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R ABIHEESEEAS HSEQ. ID. NO: 1184 E
EPETEE K HSEQ. ID. NO: 1224515 > ik g A 4 1& o

fr—(EAERE IR B S BT BEM T SRS - USSR
£ SEQ. ID. NO. 125 SEQ. ID. NO. 145 SEQ. ID. NO. 16 SEQ. ID.
NO. 18%,SEQ. ID. NO. 20§SEQ. ID. NO. 228;,SEQ. ID. NO. 248 SEQ.
ID. NO. 26§ZSEQ. ID. NO. ZSQ&SEQ. ID. NO. 30@SEQ. ID. NO. 1178;
SEQ. ID. NO. 1198;SEQ. ID. NO. 141 -

1 — (RS HE PR A B A 53 I TR G 3 Y 5 IR - SR
& SEQ. ID. NO. 325;SEQ. ID. NO. 3485 SEQ. ID. NO. 36E;,SEQ. ID.
NO. 1218/SEQ. ID. NO. 123§ZSEQ; ID. NO. 145 -

7E X — R IR R S M TR E G Y SR - RS HERE
£SEQ. ID. NO. 245;SEQ. ID. NO. 285ZSEQ. ID. NO. 30 ; K& EHELL 4

BEN S Z IR EH > %P ERE SSEQ. ID. NO. 32E,SEQ. ID.

NO. 34 -
EH-GERTREEHEE I BTEERE IR EE RS ERA
ZSEQ. ID. NO. 24 ; KEEHEIT M ELE Y SRHE L2 ERE

%15 H(EYERHE)
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4 SEQ. ID. NO. 32 - _
HE - RETREEECA BTN SHER > RSRERE
£SEQ. ID. NO. 117 ; RARTELE4 Bim] SHs88 > S8 8E - %%
4 SEQ. ID. NO. 121 -
R IR EEE ST B EM Y SHES 0 RS NERE
£SEQ. ID. NO. 119 ; FEME4 B Saspl S0 » %%
£ SEQ. ID. NO. 123 -
AR RETREEEE N EEEY SRER  RSRER
@ 5o 1D NO. 141 BERBEHETEEEY SRR > %S
£SEQ. ID. NO. 145 »
HEREET > BURESEOTA S MRS Ao 8 b 5 —
L EEASFRRESET Y E B
T BEESEORTBEREREESR B ERak
Al A — %, 2 [l CDR 5 S 7 505 28 4 0 0 g ] 48 2 it
W . - EEGEHT - AESAELESEEENYBCMA - f£—
BRI » SRS EE O RIS & B ESESYBCMA » i
® & %2 ¥ (cynomolgus macaque) BCMA -
SR LRSS (R E T DU R4 2 B ¢ dAD - Fab -
Fab' « F(ab'), « Fv « S50 « =S5TH - VOHTES - (RSB B AU NGL
}FJB% o
EAB Y —EEET - RESSEAGRELRRSHE  EF
—BERET - BB AL -
TE—(ERSRET > 5B R BRI -

55 16 H(EBHARAE)
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FEAR S Y — AR R (B A ISEQ 1D NO: SSHSEQ ID NO: 59
SSEQ ID NO: 615 FFill B3 2 it -

FEAR S0 > — [EREE PR A B4 WSEQ 1D NO: 635SEQ ID NO: 65
LA B 51 S -

TEA S 2 FI— S5 IR A B F EAEF FISEQ ID NO: 55 B 41SEQ
ID NO: 63 th Hrilt = R4 71l 508 -

15— B HE ) P SR A B A S A B R A B By S
BEEE - B o 7 — B B ] R B 5 2 B T HISEQ 1D
NO 23 RESHFTBESEQ ID NO 31 ¥ S EEABLBE fiEEeE @
E o

B 1 X — B R B S S LT Y B A S B B P 5
454%EH - EEHSEQ ID NO 27 » SEQ ID NO 29 ~ SEQ ID NO 116 + SEQ
ID NO 118 %2SEQ ID NO 1405132—%2@%@‘%?5”&%@813(2 ID NO
31~ SEQ ID NO 120 - SEQ ID NO 122)%SEQ ID NO 144th > — %> g
MEHE -

T RRESESNSET S E AEBCMA - fl
{0 > % Hi Biacore B AR - HEEAEALMTIHA L g @
BCMA : 20 nME(E /N2 B 515 nMELE /N2 SAIES nMEE /A >
HIRIFIE1000 pMR B /M 2 3R 1750500 pMEL T /2 BF1 756400 pMEk
TN IH300 pMELE NLFILILT120 pM - 76 X —EFHIE - 5o
4 15 B DU Bincore i B ML TFHEAI 1745 & A JBBCMA : 1y
100 pMEZLIS00 pM 2 BIZZ AR €I100 pMELLI400 pM= ISR 147100

pPMEEZ]300 pMZ [ - FEAFHY —EEHH + > HIFEESE QMR

5B 17T H(E9REE)

C207578PA.docx
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150 pm= EHI 45 SBCMA -
tr— (8 AR B R o B % B Biacore 8] 5401401 2 44 o

[

fE—RERE O HURAS & 26 BB RO I o 65 & B AJEBCMA
i &5 B g4 BAFF 2/ RAPRILEZBCMA S 2 654 » EPRHRGESES
ZICSOfMHY4I1 nMELAI500 MY BIZ /1 FA401 nMEL4I100 nM Z ST
RE1 IMEZETS0 nMZ RIS RET1 nMEI25 M2 AT/ IA4TS nMER
915 aMZ B - AR X—FRAIP - FURESEAEERERSH
® iBoMAlERBOMA  HERHURESE S ZICSOKETI0 M -
- [EEE A - GRS RS A FIOOEI4.6
o B - |
RRGAELGINASERE THEALa R EARGA RO
I RS A A - RIS E A E A (R L
R R PR ST Y R SRS IS A P AP R
HI - F/HETE AN R T S RIS M SR A - T
314 T B E A A U 2 BB T R (BT CMVBLEY T) RAS B P51 -
O > RSB RERE - A EEIRIURAS R DR
~ DNAFFF] - ARt - RET SR TRERY HES - 15
CRARBNE - RRRB AR UEREDE LETERERE S
B - W HEESEE 2 BEREEEEFTIIEER AR L -
£ PR R P B — R B TR SR R (S P
— G - DY & B A R R L R B S
R - A HEE T PR A B D e A U R 4

55 18 H(EUIRAE)
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EEY o HBEHEE DI (FIMELISAKRIA) 2 &Y P B aE S HEM
RIS HAS T PRESESD - TS BRI cEE L M
FEaES -

BE LR R A N AR ST A R A S Y S R B R R B
RIS R R M ERE - Ol TERHYEpUCRYRIE RS - —iEi
(pUC19) 1% B f & 1% 5 ( #1 40 Amersham(Buckinghamshire, Unitedl
Kingdom)Z(Pharmacia (Uppsala, Sweden))f#5 - 534h » &1 {55 FE A
PO - B R R i BB L IR (A4 4 B M) L5 R 1 > 8k
B E I BENE o PRI - BTN Y B A S R - ¢

FETH B RS 1 (R T A B SR B BB DNA S H > L - 4
TR LB ) — R EEEA B RGN (DHER) - 4t 888 7 51 6 5 B A (S 58 o 1)
(BUAOZ B 42 £ K (BGH)) B pBR T 5 BB 7 (betaglopro) « o
B BB B T E B 2 TS & B ST IS B A -

ISR B FINENT  BEER  WRT - HET - SN
5 R AL T E T SR AR SR Bt R PR S e
WEEDNAEYRER/ DS BRARFRARK - INT 5L B A m
S MEREENDATARELTY - O - A8 BIREEeE> ©
A R - |

REPRRECEE LSRRGS EL 2 GBI BTN
AHIGAE % o 7V P R S LA 7 T R A R 197 E A -
PR - EIE 2R S S TEARSARE (B. Coli)&#k 2 41 Fi 5 1 U e 7 B B
SRS EREGSEE Y LB -

RERBIYURLEEE [ 2 0 B 4T R4 2 R BB 4

5 19 H(BHIRHS)
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5+ BIAINSO « Sp2/0 - CHO (BI4IDGA44) ~ COS « HEK ~ ke 4 (B
{03T3) R B BEREAERE - 40K T CHO R B BE Al k38 - TIHER A
AR e AR DB RS T - 0 WA M A
% - EEHEALBYE T A REREL - B GRRENES
MRS FiERERTEM - fl4 » £ HSambrook % A » #1 £ FTS
}Eﬁ o

T R 45 4 BT 2 T A 5 B A Fab o B S MO 2 15

4HFE(FIA - £ FLPlickthun, A., Immunol. Rev., 130:151-188(1992)) £
@ T RS G R R R B R R Y YR
SIRMEIE LT + SO B LIRSS 72 SR B 4R B B P 2
~ (B Fab - BHABERES Y 5 FRUEREBYRES > 1I%
W RSB Y - SR B AIS S T IER EE E h R
B AR - BIA - W B N S AR H S
o B AR« 1 L7 R A SR RS B ST AR B (B, Subtilis) + S
Bi(Streptomyces) + ELAIE (bacilli) B shAN I 1.2 & WG 1% -
TS 5 P TR A A R L B R S ()
@ i (Drosophila) 835 B (Lepidoptera)) & s 55 2 5N 7 Fi e i
FUBE - B4 0 £ B Miller ¥ A > Genetic Engineering, 8:277-298,
Plenum Press(1986) B Fi5 | Fl 2 &% 30t -

TSR Y — MR B A SIS T IR 2 T A R
7 L 2 A R A 5 T 5 P AN 0 0 B T 8 A -
o AREREAEGEMERETE - BEBRRE R ER R
B AR — B - ENVATRRIE R R (R T R - BRI

55 20 H(BUHRBE)
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K EREB T - SEIR T R B A L) SR PN (b R 5 T R
BEED - SR ARELERIE T A L IEREA R - fla - &
g B MU R ALFAWO 99/58679 WO 96/16990 1 -

| EEREEAEAZE LT EEEEESY T YRR - I
MSEEIMAIE4,873,3 1658 RFTIL - Bhihis 6 FI SRS TS 6 BLE) T 25
24 EUEER SR EZEE TOA LG - S B
HAPELYEEEED -

EASAY S REEEEBEIBY T R Enane
A S U A R/ Y L Y i g @
B P S8 -

FRUE AR BT + 3R B A 5 & AJE BCMA S o 3 3 e > 5 855 51
BCMAH B > 53% » Sk B THE -

LRI E Y

HR L O I AR G B T

R¥SS—RE - HRANCEAHYE SMREIAICHO) ;

R B E B E R E AR B R Y R T RSB
(o) 75 3 4HE ¢

B 25 B () FR B 4 0B

FERBIE ARG BREDEREE N ARER B EN
SMELE - BRI E AT E FIELISAS K R A SHEH BB BCMA ¥ S o 2 B
ey o BAN » 1E BN B PR IE DL S B B P e (R
T EEIE T R0 2 BT+ JR T A A B A1 3 SR B S AR

BB PR RS ES R I A BT S T EER AN Y A

%21 HEHRAHE)
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 EEERY > B R EVGE HIER R A R K B E  — R ERIR LD
DIsR%E - s EAERE KNG %XQ%T%%gZ’dL?%FﬁﬁW(Wﬁlﬂ%ﬂlﬁ)
EEAEGINEE—REE2E—REIEFIB—X)

ARG ~EEREPEEEEE VP —EERa QEMAME
EELEEE S T AR Bl EH T ZRR S SRR AT AZHURES
AEOTEE Y SRERAE—SESEBARAZENEESES
TR SR ER > NETEEMEREEESE—(ARHASHFHZEHER
E_EEHAREZEHE - fla > F-EEREMNT  S—ERREEEE
O irusrErEaETErREAENLERTEEEYHIE
AR EBECEENSRER > BE-SPRESE_S  RE_SE2REER
it A S E A E & 2 BRAE %ET@:— B EEER YRGS
B RENSHER > flU - ZE—RESE2HEBEESEQ. ID. NO:
5657SEQ. ID. NO: 6057SEQ. ID. NO: 627 Bf > SR EMHE —EHa
B E4RIEEESEQ. ID. NO: 645,SEQ. ID. NO: 66 7 ¥ 7 L2 H K -
EARZHZ S—EHA TRt EEHRE s CBEE(LE AL - #%
HEas—NLERRE  ZERREFBUAFFAERNEE LT
® NEEBENEEZNESES R B EHE R /EHE - Fl0 - h%EE 4
| A AEEERE E— BB R REEE S ZEE > fIUZE—HESR
FEE 5 SEQ. ID. NO: 558(SEQ. ID. NO: 598 SEQ. ID. NO: 61 B E
5 ER A ERSHE > B 4NERSESEQ ID NO: 63E(SEQ. ID. NO: 65  f£—
BHEE Bt % E— 5 BE TS ESEQ. ID. NO: S5 EH H 5 —#E
RISEHE - FIHIERHESEQ ID NO: 63 »
AR 2 B —FHEH] iR AT A S A T4 - H

!

55 22 H(EHRRHE)
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AR EAZ AR - BIaE 3 AR AT A B A - LSRR BHIaE
CHOZENSO -

EARHZ S—BHRIITREEERFIAAZHEaEERZ
MENEERENERZREE R BN % - %%755%@@75%%%(%
I MF R R E) P HPRE T 5 -

EARZFHZ H—FHAI T RAEE R AFEHT % Pz
HRESAZNEBZENEEREKE —DSUILEEDIS%IEFE AL
98%IEE K) °

ER—EEAITREAEENESESEORBE P HEZ o HE 2B ®

TEARFHZ 55— B MBI H2 L 80 5> B4 (kit-of-parts) » & 8 [F] &
FERASE — M AP A & HHEEY) -

AFUERE 2 REBR T AFEEIBEAEEEZ T MBEERE -
AEHARECEO R BEESY L HETARELERLE - IEET
(s.c.) ~ &N ~ KERRAERER ~ PR G.m)EERFAIRAG.v.) - FE—E L
BT > ARWEHIREEE D GEREIRN A THRE -

T ARIRFERUERBEESY > A EREEREMER ¢

EFREE LT BRI EE S ARRREE SRS - £—EEREIT
AZHBRHG2EFEANIHNZPAZ 2B REESEA K EERIER
AR - EEEEE T > ZBZRNAREEHEpHT & - F—EE
HEGlE > AR IR Y A M a A R B EE LTS Y BBl A
FPNFEEEEQZARRILRER - E— BT - BB S
R o ETERF S RE/K LB o BI400.9% K ~ 0.3%H BrBs RS 40 4E - |

56 23 H(BURREE)
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EZEFFTREHTESRE KA EBUYE - w580 H2ARBE B0
(BIABE)HZ ERREEBE - HEV T2 A BT EHERERE 2 B
ER#EZZEEYIE o FIMpHHAME R EEME - AFWFEESED
FHBERLY T ZRETAREEEE > BILEEITEY0S%UTEE
BREDVRYI%ESEIS%I20% » A FEENREERE - JEEER

12 PR JE 1 B AR T 2R B B o
AL > AR HERAEE AR EE S 22 H 4250 mLiE
B PR A (Ringer's solution) 241 mgZE 4930 mgE5 mgZE 425 mgA
® ZVIRGEEED/ ML RIAR - HRNEE TS FEBREHEEZEE
03 7% B 1 35 BVE I TH B 9iT & B B A B E R LB S 4 St RE R R (B4
Remington's Pharmaceutical Science @ £515k% > Mack Publishing 2 =] »
- Easton, Pennsylvania™ « BRSNS A BRIk KRR 2 B R&S 5 B H R
Yy 7 Bl {% » 2 B Lasmar U K Parkins D " The Formulation of
Biopharmaceutical products | > Pharma.Sci.Tech.today > 55 129-137H >
% 3% (2000424 53 H) ; Wang, W T Instability, stabilisation and
formulation' of liquid protein pharmaceuticalsq » Int. J. Pharm 185
' (1999) 129-188; Stability of.ProAtein Pharmaceuticals Part A and B > 4F%8§
Ahern T.J., Manning M.C., New York, NY: Plenum Press (1992) ; Akers,
M.J. T Excipient-Drug interactions in Parenteral Formulations‘ 10
J.Pharm Sci 91 (2002) 2283-2300; Imamura, K% A - " Effects of types of
sugar on stabilization of Protein in the dried state ;> J Pharm Sci 92
(2003) 266-274; Izutsu, Kkojima, S. [ Excipient crystalinity and its

protein-structure-stabilizing effect during freeze-drying ; > J Pharm.

55 24 H(RUSHAE)
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Pharmacol, 54 (2002) 1033-1039; Johnson, R, " Mannitol-sucrose
mixtures- versatile formulations for protein lyophilization ,» J. Pharm.
Sci, 91 (2002) 914-922 ; J Ha, E Wang W, Wang Y.j. | Peroxide
formation in polysorbate 80 and protein stability , » J. Pharm Sci, 91,
2252-2264, (2002) » 3% STk & BP9 2 LAS] T 24 A A S o H BT
SHIEE -

E—EEHEIF » AEEHEFERIE 2 B 52 8B 20 7] DB 7 B2l

FHE - MERE WHESITE RSN EEE SFAREE - RIEEE
RERASEANAEZEERE Pl BEEHETELT@EA 490.1 e
mg/kg ££J20 mg/kg > FILI41 mg/kg2 420 mg/kg » FIA1L10 mg/kg®
4920 mg/kgB B M4T1 mg/kg E4LY15 mg/kg » FIAILY10 mg/kg E4Y15
mg/kg © RERCEFEANF ZENLE TR - SLEEIPTE R »
BIE AL TEENRN  €0.1 mgZE4L1000 mg > FI14J0.1 mgZE4J500
mg + FIAI£I500 mg » FIAILI0.1 mgELI100 mg » FL0.1 mgZE4I80
mg > B470.1 mgZ&J60 mg > Hi&J0.1 mgF 440 mg > EHIAEY1 mgE LY
100 mg » &1 mgE &S50 mgREHPIRG EED » EIRKGHE - f
SR ~ SERERR ISR AL - =R - W DU E R B P R R B R ®
EfRRE R LA E -

A RECEQREHETEFEANEESE T E
e CERIEEITHE AR EREGERAFSRAENCA Z R K ERE
AT

Eﬁéﬁ%Z%‘%%qjﬁ%f i PR B T 2 N A SRR it B R S A
El o

2 25 H(EHHEE)

C207578PA.docx
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ATy (PR A A SR HESER 0 1A
FOARUERR MRS BB - SR BRI LR R ERR A
A& Y EEREARENE Y IAX LR EEEEaZ S -

EABHT —EERAT - REAE BT BEYE > BAAH
o RS R G S EBCMAY MEEAEN - £ BERT - R
SEOGGIEBIYZ 5 -

AR Y SR RRNA RS EARECEE » AR
SR DL 2 BAE 7 S S A B A 2 R S B A R S

® o suimmmon  BEKEREMFBCLL - JES SIS RS
BT - WEIVAT % 5 Ve B BEAI (Smoldering multiple myeloma) ~ BRI
B PR ER B (5 25 (MGUS) -~ FIIr M 4S AR (8 ~ BASD) + HE 8848
SHELEE(LPL) ~ 2 [ E Bk [ [ (Waldenstrom's Macroglobulinemia) -
o 40 L LS RS MM R SR M (AL) - BN - 2 S IERE
(SLE) ~ POEMSSEE (B BE /BT {0 1 & BT « T8 R IEDASREE S ME - 5548
B © 5 I B FEIR BE(Goodpasture's syndrome) ~ 5 8 1 /M
/D B R (ITP) ~ S PEE/NERE S « KA 8 R R R R A

O ismm o EEBOMAR B IE I T 4 & K M E A (Non-
Hodgkin's Lymphoma)B 48 £ 11758 5521 £ 42 £% 34K E A (HL) SR B8 2 4k B
SRR S RBEY PRI EAER 0 EPRTAEanREER
AR AN E Y WAL E S B LS -

B HERE T 45 5 BT 5 15 /40 SRR B 1 R (R e BT ) R A P/
Se T IR~ E99) » K0 BT AR B 4B I Mk s T TR 2 7 %
0 EIRALRR G A E A BRI Y 5 -

55 26 H(ZIIHRHED)

C207578PA.docx
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PR AR P o BRSO R DL AR B ¢ % B 1 B T
(MM) 1@ HEME B 5 M (CLL) ~ JLI A AMAaRI (- B840) - ZE B R
% B i -

EARHY —[ERED > ZERGSBETEY RS S
BERI(SMM) LI 7 14 S5 BRI O ~ B0 -

RS HY —ERERET - SBR RS S -

ARSI —(EASKET » 2 (h e S W4T BEIRE (SLE) -

FEAR B —(ERERED » BB (R 8 M /M) e S BB (LTP) -

TRAB A0 2R SR IR B RS & B 7 BB A DUA A S i e . @
Pt B b R - | | |

Bl > ARSI — (R D B AR S R A 2 B 1 I
P28 S T S5 4 6 (1S B2 I67) BCMA B i B BATF % APRILRS > 4 77
(EFEA R B B e Bl -

ARG 55— B IR A B LR AE & E A F R G
B DT > R B A B SR A ¢ R B
% - BB - 5 BT O -

ERBHY BT REN AR EE S B AN o @
B DT 2 s B A M R SR Y A © SRR
(MM) ~ 18 ¥ HFE2 B8 19 1 5 (CLL) ~ 3 52 00 2 B P9 Rl 3R 6 1 o 2
(MGUS) ~ JBI#A%Y % 85 B BRI (SMM) - T S IR - BBAD) - 2
RERES M « FSMEERGEEAL « SRR - 25T RE
(SLE) ~ POEMSIE BB/ B H L Ve BB - TR RIIELA R E (5 fE - 4888
VIR TR AR R R A M M MR S (ITP) - ST

527 H(HHREE)
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INERE R - REEE RERMEEFEREREREERLRRE - E5BCMA

FRZEEAEAESRREEEAMRREEEELH HEHEQEEE

Z R T EER 0 HP@ AR BERESFEEUEZAAR

SRTRE S EQ Z TR -

E—AEET  AEPARGEEAEHNESESEGNETRERE

R PR R BEASY) - HANGRETEEEUR ER

¥ 1EIMERRE - S EMERE (R B RS B DL T Z hui SR i

B FIREAE © ZEMFEEMM) - BERERAMRFCLL) - BE

® KU BARNEIRE DR & MGUS) ~ fIRE 2 81405 B (SMM) ~ 1L

MEAEAIRERE (F ~ BESL) ~ EREREEIE - FEEEBRHEMEAL - &=

BEPRTS © & 5 ME4IBTIRYE (SLE) - POEMSEREE/ BB LIEF 3 - AR

IE2 B & H ME iﬁ%‘)ﬂﬂ%ﬁ? s T IR HT R ROE R ~ S MR/ MEUR

DM EREATP) - &MEB/NRE X - RIEE REREEREREREXE

MR EFIE - EABCMARE M IFAIHERMKEE R MR NEEE

AHHBEHEABREZZ PRNBZ EMER - EhZTAEaRZE
EREEEAUEBZ WA ATIREGEL Z 5 -

FEASHZ BB REGEEBRUTERZIABBEEZT

% EECRMERIE X - 1EBRE - SREE S REEPTR E

M B RERER  Z T EEEREAERANE Z N ARSHT A

NMESESEAZSE > il REaEREEBENMESEARNTEZ

FEREEIEZ NBEEZ % - EARBHZ S — B PR ATIE

BPRFESSES  HANGEEEUT ZHREN SRR TEZRRA

HRIE © ZEMFEREMM) ~ BHEMRERE MH(CLL) » BERARPZE

5 28 H(HURUE)
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PRNTEBRE B 2 (MGUS) ~ R EL 2% 88 M8 B8 (SMM) - 12 M35 41 i
(- B8N EREREOME - FEERN M (AL) - EHEER -
= B ME4ALBEIRIE (SLE) ~ POEMSE(R B/ BB (LM B - 18 R IIAL S5k
EOME - SELBR - AT E R - MM /R D MR
(TP) ~ =EE/NRE X - REE RIER M FRIE KRB E M AR g
f# ~ RABCMARBE ZALIIF A KOKEM R A% » EFREEY
BHEABRAELETRNREZEMER > EPZ A0 a8REaaR
NARHTIFE G EO AR E LIy B HA 2 BREBEEAYNS
B . ®

