSDSeq_sequence>

</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="105">
<INSDSeq>
<INSDSeq_length>345</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. . 345</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
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</INSDQualifier>
<INSDQualifier id="ql07">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTKRNNMDFSIRIGNIVPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="106">
<INSDSeq>
<INSDSeq_length>345</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. . 345</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql08">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLYPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTKRNNMDFSIRIGNIYPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
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PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="107">
<INSDSeq>
<INSDSeq_length>345</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. . 345</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="ql09">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTQRNNMDFSIRIGNITHPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="108">
<INSDSeq>
<INSDSeq_length>345</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. . 345</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>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>

</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>

<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTQRNNMDFSIRIGNIVPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHENAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKT I SKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS

FFLYSKLTVDKSRWQQGNVFSCSVMHEALHENHYTQKSLSLSPG</ INSDSeq_sequence>

</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="109">
<INSDSeq>
<INSDSeq_length>345</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. . 345</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qlll">
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<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTLRNNMDFSIRIGNIGPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG</ INSDSeq_sequence>
</INSDSeq>
</SequenceData>
<{SequenceData sequencelDNumber="110">
<INSDSeq>
<INSDSeq_length>345</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. . 345</INSDFeature_location>
<INSDFeature_quals>
<INSDQualifier>
<INSDQualifier name>mol_type</INSDQualifier_ name>
<INSDQualifier_value>protein</INSDQualifier value>
</INSDQualifier>
<INSDQualifier id="qll2">
<INSDQualifier_ name>organism</INSDQualifier_ name>
<INSDQualifier_ value>synthetic construct</INSDQualifier_ value>
<NonEnglishQualifier value> A X % #|</NonEnglishQualifier value>
</INSDQualifier>
</INSDFeature_quals>
</INSDFeature>
</INSDSeq_feature-table>
<INSDSeq_sequence>EEELQVIQPDKSVLVAAGETATLRCTATSLMPVGP IQWFRGAGPGREL I YRQKEGHFPRVTT
VSDNTIRNNMDFSIRIGNIGPADAGTYYCVKFRKGSPDDVEFKSGAGTELSVRAKPSDKTHTCPPCPAPEAAGAPSVFLF
PPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKV
SNKALPAPIEKTISKAKGQPREPQVYTLPPSREEMTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGS
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FFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPG</ INSDSeq_sequence>
</INSDSeq>

</SequenceData>

</ST26SequenceListing>
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