FEX —B F Bl F R Ha ELHMEEEMM NEBEYH
A

ARIFTHIMTEE TEEL TEBE, R TER AERER - BB
HEHHAIGCEBEETEYBEFE Y BB 410 - EhRSBT
Z A R T 5 40 B AR ) BR34BT -
SCRTH RN Z E RN EER A BN - BRI EAR S S EiEEs
ZHHRE o IR A IR BOR B R AR 2 RSN R Y R AT & - ®
R EE ERERE ZEEERE TR AR BRI A T EE (I
)AL TRFENEREERNE | B E RS Z(CTiFH - Mk
B (MRI) ~ XEf&R - BEREENSBRE B2 R/RTHRTEEE
RS2 Hie T — S EE RS RN E Y R - R (ki
(ZilfiL /& (hematologicEthematological sk i AR BA) B E » #1401 & M Bk =,
R B EUE R TRBER - ERNRER BRI A

5829 H(EYHRHES)
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B IR A MR > PIAS R E s - S BEAIR B s - 18 M
FL 3R 5 176 R 2 M SO LR ML 5 S b B I S5 S M B BT
MGUS K # X EFRE A ME 5 MEE > BH0ZEAES KRR ~ [EHEK
MRETE R AR - |
BIEANGREFEERETRE 2R E 2 Wi E S & /IR
BIE 2 EAEE - AEAEREFEREEEE % - Bk EEERE
FEEARRP) 2B B (G A i s B B B B IR 4B AR B s R & 57
BB Mb) - S VERT B BER (S0 AT 8 41 A S AT 7 BB 12 SURT & BERR QIR B
® % - S FEEZARCEEEEZRAR) 8 MR - oMz
BRI ) B MR - 403 MR R ER AR CRE IR MR 3 R - %%
A B — AR R e e F B (SRR A P S B BB 1) B W (AML) - B BB kR
B ERIEEE Y EEREMPD) - ZEFREARRPR) RS EEEK
B BERR) A M (CML) ~ 185 B EZ 4 O % (CMML) ~ R4 M/
MR 38 25 (BRI /N 3 26 ) I ELME AT 4 BRI 59 (PCV) - B #E ik B M fE
TRNEEFHEEE N REEEZE T REREEEMDS) - HuEREAEE
M(RA) ~ PR4TAE#E % ~ B ia € 1 (RAEB) 8L 2 R4H AR 2% >~ #iA
® MHEIMRAEBT) ;s UK EASNABRBERRAHESHERIEE TGS
{E(MFS) »
MM E SRR TSR EE 5 B8
P IR B /BAE B I MIL RS - SRR E B EBAI R R - R (E
A ERBS)BAHAE I E A 4 & ECME B (B-NHL) » B-NHL A {51 (BEER) ~
SERENNEHEEREN) - FHBARKEEEEEEKRERE
(FL) 5 /NMEBRMERE(SLL) » E&EMKEEMZL) - BREEEHIMZL - &

5 30 E(BUIREE)
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iSFMZL ~ BEMZL R B 5 B IR E 3R 2 BEMZL 5 3hk 2 3% 41 B ot £
(LPL) ; J 5 F A B M B2 A 4L (MALT SO A5 € S0 B 4 ) HhEL 9 - o 4 B-
NHL S B R B 157 2 G E (ML) ~ S8 M A QIR
/68 (DLBCL) ~ 383 7k 41 B (303 4 50 3B 4% ) bk 20 900 T JBR 6 1k 40 0 of £ 30
(PML) © 7 4% B-NHL &3 {1 545 X % B (Burkitt's lymphoma)(BL) - 14
HL MR SR ~ /)N 4R 8 PR (SNCCL) R o B2 B 46 B SR E2 = LAt
B-NHL ] £ 725 IR 401 Bk E2L 80 (3 S AR BT ) ~ T S MERROM R ~ HIV
A6 B (SR AID S A 18 ) 39K B2 980 e 7% 48 7% WK ES 386 14 35 i (PTLD) SO R JE - B
4 T MR A 0 (R TR R B B B M (CLL) ~ A @
(PLL) » HEK EBRE A MEWM) « $E405 5 MR (HCL) ~ KERHKE
BR(LGL) IR ~ e SR 2 4 (SRobh T2 BR Sbh 2L B 4 D) £ 1 5 R 6.8
% (Castleman's disease)  NHL 7K 5] €1 45 T 48 B I 1 4 < £ o6 B2 988 (T-
NHL) » EAEB R RR) % BIEH(NOS) > THHFE I 44 KM R -
RS TAEBM R (PTCL) ~ B4 K B AT (ALCL) ~ (118 52y B 4
BB S A2 (AILD) ~ £ R 2R 75 15 (NK) 41 B/ TAR IR ES 8 ~ v/8 Mg -
K7 TARRRM 80 MR A2 B 3 3T IR B (Sezary syndrome) -
1 P B E S () R @M RN @
LR - SRR AL B 24 ECORER T ~ OB S4B AL (T 45 4 B S ~ SRESER
o 3 (LP) B 456 6 B M 0BT ~ 45 0T LY fa] 458 < X 366 2 720 R SR 2 B 31 sk
{6 5 S ER PR ERL G - 5 T B E AR SRS AT B B SO B0 5 S BB
MM (BFERREIMM)  RE(ERARAES) S S ERNERES
P (MGUS) ~ $E4IRRI (T ~ 850 - MESEFDRERI(LPL) X E 5%
E SMRE ~ AEAEAE R R R S RS B (AL) - B IR T A
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HEEHME MM HAEE - ZEHRaERES & A MK (EE %
BR) ~ BERRIERR - RERRMERR - BIZEANNE - /R - &L IR R R 2 1
A - @Tﬁiﬁﬁﬂ'f&éﬁﬂﬁ@Zéﬂéﬁ%(ZﬁiﬁP%% TSNS ) EE R
FRIBMK IR REEBMREEES > fI0E - KES - BEEEEAERE ZM
EREES (PN HEBEREREES) - Rk - IREEEMEL (Peyer's
patch) 5z B & DA Bz B B i B FEE (51140 <7 SR B N R AR B 2 M ES B dH 48 -

AEXFRANE HESSES ) RIEEMESLPRABEBCMAY
kg - fiBR ERAMEOBEE -

® fif5BFv » Fc ~ Fd ~ Fab ~ ZF(ab), Al HIZHE & K E A BIM > £

H Harlow2 A - Antibodies A Laboratory Manual, Cold Spring Harbor
Laboratory, (1988)) |

fosE THE FAXTUEEZEEEAERENREEKRIIEE
BEREERIE) Sk % v*f%’fi?ﬁ%%(%ﬁﬂ%’%%a@e‘fﬁﬁaﬂ) °

AFrRMEE T EANIE ) RIEEEE LERZIRERES 2N
B laaxBEEr@BiBRYEYUPEFEZIRAEEIIMAER
fy o ERRGIBE S R Bt I E RS S A B - IS - BB E B rh gt

¢ HWARREZEEMZAEREBZ ZHIBREIRE » §—ERpEsY

PR FZ BE—IRERE -

"HEPE ) RIEBEERUEYRE  Erh e /R —
FE R E AN E R 2 M E YR EER - T (%)
Y HepE S EEE B ERER SRR E R b HIE
FFEIMEEZSER MR ERBZ R E > REABRRAZEAYEEEEIT
(3B % 7 55 4,816,567 55 & Morrison % N Proc. Natl. Acad. Sci. USA
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81:6851-6855)(1984)) -

" AR ) BRIE—EAUETIEE - ECDRIEEJE A EEL Bk
REH HESTFZERREREQRERSFEE — (RSB NERERE
H o 59 ERTFHBETEEURFESEAII(H140 > £ R Queen
% A > Proc. Natl Acad Sci USA, 86:10029-10032 (1989); Hodgson %
A » Bio/Technology, 9:421 (1991)) - HH A\ EZ SIS ] B #E h ol a8
DU E R S R R R P S BRI E S B Y B RS
R(B14) KABAT®E#EE ~ Los AlamosEiBE I SwissE HBIEE -
REARETEREREEREREER)Z NEHUHE o B RO A ®
RECDRY = $1N & W J /S EE S T B AE 0 1 « W) DU/ 5 S0 B A 1 ik i
FEE BER HIELE Y HE AN - YR SRR SR
A —EARERAEZEYE - SRl MmE TELLE N EETiEgz s
= > Fl40 - 2 REP-A-0239400 &z EP-A-054951 -

AT - 736 T EE R N 0 BB RS S
FERELRS REEE(H P EE B ANGBREZ TR EEE /D L80%ZEH
B~ Z0&I90% EEIISNEE D LII8N ELI99 5% NL EFE — 5 - =

EERREEREEER G TEE RN EEE 3 - ® |

SR SRR SIS T8, RS LT (1) EQ)
PRt FAE B2 L

S HEBZ S GERUT AR E © B EF D REn
BT R E — S B BRI ERI00 - ARG E %Y 2%
TR EBIRE LT 5 -

nn<xn-(xn-y) °

ll
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He G EBE B - aGeEF D RER M vk
0.95(EH K 95%) ~ 0.97(EHF97%) 501,001 100%) » B I EEET
7Y B iy AR T A BB Y B Hi S
RE R - EESI Y SRR R TR Y A
$oee  WRNBNBHELEE » B SRR I B S IR
W2 %K -

Q) BIZ — B G T AR AT E AR R MR B
AL BB D100 - FLH SRR AR SRR E R T » 3

¢ na<xa-(xa-y) |

o chna (R B SR o xafs R BB Y B yIR0.95(HR
95%) ~ 0.97(£1297%) 3k 1.00(EH 100%) » BT EET 2775 - A
o xaBly Y (F ISR T & AR R 2 B0 B Exa X
s -

SR R AR TS o 0 T —B L SR B s
B P 71 P17 BB L B R L (L A8 48 A k) 2 — BUME TR -

WA B BRI, BERARENEED S HE AR

O iniinmoE - Bl RABEREEYBT Y SRR S
CE S 8RR AR EE Y S S B 2 A S B S B
CEAER o IS (ERIRRY) I S B S A E S | A KR B
B 2 A (o 1 B3 B S R % I 2 M S R I -

AR RS EAEE D > 525 G & (comprising &
comprises) ; 49 A " H...4H B (consisting of Kz consists of) ;  7RE] » 55
ETR A - BN R T AR RS Y B B R R -
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ARPEDFAME EREES  EOARERAEAEAEE
BUR &S E 045 S AEBCMABCMA) » TR @ RAEME Bt a E 1
MAEES - AT ZEFHRU TEE A2 ER RS S E ORI R
H A 32 BCMA (B E SEEBCMA) S L JE - Bt » 15— (B EH
Bl HURGEAE B R f45 & B TACTEBAFF-R -

AL P FENE T SRS ERRES B BETAA
BEFRGESEONBCMAY £ S EEAFE LS HEEAE O
BCMA 2 SE {4 EL A BRI » H1I ST R B (2 R IR H) U T o 2 — %
% EESES - B LEEE LS B R/ THBCMA - Er T @
HURGS S E OGS EBCMAILS ELIRE T SADCC » 7% 59 5 B ] AT
BCMAFC#EBAFF [ /E(APRILAE & EBCMA Z JEM: - th I E R DIE T4
B - B B R A0 TSR BB R A AR o B4 4.4 b 15 HO29 4B
NFKB {5 9% (43 53 #7 -5 8 ] - BCMAK 88 BAFF J APRIL 7245 & % BCMA
HEESFENFRBE S B R T EA o H4H T BCMA Y il (a8 f37
B $UBCMA i #% 51 8 311 4] BAFF 5 APRIL 5B 5 > NFKB 35 2 > £ 1 % &
S - |

R R R S R B PR+ BILL ISR A4l EBAFFS; @
APRILEZBCMAR > F T {EF » 140 % H14.4t0 Fr it HO29 8053 47 o »
R B S JEBCMA Y HRIE M > HiASTICS 0% B/ 1A 308 55/ m1 B
N 20 B 5 /I B /N 103 /mI B /N B S B35 /ml 5/ 1A 1445/ ml 508

- 0.1F5E/ml -

¥ TCDR | EERABY ORACERERFT > LARERES
RS BEE - ERRARE S TS5 B = (M EHECDR = (H

535 H(EPRHD

C207578PA.docx

106128318 R AGLIOL 10820461710



1644924

#$#CDR (SLCDRE) - FItt » AXFA " CDR, iEFTH = EEH#HCDR
TR —EE#CDR (B EF A E#CDRENFEHECDRTE) -

CDRZ%T}I%E%E&W?ﬁ%%ﬂZ%é%ﬁf@ﬁ%%ﬁ%ﬁ%ﬁ%% C KB DY
FrR i ECDRGIF S L S EE R K#EFY] - HEERACDRZE
W8 ZEEUIREANREEES A #RTBHEZIIREERRE
e R /SR FIBE ST -

8% ~ CDR ¥ %1 5] # 1 Kabat 45 9% % % (KabatZ A ; Sequences of
proteins of Immunological Interest NIH, 1987)5GHI%E » 8t » H A5
DLF A 7EAHE ¢+ Chothiadf 3k 24k (Al-LazikaniZE A » (1997) IMB 273,
927-948) ~ B/ % 3% 7 7% (MacCallum R.M. &z Martin A.C.R. } Thornton
.M, (1996), Journal of Molecular Biology, 262 (5), 732-745) 53 1578
Rt & B AR PR 2 BE R 56 E CDR Z AR E A E 5 7% -

SE L EEME T A EMCDRFIIFFEEFELFE T ADM |
(University of Bath) % " #f# , (University College London)J5% » A i
FiKabat - Chothia ~ ADME S8 75 3% 2 B /0 RT3 7 5/ B 6 B 42
tt TBR/INEEETT - /N NEEEITTI{ACDRTHE T o

TERAREFBEAS CORIGEEE T E—RERENZ —EERE - &
X o {55 F Kabat 45 5% 77 & DU AT B S IR e A FR /7 7 4R 5% - FE/£E > CDR
TE 25 2 — BB ] {k At A I At H R T 24 -

A
Kabat CDR Chothia CDR AbM CDR BECDR wINGEE
Bt
H1 |31-35/35A/35B | 26-32/33/34 26-35/35A/35B | 30-35/35A/35B | 31-32
H2 |50-65 52-56 50-58 47-58 52-56
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H3 | 95-102 95-102 95-102 93-101 95-101
L1 |24-34 24-34 24-34 30-36 30-34
L2 | 50-56 50-56 50-56 46-55 50-55
L3 89-97 89-97 89-97 89-96 89-96

106128318

C ERSBREHEEF > HIBFI P EEBEEGIREKabat 5 EREE -
B > 53 TCDR - TCDRL1,~ " CDRL2 ,~" CDRL3 - " CDRHI -
rCDRHzJ ' CDRH3 ; #{EKabat4F5% %4t > #1Kabat% A > Sequences
of proteins of Immunological Interest NIH, 1987 tRFfpift o

flise "B, GEFIIRZES—E - WES = EREREL - %
FhABRBEA AL - BREBORN » EEERIUR - E—EILETHES
g B R RSFEUA -

EERERAT > EEFIeAEZ) @I EREERELES
EHZIEE -

HfREE(CDR) L1 ~ L2 ~ L3 » HI RH2EF 45 L EBEARH
HZE#BP T Z—% -  CORZFEIEEGEEERAFEHEHCDR EEH
B KR E > RN CDREAERE —Fh X BB ER R
(4 #% M & 58 % 5 SDR) F7 8l 58 Martin J Thornton (1996; J Mol Biol
263:800-815)EELBBIIARAE " HMEE | TEEWN - FHERS
TSR ECDRES ZIERIEG » HAREEIITERITKE - GRERE
K (B140) PRsT H B B 2K 8 B TE 2B AR » 7 38 ) (58 A — B M slAE (U SR R L
Wk T Y R R AR — ARG K Hi s P Z CDREL &
387 -

ASCFTAMTEE " VH, R TVL ) 5y BlthTE PRS2 B T S IS, R g
o ] SR AR o

ACFTHMTEE TR GRIECEBEEQSE  HEFBIINES
% 37 HE@ RS

C207578PA.docx
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HAE S 2 Z SR - —RITS > SEBAEEQZHETIESEE - BfE
HEER T HEERAD - BREEEER ZEEMER PN RRES
HepE oy R/SGEBE 2 ThaE - T E—HRTBERE , AEaTR TR
R ST S R I - L HEET DR T SR
T SIEHT S EREIR - FIAE T — RS EREE W IR T BEREERR
Z IR ZERE - NEQBERBEN-RCRIRIE M2 58 T B
B UREVEELEEHRY SOEE RS RIE Y TSERER Y CEE
F B -

® FEE T REREQE B ERE ) GIEBILN A E VIE SRS
RYEEETIREERA 2 P TS A B (VH » VHH ~ VL) » SBRENREHHE
— O] S REIR T DL A H AR F W B & ST B SR TP A A (B3 -
S-S B HPBE - aEREAVEERBEETERAFTEZTR
1’@@5%%*%@2(%32@%&%%ElE—ﬂ%éﬁ%ﬁu%ﬁﬁéﬁmﬂ%éﬁ%
B FREETR) - T EBIEPEE ) TdAb ) EAXFTRMEES S
PR T REREAE T EEEE, HE - fRREDE -SSR
R ANEREBTEEHE  GREEREHMYEZE IR T8GR

® i BRI (F140 - WWO 00/29004th T8 R) ~ $% & K EREER
(Camelid) VHH dAb - BEEERI VHHAIR B B /EBSEE - BEE ~ 3250 - Hight
BEREFEREANZMENEEREOE-TEEEEIN > REERAHZ
HCHE Y EHEE TR AT ES ZEERNH LS VIHE RIS E G
N#E1E Efﬁ@ﬁ%ﬁt%éﬂ%ﬁ?ﬁ%ﬁﬁ%% TEERETURE L - ASCATH
"VH , GiERER VHHE B - NARVAEEERDRERZKT AT
R S—EREREOE— TSN - ZEEREURE B EIRZ

5 38 H(BEYIRAE)
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B W] 2 & (4 % 45 %5 B V(NAR) SUNARVY) B3 H AL 4085 - £ K Mol.
Immunol. 44, 656-665 (2006) & US 20050043519A «

38 T RAEE SRR RIEBTIRR AVES SRR R a5
RS SR - L ET S R LR (dAD) - Bl AE ~ BSEERI A A
IR T B S TR R N Bl TR B R 67
EMHTEETEH  CTLA-4 (G482 (Evibody)) ; BB M 1 (lipocalin) ;
EOABST - GIAEEAZ Z-G MR (B FIBE (Affibody) » SpA) ~ A-45H%

35 (75 5 0 14 55 % 97 (Avimer)/ K 3 8% (Maxibody)) © BUAEE [ - Al
GroEl B GroES : ## & & (M 8 (ransbody)) | MELEMEL @
(DARPin) 5 BrOEECHS ; CHU%E8E 2 45 M35 (10 LB (Tetranectin)) ;A JH

y- R E R AT ZGEFIZ affilin) ; PDZEE M ; J\IEE S BN

> 8% % 2 7% (kunitz) BUEE HE L 1 % 418755 (3 (fibronectin) ([l /8 45T
(adnectin)) ; EELDZEQEEDBEHEE T ATBLIN Y B> & -

CTLA-4 (4BHE% M THES B B 5 B 4) (o 7F £ ECDA+T- 4 - 25
2 CD28-RIEZ M - HAAMINGHIE S T B S IS BN
8~ CDRY B EFFFIMALR T R A& WS - Qs AEXRE
CEEH RN Y CTLA A% TR AT - R EMME » 2 Hlournal of ©
Immunological Methods 248 (1-2), 31-45 (2001) -

A ERE AR E N TUKE S T (SIS E R - %56 E (bilin) -
BREEREE AN EORE - RN VSR O EE a5
S HINEB-TEA TR RSN SR S A ERFERE - jul
H E (Anticalin) 2 /Mg A5 60 A B E21 80(EREEBL 2 7 - ELIR &

FEEEHEEL - BN EM4IE > 2 EBiochim Biophys Acta 1482: 337-

55 39 H(BYIRHE)
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350 (2000) ~ US 7250297B1 K US 20070224633 -
IR (50R &3 BB BB E (Staphylococeus aureus) 2 B (A 22
M HTEEUE LSS BHIE o EHIEA O ERER = 2k
By o B EE S R WL B A SO - B EL M4BT > £ H Protein
Eng. Des. Sel. 17, 455-462 (2004) ;2EP 1641818A1 -
BB S B RREA-SRBERRES SERRES - 9350
MRS KRGS 2 T AR T MRS G o R 5 A S S
Wy RABLRAREES R - N E M AE > 2 5 Nature
® Biotechnology 23(12), 1556-1561 (2005) J Expert Opinion on
Investigational Drugs 16(6), 909-917 (20074£6 )
HE O A MR S o EE O TR AR E B D
AP IR BOA IS &R I HUE - B MRE O Y B AT
B . R EAAHET 0 2 5. Biol. Chem 274, 24066-24073 (1999) -
G4 E B R B (DARPin) 508 4 B 4 S [ W B AN
By BERENRES « B O 2 G W o lB e B — (/N
RT3 IEEER - ET RS —E WY BB RN b Y
Qi b AR EEE - T R IR (A RO
R AREESEE o MR ML 251 Mol Biol. 332, 489-503
(2003), PNAS 100(4), 1700-1705 (2003)RJ. Mol. Biol. 369, 1015-1028
(2007) K. US 20040132028A1 -
GUETE T EBUE ME S B R Y 2B o P ESET (AR
% 5 LA (FN3) 2 | S8 538 550 > 551045 eI K A e 5119 8 224
B o B=HHA(B-sandwich)— B = 3 (HEE F] 48 BUE DU 4 455 T AR S0 K 32

% 40 HEEWRIE)
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Y 35 B B B S G BR 4R - BRI E A 40EF - £ HProtein Eng. Des. Sel. 18,
435-444 (2005) ~ US 20080139791 -~ WO 2005056764 } US
6818418Bvl ° | |

RBERBGHEERBEL(ERE HMEEED (TrxA)) k2 EEH
RIS T o ZE A2 E AT B PR T AL - B AN > 2
HE Expert Opin. Biol. Ther. 5, 783-797 (2005) °

MEHRFERE RSSESVERARB Y RAWMEEHD » EE8H3IZ4E
B EEATE - MEE D 2 B P DHEKalataBl R FEHE (conotoxin) 1T
4% (knottin) - MUEEH B EE S B S ERER > Aey ®
WHETE N EEEE - R CRUST S S B4 - 22 WO
2008098796 -

HiRU4ESEBBEECHEEBUNENFAERREGEaHEZ
EO - SEAE-EBEORABZZENR) - AEEQBIHE 2 E
L EISEHE I, © Ras-%5 & 78 £ AF-67 PDZ- 45 3 BER(FEERER
(charybdotoxin)) ~ CEUBE R GEBE(MWEFERGHN U TR ZETE
1 ¢ Non-Antibody Scaffolds from Handbook of Therapeutic Antibodies
(2007 » g Stefan Dubel45ER) &k Protein ScienceA 15:14-27 (2006) - A ZEHH .
IRAGEEBETEEZEEAEQEBEFZE—F -

ANFHTRME "HREGSSME ) GIEREEAEN LEHS RS
SHEZ A% » HE kB — SRR (BB A& S 65 - AT R
REDE LB R VE/ VLR - EAZH 2 —SLEHHAI+ > BEiE
Fv (ScFv) 45 S T HR 5 4 L B -

AKX FTHAMEE " mAbdAb | K T dAbmAD | BREAZHRFEE S

5 41 (SIS
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A - ZAEE T AR A BN AE AR AR &% -
AXFAMGE THRSAED ) GEHRE  RABR B BIOSEs
1B (dAb) - ScFv ~ Fab - Fab2 B H & S #4588 - HESE S TIES
% /b —(Blg A - FIAGAR - S5 HEHHA (AAD) - Fab - Fab'
F(ab")2 « Fv » ScFv - S5 88 - mAbdAb « HIFI - BIFEBY TS
A REREE - A EERAD > FRESS TAIE - E5—EHE
i PR S S FiadAb - BB TR BVE RS HRS B S S HURK
{2 EHERE D E— S SR > FIOVE - VHHRVL - HIEEE ST
® cuvcTmER PHTAEEESE - RESSS T RRBENE
SEH BT EE Bl — B (BRI RS — 3 % 8 B g
HiBS 2 ScFv - PLREESS FI A A A TEgE i - fI 5 E b T4
T BV R Y ST AR CTLA-4(B4E) ; [REERES  BHA
BT FIEEAZZ-EHMGRRME - SpA) - A-EERIR(BIRAES B
YiIAHES) ¢ BURTEE o BIAIGroEL GroES © S 1 (S8 © 44
&% (DARPin) ; FRMACES | CEUSISE R MMUEER) 0 AJHy-&
BE O R SETEGE)  PDZESE A MEE O A B R
O cumems reEELEEST) HEETRONEUESESE
OSM - AXFTH THIEGEES | BESBIR/RTFAEOSM - 5
o BB EA T HEESS EOSMIE I RARBE S R/SUE

gp 13057 B4 3 011 B /2R FA BT OSMOE {4 -

KFTFINEE T I0ME BN TR — RS H | A AN
4HFE ) 2 4R B M (ADCC) ~ BB AIE 1L A B 406 14 (CDC) 7
VME - Fofr Y QBB (E P R AR FoRn 288 7 HiAS IR - $HA 1gGHt

5 42 H(BYRTE)
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BT » AHEADCCE ADCPIE R 2 S T3 (e BB B A
W IR F 2 Foy 2R BT (E A/ - AR - e
@fﬁFCYRI(CD64) » FcyRII(CD32) it FcyRIII(CD16) - &£ &2 HEZHIE
G BB 0 BAF o/ Foy M & W TR 2 4B T I 2B A
B RSN ~ AT P RS 5 A A -

| B AERRREAREZ G SRR (RO Z AT A
MR EEAE LY METIE - BEEYENETREAETIE «
T B R P B (ADCC) ~ 6B G (N 8 B B T o
CDO)RFREAEA 2 LEHINE - B NERETTES ahEE @
PR I LHUR G B EF PRAS A B W e e — T

I
r(r

SHETTIRE A DAFE % T B0 EFEFI41 4 FHFeyRIITE K 2R7% 5 41
Bz 45 &SRS FeyRIEL B IR IR/ B WM il 2 45 & DL & I ADCC S FE 7 3
fE ° B0 > MERAFRBARSTHELAZRIFEGSEHT ZADCCH
JETIhEE o bS8 2 & 7] 2 B ShieldsZ A > 2001 The Journal of
Biological Chemistry » 552764 » 556591-6604H ; ChappelZ A > 1993
The Journal of Biological Chemistry » 55268% » 525124-25131 H ; ‘
LazarZ: A » 2006 PNAS, 103; 4005-4010 -

ARMECDCIIREZ DM Z EFIBERERM M 1995 T Imm Meth
184:29-38F1 %% o

ABRERZ —EEEL - FEMS eG4 kIgG2ABAEAR FH=
LURIhRE * a) FEHLEARIFLMHEE S Xb) MEBRBEEMREEYE - TR
BHENETHEENEESEOERSTEBGH - CEBH MRS S

5B 43 H(EURRASE)
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BB oG E & FEEEFcZR &S AR EFEEADCCRKCDC
(Duncan® A - Nature 1988, 332; 563-564 ; Lund% A > J. Immunol.
1991, 147; 2657-2662 ; Chappel® A > PNAS 1991, 88; 9036-9040 ;
Burton k. Woof, Adv. Immunol. 1992, 51;1-84 ; Morgan £ A
Immunology 1995, 86; 319-324 ; HezarechZ A > J. Virol. 2001, 75 (24);
12161-12168) o | |
EAFHEZ —EEHRAITRECEREBZHIREEED - ZWE
EESZNRECEQAARKZADCCE /S M (LU EFINEE -
O i miEmEsT  EEEEETA G R IsGARER Y R AL
HEENELEECIEEE - #HEBEHZ EFIMMIIEPO 3074345 - —
EEFIR235( 2370 (EURS | 4R5%0) i & W B A Z B -
IREMMNAEEANIT L2 AR ERRERKNERE L A
[gGlE EELIERMEFc B &S - H—BERT » TOERZERE
WIBADCCE CDC (Lazar% A » PNAS 2006, 103; 4005-4010 ; Shields&
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Coxfi A A (T B 2 e
nf40 ~ 1~ 283 H
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inhibitor) - &5 18 % % (gelonin) ~ & %L & B % (mitogellin) « BRBWEZE
(restrictocin) ~ Fj 8 & (phenomycin) - X 5% @ & (enomycin) k¥ H E &
(trichothecene) 4 » £ BWO 93/21232/0E19934510528H - %M
PR ET AR E LR EERHE - B EE At 2B~ P,
Bl 90y % 136Re -

REFDREREEEONERZ —NESEEER > BFEWERRR)FEF
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4 DE K DF » H # & %  Monomethylvaline Compounds Capable of
Conjugation to Ligands | » BB FIE7,498,2085% t » 2% HF| Z IR E
7 &A% DS AR RE G AR - ALFAERE T MMAE ) {4
fEE R REHTMITE - AXFTREEER " MMAF | {rf5D- & Bk - 4R i B -
D,L- % [ f# & -D,L-ii fe BE - R N B B
o T FE i W E SR 2 (B A /B B 2 R TR R g e B
BEE I BR > B3 4y - ARRIE (140 B A1 B2 4E P P B0 A 2 AR & R T O
(22 R.E. Schroder &z K. Lubke > " The Peptides | ° B1& o £576-136H >
o 1965, Academic Press) sk #L{E5 IE SRS o AR PA N Ui 2 J7 AR EE
BEHTMT/ R E M T YR Sy - EEEFEE5,635,4835% 0 EEHEFE
5,780,588%5% ; PettitZ A » (1989) J. Am. Chem. Soc. 111:5463-5465 ;
PettitZ A > (1998) Anti-Cancer Drug Design 13:243-277 ; Pettit, G. R.
% A > Synthesis, 1996, 719-725 ; K PettitZE A » (1996) J. Chem. Soc.
Perkin Trans. 15:859-863 - JR £ K Doronina (2003) Nat Biotechnol
21(7):778-784 ; T Monomethylvaline Compounds Capable of Conjugation
to Ligands ,» 20044E11 855 2 H 35~ EEHFIE7,498,29855 » He
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P o S0 A 3 PR L TS ER B T SR S R AR 3 B -
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Cyaamid A %]) - I EHZ FAMEEHEN Y QR (EF R
)y 11~ a2l ~ .a.3] ~ N-Z i %-.y.11 - PSAG}.0.11 (Hinman% A -
Cancer Research 53:3336-3342 (1993) ; LodeZ A > Cancer Research

® 58:2925-2928 (1998) 48 F American Cyanamid> i ZEEEF]) - &

B 5 PR R SR IQFA - A BIZIQRA —H S LAY
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I o (R A7 SR B B A 55 5,053,3945% ~ 555,770,7105% ) » BURIRHT I
3 (esperamicin) (FE B HF|55,877,2965%) -
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20tc99mEI123 ;B A AR L IR (NMR) ot (R T (R L IR B > mri) 2
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A FiIODOGEN 574 (Fraker® A > (1978) Biochem. Biophys. Res.
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Commun. 80: 49-57) 28 45 A it -123 - " Monoclonal Antibodies in

Immunoscintigraphy ; (Chatal, CRC Press 1989)5F4H R AL E Al J77% -

ADCZ 8ifF

ERBEEYEEY T HETEFNEHEREBHEdEET
B o ey R L E (19140 T BRI R T ZL AR B o T SR B R AL A
B RE T RE 5 R - A ZUER RS AR (10 R FE AR N &

EES (A B R 2 O B SR N B TR (62U BRI RS - EE I E I
Bl > ST (4 OB R o (A0 R - L R (val-cit) BRI T R G -
O i oneye e - HiEE BEBOETENRS. 52 pH TR
R DA - LA T T 2 A I — (L -
Bristol-Myers Squibb F. [ il 5 & 75 16 % B 77 24 % 1 78 Y28 52 77 168 Tt
Yy - Bl o %%%%%U%QZM,MS% o Seattle GeneticsEZL/AFHEFEE
;é%%UE{E;%%2003/0096743&¥.§$UEE £222003/0130189 » E [ #it
1) R A T 0P R R L o S R R T R B TR A R
B S -
PR S EORERELRZ RN TER S EEEREEOES
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B REE BRI AT EAE AR FEMREE T IEM - EE6R
IR » 8 R/ B AT 4E i B > F M4 T )7 3 72 A RIBI
RN 225 peli—TEE - FEIAR - WEWET - SHEEREE > @
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Y8145 P 4T B2 G R 0K Sl > R B R BRAE L 2 HEK 293 6E4HRE T
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(80 ml) &% 7+ 3B SEMS 1252 % 5 (B IE M 4 - 2XHT( ) ~ glutamax
Gibcofi Y4 T - 1% » EFT1580 mILTHEM T REERE (150 pl/FL)ZE4x96
AR —EZG—FL P - F48/NEE - FEHERL130 nlE A bR
ELFI150 plf 88 i 5 2 B SFMS 1258 3% £ (5 B 4L K glutamax) & X
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% o FEHN T B8R B B A H6 88 R FE (RT-PCR) 72 4 B8 9 J% 068 08 7 8 4 R O
cDNAJF 4] - RI-PCRY EH 5 ¥4 H B E L BEREGERMNEFIIEE
SEMZEHE MRS ER L WENBEERB(ERER T AEE
B 1gG2a)E HHF E M - & X H Jones fzBendig (Bio/Technology 9:88,
1991) it > SRR 45T 314 - ST RIE VE S5 B HERT-PCR L (F 5425008
BEBRBERVERFS - BEEHRT-PCRE £ VEEWHIDNAF I 8
o .

2.7 HA P A B B
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2.8 $307118G03 - \NJE{L# A8 > B TH

WETH %2 3 — B EEE -

5 70 H(EIIHREAE)

C207578PA.docx

106128218 AT AQIOYL LOG2046171-0



1644924
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RSB R S RBER (PR T RS ) R e R
HEK 293 6B#fE S B UM RB D ZE LTS - B LAERMEA AL
PLE B FiNanodropsy E e EEF &1L

B3 HiBE veMMAE R mcMMAF BB R BEY BERY
(ADC)
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o O o
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a4 ' Y "
§oN H H
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(75 pL)ARIEZRAQC mLEE)BERZE—FLT - FHHYE K EER Y
HEBETAETE AR RS0.5 meB—HiREBR 2Rt - BE—H
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B LE N TS o SRIBNG B DLS00 x g 0032058 DIFEGR A 7 B8 R Al s
TENINEF—LZEE -

SRI%EEERIIS00 LLEER 100 mM KPO, - 150 mM NaCl (pH 7) ~ 1
mM EDTA® 10 mM TCEP {45 &t i 8 & B 7522 CT?E@wﬁﬁg =
BE > I E RO SR TCEP %K A% AEFL1 mL PBS+] mM
EDTAY: M - 5B LR RARESZBREEEIR - EHERIK
ML FARE R T RER S BB H 2 NEMEEEY) EER 2 RSV B
KEGHERZHUE -

@ %2
s AEE TR | SGD-10065LE. | SGD-12695E.
(iE/ERER) # pak 5t T
NJEIgG1* 4 0.675 0.688
EEfHIgGl 5 0.500 0.586
EAIgG2a 5 0.500 0.586
BB SRIgG2b 6 0.463 0.481

WINEIN-=E SN ey

It » fEFESGD-1006 ~ SGD-1269 (£ E£B)FNEM 10 mM DMSORER
BET—DIRYE/FEEL I NEMEEEY S 7 RS - INIL - ELiIE
BILRESE » SERETRRETR10 mM - BERLERSEIRNES
— AP EAREEEREA R Z BB - 1A > BN EASETER _hR(EER
5 > 1018 o] FIAfBRES) 2 RIHIgGLIM = » 0.5 mg 150 kDHRS{#3.33 nmol > HfE
#4333 nmolig - A » 3EIEE 100 nmol48E ARAETIFEL10 pL 10 mMEEY) |
HEERR/NEMRESY) - BISCD-1269E )M = - RiFHS5.86 pL SGD-1269 ¢
4.14 pL NEMBUEILIRESY) « A& R AERT IR SYIMTEE 500 uL PBSH

% 72 H(ZHAREE)

C207578PA docx

106128318 9% AQLOL LOBE2046171-0
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BB EEE RS ET - B BN DA S0 E
b o NEEFEEHLUT TR B 5 — EIFE AL 2 BE—SGD-1269/NEMGE &% -
 EHEZEBA I MERDI0 L/ REEZERREEEEER
500 LI DLFL > B B HUPBSth « BUEIEE 77 205U 4 40 24 8 TE 56 -l 32 1/
NEMJE & ) (5 478 B4 SGD-1006 £ 478 275 SGD-1269) B j§ £ %
PBSH « A% G SRS HRINE LB EH (500 pL/7)t HAE22°C F
IR0 8 - BRI LSO ORI A B B A > BRI BT
FEPBS 4% - |

R AEHIF200 WL 50 mME BB (oM 2.5 K EG—Lh B gL @
1200 RPM#EI23 5 8851 45 & ADC » FEIRBAIERS > 1620 pLofIsE
@ (1 MBEE2$T » pH 7.4 > 500 mM NaCl > 0.2% Tween-20)3%K 1% 1 mL
LA 2 G —FLh - SRIEEE L1500 x ghEil6 4y S iG ADCIH & UL B AR
o ARSI HIR R UL BT DU (R P R B R 2R S

SR 1 PR FE AR S SR B £ A RS B UV A IR (3635 B Costar »
Corning) ' H7£280 nm FEA KB HERHEF ~ADCZEE - FH
1.45 mL mg-1 cm-12 FHTgG ¥ GBS Bt 8 640 ) ADC IS FE > 743
f3t - BEEIEREE - 5 R EEAHPLCT A (i dcsir e @
U R BEMERTT o WA CASY A ML T IR S - (5 H LT 5
B {3 FTA ADCZ #5 -

HIE Y B 2 KA E B 7% 5% B PLRP-S % & ¥ [ % 48
(Agilent Technologies) = H A BEIF B BHBIZHIR S 2B R » LA
B S B 5T B DB — S BRI 2 AT A o T A8 BB ST B
VIR B R E TR - WL SRR Y O AT

A
]
5

573 HEREE)

C207578PA.docx

106128318 REEW ACLOL ' 10820461 71~0
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BB R Tt B s s ) e S S E R AR Y E T 0 AR T EE S |
HARB DU T E ARSI E i sEyEss - & ik B AR
R E SRR - BATHRAFM N © PRLP-SEAE » 1000 A » 50%2.1 mm > 8
umii f€ (Agilent Technologies) » EH B EHHAKK+0.05% TFA H&EHE
B Z.fE+0.01% TFA ; DL27% BZEA2% B G MREE L 12.5 3 N BT -
78 B 2 B i B U AR 3 (B B B HE R R (E HiBCMA BTG EASGD-1006 .
SGD-1269 (8% - FEE—Ht K » BEEL29E G (A S8EADC) - 7

FHPLRP G 7 A & & — E S A H I8 2 e & i) H BUR B i3 -
‘ §3 ’

=R SGD-10063, 15 SGD-1269%; &

cIgG1(HERP) 4.23 4.35
clgGICHERM) 4.42 4.41
mlgG1 ' 4.26 4.04
mlgG2a 4.51 4.57
mlgG2b 4.39 4.18

HREZHRME - EEHEHII2SEDR(ELSOEADC) - BHH
PLRPJE 7 il & 5 — [T AL 3 I8 2~ 981 H BUSIE @ R4 -

%4
[E] A SGD-1006&; 7 SGD- 126987
clgGl 3.96 3.78
mlgG1 3.95 3.32
mlgG2a ' 4.53 3.60
mlgG2b 4.32 3.49

FEE=HRP - EEB0EIR(ELEADC) - HiECABZI3EA

(LR - FEML BRI R A ADC 2 BV AT LI I 4 L
% 74 HEHRAED)

C207578PA.docx

1081283218 1082046171~0
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TRERE T - (FR5K6)
%25
EL T
I 3 4 5 § 7 3 y 10
& 37 49 36 38 33 5 39 23 38 38
Bl 37 36 33 37 40 34 17 33 38 39
cl 38 38 15 37 34 33 38 47 38 37
D] 34 36 39 39 34 32 48 38 39
HIED JED 19 34 3 3 24
Fl 37 40 34 3 37
G| 36 16 3 o
SGD-1006 fre-MMAE) £DCs scn 12@9 (mc—hﬁé.&) ADCs
37 38 36 38 34 37 23 37
4% 5.1% 34% 48% 28% 8 5% X4.1% 34%
26
nlgGl wleGla | miEGob ASRAE wlgGl wlgGa | mlaGh AEAML
1 2 3 4 3 § 7 8 ] 10
Al #HRE gt $HE8 | CaBTEMD | casmMR | Mg k294 $ha 1 CARIEMO | CASISMR
B| 533610607 | $336105407 | $326107G03 | CASTEMI | CASJOMO | $336106D07 | 5336105407 | $336107G08 | CASTEM1 | CASJOMD
C| 335115603 | 8335122505 | $336104409 | CABTEM2 | CASTOMI | $335115G03 | S335120505 | $376104400 | CASTOMD | CASTOMI
D S335115G01 | $325128412 | SI3S107E1T| CARTTMO | CARIOMD | 8335115001 $335128412 | S335107H11 | CASTTMO | CARTOMD
| 5335106E08 | $S3ISTI9EN | CARTIMI | CA8FcENH | S335119E11 | CASTM1 | CARFcENH
| $335132E01 | CARITMD | GRITS26785 U | case GRIT328?S§
G| S#ni06G02 |- CABIEMO |0 T o cmmm
(S e CARTEM! _1__ _} casIaM [
SGD 1006 (ve 0 {ve- mm«:x ADCe S (me- mef;s ADCs
EESMERGE-HEY L5 2 FHEEYHFRCV % - B

mlgG2b i Ag #fF 2 SGD-1269 ADCﬁﬁE

M HE

C207578PA.docx

106128318

A A
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P Ty fE R
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Hh {88 gk DA B RE B VBT S 38 At 08 P i i 2 BEW AT o
Bl4-EorE

575 H(EHEREE)

1082046171~



1644924

41 A CASESI )M & BEBCMA Y 4IFI45 & fIFMATEE
B4 |

5 LN2 77 0 B G602 (R e M~ R ETRBCMA J S0 i
(mock) B HEK 203 4Hf - FiI 7K [EI R FilE . U & CAS BB 43 IS A
¥iBCMAHEK293 ~ &% #BCMAHEK293 R iR B S Ml 2 R &7 H
ST - SEIHLAEIRG FMATE — G /BB LR B\ JE 2 CAS o
[ AR AR T R0 9053 8 - SR FEABIS200 (FMAT) 5 S B2 b 38 U4
E |

® HEET  EH AR CASHIE 7 445 & B HEK 20340 %5 > A
. EBCMAE S & EFEBCMAE H — % -

4 AR RE D -

4.2 FETH & CASE EAIBCMATE (454 7 ELISAS B

SISt & CASHL IS BRI BFcEl &4 Y JEBCMA B & B EBCMA
>4t & o Y% ASEBCMA-Fo i & B BCMA-Foif fff 5 ELISARE b H (i
BSA T B b L JE S B - MR 55 pg/mIE0.1 pg/mlY
CASH: & MR B 48 A JE R & B EBCMA %M 2 ELISAIR T - B EE

@ G HRPEE BRI & S CABEES + RI

HRP/ (TMB) Bl S HEELISA - [hH57 » FEELISAZ 7 » CASHIB&E &
% 84 B R & EEBCMA -

ERERNE2D -

4.3 BERCASHIEEHEBCMA K TACIZEAE A LA EHETACIER ZX
Y K fEMEHIBiacore B

A CARH £ BRH A FLIS LA RE  A (BT & A DT & 16 R

55 76 H(EEWIRHE)

C207578PA.docx

106128318 1082046271-0
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i) o AR ESREABIGARLUIETRGELALS - A% HEBCMA-
Fc » TACI-FcE(BAFF-R-FcAR BB 2 &4 - IRFEHNZIBEEOTE
WELEH - EEHE—EorHEXEELE -

PABiaevaluation g =0 A BRI B © B E & 8 2% DL B EUH E i 4R
EhRESEN R R EREEES -

IERUR - CASEABCMARF R 4458 H AN B TACI . BAFFR&E S -

4B CASHLBEEBIBCMA-Fc ~ TACI-Fc ;BAFF-R-Fc >~ 44 » 418
3HFTIR |

4.4 AMESE S RPRIEE e

4.4.1 BHPIBCMAGIBE LB FHENEKERBCMAZ 4>
o

Fi5 png/mLE#ES332211D07 ~ $3332121F025,S332126E04 5 B2
EI AR S ST AN 4 H929 K % 3 BCMA ~ ARH77-
hBCMA10BS# 7L T4 & - F B IES307118G03 /K 258 1 & B8 0 4 g
FRHO29 & - f£ =08 (RT) T 41 HE 5% 5 20 min H B8 1% F FACS 4% & )%
(PBS+0.5% BSA+0.1% B EALIN) SEHRUERRES TR - FRT M G4
A GPERES ZHI/NER G —EIE F 1577 8 A 1% FIFACS B & R % ®
WU ERREGEESTIEE < FEHFACSOHTAINE UGS & E > Higs -

ER(BE4EREESAEHNS &M B S Ei e
FI3TEEE S EZEDE 2 BCMAE Y ARH7 740 R 58 > fid -

442 RECASHE L E M FHBHR S S H4R » WFEHFACSHH
TE

[ — 45 S B R RSO E A CAS Y 658 - FERT T A

571 H(EIRAHE)

C207578PA.docx

106128318 RIEE ACLOL 1062046171~0
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[F I > # & CABT IR HLAE (P & B (Synagis)) i 4 HE % H929 ~ OPM-
2~ JIN-3 K U266 Z: €820 4 $# - #A 7% F FACS 4% & /K (PBS+0.5%
BSA+0 1% S0 80) R BRI E B ARG G - fERT NiG4RMESE 8k
PERERE 2 i AN HIgGHifE — L F 1508 HBRHFACSKRENR LR E
ARG SHEE - EHFACSKEMLUNESE S FHRICHEEMFDET
Hr4ihe -
SRR ACASMUEIERBEE T REEEZ BT HEHEA
H929 ~ OPM-2 - JIN-3 U266 ([ES) -
® 3 UE(LCASEEBCMABRTN Y e  FEFACSHIE
FERT T R FERE Z k& CASECAS Z NF L EAE (dn 4 Ry J6MO »
J6M1 ~ J6M2 ~ JOMO - J9MI -~ JIM2) & % IR BCMA 2~ ARH77-
hBCMA10B5 88 7t 741 fg S HO29 41 flg 4 .20 47 88 - A& FIFACS& &R
(PBS+0.5% BSA+0.1%E & L) R BRMALLERRGEDIE - ERT MF
MFmEL —RPERER I A eGhilg —EEF 150 # BB HFACSEE
RN BB RE S - EHRFACSEEHLNESE S 2 FIgB R E
(MFD)E > HT4H A -
® GERBEUR - HRE CAS R BRIIM2 DS 2 FE HI s TUAR & DUB B AR
75_tZgé,\Eé%iﬁBCMAZARHW—hBCMAIOBSfﬁ%*%iﬂﬂH’J)j’aH929ZEHH@
(E6) -
5 HHHCAS R AJE ﬂ;ﬁ,‘hmMOE{H%{]BAFFjZAPRILE’ﬁ%éEBCMAé?j
= =
M43 2 B HeTE AR FREZ JilgCAS R AB{EBFI6MO (=2
ﬁéﬂéﬁ#&%?&%fﬁéﬁk(Potelhgent)ﬁbﬁ)EP%UBCMAFEEE‘* BAFF 5

5 78 H(EHRFE)

C207578PA.docx
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APRILZ 55 BEJJRNRE ST -

FRE 4 ABEBCMAFc 4-537FAPBSth 1 pg/mLyER & #i96FLEE
B - £ H0.05% TWEENZOZ)‘%;)E?*J‘E?%?& » FEZR TR PBSH
Z2%4M0E 5 & QARG TR o A L/NEE » 40 B e s #rdl - B BL—
G100 pg/mLEIABMK 122 ERE » RiN40 uLEg— (B HE
IgG ~ BIECAS K ECA)EMMIL T HAEERTEE 1/NE - 40 uL
2% BSAMRHIZE M EFEFLF - HFILU30 ng/mLE750 ng/mLIRANLO pL
& 40 A %8 BAFF(2149-BF/CF, R&D Systems) 5 & 4 A J& APRIL(5860-
AP/CF, R&D Systems) » 73 pliESH—FLH6 ng/mL 150 ng/mL 2~ 54X .
RIE - EBMEZ2% BSARINEHBEREAL T - £5E TESWEREE
2/NBF lttfﬁ%{%—ﬁﬁﬂj:iiﬁﬁifﬁf ° 750 ng/mLAEYE LT A EE 48 (BAFF
BAF1245(APRIL BAF884, R&D Systems) KM EMHBE AL T HEEF 1/
B o FEVEMESS IS o JE50 uL B E [ 485 % -HRP 2 1:4000 7 2k
(Amersham RPN4401)RMEZF—FLF HEEETEEIODE - BEXREHE
E%if’éiﬁ%i@%i » ZIRRF100 pL VY H BRI R e 52 B AR (T 8665, Sigma)iRilE
F—f4 - =R NHS IR E20E254088 » DUSEEZE - {1100 pL 1
M Hﬁ@&ié&t)ﬁﬁ’é ° F£450 nm N {# A Spectromax :E B 28 HI E LB E - ®
S EETARB -

R FIBAFFECAPRILEEABCMASE &1 2 BN DR 2 430k - 8t
Hix & CARFTEF E ZEC50{H 43 A1{%0.695 pg/mL}%0.773 pg/mL - A%E{E
J6MO > {8 140.776 ng/mlE0.630 ng/ml » J6MO potelligent ik = {43 il
%0.748 ng/ml};0.616 ng/ml] o

4.6 #x & CA8 K A 4H{EI6MO0 BCMA $i f% $F H929 4 g 1 B BAFF 5

5 79 R(EIERHS)

C207578PA.docx

108128318 10620461710
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APRIL¥5 2  NFkB 2 BB (LA
fE— 4B + Y H-020408 175,000 4HHE/FL EE R 06 FLIR b = fi
BREEED - 24 NSERIKECASHE  BEEH200 pg/ml B
LM - 1059878 + 4 FI¥BAFF S APRILEL AR N 415 > 16150.6
ug/mlsR0.3 pg/ml 2 BACTLIERE - 30487 + Y441 H Y% % 65 FI MSD
pNFKBSM 735 B BIEHIR (ENIB Y & & -
B EBCMAFIEECASHHIH-9294H /i H FHBAFFEZAPRIL —EiFE 7
NEB 4B A5 5% (48 - Ho0 L 0T 0 o A 4B U o F BAFF 35
@ \ro@mmEE  ATEICS0B10 iV - A2 T » BRAPRILE S
> NEcBYIRESE BT S » FEIIC505257 nM -
DREG Y TS
IC50 410 nM( % 5 BAFF 5% % 2 NficB 71 i ) % 257 nM(H 5
APRILFE . NfxB i 1T &) QI I BB T (8) » WRTFT -
7 |

_  BAFEBEYIC50 | APRILERZICS0
® _ pgml | oM | pgml | oM
BCMABBECAS ]

Bitn—dEEH  HOWEREMBREANEEZ 2% APRILEBAFFY
FAREEFEL—ZRZ TR - FHBE B ZBCMAL - EERE
REET LB AR S AT T e AR HO29 4 i > 2 B > BURR/D ¢ 5 B ] 5 4 BCMA
G e FUBRE TR © JEH-92040 B W3 X LU £ [ sBCMA H B 7
FMBFTEET - FIOMO potelligentHi BRI ZEI6 AR F » BEHZ 100

ng/mlZ S LB - HIGBAFFSAPRILECHE — RN E AR T > 53 5

5 80 H(EHIRIE)

C207578PA.docx
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JE750.6 pg/mlsg0.2 pg/mly FAEFLEE - AREFEH-92940KLL7.5%10*E
HBE/ LT S8 P SR I OE B A b - 304y 818 o i W BRUA AR 3 8 F§ MSD
pNFxB i & HI4CHEFE (ENFkBZ 28 - A —REBR 2 BE - 58
TG EERE 2 FE/sd - LERZ BEBERRE Tch - $BAFFK
APRIL{E 5} (828 >~ #1%] 2 1C504) FIHIE £0.91 pg/mlF2.43 pg/ml -

4.7 #HIBCMACASH: & B A JB(LHESEEE 2~ ProteOn Sy #

#EProteOn XPR36(Biorad) - B Hi$fCASER & B A L& BE > W40 5T
B JUEMT - B -GRESEESABERGLCEH (Biorad © H#4%
8% 176-5011) £ > ZRE G CASE BB BN IL R H £ B #256 nM - 64 ®
nM -~ 16 nM ~4 nM ~ 1 nMZ E4H ABBCMA(EH A= US Biological,
B0410) A1} (2B 172) R IR E R 408 » H {0 aME 59 (BN & 481
B)KEESEESHS  FTASERGHBS-EPEER - F/H50 mM
NaOH{EEHR AL - /A ProteOn XPR3I6EAZ S HBIGBISES
A1 o 1T L FER AJE(LCASBEE(JOE IS A 51) > 55— HETT2
HER ANB(LCASERSEIIAT) 2 5 EFIE - f£25C T EHMiEE
1T -

BT S BBt i R 8 T Bk T2 2 BB R 9 ¢
EIT2(R09) P ZHE T FRAEETHEEProteOn BN ZHASIE - 1hER
R R R MBI AT P R T BEUE - AT - BLISR TSN T
EEH S S EEHAEBCMA - BET1 > BB > —EEERE
RS A EBCMA (5 -

28 ¢ E(T1-HEHH B A EBCMA H{BCMAS T2 B 1 534

56 81 H(BHRHE)

C207578PA.docx
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HHEAEBCMA BEEREHRBCMA
KD KD
Saien  ka kd (nM) ka kd (nM)
CA8 AJF/EISMO 2.16E+05 1.88E-05 0.087 | 3.25E+05 8.14E-06 | 0.025
CA8 AJR/EISM2 2.67E+05 3.21E-05 0.12 4.30E+05 4.70E-05 | 0.109
CA8 AJR{EISMI 2.97E+05 432E-05 | 0.145 | 4.81E+05 | 5.41E-05 | 0.112
CA8 \JH{EI4MI 2.54E+05 7.04E-05 | 0.278 | 3.50E+05 | 7.10E-05 | 0.203
CA8 AFH{BIAM2 2.51E+05 7.06E-05 | 0.281 | 3.44E+05 | 6.15E-05 | 0.179
CAB AFR{EIOM2 2.25E+05 6.97E-05 0.31 3.26E+05 1.84E-04 | 0:563
CA8 AZH{EI3M2 2.66E+05 9.64E-05 0.362 | 3.69E+05 5.87E-05 | 0.159
. CA8 NJF{EIOMI 2.31E+05 8.60E-05 0.373 | 3.32E+05 1.67E-04 | 0.503
CA8 AJF/EIOMO 2.45E+05 1.06E-04 0.435 | 3.58E+05 2.32E-04 | 0.648
CA8 AFH{EI3MI 2.85E+05 125E-04 | 0.438 | 4.04E+05 | 7.93E-05 | 0.196
CA8 AJE{EI2M2 2.05E+05 9.87E-05 0.482 | 2.98E+05 3.17E-05 | 0.106
CASIRAHE 2.41E+05 1.25E-04 | 0.519 | 3.82E+05 1.74E-04 | 0.457
i CA8 NJE(EI2MI 2.04E+05 1.72E-04 0.842 | 2.96E+05 6.46E-05 | 0.218
CA8 AJH1EIAMO 2.42E+05 2.20E-04 | 0.906 | 3.34E+05 | 2.89E-04 | 0.866
) CAB ABR{EIIM2 2.15E+05 | ' 2.46E-04 1.14 | 3.19E+05 [ 9.67E-05 | 0.303
CA8 AFA{EI3MO 2.08E+05 2.85E-04 137 | 2.93E+05 1.54E-04 | 0.526
CA8 AFE/ETIMI 2.27E+05 3.43E-04 1.51 | 3.33E+05 1.47E-04 | 0.442
CA8 ANJE{LEI2MO 1.95E+05 3.77E-04 1.94 2.81E+05 1.51E-04 | 0.538
‘ CA8 NJH(EIIMO 1.78E+05 5.02E-04 2.82 2.47E+05 2.10E-04 | 0.849
S307118G03 ik & 58 4.75E+05 1.95E-03 4.11 fi% P e
S307118G03 AJE{EH3LI | 4.69E+05 2.28E-03 4.86 it P Ee
S307118G03 AE{EH3LO | 2.86E+05 1.52E-03 531 " A =
$307118G03 AJE{EH2LO0 | 3.78E+05 2.41E-03 6.36 i il i
$307118G03 AJE{EH2L1 | 3.38E+05 2.15E-03 6.37 fi i =
$307118G03 ASE{LH4LI % o | &8 9 ot | &4

9. EIT2-H e HEH AEBCMAZ i BCMASF 2 B 1245
B HUEE ISMO ~ JOMO ~ J8MI1 ~ J9M2 ~ JTM2 ~ J5MO ~ J7TM1 »
JTMO ~ J8M2 ~ JOM1 ~ ISM2 ~ ISMIT = » R EREBE ST BEE

5 82 H(FEREREE)

C207578PA.docx
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PR I e B R B

BHE AJEBCMA P53 AJEBCMA HEREEBCMA
KD KD KD
Ereedid ka kd ka kd ka kd
(nM) (nM) (nM)
. 1.03E 9.79E
CAS#&HE 2.51E+05 0.412 | 7.05E+05 0.139 | 5.89E+04 | 1.21E-04 | 2.060
-04 -05
‘ 2.70E 3.75E ,
CA8 AFE{EI6MI 2.17E+05 0.124 | 5.92E+05 0.063 | 4.88E+04 | 2.58E-04 | 5.300
-05 -05 :
. 7.40E 5.37E
CASAJBILI6MO | 2.40E+05 0.308 | 6.23E+05 0.086 | 5.64E+04 | 3.18E-04 | 5.630
-05 -05
e 4.06E 3.97E .
CA8 A¥E{EI6M2 | 2.01E+05 0.202 | 5.63E+05 0.071 | 441E+04 | 3.02E-04 | 6.860
05 -05
S307118G03 H5LO SET TS S Vig{Ehk iz Bl | EE
S307118G03 H5L1 el Dy iF ey VISR iz waNr | &&
. 1.65E : 1.48E
S307118G03#k&HE | 4.79E+05 3.44 | 1.55E+06 0.956 ks "ot | &&
-03 -03

4.8 HPLIBCMACABiR & M NFRILWEEJTEIIZRT) ZBIAcoresy
i

RHE—SEEcHESABENRCMS&EF (GE Healtheare » H #% 4R
5t : BR-1005-30) | H A& (% A lb R E A DIRE /0 T - (£FH256 nM ~ 64 ®
nM -~ 16 nM ~ 4 nM 1 nMZ E4H AEHBCMA(US Biological, B0410){E
R - EAS50 mM NaOHEREREE4£ - F S & REH P (E10
aM)ZREESEFAEECHKREEEGRSEEMAERL X ZT1005F
HEREE © 1£37°C MERHBS-EP{E R ETHRENKE fETT -

SRBUR > BRIIM2LISNZ HEl T & LR & 0 T B R4
EREEHAEBCMA - HEEREEZEEBEHRRERI0S -

10 : ¥ WEHANEBCMAZ HiBCMA AL F 2 B 12547

% 83 H(BIERIAE)

C207578PA.docx
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R ASEBCMA BEER®EREBCMA
KD
Eav s 2 ka kd Ka kd KD (nM)
(nVD)
CA8 MJH
1.96E+07 | 3.50E-04 | 0.018 | 6.77E+05 2.99E-04 0.442
{ET9IM1
CAS AJH
4.95E+06 | 1.74E-04 | 0.035 | 7.03E+05 | = 3.24E-04 0.46
{ET9MO
CASHRE
3.27E+07 | 1.18E-03 | 0.036 | 1.15B+06 3.49E-04 0.305
B
CA8 AJE
2.66E+06 | 1.34E-04 | 0.05 | 2.82E+05 3.62E-04 1.284
. {EI8M1
CA8 AJHE
2.44E+06 | 1.26E-04 | 0.052 | 3.89E+05 4.18E-04 1.076
{EI8MO :
CA8 NJE '
2.35E+06 | 1.31E-04 | 0.056 | 3.70E+05 3.91E-04 1.057
IETIM1
CASAJH
2.63E+06 | 1.50E-04 | 0.057 | 3.83E+05 5.06E-04 1.324
{ET8M2
CAS AJH _
237E+06 | 1.35E-04 | 0.057 | 3.46E+05 4.47E-04 1.293
{BI7T™M2
CAS AJH
2.36E+06 | 1.51E-04 | 0.064 | 3.21E+05 3.67E-04 1.143
{BEI7TMO
CASAJE |
i Tt | & | 4.88E+05 2.52E-04 0.515
() {EToM2

4.9 I BCMACAS# & M AN ELBEERBIOMO K IIMO0Z BlAcoresy

fr

B — 4R BB 4 IS B (3 AL EH CM5 & H (GE Healtheare » B 844
%% © BR-1005-30) |- FL A4 (5 E R E A B HIEE 5 T - B5FI256 nM -~ 64
nM ~ 16 nM ~ 4 nM 1 nMZ E 4 A FHEBCMA(US Biological, B0410)fE
B4 A4 - (55550 mM NaOH (B € R E F 4k « i B 8 1ML 59 (10

MRS ESEFHASSHG  BEGESEERERLEL 2 TI0057
5 84 H(FIHREEE)
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ke - (EFHHBS-EPME R ETEE A E = ﬁﬁﬁi‘fﬁé BRlmsE
25 C R37TCTHERER2WS » EA37TCT -

B AFBCMAZ SRR M E » MEETEE&EAIIMOEREE
oT - BEREREACEEEHNRIIG -

F11 $ ¥ AHBCMAZ HIBCMA AR L T Z 81 125317

RE2 A\JEBCMA
25°C 37°C

p=t:d BER1 =1

Eiv:d ka kd Ka kd Kka kd
(nM) (nM) (nM)

1.59E | 3.38E 3.75E | 1.58E 3.62E | 1.89E
JOMO 0.021 0.042 0.052

+06 -05 +06 04 +06 04

1.01E | 1.22E 2.12E | 1.48E 3.78E | 1.88E
J6MO 0.121 0.698 0.498

+06 -04 +06 -03 +06 03

#Efe | 1.88E | 2.63E 1.72E | 8.72E 1.88E | 1.04E
0.140 0.051 0.055

CAS +06 -04 +07 04 +07 03

4.10. B HIBCMA# & 5 Z ProteOn sy 7

FEProteOn XPR36 (Biorad) b H i ¥R B 5 —HTIEBEZHiKE
RS WIIGERE o JTEWT %%EE%&HM%%H%EEAE%GLM%H @
(Biorad » H#k&RHL - 176-5012) k£ » A& K FIBCMABR HEN ILRE & |
Hf#256 nM ~ 64 nM ~ 16 nM ~ 4 nM ~ 1 nM> &40 AEEBCMA(E B #
BRI ELE > EPEA MR (AIESERN REESZES
H4% - FT B R AHBS-EPEENR - (EH50 mM NaOH{EFEREH
4 o [ ProteOn XPR36EA 2 TR K BB E S K1 1EE - f£25C
T BT EAT -

BEHEFIELEZEBERNREI2S -
56 85 H(HYRID)

C207578PA.docx
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R12 1 it ABCMAZHIBCMA NB L T Z B 12517

HE AFEBCMA
AR ka kd KD (nM)

$332110D07 | 3.11E+05 | 3.77E-03 | 12.100

S332121F02 | 3.73E+05 | 6.45E-03 | 17.300

OIS GHIREHT
5.1 e CAS R % & Ml /L & CAS U R B £HBCMA X ARH7 741
B> ADCCRYAE
® TR BB AE T 2501 Z B TEL R A R AR 72 15 (NK) 41
B 40 4 850 2 BCM AL > ARH774E4HRE(10B5)— B8 H2/N5 - BHIE
BLATR > SRR H B R |
R HRACASREEEERELH A CASEHADCCHEGEEBCMA
TR - BEABSRBEAL  EFEERECRONBEREERY
ADCC3EM: » Mgt DU FFrE S« FIFTA B A > B E S L E
B E S REBCMA Y 4% 10B5 2 ECsof£9/10 - £ REBA RSB -
5.2 CAS A EHIE Z ADCCIEY: » P {FHFRIHEBCMAZARHT 7
@® {EEPBMCIEENET |
TR E AT 2 CASHIES Y ANE(ETE (S ng/mlE0.005 pg/ml)EELET
PAS:1ZE:TEER & A HPBMCEL &K $F 12 50 7 BCMA B 7L 7 ARH77 32 4 iy
(10BS)—#EHE B2/ « B3l 5 SELHEE > SRR T BLAt B B -
R
GEE L CASZ NIELBEE Y FTATS ~ 16 ~ 17 ~ I8RI9ZFI 8 DUE 81k
#8107 = B R 61 $F ARH77 5 % B BCMA 2 411 i % 10B5 2 ADCCiE H

ADCCZREREF Mk & CASS FZ BB T MEHERM - 2 RHE -
5 86 H(BIBAYE)

o

C207578PA.docx
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5.3 88 & S322110F02 ~ #x&S322110D07 & # & S307118G03 DL & AL
FH{ES307118G03 H3LO#H ¥ FIHBCMA Z ARH77 10B5S4Hi 22 ADCCEY
fE » o LR 4 { N K AT e e e T4

TER LR SR B 72 T DUS: 1 2 B TER SR8 A S8 ZA7E 5 (NK) B4
B8 48§55 2 BCMA T > ARHT7HI4E R (10B5)— SR B 2/NEF - 830
5 AT > SRR I L 5B A R -

R B ATEN 5 BT £ B ARHT7 10B5 40 ADCCE
M o ZEE10 -

5.4 £ CA8 ADC > Hi 8- B R4 (ADC)SE 1 ®
. B # & CASHIEE - # & CAS-mcMMAF §i B8 5 47 8 Bt 4 I 5t &
CA8-veMMAE $1 88 24 (R B 41 89 ) 2 3 1 B MR 4150 2~ ADCE
M o | |

FF 72 CAS B8 - B2 B A ) FREE 25 8 1 B BB 4T B 2 DUHI 2 4 B 40
H B 5E T B B ADCHELE -

TR B BRI E 25 —EE ] ng/mIES ng/mlFEER
T BB ER M  FL  E37°C T A B 06 /NS o B Cell
titre GloBLIBMN « K EBHACASBER IR BEE TAErE ©
2 BRHNEIEYE - EHE4ERIRS S EERABAT » S4CAS-
mcMMAF$; 84 - BE4) {3 1 11 B8 77 A A & CA8-ve MMAE $i B8 - 32477 18 Tk
ZHERMGESE - 2RE11KERILS -

#13 82 CA8-veMMAE & & CA8-mcMMAF 51 B4 - 477 (5 5 ) 4

(B E 2 8 M B BSR4 2 > ICso (8 (Mlng/mLE )

5 87 H(HURRHS)

C207578PA.docx
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SN TRE e A ICsp (ng/mL)
CA8 #4588 - CA8 #4-4f -
veMMAE mcVIMAF
NCI-H929 29.5 8.8
U266-81 18.9 9.7
JIN3 21.8 12.4
OPM2 92.7 58.1

5.5 EHRECASHLAE - k& CAS-mcMMAFHIiG BV BB Y) ik &
CA8-veMMAE$; B4 22 (8 B 81 B\ E S 8 1B B I 4 1929 7 41 H
@ BEEAME A EE -
R ERECASHLEBEYEHRYADCO)ERZHMEFHEEARER
i 2 HH > FERERSCASHIAB K IRAECAS ADCERE &Y % (i B &
4% i [ & AH B AL TN ST 4k 2 B OHI4TAE DN A& 2 23K B HINCI-H929 4f il 2 4
PRI ER -
TE F Al 3 8k & CA8 ADCRE (50 ng/mL) T > #& &5 CA8-mcMMAF
ADC5[#EG2/M4H i i B #8Z [H 7% (4N DNAE ) - E1E48/NiF 2 2l
B - EHEZEE R4S/ ~ 72/N0F B 96 /NBF » F ik & CA8-mcMMAF
® ADCHRE A EAT2N DNASE 7 RS 215 - ILUCRAMESET - £
50 ng/mLAGRET » 8t & CA8-veMMAE ADCH G2/M 4 45 B fH 77 24
DCIEBEANERA#EENE - 2RIE12 -
5.6 BEg-4HE 0 -H3(Thrll) 3 - HAF Rk & CA8-mcMMAF i fig
SEY) BB Rk & CAS-veMMAEBHI BB FE L BH I HEFZ
ZLY -
RHAIEEFAN DNAGEZ MY EFMES Rk & CA8 ADCHTH
BESOAERZBEER  EHAMEMEEZ REBZKREGCAS - k&

55 88 H(RIHRITE)

C207578PA.docx
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CA8-vcMMAEH; #; & CA8-mcMMAF R B 48/ NI 7% » }%ﬁ@é?j&?-éﬂ%EH3
HLASENCI-HO294 f e €5 -

xR & CA8 ADCIZH HE Bl - 48 G H3(Thrl 1) B RS 1 2 NCI-
HO20MMAE 2 M B MGEM: 218 > EAGES XY FHEEERY -
BERN RS CA8-vcMMAE ADCY it &5 CA8-mcMMAF ADC# L i -
HEOH3B M B - 2 RE13 -

5.7 FEHBEAE4E S EE VY (Annexin V)Zu 2 HINCI-H92 94 i K] FE #x
4 CA8 ADCZ 4liff AT

RMEEAE2N DNAGB MY RFEES KA CA8 ADCFHT ®
SEMREACZREER TR INEE Z REF:RE CAS ~ #RE&CAS-
chMAEﬁﬁT«é\CAé-mcMMAF%E@S/J\H%%?é > ANiBEE S EQ Ve
HFNCI-H9294IiE At - k& CA8 ADCIRBEENBIfEE A EQ VG
[ NCI-HO204H g 2 I B (kM B > WESGMARBTC 2B RIE
Y o BEENERESCA8-vcMMAE ADCY ## 4 CA8-mcMMAF ADCI& 5k
Bl G EA VG RRE - 2RE 14 -

5.8 CASHIBCMA B A-ZE B EE Y 2 NS L2 BN - 2 EHY
(ADC)iEM: @

e SRR S R 70 9 6 FLAR (40004 T/ FL > 77 F2100 uL RPMI+10% FBS
) o AR RETETR 6/ N IRIIRHLAE SCADC H 2 B 144/ - {3
Cell Titre glof? 144/N EHISIRSEADCHERE T 2 & RINH - BIBEAR
— = 43 CellTiterGlo B A9 - AT FREHERE -

A AB(ECASHIBCMAG B - Y H Y R E L B FHBMAE A
NCI-H929 Je OPM2 DU E £ Rl RIE T TR ADCERE - R EHE

3

% 89 H(EBRIHRHE)

C207578PA.docx
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mcMMAF K veMMAEPi 72 - ) (R Bt ) T2 2\ B I CA8 iR & B P S5 B E A
LB NEE A RAGIEY - BREIMOER SRR &8 226 B8
H929 4t J OPM2 BB BUR N E 15 - EMEHAMB AT - HNFTA
LRSS © mcMMAF 188 - 289 (8 I ) BUR KR ve MMAE 5 8 - 2 ) 18 gt
N ERMFEEY - TEANBLBREZEREERNRIAF - |

R14. FIBCMAG - Y HE Y H NCI-H929 & U266-B 141 fld 2 I1Cs,

& (PAng/mLFET)
& ~ NCI-H929 OPM2
mcMMAF vcMMAE mcMMAF vcMMAE
FHHIC50 SEHEIC50 FHEIC50 SEHIC50
(ng/mL) (ng/mL) (ng/mL) (ng/mL)
CABEREHE  11.64 37.96 57.04 80.01
CA8I6MO 597 27.67 87.22 121.2
CA8J6M1 146 51.89 205.6 239.9
CA8J6M2 9.5 39.71 : 1129 144.7
CA8JTMO  18.97 52.25 93.27 127.1
CA8I7M1  17.87 43.97 95.35 107.5
CA8J7M2  31.63 55.13 102.6 115.9
CA8I8MO  15.67 59.94 89.95 132
o CA8J8M1  17.04 46.55 82.96 115.8
CA8J8M2  15.08 55.98 72.63 124.5
CA8J9MO  14.95 48.5 58.6 109.8
CA8J9M1  15.19 55.1 55.88 115
CA8J9M2  20.87 55.77 80.35 111.7

5.9 HAt B TIBCMAGUR - VAR < iR - By A5 (ADC)E
{5
A A RSP S Y 96 FLAR (4000 4 AR/ FL - #EF100 uL RPMI+10% FBS

) LI E R /N II IR SADC H IR 5 5 144/NBF - 5
5 90 H(HIIRIIE)

C207578PA.docx
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Cell Titre glo 144 /N33 & HADCHE F 2 & B4 - BR—= =13
CellTiterGlo B I FEJME - % 15a % 15bM e & 1K F B 1 B K | 4511
BB B - HRE St Y RBTIE  BAS SN ERRANA
NCI-H929 [;U266-B1 -

BRI AE S322110D07 ~ S332121F02]§1S332136E04chMMAF]§'L
vcMMAE $i 8 - 5601 B B T SO = B 2 RIS N - fEFF A B e
e BB BUEHIBCMA LB S + mcMMAFH #8360 (814 & BAH:

| veMMAE §ii 8- BE B B9 4 B HIHE 1 - ICSOBEETIN % 15ath -
WGP R S107118G03 Y BB & » SRE 16 - mEir @
SRS o IR A7 BAERBCMA Fi 8- B0 BB 1 fR T A FA %2 15b
LS . NCI-H929 ~ U266-B1 ~ JIN3 5z OPM2 & fifd DL A 78 4 & #l 52 3E
FREEADCIRRE - ICSOBIS BTN 15be8 - %% L FHRFTA STHR
& L BEADCIEHE: -

% 15a. 51 BCMA BB -5 %) 12 B4 B NCI-H920 & U266-B1 41 81 >
ICsof8 (Mng/mLER)

IC50 (ng/mL) .
i NCI-H929 U226-B1
-vcMMAE -mcMMAF -vcMMAE -mcMMAF
$322110D07 mIgG1 28.4 6.7 53.3 33.3
$332121F02 mlgG1 24.5 7 2.3 2.5
S$332126E04 mIgG1 46.8 9.7 27.1 10.6

F15b. HFiBCMAFL - &Y B BNCI-H929 ~ U266-B1 ~ JIN3 K
OPM24fAEl Z ICso{E (bAng/mLERIR)

5591 H(BERAE)

C207578PA.docx .
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1644924

NCI-H929 U266B1 JIN3 OPM2
235 1C50

veMMAE mcMMAF|veMMAE mcMMAF veMMAE mcMMAF (veMMAE mcMMAF
(ng/mL)
$335115G01 |14.9 4.2 38.8 18.5 73.9 45.8 162.4 197.2
S336105A07(17.8 5.1 21.4 93 54.2 23.2 95.5 73.7
S335122F05 |10.9 4.2 21.1 14.1 29.5 255 98.4 128.7
S335106E08 |19.2 7.9 36.8 32.6 189.8 214.1 243.9 307.5
S335128A12 86.3 28.3 101.8 104.1 >500 >500 >500 >500

5.10 & ARG EEHALIOMO (Potelligent) Z ADCCRIAE
3 ADCCﬁﬁﬁEF'{%}EHBCMA%*%EJ@H%H ZMMAEZMMAF  f&
@ =FEEE(IMO uﬁﬁ{%-ﬁ\ADccé réka{%ﬂﬁ BE - BEHEED
ARH77-10B5 41 B BL 3 /& & % /& 10000 ng/ml 2 R & J6M0 WT &
Potelligent BCMAHiEE —i#EE & 3053 8% » BERIRIIPBMC (PBMC:$E4Hf
ELER F550:1) - Wi/NEF 1R BTQH RIS B 0 sl A B Bk HL B e /A IR
Bh - FEMIRIREE F3047 5875 2 Victor 2 1420 LR B 28 1 B I 4 7S
e BBERFR - =G EZFEE - hBEBARIRER -
FEADCCHIEETI S » J6MO Potelligent Z R AR ELADCH 20 2 [H]
GEEEER - EHERERET - EREIOMO B4 Al = DU R B A T
@ FHELEALBREZHR - OFATE » BEREE(LELBRECS0R
WS R ASE o BRI6MOZFek el XM E - REIEENE#E - (E17)
5.11 fEAENEALTOMOB MMAT A . 2 ADCCRBE
TKH/}?Fﬂ““Z,ME/:Z%%FHI:(Potelhgent) J6MOFEAE N LAS0: 1 ZE:TEE
i NJEPBMCEL % &1 F B R 4 i — B3 5 - #5 EHFACS{E M A A5
A > 8 YRS BT CD 13 8P B 800 1 8/ IS 8 S E F+HIEI DR & iR e
LM 2 Byt HEFEORMEE L - ARG TER -
J6MO Potelligenti #8 B~ #1 # ATl Fr A STE 2 #1455 MR SE 41 iR

55 92 H(EEUREAE)

C207578PA.docx
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%7 ADCCIE I - B JLI T BISAZS I - 75 DR BT 26 (4 P A
WHAEN - SREFREISD - SELE 208 E A ERREL6
o TR S S UM T BB LS BSEIPY - ADCCIS 91
5 B 2 BOMA R 5 4B -

£16 76 STES S B RO G 2 0 (557 1 R0 (7 5 B A-K) 138

YL AT E 4 Z ECsofH
i ECso (ng/mL)
H929 RPMI 8226 JIN-3 | OPM-2 | U266
A 1.43 NA 1.64 NA NA ®
B 0.57 NA NA NA NA
C 0.73 NA 1.01 NA NA
C 1.81 NA NA NA NA
A 2.05 NA NA NA NA
D NA 4.09 NA NA NA
E NA NA 14.4 NA NA
F 2.18 NA NA NA NA
G | NA NA 26.3 NA NA
H 4.79 NA 111.3 NA NA
I _NA NA 40.1 NA NA
J 2.19 20.4 4.89 NA NA | )
K ND ND 4.52 4.15 9.04

'hle EREBHEYERE

6.1 IS ABEMMUAIE A 2 B REREY D REB MR > 1
BRI I E NS - BHEA N EEME TR Z i A GEDERESN
ADC K ADCCH B BRI Z NCI-H929 - {F @& CB.17 SCID/NE &
% > B ANERES TR BAH - B4R NK AR Pl 3 ADCCIE Y © 28T
BER > BEANBIgGI A EME 2R - {HPotelligent 58 A & B

% 93 HEBATE)

C207578PA.docx
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177 > HEEE AEFC S fEF—HE -
6.2 FREEIMO K EEMMAESMMAF > J6MO% NCI-H929 & 8
EEYRE
" Ry X IL I 43 AT J6MO 2 ADCCUE M B ADCIE 1 — 3% - fF MMAF
MMAE{& > %7 15 B R 75 T HIBLI6MOS 8 - 36 dRist R BB I6MO > {F
T RIS B 7 BB ER 1 ADD CEL I BRI 2 ot & -
SRR AL 1gG1E BEI6MOb B R IER: - MMAEZMMAF)
50 pgBL100 g B B A ANCI-HO20 I 7 Al B 5] T 5200 mm’ 2 /1
® o muom . FEZERET 100 ugHlE 2 I6MO-MMAF B H 7
SRR 52 R BE 2 /N B B« J6MO-MMAF /I BLIE B8 — IR B %
GREAOR T BB - WERY RSERET » MMAF SRS RIE
BEI6 MO BE BLI6MO-MMAE (B4 — E WIS ISR - 2 HE19 -
BHI7 BMMEEIE Y TR EBCMAR B 7 5
7.1 EFIRABCMAR BRGNS B TR % FAR R - T
fed  BIEMMEE > AEBCMAY (E & 8 « BEEELISASHT 54/ MM
RS AT % B R 20 Rr I 2 S BB > MU S - P 5 A B ER
. Z B & (Western Institutional Review Board) S A {E 5 fit £ (Human
Subject Approval) e
7.2 $ A EIMEBCMA S B > 57(E |
FER T o P AU R (8 5 R IE R SR %8 - MM B34 (4
S E % BB CEBIEGRR - B - 05 - F2B REM) - EimstED
10000 rpmifEili 1053 4 FL i 1 5580 28 S B MU B O MO VB RS o o

{# FA & I 7 % % A JEBCMA & 2 2 % H R&D Systems 2 A JH

5 94 H(ZEAE)

C207578PA.docx
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BCMA/TNFRSF17 ELISAE4H(E #%45 55 DY 193E) {{x iE B 3% =4 —#E 4
4 FEAE T S FIBOMA -
BE > FIL00 W/FLIB SS90 7L AR L E4°C T IS A BT
e e B B (7 FAPBS I 2.0.05% Tween 20 » pH 7.2) M3 % ELAE
S8R AR PBS 512300 ul 1% BSATER2/N « Fi 0048 I B 452
V320 - 9100 plin s sbie SEEM R E S — Tl A AR TRE 2N
B - PR AT R T EL AR I 100wl BB R B A — 7L o
Aot 2B T E NG - AR » 100 A E -
HRPIRAIE —TL o B S P E 2058 - Bk xrinso ue @
-0 L B B B B SB35 570 Mg B -
B i A 55 DL B A BCMA & B 2 S RN T - %
11:500 7 B BB 0 7 3 10 K 2 Mok 8 FL 45 1 B 20 o FF m B 8~ TR B R
SR B AR R T -
I AR RR L DL — 2 = 3 MEAT > SR R I B B BB AT BCMA
S o fEIFIZET - BIEA WAL 0 MMBE Y (%5 FBCMAS
SEEAE - BE—SHARFTES  BESEMEENL  ERE
MM &2 % % 2 [ EBCMAS RAF B 2 M8 - (BT AsEE ©
i MFBCMAY Bk EE BRT » B4 B AMRLUT B 58
IR ¢ B HIMM B R S A B 2 L B PR S
BB -
17, BeiS (T E BL1/S0 + 1/500 5 1/50007 18 2 5t B A 5 5 0 v e
- BCMAZ B (ng/ml) - £ R TS HPME B OS%EEE M 7E %,
£ -

55 95 H(BHIRIAE)

C207578PA.docx
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1k ; s L gxs » A% oo 1 ok
. Barm B 55 R BB Ak R da s B%
1-5000 | -E % AN BT % Hee mous | A7
i 14.130 500.804 154.762 151.201 04.457 84,912 22.838
50 [, [HEUE THEE ¢ | R TR CRTE PR
—REG Gl RN $5 7€ B R H 4 | MGUS B &
T4 15.901 215.877 81.135 43.294 97.584 53.894 | 22,838
1-500 | - Lo R T | B TR HibElal 2R
wa | ES A 5% i Hfb | MOUS A5
B4 18.620 207.028 61.578 42,796 71.372 40.623 14.099
» EE T E Tawm | FavE | RMR A m i B
1-50 3 1 IE EM £TE 533 K1 | MGUS 5
Ragili 26.568 129.544 41.983 40.507 65.120 42.087 51.650
o | FapE [Ewac |famc | DA pe i a8 R
22 | EF e 3 SR A MeUS | K i
Mean 17.160 118.220 34,567 34.264 54780 26.333 51,650

P-E(ERETH - 95%FEM)
~1-500EE
SR © p=.0010%
RV EHER © p=.0146%
' ~1-500—X =13
T BER M © p=.0004*
RS EE © p=.0091%
'A ~1-505 0551
IEFEHERM  p=.0171%
MRS ERE 1 p=.0777
~1-503 B2
IEEHERME © p=.0184%
HERR M BB IR © p=.0876
*BREEE M

FHIEHERC)
55 96 H(ERIIRTE)

C207578PA.docx
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SR WA Y SR E RS

CAS8 CDRH1 SEQ.LD.NO:1 n/a

CA8 CDRH2 SEQ.LD.NO:2 n/a

CA8 CDRH3 'SEQ.LD.NO:3 n/a

CA8 CDRLI SEQ.LD.NO:4 n/a

CA8 CDRL2 SEQ.LD.NO:5 n/a

CA8 CDRL3 SEQ.LD.NO:6 n/a

CAB V&SI (B SEQ.LD.NO:7 SEQ.LD.NO:8

CA8 VL& (RS SEQ.LD.NO:9 | SEQ.LD.NO:10

CA8 AJE(EVH IO SEQ.ILD.NO:11 SEQ.LD.NO:12

CAB AJF{EVH 1 SEQ.I.D.NO:13 SEQ.LD.NO:14

CAB AFE(EVH I2 SEQ.LD.NO:15 SEQ.LD.NOQ:16

CA8 A\BH{EVH I3 SEQ.LD.NO:17 SEQ.LD.NO:18

CA8 \JE(EVH 4 SEQ.LD.NO:19 SEQ.LD.NO:20

CAB AJEIEVH IS5 SEQ.LD.NO:21 SEQ.LD.NO:22

CA8 N (Vi J6 SEQ.LD.NO:23 SEQ.LD.NO:24

CA8 NHF{EVH 7 SEQ.L.D.NO:25 SEQ.LD.NO:26

CA8 \JE{EVH I8 SEQ.LD.NO:27 SEQ.LD.NO:28

CAB AIE(EVHI9 SEQ.L.D.NO:29 SEQ.LD.NO:30

CAB AJHIEVL MO SEQ.LD. NO:31 SEQ.LD.NO:32

CA8 \E{EVL M1 SEQ.LD. NO:33 SEQ.I.D.NO:34

CA8 AJH/EVL M2 SEQ.LD. NO:35 SEQ.ID.NO:36

AJEBCMA SEQ.LD.NO:37 SEQ.LD.NO:38

CD33-hBCMAECD (1-53) TEV-Fc

AJEBCMA SEQ.LD.NO:39 SEQ.ID.NO:40

CD33-hBCMAECD (4-53) TEV-Fc

BREFEBCMA SEQ.LD.NO:41 SEQ.LD.NO:42

CD33&#EEBCMAECD (4-52)

TEV-F¢

CAB JONFE{LE# SEQ.LD.NO:43 SEQ.LD.NO:44

CA8 J1 \ L& SEQ.LD.NO:45 SEQ.LD.NO:46

CA8 2 NIF{LE# SEQ.LD.NO:47 SEQ.LD.NO:48

CA8 I3 \JF{LEE SEQ.L.D.NO:49 SEQ.I.D.NO:50

CA8 J4 N L& SEQ.LD.NO:51 SEQ.LD.NO:52
5597 H(ZFHRFE)
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SEQ.I.D.NO
SEQ.LD.NO
SEQ.I.D.NO
SEQ.LD.NO
SEQ.I.D.NO
SEQ.LD.NO
SEQ.I.D.NO
SEQ.LD.NO
SEQ.I.D.NO
SEQ.LD.NO

1644924

CA8 J5 N\FF{LE# SEQ.LD.NO:53 . SEQ.LD.NO:54
CA8 J6 \FA{bE SEQ.LD.NO:55 SEQ.LD.NO:56
CA8 J7 \JE{LEE SEQ.LD.NO:57 SEQ.ID.NO:58
CA8 I8 N {LE# SEQ.LD.NO:59 SEQ.LD.NO:60
CA8 J9O AFR{LE# SEQ.LD.NO:61 SEQ.LD.NO:62
CA8 MO NS LES 2 SEQ.LD.NO:63 SEQ.LD.NO:64
| CAS M1/ LEgs SEQ.LD.NO:65 SEQ.LD.NO:66
CA8 M2 N\ JR LB s SEQ.LD.NO:67 SEQ.LD.NO:68
S307118G03 VusEEiE(E L) SEQ.LD.NO:69 SEQ.LD.NO:70
S307118G03 Vi &5 (BRIE) SEQ.LD.NO:71 SEQ.LD.NO:72
S307118GO3 EF#E(ERS) SEQ.LD.NO:73 SEQ.LD.NO:74
S307118GO3RE (& SEQ.LD.NO:75 SEQ.I.D.NO:76
$307118G03 AJE{EVy HO SEQ.LD.NO:77 SEQ.LD.NO:78
S307118G03 A\ JH{EVy HI SEQ.ID.NO:79 SEQ.LD.NO:80
S307118G03 AfHE{EVy H2 SEQ.LD.NO:81 SEQ.LD.NO:82
S307118G03 AJE{EVy H3 SEQ.LD.NO:83 SEQ.L.D.NO:84
S307118G03 AJH{EVy H4 SEQ.LD.NO:85 SEQ.LD.NO:86
S307118G03 AFF{EVy HS SEQ.LD.NO:87 SEQ.LD.NO:88
$307118G03 AJE{EVLLO SEQ.L.D.NO:89 SEQ.LD.NO:90
S307118G03 AJE{EVL L1 SEQ.LD.NO:91 SEQ.LD.NO:92
$307118G03 CDRH1 SEQ.LD.N0:93
S307118G03 CDRH2 SEQ.LD.NO:94
S307118G03 CDRH3 SEQ.LD.NO:95
$307118G03 CDRLI SEQ.LD.NO:96
$307118G03 CDRL2 SEQ.LD.NQ:97
$307118G03 CDRL3 SEQ.LD.NO:98
S307118G03 A\JF{EH5 CDRH3 SEQ.LD.NO:99

S307118G03 HO A FE{LE##

SEQ.LD.NO:100

SEQ.ID.NO:101

S307118G03 H1 A fE{LE##

SEQ.LLD.NO:102

SEQ.LD.NO:103

S307118G03 H2 A\ FE L E

SEQ.LLD.NO:104

SEQ.LD.NO:105

S307118G03 H3 AFR{LE

SEQ.I.D.NO:106

SEQ.LD.NO:107

S307118G03 H4 A\ fE{LEE##

SEQ.LD.NO:108

SEQ.L.D.NO:109

S307118G03 H5 \ JH{LEE g

SEQ.LD.NO:110

SEQ.LD.NO:111

S307118G03 L0 A $E1{ L

SEQ.I.D.NO:112

SEQ.LD.NO:113
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S307118G03 L1 AJE/L i

SEQ.LD.NO:114

SEQ.ID.NO:115

S332121F02 B E I E g

SEQ.LLD.NO:116

SEQ.LD.NO:117

S332121F028r & ] 2B g

SEQ.ILD.NO:118

SEQ.ILD.NO:119

S$332121F02 B E ] 2544

SEQ.LD.NO:120

SEQ.LLD.NO:121

S332121F0245% & T ik s

SEQ.ILD.NO:122

SEQ.I.D.NO:123

S322110D07EJE ] e

SEQ.LD.NO:124

SEQ.LD.NO:125

S322110D078 & S

SEQ.LLD.NO:126

SEQ.LD.NO:127

S322110D07 g3 1] Sk g

SEQ.LI.D.NO:128

SEQ.LD.NO:129

S322110D078r &R EE

SEQ.ILD.NO:130

SEQ.LD.NO:131

S332126E04 B JH n] S 5 i

SEQ.ILD.NO:132

SEQ.LD.NO:133

S332126E04k & B i

SEQ.LLD.NO:134

SEQ.L.D.NO:135

S332126E04 &8 o] gedcsu

SEQ.ILD.NO:136

SEQ.I.D.NO:137

S332126E04 1k & i

SEQ.LD.NO:138

SEQ.LD.NO:139

S336105A07 2 JH nT S EE

SEQ.JI.D.NO:140

SEQ.I.D.NO:141

S336105A07#7 & E 5

SEQ.LD.NO:142

SEQ.ILD.NO:143

S336105A07 5 A8 AT s g

SEQ.LD.NO:144

SEQ.LD.NO:145

S336105A07 SR

SEQ.LD.NO:146

SEQ.L.D.NO:147

S335115G01 B E ] S Ea g

SEQ.LD.NO:148

SEQ.I.D.NO:149

S335115G01 &S E

SEQ.LD.NO:150

SEQ.I.D.NO:151

S335115G01 g8 fF 7] S

SEQ.LD.NO:152

SEQ.I.D.NO:153

S335115G01 g & S8

SEQ.L.D.NO:154

SEQ.LD.NO:155

S335122F05 G JE A e gl

SEQ.LD.NO:156

SEQ.ILD.NO:158

S335122F05#r & B

SEQ.LD.NO:158

SEQ.LD.NO:159

S335122F05 g E ] 8

SEQ.LD.NO:160

SEQ.LD.NO:161

S335122F05 8 SR f

SEQ.LD.NO:162

SEQ.LD.NO:163

S332121F02 CDRH1

SEQ.LD.NO: 164

$332121F02 CDRH2 SEQ.LD.NO: 165
$332121F02 CDRH3 SEQLD.NO: 166
$332121F02 CDRLI SEQ.LD.NO: 167
$332121F02 CDRL2 SEQ.LD.NO: 168
$332121F02 CDRL3 SEQ.LD.NO: 169
$322110D07 CDRHI SEQ.LD.NO: 170
$322110D07 CDRH2 SEQ.LD.NO: 171
$322110D07 CDRH3 SEQ.LD.NO: 172
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3322110D07CDRL1 SEQ.LD.NO: 173
S322110D07 CDRL2 SEQ.LD.NO: 174
S322110D07 CDRL3 SEQ.ILD.NO: 175
S332126E04CDRH 1 SEQ.L.D.NO: 176
S332126E04 CDRH2 SEQ.LD.NO: 177
S332126E04 CDRH3 SEQ.LD.NO: 178
S332126E04 CDRLI1 SEQ.LLD.NO: 179
S332126E04 CDRL2 SEQ.LD.NO: 180
$332126E04 CDRL3 SEQ.LD.NO: 181
S336105A07 CDRH1 SEQ.LD.NO: 182
S336105A07 CDRH2 SEQ.I.D.NO: 183
S336105A07 CDRH3 SEQ.ID.NO: 184
S336105A07 CDRL1 SEQ.LD.NO: 185
S336105AO7 CDRL2 SEQ.LD.NO: 186
S336105A07 CDRL3 SEQ.I.D.NO: 187
S335115G01 CDRH1 SEQ.LD.NO: 188
S335115G01 CDRH2 SEQ.LLD.NO: 189
S335115G01 CDRH3 SEQ.LD.NO: 190
S335115G01 CDRLI1 SEQ.LD.NO: 191
S335115G01 CDRL2 SEQ.ID.NO: 192
S335115G01 CDRL3 SEQ.LD.NO: 193
S335122F05 CDRH1 SEQ.LD.NO: 194
S335122F05 CDRH2 SEQ.LD.NO: 195
| S335122F05 CDRH3 SEQ.LLD.NO: 196
S335122F05 CDRL1 SEQ.LLD.NO: 197
S335122F05 CDRL2 SEQ.LLD.NO: 198
S335122F05 CDRL3 SEQ.LD.NO: 199
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ek

SEQ ID 1-CA8 CDRHI1
NYWMH

SEQ ID 2-CA8 CDRH2
ATYRGHSDTYYNQKEFKG

SEQ ID 3-CA8 CDRH3
GAIYNGYDVLDN

SEQ ID 4-CA8 CDRLI1
SASQDISNYLN ‘

SEQ ID 5-CA8 CDRL2
YTSNLHS

SEQ ID 6-CA8 CDRL3
QOYRKLPWT

SEQ ID 7-CA8 Vu&EREE (EHH)

EVOLOOSGAVLARPGASVKMSCKGSGYTFTNYWMHWVKQRPGQGLEWIGATYRG
HSDTYYNQKFKGKAKLTAVTSTSTAYMELSSLTNEDSAVYYCTRGAIYNGYDVLDNWG
QGTLVTVSS

SEQ ID 8-CA8 Vu&EE (BH) (ZZEK)

GAGGTGCAGCTGCAGCAGAGCGGCGCCGTGCTGGCCAGGCCCGGAGCTAGCGTG
AAGATGAGCTGCAAGGGCAGCGGCTACACCTTCACCAACTACTGGATGCACTGGGTGA
AACAGAGGCCCGGCCAGGGACTGGAGTGGATCGGCGCCACCTACAGGGGCCACAGCGA
CACCTACTACAACCAGAAGTTCAAGGGCAAGGCCAAGCTGACCGCCGTGACCTCAACC
AGCACCGCCTACATGGAACTGAGCAGCCTGACCAACGAGGACAGCGCCGTCTATTACT
GCACCAGGGGCGCCATCTACAACGGCTACGACGTGCTGGACAATTGGGGCCAGGGAAC
ACTAGTGACCGTGTCCAGC

SEQ ID 9-CA8 Vi 4EREIR (BRHH)
DIQLTQTTSSLSASLGDRVTISCSASQDISNYLNWYQQKPDGTVELVIYYTSNL
5 101 HEHRFEE)
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HSGVPSRFSGSGSGTDYSLTIGYLEPEDVATYYCQQYRKLPWITFGGGSKLEIKR

SEQ ID 10-CA8 V. & (BE) (ZHHEK)

GATATCCAGCTGACCCAGACCACAAGCAGCCTGAGCGCCTCCCTGGGCGACAGG
GTGACCATTAGCTGCAGCGCCAGCCAGGACATCAGCAACTACCTGAACTGGTACCAGC
AGAAGCCCGACGGCACCGTGGAGCTCGTGATCTACTACACCTCCAACCTGCACAGCGG
CGTGCCCAGCAGGTTCTCTGGCAGCGGCAGCGGCACCGACTACAGCCTGACCATCGGC
TATCTGGAGCCCGAGGACGTCGCCACCTACTACTGCCAGCAGTACAGGAAGCTGCCCT
GGACCTTCGGCGGAGGCTCTAAGCTGGAGATTAAGCGT

SEQ' ID 11-CA8 AJE{EVs JO
QVQLVQSGAEVKKPGSSVKVSCKASGGTFSNYWMHWVRQAPGQGLEWMGATYRG
" HSDTYYNQKFKGRVTITADKSTSTAYMELSSLRSEDTAVYYCARGAIYNGYDVLDNWG
QGTLVTIVSS

SEQ ID 12-CA8 A¥H{kVy JO0 (ZHIXEFE)
CAGGTGCAGCTGGTCCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCAGCTCCGTG
- AAAGTGAGCTGCAAGGCCAGCGGCGGCACCTTCAGCAACTACTGGATGCACTGGGTGA
GGCAGGCCCCCGGACAGGGCCTGGAGTGGATGGGCGCCACCTACAGGGGCCACAGCGA
- | CACCTACTACAACCAGAAGTTCAAGGGCCGGGTGACCATCACCGCCGACAAGAGCACC
AGCACCGCCTACATGGAACTGAGCAGCCTCAGGAGCGAGGACACCGCTGTGTATTACT
GCGCCAGGGGCGCCATCTACAACGGCTACGACGTGCTGGACAACTGGGGCCAGGGCAC
ACTAGTGACCGTGTCCAGC

’ SEQ ID 13-CA8 AM{EVs J1
QVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYWMHWVRQAPGQGLEWMGATYRG
HSDTYYNQKFKGRVTITADKSTSTAYMELSSLRSEDTAVYYCARGAIYNGYDVLDNWG
QGTLVTVSS

SEQ ID 14-CA8 A bV J1 (ZHER)

CAGGTGCAGCTGGTCCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCAGCTCCGTG
AAAGTGAGCTGCAAGGCCAGCGGCTACACCTTCACCAACTACTGGATGCACTGGGTGA
GGCAGGCCCCCGGACAGGGCCTGGAGTGGATGGGCGCCACCTACAGGGGCCACAGCGA
CACCTACTACAACCAGAAGTTCAAGGGCCGGGTGACCATCACCGCCGACAAGAGCACC
AGCACCGCCTACATGGAACTGAGCAGCCTCAGGAGCGAGGACACCGCTGTGTATTACT

% 102 H(ERHRETE)
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GCGCCAGGGGCGCCATCTACAACGGCTACGACGTGCTGGACAACTGGGGCCAGGGCAC
ACTAGTGACCGTGTCCAGC

SEQ ID 15-CA8 A#H kvy J2

QVQLVQSGAEVKKPGSSVKVSCKASGYTFTINYWMHWVRQAPGQGLEWMGATYRG
HSDTYYNQKFKGRVTITADKSTSTAYMELSSLRSEDTAVYYCTRGAIYNGYDVLDNWG
QGTLVTVSS

SEQ ID 16-CA8 AE{bvs J2 (ZHEME)

CAGGTGCAGCTGGTCCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCAGCTCCGTG
AAAGTGAGCTGCAAGGCCAGCGGCTACACCTTCACCAACTACTGGATGCACTGGGTGA
GGCAGGCCCCCGGACAGGGCCTGGAGTGGATGGGCGCCACCTACAGGGGCCACAGCGA
CACCTACTACAACCAGAAGTTCAAGGGCCGGGTGACCATCACCGCCGACAAGAGCACT
AGCACCGCCTACATGGAACTGAGCAGCCTCAGGAGCGAGGACACCGCTGTGTATTACT .
GCACCAGGGGCGCCATCTACAACGGCTACGACGTGCTGGACAACTGGGGCCAGGGCAC
ACTAGTGACCGTGTCCAGC

SEQ ID 17-CA8 AJH{EVy J3

QVQLVQSGAEVKKPGSSVKVSCKGSGYTFTNYWMHWVROAPGQOGLEWMGATYRG
HSDTYYNQKFKGRVTITADTSTSTAYMELSSLRSEDTAVYYCTRGATIYNGYDVLDNWG
QGTLVTVSS

SEQ ID 18-CA8 A¥EH{bVay I3 (ZIXEEE)

CAGGTGCAGCTGGTCCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCAGCTCCGTG
AAAGTGAGCTGCAAGGGCAGCGGCTACACCTTCACCAACTACTGGATGCACTGGGTGA
GGCAGGCCCCCGGACAGGGCCTGGAGTGGATGGGCGCCACCTACAGGGGCCACAGCGA ‘
CACCTACTACAACCAGAAGTTCAAGGGCCGGGTGACCATCACCGCCGACACGAGCACC
AGCACCGCCTACATGGAACTGAGCAGCCTCAGGAGCGAGGACACCGCTGTGTATTACT
GCACCAGGGGCGCCATCTACAACGGCTACGACGTGCTGGACAACTGGGGCCAGGGCAC
ACTAGTGACCGTGTCCAGC

SEQ ID 19-CA8 AJE{bVy J4

QVQLVQSGAEVKKPGSSVKVSCKGSGYTFTNYWMHWVRQAPGQGLEWIGATYRG
HSDTYYNQKFKGRATLTADTSTSTAYMELSSLRSEDTAVYYCTRGAIYNGYDVLDNWG
QGTLVTVSS

5 103 H(ZUERHRS)
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SEQ ID 20-CA8 A bVy T4 (ZEKETE)

~ CAGGTGCAGCTGGTCCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCAGCTCCGTG
AAAGTGAGCTGCAAGGGCAGCGGCTACACCTTCACCAACTACTGGATGCACTGGGTGA
GGCAGGCCCCCGGACAGGGCCTGGAGTGGATCGGCGCCACCTACAGGGGCCACAGCGA
CACCTACTACAACCAGAAGTTCAAGGGCCGGGCGACCCTCACCGCCGACACGAGCACC
AGCACCGCCTACATGGAACTGAGCAGCCTCAGGAGCGAGGACACCGCTGTGTATTACT
GCACCAGGGGCGCCATCTACAACGGCTACGACGTGCTGGACAACTGGGGCCAGGGCAC
ACTAGTGACCGTGTCCAGC

SEQ ID 21-CA8 A¥H{bVs J5
QVQLVQSGAEVKKPGSSVKVSCKGSGYTFTNYWMHWVRQAPGQGLEWMGATYRG
HSDTYYNQKFKGRVTITADTSTSTAYMELSSLRSEDTAVYYCTRGAIYDGYDVLDNWG
‘ QGTLVTVSS
SEQ ID 22-CA8 A$E{EV: IS5 (ZHER)
CAGGTGCAGCTGGTCCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCAGCTCCGTG
AAAGTGAGCTGCAAGGGCAGCGGCTACACCTTCACCAACTACTGGATGCACTGGGTGA
GGCAGGCCCCCGGACAGGGCCTGGAGTGGATGGGCGCCACCTACAGGGGCCACAGCGA
- CACCTACTACAACCAGAAGTTCAAGGGCCGGGTGACCATCACCGCCGACACGAGCACC
AGCACCGCCTACATGGAACTGAGCAGCCTCAGGAGCGAGGACACCGCTGTGTATTACT
- GCACCAGGGGCGCCATCTACGACGGCTACGACGTGCTGGACAACTGGGGCCAGGGCAC
ACTAGTGACCGTGTCCAGC

SEQ ID 23-CA8 A$E{bvas J6
QVQLVQSGAEVKKPGSSVKVSCKASGGTFSNYWMHWVRQAPGQGLEWMGATYRG
" HSDTYYNQKFKGRVTITADKSTSTAYMELSSLRSEDTAVYYCARGAIYDGYDVLDNWG
QGTLVTVSS

SEQ ID 24-CA8AMHIEVs JT6 (ZIZE)

CAGGTGCAGCTGGTCCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCAGCTCCGTG
AAAGTGAGCTGCAAGGCCAGCGGCGGCACCTTCAGCAACTACTGGATGCACTGGGTGA
GGCAGGCCCCCGGACAGGGCCTGGAGTGGATGGGCGCCACCTACAGGGGCCACAGCGA
CACCTACTACAACCAGAAGTTCAAGGGCCGGGTGACCATCACCGCCGACAAGAGCACC
AGCACCGCCTACATGGAACTGAGCAGCCTCAGGAGCGAGGACACCGCTGTGTATTACT
GCGCCAGGGGCGCCATCTACGACGGCTACGACGTGCTGGACAACTGGGGCCAGGGCAC
ACTAGTGACCGTGTCCAGC

£ 104 H(EUEREE)
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SEQ ID 25-CA8 A¥EAEVy J7

QVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYWMHWVRQAPGQGLEWMGATYRG
HSDTYYNQKFKGRVTITADKSTSTAYMELSSLRSEDTAVYYCARGAIYDGYDVLDNWG
QGTLVTVSS

SEQ ID 26-CA8AM({LVy J7T(ZKEE)

CAGGTGCAGCTGGTCCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCAGCTCCGTG
AAAGTGAGCTGCAAGGCCAGCGGCTACACCTTCACCAACTACTGGATGCACTGGGTGA
GGCAGGCCCCCGGACAGGGCCTGGAGTGGATGGGCGCCACCTACAGGGGCCACAGCGA
CACCTACTACAACCAGAAGTTCAAGGGCCGGGTGACCATCACCGCCGACAAGAGCACC
AGCACCGCCTACATGGAACTGAGCAGCCTCAGGAGCGAGGACACCGCTGTGTATTACT
GCGCCAGGGGCGCCATCTACGACGGCTACGACGTGCTGGACAACTGGGGCCAGGGCAC “
ACTAGTGACCGTGTCCAGC

SEQ ID 27-CA8 A¥E{EVy J8

QVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYWMHWVRQAPGQGLEWMGATYRG
HSDTYYNQKFKGRVTITADKSTSTAYMELSSLRSEDTAVYYCTRGAIYDGYDVLDNWG
QGTLVTVSS

SEQ ID 28-CA8AME(LVy I8 (ZEXEE)

CAGGTGCAGCTGGTCCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCAGCTCCGTG
AAAGTGAGCTGCAAGGCCAGCGGCTACACCTTCACCAACTACTGGATGCACTGGGTGA
GGCAGGCCCCCGGACAGGGCCTGGAGTGGATGGGCGCCACCTACAGGGGCCACAGCGA
CACCTACTACAACCAGAAGTTCAAGGGCCGGGTGACCATCACCGCCGACAAGAGCACC '.
AGCACCGCCTACATGGAACTGAGCAGCCTCAGGAGCGAGGACACCGCTGTGTATTACT
GCACCAGGGGCGCCATCTACGACGGCTACGACGTGCTGGACAACTGGGGCCAGGGCAC
ACTAGTGACCGTGTCCAGC

SEQ ID 29-CA8 AJE{EVy J9 ’

QVQLVQSGAEVKKPGSSVKVSCKGSGYTFTNYWMHWVRQAPGQGLEWIGATYRG
HSDTYYNQKFKGRATLTADTSTSTAYMELSSLRSEDTAVYYCTRGAIYDGYDVLDNWG
QGTLVTVSS

SEQ ID 30-CA8 AME{EVa J9 (ZLE)
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CAGGTGCAGCTGGTCCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCAGCTCCGTG

- AAAGTGAGCTGCAAGGGCAGCGGCTACACCTTCACCAACTACTGGATGCACTGGGTGA

GGCAGGCCCCCGGACAGGGCCTGGAGTGGATCGGCGCCACCTACAGGGGCCACAGCGA

‘CACCTACTACAACCAGAAGTTCAAGGGCCGGGCGACCCTCACCGCCGACACGAGCACC

AGCACCGCCTACATGGAACTGAGCAGCCTCAGGAGCGAGGACACCGCTGTGTATTACT

GCACCAGGGGCGCCATCTACGACGGCTACGACGTGCTGGACAACTGGGGCCAGGGCAC
ACTAGTGACCGTGTCCAGC

SEQ ID 31-cA8 AJE{Lv. MO
DIQOMTQSPSSLSASVGDRVTITCSASQDISNYLNWYQQKPGKAPKLLIYYTSNL
HSGVPSRFSGSGSGTDFTLTISSLQPEDFATYYCQQYRKLPWTFGQGTKLEIKR

® SEQ ID 32-CA8AJEILV. MO (HHEH)
GACATCCAGATGACCCAGAGCCCTAGCTCACTGAGCGCCAGCGTGGGCGACAGG
GTGACCATTACCTGCTCCGCCAGCCAGGACATCAGCAACTACCTGAACTGGTACCAGC
AGAAGCCCGGCAAGGCCCCCAAGCTGCTGATCTACTACACCTCCAACCTGCACTCCGG
CGTGCCCAGCAGGTTCAGCGGAAGCGGCAGCGGCACCGATTTCACCCTGACCATCTCCC
- AGCCTGCAGCCCGAGGACTTCGCCACCTACTACTGCCAGCAGTACAGGAAGCTCCCCT
GGACTTTCGGCCAGGGCACCAAACTGGAGATCAAGCGT

"SEQ ID 33-CA8 AME RV, M1

DIQMTQSPSSLSASVGDRVTITCSASQDISNYLNWYQQKPGKAPKLLIYYTSNL
HSGVPSRFSGSGSGTDYTLTISSLQPEDFATYYCQQYRKLPWTFGQGTKLEIKR

SEQ ID 34-CA8 AME{bvy M1 (ZiXEEL)

'. GACATCCAGATGACCCAGAGCCCTAGCTCACTGAGCGCCAGCGTGGGCGACAGG
GTGACCATTACCTGCTCCGCCAGCCAGGACATCAGCAACTACCTGAACTGGTACCAGC
AGAAGCCCGGCAAGGCCCCCAAGCTGCTGATCTACTACACCTCCAACCTGCACTCCGG
CGTGCCCAGCAGGTTCAGCGGAAGCGGCAGCGGCACCGATTACACCCTGACCATCTCC
AGCCTGCAGCCCGAGGACTTCGCCACCTACTACTGCCAGCAGTACAGGAAGCTCCCCT
GGACTTTCGGCCAGGGCACCAAACTGGAGATCAAGCGT

SEQ ID 35-CA8 AJHIEV:, M2
DIQLTQSPSSLSASVGDRVTITCSASODISNYLNWYQQKPGKAPELVIYYTSNL
HSGVPSRFSGSGSGTDYTLTISSLOPEDFATYYCQOOYRKLPWTFGQGTKLE IKR

£ 106 E(ZEIERHEE)
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SEQ ID 36-CA8 ALV, M2 (ZHHEER)

GACATCCAGCTGACCCAGAGCCCTAGCTCACTGAGCGCCAGCGTGGGCGACAGG
GTGACCATTACCTGCTCCGCCAGCCAGGACATCAGCAACTACCTGAACTGGTACCAGC
AGAAGCCCGGCAAGGCCCCCGAGCTGGTGATCTACTACACCTCCAACCTGCACTCCGG
CGTGCCCAGCAGGTTCAGCGGAAGCGGCAGCGGCACCGATTACACCCTGACCATCTCC
AGCCTGCAGCCCGAGGACTTCGCCACCTACTACTGCCAGCAGTACAGGAAGCTCCCCT
GGACTTTCGGCCAGGGCACCAAACTGGAGATCAAGCGT

SEQ ID 37 - AJEBCMA CD33-hBCMA ECD (1-53) TEV-Fc

MPLLLLLPLLWAGALAMLQOMAGQCSQNEYFDSLLHACIPCQLRCSSNTPPLTCQ
RYCNASVINSVKGTNSGENLYFQGDPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKD
TLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLT
VLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSL .
TCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVF
SCSVMHEALHNHYTQKSLSLSPGK

e

SEQ ID 38 - A¥EBCMA CD33-hBCMA ECD (1-53) TEV-Fc(HKH

ATGCCGCTGCTGCTACTGCTGCCCCTGCTGTGGGCAGGGGCGCTAGCTATGCTG
CAGATGGCCGGCCAGTGCAGCCAGAACGAGTACTTCGACAGCCTGCTGCACGCCTGCA
TCCCCTGCCAGCTGAGATGCAGCAGCAACACACCTCCTCTGACCTGCCAGAGATACTG
CAACGCCAGCGTGACCAACAGCGTGAAGGGCACCAACTCCGGAGAGAACCTGTACTTC
CAAGGGGATCCCAAATCTTGTGACAAAACTCACACATGCCCACCGTGCCCAGCACCTG
AACTCCTGGGGGGACCGTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCAT
GATCTCCCGGACCCCTGAGGTCACATGCGTGGTGGTGGACGTGAGCCACGAAGACCCT "
GAGGTCAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCATAATGCCAAGACAAAGC
CGCGGGAGGAGCAGTACAACAGCACGTACCGTGTGGTCAGCGTCCTCACCGTCCTGCA
CCAGGACTGGCTGAATGGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGCCCTCCCA
GCCCCCATCGAGAAAACCATCTCCAAAGCCAAAGGGCAGCCCCGAGAGCCACAGGTGT
ACACCCTGCCCCCATCCCGGGATGAGCTGACCAAGAACCAGGTCAGCCTGACCTGCCT
GGTCAAAGGCTTCTATCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGGCAGCCG
GAGAACAACTACAAGACCACGCCTCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTCT
ACAGCAAGCTCACCGTGGACAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCATGCTC
CGTGATGCATGAGGCTCTGCACAACCACTACACGCAGAAGAGCCTCTCCCTGTCTCCG
GGTAAA

5107 H(EHRAFH)
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SEQ ID 39- AJEBCMA CD33-hBCMA ECD (4-53) TEV-Fc

MPLLLLLPLLWAGALAMAGQCSQNEYFDSLLHACIPCQLRCSSNTPPLTCQRYC
NASVTNSVKGTNSGENLYFQGDPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLM
ISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLH
ODWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCL
VKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQOGNVFSCS
VMHEALHNHYTQKSLSLSPGK

e

SEQ ID 40 - AJEBCMA CD33-hBCMA ECD (4-53) TEV-Fc(%IX*
i)
ATGCCGCTGCTGCTACTGCTGCCCCTGCTGTGGGCAGGGGCGCTAGCTATGGCC
' GGCCAGTGCAGCCAGAACGAGTACTTCGACAGCCTGCTGCACGCCTGCATCCCCTGCC
AGCTGAGATGCAGCAGCAACACACCTCCTCTGACCTGCCAGAGATACTGCAACGCCAG
CGTGACCAACAGCGTGAAGGGCACCAACTCCGGAGAGAACCTGTACTTCCAAGGGGAT
CCCAAATCTTGTGACAAAACTCACACATGCCCACCGTGCCCAGCACCTGAACTCCTGG
GGGGACCGTCAGTCTTCCTCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCCCG
- GACCCCTGAGGTCACATGCGTGGTGGTGGACGTGAGCCACGAAGACCCTGAGGTCAAG
TTCAACTGGTACGTGGACGGCGTGGAGGTGCATAATGCCAAGACARAGCCGCGGGAGG
- AGCAGTACAACAGCACGTACCGTGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTG
GCTGAATGGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATC
GAGAAAACCATCTCCAAAGCCAAAGGGCAGCCCCGAGAGCCACAGGTGTACACCCTGC
CCCCATCCCGGGATGAGCTGACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAAAGG
CTTCTATCCCAGCGACATCGCCGTGGAGTGGGAGAGCAATGGGCAGCCGGAGAACAAC
‘. TACAAGACCACGCCTCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTCTACAGCAAGC
TCACCGTGGACAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATGCA
TGAGGCTCTGCACAACCACTACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTARAA

SEQ ID 41-E#EJFEBCMA CD33EEHEBCMA ECD (4-52) TEV-Fc

MPLLLLLPLLWAGALAMARQCSQONEYFDSLLHDCKPCQLRCSSTPPLTCQRYCNA
SMTNSVKGMNSGENLYFQGDPKSCDKTHTCPPCPAPELLGGESVFLFPPKPKDTLMISRT
PEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNG
KEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSD
IAVEWESNGQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHY
TQKSLSLSPGK

%5 108 E(FIREE)

C207578PA.docx

108128318 FENE AGLOL 10820461710
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SEQ ID 42 -BEEMBCMA CD33EENEBCMA ECD (4-52) TEV-Fc (%
ZHEE)

ATGCCGCTGCTGCTACTGCTGCCCCTGCTGTGGGCAGGGGCGCTAGCTATGGCC
AGACAGTGCAGCCAGAACGAGTACTTCGACAGCCTGCTGCACGACTGCAAGCCCTGCC
AGCTGAGATGCAGCAGCACACCTCCTCTGACCTGCCAGAGATACTGCAACGCCAGCAT
GACCAACAGCGTGAAGGGCATGAACTCCGGAGAGAACCTGTACTTCCAAGGGGATCCC
AAATCTTGTGACAAAACTCACACATGCCCACCGTGCCCAGCACCTGAACTCCTGGGGG
GACCGTCAGTCTTCCTCTTCCCCCCAARACCCAAGGACACCCTCATGATCTCCCGGAC
CCCTGAGGTCACATGCGTGGTGGTGGACGTGAGCCACGAAGACCCTGAGGTCAAGTTC
AACTGGTACGTGGACGGCGTGGAGGTGCATAATGCCAAGACAAAGCCGCGGGAGGAGC
AGTACAACAGCACGTACCGTGTGGTCAGCGTCCTCACCGTCCTGCACCAGGACTGGCT
GAATGGCAAGGAGTACAAGTGCAAGGTCTCCAACAAAGCCCTCCCAGCCCCCATCGAG .
AAAACCATCTCCAAAGCCAAAGGGCAGCCCCGAGAGCCACAGGTGTACACCCTGCCCC
CATCCCGGGATGAGCTGACCAAGAACCAGGTCAGCCTGACCTGCCTGGTCAAAGGCTT
CTATCCCA

GCGACATCGCCGTGGAGTGGGAGAGCAATGGGCAGCCGGAGAACAACTACAAGA
CCACGCCTCCCGTGCTGGACTCCGACGGCTCCTTCTTCCTCTACAGCAAGCTCACCGT
GGACAAGAGCAGGTGGCAGCAGGGGAACGTCTTCTCATGCTCCGTGATGCATGAGGCT
CTGCACAACCACTACACGCAGAAGAGCCTCTCCCTGTCTCCGGGTAAA

SEQ ID 43- cA8 JO0ANJE{LE#E

QVQLVQSGAEVKKPGSSVKVSCKASGGTFSNYWMHWVRQAPGQGLEWMGATYRG
HSDTYYNQKFKGRVTITADKSTSTAYMELSSLRSEDTAVYYCARGAIYNGYDVLDNWG
QGTLVIVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSG l.
VHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTH
TCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWY VDGV
EVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAK
GQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVL
DSDGSFFLYSKLTVDKSRWQQGNVEFSCSVMHEALHNHYTQKSLSLSPGK

SEQ ID 44-CA8 JOANELEHE (ZHRER)

CAGGTGCAGCTGGTCCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCAGCTCCGTG
AAAGTGAGCTGCAAGGCCAGCGGCGGCACCTTCAGCAACTACTGGATGCACTGGGTGA
GGCAGGCCCCCGGACAGGGCCTGGAGTGGATGGGCGCCACCTACAGGGGCCACAGCGA

55 109 H(SHHRHE)

C207578PA.docx

1061283138 10820461710
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CACCTACTACAACCAGAAGTTCAAGGGCCGGGTGACCATCACCGCCGACAAGAGCACC
AGCACCGCCTACATGGAACTGAGCAGCCTCAGGAGCGAGGACACCGCTGTGTATTACT
GCGCCAGGGGCGCCATCTACAACGGCTACGACGTGCTGGACAACTGGGGCCAGGGCAC
ACTAGTGACCGTGTCCAGCGCCAGCACCAAGGGCCCCAGCGTGTTCCCCCTGGCCCCC
AGCAGCAAGAGCACCAGCGGCGGCACAGCCGCCCTGGGCTGCCTGGTGAAGGACTACT
TCCCCGAACCGGTGACCGTGTCCTGGAACAGCGGAGCCCTGACCAGCGGCGTGCACAC
CTTCCCCGCCGTGCTGCAGAGCAGCGGCCTGTACAGCCTGAGCAGCGTGGTGACCGTG
CCCAGCAGCAGCCTGGGCACCCAGACCTACATCTGTAACGTGAACCACAAGCCCAGCA
ACACCAAGGTGGACAAGAAGGTGGAGCCCAAGAGCTGTGACAAGACCCACACCTGCCC
CCCCTGCCCTGCCCCCGAGCTGCTGGGAGGCCCCAGCGTGTTCCTGTTCCCCCCCAAG
CCTAAGGACACCCTGATGATCAGCAGAACCCCCGAGGTGACCTGTGTGGTGGTGGATG
TGAGCCACGAGGACCCTGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCA
' CAATGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACAGCACCTACCGGGTGGTGTCC
GTGCTGACCGTGCTGCACCAGGATTGGCTGAACGGCAAGGAGTACAAGTGTAAGGTGT
CCAACAAGGCCCTGCCTGCCCCTATCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCC
CAGAGAGCCCCAGGTGTACACCCTGCCCCCTAGCAGAGATGAGCTGACCAAGAACCAG
GTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGG
- AGAGCAACGGCCAGCCCGAGAACAACTACAAGACCACCCCCCCTGTGCTGGACAGCGA
TGGCAGCTTCTTCCTGTACAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGC
- AACGTGTTCAGCTGCTCCGTGATGCACGAGGCCCTGCACAATCACTACACCCAGAAGA
GCCTGAGCCTGTCCCCTGGCAAG ,

SEQ ID 45- CA8 Jl AJE({h=Eg#
QVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYWMHWVRQAPGQGLEWMGATYRG
" HSDTYYNQKFKGRVTITADKSTSTAYMELSSLRSEDTAVYYCARGAIYNGYDVLDNWG
QGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSG
VHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTH
TCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGV
EVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAK
GQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVL
DSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

SEQ ID 46-CA8 J1ANJA(LE# (LK EEE)
CAGGTGCAGCTGGTCCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCAGCTCCGTG
AAAGTGAGCTGCAAGGCCAGCGGCTACACCTTCACCAACTACTGGATGCACTGGGTGA

110 H(EFHERIEE)

C207578PA.docx

1081283218 1082046171~0
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GGCAGGCCCCCGGACAGGGCCTGGAGTGGATGGGCGCCACCTACAGGGGCCACAGCGA
CACCTACTACAACCAGAAGTTCAAGGGCCGGGTGACCATCACCGCCGACAAGAGCACC
AGCACCGCCTACATGGAACTGAGCAGCCTCAGGAGCGAGGACACCGCTGTGTATTACT
GCGCCAGGGGCGCCATCTACAACGGCTACGACGTGCTGGACAACTGGGGCCAGGGCAC
ACTAGTGACCGTGTCCAGCGCCAGCACCAAGGGCCCCAGCGTGTTCCCCCTGGLCCCCC
AGCAGCAAGAGCACCAGCGGCGGCACAGCCGCCCTGGGCTGCCTGGTGAAGGACTACT
TCCCCGAACCGGTGACCGTGTCCTGGAACAGCGGAGCCCTGACCAGCGGCGTGCACAC
CTTCCCCGCCGTGCTGCAGAGCAGCGGCCTGTACAGCCTGAGCAGCGTGGTGACCGTG
CCCAGCAGCAGCCTGGGCACCCAGACCTACATCTGTAACGTGAACCACAAGCCCAGCA
ACACCAAGGTGGACAAGAAGGTGGAGCCCAAGAGCTGTGACAAGACCCACACCTGCCC
CCCCTGCCCTGCCCCCGAGCTGCTGGGAGGCCCCAGCGTGTTCCTGTTCCCCCCCAAG
CCTAAGGACACCCTGATGATCAGCAGAACCCCCGAGGTGACCTGTGTGGTGGTGGATG
TGAGCCACGAGGACCCTGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCA
CAATGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACAGCACCTACCGGGTGGTGTCC
GTGCTGACCGTGCTGCACCAGGATTGGCTGAACGGCAAGGAGTACAAGTGTAAGGTGT
CCAACAAGGCCCTGCCTGCCCCTATCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCC
CAGAGAGCCCCAGGTGTACACCCTGCCCCCTAGCAGAGATGAGCTGACCAAGAACCAG
GTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGG
AGAGCAACGGCCAGCCCGAGAACAACTACAAGACCACCCCCCCTGTGCTGGACAGCGA
TGGCAGCTTCTTCCTGTACAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGC
AACGTGTTCAGCTGCTCCGTGATGCACGAGGCCCTGCACAATCACTACACCCAGAAGA
GCCTGAGCCTGTCCCCTGGCAAG

SEQ ID 47-CA8 J2 A\FE{LE#E

QVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYWMHWVRQAPGQGLEWMGATYRG
HSDTYYNQKFKGRVTITADKSTSTAYMELSSLRSEDTAVYYCTRGAIYNGYDVLDNWG
QGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSG
VHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTH
TCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGV
EVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAK
GQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVL
DSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

SEQ ID 48-CA8 J2 AMA{LEHE (HIZE)
CAGGTGCAGCTGGTCCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCAGCTCCGTG

111 HETREE)

C207578PA.docx

OBL2ERIE

M A0101 LOGZ046171~0
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AAAGTGAGCTGCAAGGCCAGCGGCTACACCTTCACCAACTACTGGATGCACTGGGTGA
GGCAGGCCCCCGGACAGGGCCTGGAGTGGATGGGCGCCACCTACAGGGGCCACAGLCGA
CACCTACTACAACCAGAAGTTCAAGGGCCGGGTGACCATCACCGCCGACAAGAGCACC
AGCACCGCCTACATGGAACTGAGCAGCCTCAGGAGCGAGGACACCGCTGTGTATTACT
GCACCAGGGGCGCCATCTACAACGGCTACGACGTGCTGGACAACTGGGGCCAGGGCAC
ACTAGTGACCGTGTCCAGCGCCAGCACCAAGGGCCCCAGCGTGTTCLCCCCTGGLCCCCC
AGCAGCAAGAGCACCAGCGGCGGCACAGCCGCCCTGGGCTGCCTGGTGAAGGACTACT
TCCCCGAACCGGTGACCGTGTCCTGGAACAGCGGAGCCCTGACCAGCGGCGTGCACAC
CTTCCCCGCCGTGCTGCAGAGCAGCGGCCTGTACAGCCTGAGCAGCGTGGTGACCGTG
CCCAGCAGCAGCCTGGGCACCCAGACCTACATCTGTAACGTGAACCACAAGCCCAGCA
ACACCAAGGTGGACAAGAAGGTGGAGCCCAAGAGCTGTGACAAGACCCACACCTGCCC
CCCCTGCCCTGCCCCCGAGCTGCTGGGAGGCCCCAGCGTGTTCCTGTTCCCCCCCAAG

‘ CCTAAGGACACCCTGATGATCAGCAGAACCCCCGAGGTGACCTGTGTGGTGGTGGATG
TGAGCCACGAGGACCCTGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCA
CAATGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACAGCACCTACCGGGTGGTGTCCC
GTGCTGACCGTGCTGCACCAGGATTGGCTGAACGGCAAGGAGTACAAGTGTAAGGTGT
CCAACAAGGCCCTGCCTGCCCCTATCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCC

- CAGAGAGCCCCAGGTGTACACCCTGCCCCCTAGCAGAGATGAGCTGACCAAGAACCAG
GTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGG

- AGAGCAACGGCCAGCCCGAGAACAACTACAAGACCACCCCCCCTGTGCTGGACAGCGA
TGGCAGCTTCTTCCTGTACAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGC
AACGTGTTCAGCTGCTCCGTGATGCACGAGGCCCTGCACAATCACTACACCCAGAAGA
GCCTGAGCCTGTCCCCTGGCAAG

9 SEQ ID 49- CA8 J3 ME{LE&E
QVOLVQSGAEVKKPGSSVKVSCKGSGYTFTNYWMHWVRQAPGQGLEWMGATYRG
HSDTYYNQKFKGRVTITADTSTSTAYMELSSLRSEDTAVYYCTRGATYNGYDVLDNWG
OGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSG
VHTFPAVLOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTH
TCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGY
EVHNAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAP IEKTISKAK
GQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGOPENNYKTTPPVL
DSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALENHY TOKSTLSLSPGK

SEQ ID 50-CA8 J3 AME(LEH# (ZHEMR)

5 112 H(ZHAREIE)

C207578PA.docx

106128318 1820461710
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CAGGTGCAGCTGGTCCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCAGCTCCGTG
AAAGTGAGCTGCAAGGGCAGCGGCTACACCTTCACCAACTACTGGATGCACTGGGTGA
GGCAGGCCCCCGGACAGGGCCTGGAGTGGATGGGCGCCACCTACAGGGGCCACAGCGA
CACCTACTACAACCAGAAGTTCAAGGGCCGGGTGACCATCACCGCCGACACGAGCACC
AGCACCGCCTACATGGAACTGAGCAGCCTCAGGAGCGAGGACACCGCTGTGTATTACT
GCACCAGGGGCGCCATCTACAACGGCTACGACGTGCTGGACAACTGGGGCCAGGGCAC
ACTAGTGACCGTGTCCAGCGCCAGCACCAAGGGCCCCAGCGTGTTCCCCCTGGCCCCC
AGCAGCAAGAGCACCAGCGGCGGCACAGCCGCCCTGGGCTGCCTGGTGAAGGACTACT
TCCCCGAACCGGTGACCGTGTCCTGGAACAGCGGAGCCCTGACCAGCGGCGTGCACAC
CTTCCCCGCCGTGCTGCAGAGCAGCGGCCTGTACAGCCTGAGCAGCGTGGTGACCGTG
CCCAGCAGCAGCCTGGGCACCCAGACCTACATCTGTAACGTGAACCACAAGCCCAGCA
ACACCAAGGTGGACAAGAAGGTGGAGCCCAAGAGCTGTGACAAGACCCACACCTGCCC
CCCCTGCCCTGCCCCCGAGCTGCTGGGAGGCCCCAGCGTGTTCCTGTTCCCCCCCAAG .
CCTAAGGACACCCTGATGATCAGCAGAACCCCCGAGGTGACCTGTGTGGTGGTGGATG
TGAGCCACGAGGACCCTGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCA
CAATGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACAGCACCTACCGGGTGGTGTCC
GTGCTGACCGTGCTGCACCAGGATTGGCTGAACGGCAAGGAGTACAAGTGTAAGGTGT
CCAACAAGGCCCTGCCTGCCCCTATCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCC
CAGAGAGCCCCAGGTGTACACCCTGCCCCCTAGCAGAGATGAGCTGACCAAGAACCAG
GTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGG
AGAGCAACGGCCAGCCCGAGAACAACTACAAGACCACCCCCCCTGTGCTGGACAGCGA
TGGCAGCTTCTTCCTGTACAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGC
AACGTGTTCAGCTGCTCCGTGATGCACGAGGCCCTGCACAATCACTACACCCAGAAGA
GCCTGAGCCTGTCCCCTGGCAAG

SEQ ID 51-CA8 J4 ANJE{LEH

QVQLVQSGAEVKKPGSSVKVSCKGSGYTFTNYWMHWVRQAPGQGLEWIGATYRG
HSDTYYNQKFKGRATLTADTSTSTAYMELSSLRSEDTAVYYCTRGAIYNGYDVLDNWG
QGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSG
VHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTH
TCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGV
EVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAK
GQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVL
DSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

55 113 H(#HHEREEE)

C207578PA.docx

10620461740
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SEQ ID 52-CA8 J4 NEILEHE (ZHERK)

CAGGTGCAGCTGGTCCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCAGCTCCGTG
AAAGTGAGCTGCAAGGGCAGCGGCTACACCTTCACCAACTACTGGATGCACTGGGTGA
GGCAGGCCCCCGGACAGGGCCTGGAGTGGATCGGCGCCACCTACAGGGGCCACAGCGA
CACCTACTACAACCAGAAGTTCAAGGGCCGGGCGACCCTCACCGCCGACACGAGCACCC
AGCACCGCCTACATGGAACTGAGCAGCCTCAGGAGCGAGGACACCGCTGTGTATTACT
GCACCAGGGGCGCCATCTACAACGGCTACGACGTGCTGGACAACTGGGGCCAGGGCAC
ACTAGTGACCGTGTCCAGCGCCAGCACCAAGGGCCCCAGCGTGTTCCCCCTGGCCCCC
AGCAGCAAGAGCACCAGCGGCGGCACAGCCGCCCTGGGCTGCCTGGTGAAGGACTACT
TCCCCGAACCGGTGACCGTGTCCTGGAACAGCGGAGCCCTGACCAGCGGCGTGCACAC
CTTCCCCGCCGTGCTGCAGAGCAGCGGCCTGTACAGCCTGAGCAGCGTGGTGACCGTG
CCCAGCAGCAGCCTGGGCACCCAGACCTACATCTGTAACGTGAACCACAAGCCCAGCA
. ACACCAAGGTGGACAAGAAGGTGGAGCCCAAGAGCTGTGACAAGACCCACACCTGCCCC
CCCCTGCCCTGCCCCCGAGCTGCTGGGAGGCCCCAGCGTGTTCCTGTTCCCCCCCAAG
CCTAAGGACACCCTGATGATCAGCAGAACCCCCGAGGTGACCTGTGTGGTGGTGGATG
TGAGCCACGAGGACCCTGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCA
CAATGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACAGCACCTACCGGGTGGTGTCC
- GTGCTGACCGTGCTGCACCAGGATTGGCTGAACGGCAAGGAGTACAAGTGTAAGGTGT
CCAACAAGGCCCTGCCTGCCCCTATCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCC
- CAGAGAGCCCCAGGTGTACACCCTGCCCCCTAGCAGAGATGAGCTGACCAAGAACCAG
. GTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGG |
AGAGCAACGGCCAGCCCGAGAACAACTACAAGACCACCCCCCCTGTGCTGGACAGCGA
TGGCAGCTTCTTCCTGTACAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGC
AACGTGTTCAGCTGCTCCGTGATGCACGAGGCCCTGCACAATCACTACACCCAGAAGA

. GCCTGAGCCTGTCCCCTGGCAAG

SEQ ID 53-CA8 J5 AJE({LE##

QVQLVQSGAEVKKPGSSVKVSCKGSGYTFTNYWMHWVRQAPGQGLEWMGATYRG
HSDTYYNQKFKGRVTITADTSTSTAYMELSSLRSEDTAVYYCTRGAIYDGYDVLDNWG
QGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSG
VHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTH
TCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGV
EVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAK
GQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVL
DSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALENHYTQKSLSLS PGK

5 114 H(EREE)

C207578PA.docx

1083283218 10820461710



1644924

SEQ ID 54-CA8 J5 NE(LEH# (HXER)

CAGGTGCAGCTGGTCCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCAGCTCCGTG
AAAGTGAGCTGCAAGGGCAGCGGCTACACCTTCACCAACTACTGGATGCACTGGGTGA
GGCAGGCCCCCGGACAGGGCCTGGAGTGGATGGGCGCCACCTACAGGGGCCACAGCGA
CACCTACTACAACCAGAAGTTCAAGGGCCGGGTGACCATCACCGCCGACACGAGCACC
AGCACCGCCTACATGGAACTGAGCAGCCTCAGGAGCGAGGACACCGCTGTGTATTACT
GCACCAGGGGCGCCATCTACGACGGCTACGACGTGCTGGACAACTGGGGCCAGGGCAC
ACTAGTGACCGTGTCCAGCGCCAGCACCAAGGGCCCCAGCGTGTTCCLCCCTGGCCCCC
AGCAGCAAGAGCACCAGCGGCGGCACAGCCGCCCTGGGCTGCCTGGTGAAGGACTACT
TCCCCGAACCGGTGACCGTGTCCTGGAACAGCGGAGCCCTGACCAGCGGCGTGCACAC
CTTCCCCGCCGTGCTGCAGAGCAGCGGCCTGTACAGCCTGAGCAGCGTGGTGACCGTG
CCCAGCAGCAGCCTGGGCACCCAGACCTACATCTGTAACGTGAACCACAAGCCCAGCA "
ACACCAAGGTGGACAAGAAGGTGGAGCCCAAGAGCTGTGACAAGACCCACACCTGCCC
CCCCTGCCCTGCCCCCGAGCTGCTGGGAGGCCCCAGCGTGTTCCTGTTCCCCCCCAAG
CCTAAGGACACCCTGATGATCAGCAGAACCCCCGAGGTGACCTGTGTGGTGGTGGATG
TGAGCCACGAGGACCCTGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCA
CAATGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACAGCACCTACCGGGTGGTGTCC
GTGCTGACCGTGCTGCACCAGGATTGGCTGAACGGCAAGGAGTACAAGTGTAAGGTGT
CCAACAAGGCCCTGCCTGCCCCTATCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCC
CAGAGAGCCCCAGGTGTACACCCTGCCCCCTAGCAGAGATGAGCTGACCAAGAACCAG
GTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGG
AGAGCAACGGCCAGCCCGAGAACAACTACAAGACCACCCCCCCTGTGCTGGACAGCGA
TGGCAGCTTCTTCCTGTACAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGC
AACGTGTTCAGéTGCTCCGTGATGCACGAGGCCCTGCACAATCACTACACCCAGAAGA .
GCCTGAGCCTGTCCCCTGGCAAG

SEQ ID 55-CA8 J6 AJE{hE#E

QVQLVQSGAEVKKPGSSVKVSCKASGGTFSNYWMHWVRQAPGQGLEWMGATYRG
HSDTYYNQKFKGRVTITADKSTSTAYMELSSLRSEDTAVYYCARGAIYDGYDVLDNWG
QGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSG
VHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTH
TCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGV
EVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAK
GQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVL

8 115 H(EHHRHEFT)

€207578PA.docx
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DSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

SEQ ID 56-CA8 J6 AB{LEH#E (FKXTHE)

CAGGTGCAGCTGGTCCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCAGCTCCGTG
AAAGTGAGCTGCAAGGCCAGCGGCGGCACCTTCAGCAACTACTGGATGCACTGGGTGA
GGCAGGCCCCCGGACAGGGCCTGGAGTGGATGGGCGCCACCTACAGGGGCCACAGCGA
CACCTACTACAACCAGAAGTTCAAGGGCCGGGTGACCATCACCGCCGACAAGAGCACC
AGCACCGCCTACATGGAACTGAGCAGCCTCAGGAGCGAGGACACCGCTGTGTATTACT
GCGCCAGGGGCGCCATCTACGACGGCTACGACGTGCTGGACAACTGGGGCCAGGGCAC
ACTAGTGACCGTGTCCAGCGCCAGCACCAAGGGCCCCAGCGTGTTCCCCCTGGLCCCCC
AGCAGCAAGAGCACCAGCGGCGGCACAGCCGCCCTGGGCTGCCTGGTGAAGGACTACT
TCCCCGAACCGGTGACCGTGTCCTGGAACAGCGGAGCCCTGACCAGCGGCGTGCACAC
‘. CTTCCCCGCCGTGCTGCAGAGCAGCGGCCTGTACAGCCTGAGCAGCGTGGTGACCGTG
CCCAGCAGCAGCCTGGGCACCCAGACCTACATCTGTAACGTGAACCACAAGCCCAGCA
ACACCAAGGTGGACAAGAAGGTGGAGCCCAAGAGCTGTGACAAGACCCACACCTGCCC
CCCCTGCCCTGCCCCCGAGCTGCTGGGAGGCCCCAGCGTGTTCCTGTTCCCCCCCAAG
CCTAAGGACACCCTGATGATCAGCAGAACCCCCGAGGTGACCTGTGTGGTGGTGGATG
- TGAGCCACGAGGACCCTGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCA
CAATGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACAGCACCTACCGGGTGGTGTCC
- GTGCTGACCGTGCTGCACCAGGATTGGCTGAACGGCAAGGAGTACAAGTGTAAGGTGT
CCAACAAGGCCCTGCCTGCCCCTATCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCC
CAGAGAGCCCCAGGTGTACACCCTGCCCCCTAGCAGAGATGAGCTGACCAAGAACCAG
GTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGG
AGAGCAACGGCCAGCCCGAGAACAACTACAAGACCACCCCCCCTIGTGCTGGACAGCGA
. TGGCAGCTTCTTCCTGTACAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGC
AACGTGTTCAGCTGCTCCGTGATGCACGAGGCCCTGCACAATCACTACACCCAGAAGA

GCCTGAGCCTGTCCCCTGGCAAG

SEQ ID 57-CA8 J7 AJE{LE##

QVOLVQSGAEVKKPGSSVKVSCKASGY TFTNYWMHWVROAPGQGLEWMGATYRG
HSDTYYNQKFKGRVTITADKSTSTAYMELSSLRSEDTAVYYCARGAIYDGYDVLDNWG
QOGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSG
VHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTH
TCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGV
EVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAK

%8 116 H(ZHRHE)

C207578PA.docx
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GQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVL
DSDGSFFLYSKLTVDKSRWOQGNVFSCSVMHEALHNHYTQKSLSLSPGK

SEQ ID 58-CA8 J7 ABLEHE (ZZKEE)

CAGGTGCAGCTGGTCCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCAGCTCCGTG
AAAGTGAGCTGCAAGGCCAGCGGCTACACCTTCACCAACTACTGGATGCACTGGGTGA
GGCAGGCCCCCGGACAGGGCCTGGAGTGGATGGGCGCCACCTACAGGGGCCACAGCGA
CACCTACTACAACCAGAAGTTCAAGGGCCGGGTGACCATCACCGCCGACAAGAGCACC
AGCACCGCCTACATGGAACTGAGCAGCCTCAGGAGCGAGGACACCGCTGTGTATTACT
GCGCCAGGGGCGCCATCTACGACGGCTACGACGTGCTGGACAACTGGGGCCAGGGCAC
ACTAGTGACCGTGTCCAGCGCCAGCACCAAGGGCCCCAGCGTGTTCCCCCTGGCCCCC
AGCAGCAAGAGCACCAGCGGCGGCACAGCCGCCCTGGGCTGCCTGGTGAAGGACTACT
TCCCCGAACCGGTGACCGTGTCCTGGAACAGCGGAGCCCTGACCAGCGGCGTGCACAC "
CTTCCCCGCCGTGCTGCAGAGCAGCGGCCTGTACAGCCTGAGCAGCGTGGTGACCGTG
CCCAGCAGCAGCCTGGGCACCCAGACCTACATCTGTAACGTGAACCACAAGCCCAGCA
ACACCAAGGTGGACAAGAAGGTGGAGCCCAAGAGCTGTGACAAGACCCACACCTGCCCC
CCCCTGCCCTGCCCCCGAGCTGCTGGGAGGCCCCAGCGTGTTCCTGTTCCCCCCCAAG
CCTAAGGACACCCTGATGATCAGCAGAACCCCCGAGGTGACCTGTGTGGTGGTGGATG
TGAGCCACGAGGACCCTGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCA
CAATGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACAGCACCTACCGGGTGGTGTCC
GTGCTGACCGTGCTGCACCAGGATTGGCTGAACGGCAAGGAGTACAAGTGTAAGGTGT
CCAACAAGGCCCTGCCTGCCCCTATCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCC
CAGAGAGCCCCAGGTGTACACCCTGCCCCCTAGCAGAGATGAGCTGACCAAGAACCAG
GTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGG

AGAGCAACGGCCAGCCCGAGAACAACTACAAGACCACCCCCCCTGTGCTGGACAGCGA "

TGGCAGCTTCTTCCTGTACAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGC
AACGTGTTCAGCTGCTCCGTGATGCACGAGGCCCTGCACAATCACTACACCCAGAAGA
GCCTGAGCCTGTCCCCTGGCAAG

SEQ ID 59-CA8 J8 AJE{LEH

QOVQLVQSGAEVKKPGSSVKVSCKASGYTFTNYWMHWVRQAPGQGLEWMGATYRG
HSDTYYNQKFKGRVIITADKSTSTAYMELSSLRSEDTAVYYCTRGAIYDGYDVLDNWG
QGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSG
VHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTH
TCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWYVDGV

55117 B3RS

C207578PA.docx
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EVHNAKTKPREEQYNSTYRVVSVLTVLHODWLNGKEYKCKVSNKALPAPIEKTISKAK
GQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVL
DSDGSFFLYSKLTVDKSRWQQGNVEFSCSVMHEALHNHYTQKSLSLSPGK

SEQ ID 60-CA8 J8 ANBLEHE (ZXTHHE)

CAGGTGCAGCTGGTCCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCAGCTCCGTG
AAAGTGAGCTGCAAGGCCAGCGGCTACACCTTCACCAACTACTGGATGCACTGGGTGA
GGCAGGCCCCCGGACAGGGCCTGGAGTGGATGGGCGCCACCTACAGGGGCCACAGLCGA
. CACCTACTACAACCAGAAGTTCAAGGGCCGGGTGACCATCACCGCCGACAAGAGCACC
AGCACCGCCTACATGGAACTGAGCAGCCTCAGGAGCGAGGACACCGCTGTGTATTACT
GCACCAGGGGCGCCATCTACGACGGCTACGACGTGCTGGACAACTGGGGCCAGGGCAC
ACTAGTGACCGTGTCCAGCGCCAGCACCAAGGGCCCCAGCGTGTTCCCCCTGGCCCCC
‘. AGCAGCAAGAGCACCAGCGGCGGCACAGCCGCCCTGGGCTGCCTGGTGAAGGACTACT
TCCCCGAACCGGTGACCGTGTCCTGGAACAGCGGAGCCCTGACCAGCGGCGTGCACAC
CTTCCCCGCCGTGCTGCAGAGCAGCGGCCTGTACAGCCTGAGCAGCGTGGTGACCGTG
CCCAGCAGCAGCCTGGGCACCCAGACCTACATCTGTAACGTGAACCACAAGCCCAGCA
ACACCAAGGTGGACAAGAAGGTGGAGCCCAAGAGCTGTGACAAGACCCACACCTGCCC
- CCCCTGCCCTGCCCCCGAGCTGCTGGGAGGCCCCAGCGTGTTCCTGTTCCCCCCCAAG
CCTAAGGACACCCTGATGATCAGCAGAACCCCCGAGGTGACCTGTGTGGTGGTGGATG
- TGAGCCACGAGGACCCTGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCA
CAATGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACAGCACCTACCGGGTGGTGTCC
GTGCTGACCGTGCTGCACCAGGATTGGCTGAACGGCAAGGAGTACAAGTGTAAGGTGT
CCAACAAGGCCCTGCCTGCCCCTATCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCC
CAGAGAGCCCCAGGTGTACACCCTGCCCCCTAGCAGAGATGAGCTGACCAAGAACCAG
" GTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGG
AGAGCAACGGCCAGCCCGAGAACAACTACAAGACCACCCCCCCTGTGCTGGACAGCGA
TGGCAGCTTCTTCCTGTACAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGC
AACGTGTTCAGCTGCTCCGTGATGCACGAGGCCCTGCACAATCACTACACCCAGAAGA

GCCTGAGCCTGTCCCCTGGCAAG -

SEQ ID 61-CA8 J9AH(LE#

QVQLVQSGAEVKKPGSSVKVSCKGSGYTFTNYWMHWVRQAPGQGLEWIGATYRG
HSDTYYNQKFKGRATLTADTSTSTAYMELSSLRSEDTAVYYCTRGAIYDGYDVLDNWG
QGTLVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSG
VHTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTH

5 118 H(BUIERHE)

C207578PA.docx
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TCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGV
EVHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAK
GQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVL
DSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

SEQ ID 62-CA8 JIANB(LEHE (ZHEH)

CAGGTGCAGCTGGTCCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCAGCTCCGTG
AAAGTGAGCTGCAAGGGCAGCGGCTACACCTTCACCAACTACTGGATGCACTGGGTGA
GGCAGGCCCCCGGACAGGGCCTGGAGTGGATCGGCGCCACCTACAGGGGCCACAGCGA
CACCTACTACAACCAGAAGTTCAAGGGCCGGGCGACCCTCACCGCCGACACGAGCACC
AGCACCGCCTACATGGAACTGAGCAGCCTCAGGAGCGAGGACACCGCTGTGTATTACT
GCACCAGGGGCGCCATCTACGACGGCTACGACGTGCTGGACAACTGGGGCCAGGGCAC
ACTAGTGACCGTGTCCAGCGCCAGCACCAAGGGCCCCAGCGTGTTCCCCCTGGCCCCC .
AGCAGCAAGAGCACCAGCGGCGGCACAGCCGCCCTGGGCTGCCTGGTGAAGGACTACT
TCCCCGAACCGGTGACCGTGTCCTGGAACAGCGGAGCCCTGACCAGCGGCGTGCACAC
CTTCCCCGCCGTGCTGCAGAGCAGCGGCCTGTACAGCCTGAGCAGCGTGGTGACCGTG
CCCAGCAGCAGCCTGGGCACCCAGACCTACATCTGTAACGTGAACCACAAGCCCAGCA
ACACCAAGGTGGACAAGAAGGTGGAGCCCAAGAGCTGTGACAAGACCCACACCTGCCC
CCCCTGCCCTGCCCCCGAGCTGCTGGGAGGCCCCAGCGTGTTCCTGTTCCCCCCCAAG
CCTAAGGACACCCTGATGATCAGCAGAACCCCCGAGGTGACCTGTGTGGTGGTGGATG
TGAGCCACGAGGACCCTGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCA
CAATGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACAGCACCTACCGGGTGGTGTCC
GTGCTGACCGTGCTGCACCAGGATTGGCTGAACGGCAAGGAGTACAAGTGTAAGGTGT
CCAACAAGGCCCTGCCTGCCCCTATCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCC
CAGAGAGCCCCAGGTGTACACCCTGCCCCCTAGCAGAGATGAGCTGACCAAGAACCAG 1'
GTGTCCCTGACCTGCCTGGTGAAGGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGG
AGAGCAACGGCCAGCCCGAGAACAACTACAAGACCACCCCCCCTGTGCTGGACAGCGA
TGGCAGCTTCTTCCTGTACAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGC
AACGTGTTCAGCTGCTCCGTGATGCACGAGGCCCTGCACAATCACTACACCCAGAAGA
GCCTGAGCCTGTCCCCTGGCAAG

SEQ ID 63-CA8 MO AFH{LI#H

DIOMTQSPSSLSASVGDRVTITCSASQDISNYLNWYQQKPGKAPKLLIYYTSNIL
HSGVPSRFSGSGSGTDFTLTISSLQPEDFATYYCQQYRKLPWTFGQGTKLEIKRTVAA_
PSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKD

5 119 H(BEREEE)

C207578PA.docx
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STYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC

SEQ ID 64-CA8 MO AMH/CEEHE (HZEHK)
GACATCCAGATGACCCAGAGCCCTAGCTCACTGAGCGCCAGCGTGGGCGACAGG
GTGACCATTACCTGCTCCGCCAGCCAGGACATCAGCAACTACCTGAACTGGTACCAGC
AGAAGCCCGGCAAGGCCCCCAAGCTGCTGATCTACTACACCTCCAACCTGCACTCCGG
CGTGCCCAGCAGGTTCAGCGGAAGCGGCAGCGGCACCGATTTCACCCTGACCATCTCC
AGCCTGCAGCCCGAGGACTTCGCCACCTACTACTGCCAGCAGTACAGGAAGCTCCCCT
- GGACTTTCGGCCAGGGCACCAAACTGGAGATCAAGCGTACGGTGGCCGCCCCCAGCGT
GTTCATCTTCCCCCCCAGCGATGAGCAGCTGAAGAGCGGCACCGCCAGCGTGGTGTGT
CTGCTGAACAACTTCTACCCCCGGGAGGCCAAGGTGCAGTGGAAGGTGGACAATGCCC
TGCAGAGCGGCAACAGCCAGGAGAGCGTGACCGAGCAGGACAGCAAGGACTCCACCTA
‘. CAGCCTGAGCAGCACCCTGACCCTGAGCAAGGCCGACTACGAGAAGCACAAGGTGTAC
GCCTGTGAGGTGACCCACCAGGGCCTGTCCAGCCCCGTGACCAAGAGCTTCAACCGQG

GCGAGTGC

SEQ ID 65-CA8 M1 AJE/LEE§E
- DIQOMTQSPSSLSASVGDRVTITCSASQDISNYLNWYQQKPGKAPKLLIYYTSNL
HSGVPSRFSGSGSGTDYTLTISSLQPEDFATYYCQQYRKLPWTFGQGTKLEIKRTVAA
o PSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKD
STYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC

SEQ ID 66-CA8 M1 AJE{LECEE (R EWR)
GACATCCAGATGACCCAGAGCCCTAGCTCACTGAGCGCCAGCGTGGGCGACAGG
.. GTGACCATTACCTGCTCCGCCAGCCAGGACATCAGCAACTACCTGAACTGGTACCAGC_
AGAAGCCCGGCAAGGCCCCCAAGCTGCTGATCTACTACACCTCCAACCTGCACTCCGG
CGTGCCCAGCAGGTTCAGCGGAAGCGGCAGCGGCACCGATTACACCCTGACCATCTCC
AGCCTGCAGCCCGAGGACTTCGCCACCTACTACTGCCAGCAGTACAGGAAGCTCCCCT
GGACTTTCGGCCAGGGCACCAAACTGGAGATCAAGCGTACGGTGGCCGCCCCCAGCGT
GTTCATCTTCCCCCCCAGCGATGAGCAGCTGAAGAGCGGCACCGCCAGCGTGGTGTGT
CTGCTGAACAACTTCTACCCCCGGGAGGCCAAGGTGCAGTGGAAGGTGGACAATGCCC
TGCAGAGCGGCAACAGCCAGGAGAGCGTGACCGAGCAGGACAGCAAGGACTCCACCTA
CAGCCTGAGCAGCACCCTGACCCTGAGCAAGGCCGACTACGAGAAGCACAAGGTGTAC
GCCTGTGAGGTGACCCACCAGGGCCTGTCCAGCCCCGTGACCAAGAGCTTCAACCGGG
GCGAGTGC

%5 120 HEHHRHAE)
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SEQ ID 67-CA8 M2 AJH{LiK#E

DIQLTQSPSSLSASVGDRVTITCSASQDISNYLNWYQQKPGKAPELVIYYTSNL
HSGVPSRFSGSGSGTDYTLTISSLQPEDFATYYCQQYRKLPWTFGQGTKLEIKRTVAA
PSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKD
STYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC

SEQ ID 68-CA8 M2 AMLIKH# (ZIXEEK)

GACATCCAGCTGACCCAGAGCCCTAGCTCACTGAGCGCCAGCGTGGGCGACAGG
GTGACCATTACCTGCTCCGCCAGCCAGGACATCAGCAACTACCTGAACTGGTACCAGC
AGAAGCCCGGCAAGGCCCCCGAGCTGGTGATCTACTACACCTCCAACCTGCACTCCGG
CGTGCCCAGCAGGTTCAGCGGAAGCGGCAGCGGCACCGATTACACCCTGACCATCTCC
AGCCTGCAGCCCGAGGACTTCGCCACCTACTACTGCCAGCAGTACAGGAAGCTCCCCT
GGACTTTCGGCCAGGGCACCAAACTGGAGATCAAGCGTACGGTGGCCGCCCCCAGCGT .'
GTTCATCTTCCCCCCCAGCGATGAGCAGCTGAAGAGCGGCACCGCCAGCGTGGTGTGT
CTGCTGAACAACTTCTACCCCCGGGAGGCCAAGGTGCAGTGGAAGGTGGACAATGCCC
TGCAGAGCGGCAACAGCCAGGAGAGCGTGACCGAGCAGGACAGCAAGGACTCCACCTA
CAGCCTGAGCAGCACCCTGACCCTGAGCAAGGCCGACTACGAGAAGCACAAGGTGTAC
GCCTGTGAGGTGACCCACCAGGGCCTGTCCAGCCCCGTGACCAAGAGCTTCAACCGGG
GCGAGTGC

SEQ ID 69-S307118GO03/NE nSeeE gl

EVOLQQSGPELVKPGASVKISCKASGYTFTDYYMKWVKQSHGKSLEWIGEIYPN
NGGITYNQKFKGKATLTVDKSSSTAYMELRSLTSEDSAVYYCANGYEFVYWGQGTLVT
VSA

SEQ ID 70-S307118GO3/NEuJEE# (DNAFFS)

GAGGTCCAGTTGCAACAATCTGGACCTGAGCTGGTGAAGCCTGGGGCTTCAGTG
AAGATATCCTGTAAGGCTTCTGGATACACATTCACTGACTACTACATGAAGTGGGTGA
AGCAGAGCCATGGAAAGAGCCTTGAGTGGATTGGAGAGATTTATCCTAATAATGGTGG
TATTACCTACAACCAGAAGTTCAAGGGCAAGGCCACATTGACTGTAGACAAGTCCTCC
AGCACAGCCTACATGGAGCTCCGCAGCCTGACATCTGAGGACTCTGCAGTCTATTACT
GTGCAAATGGTTACGAGTTTGTTTACTGGGGCCAAGGGACTCTGGTCACTGTCTCTGC
A

SEQ ID 71-S307118G03/\E 1] g s

% 121 H(BHRHES)
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DIQMTQTASSLSASLGDRVTISCSASQGISNYLNWYQQKPDGTVKLLIYYTSSL
HSGVPSREFSGSGSGTDYSLTISNLEPEDIATYYCQQYSKLPWTFGGGTKLEIKR

SEQ ID 72-5S307118G03/NEE ] & (DNAFEH)
GATATCCAGATGACACAGACTGCATCCTCCCTGTCTGCCTCTCTGGGAGACAGA
GTCACCATCAGTTGCAGTGCAAGTCAGGGCATTAGCAATTATTTAAACTGGTATCAGC
AGAAACCAGATGGAACTGTTAAACTCCTGATCTATTACACATCAAGTTTACACTCAGG
AGTCCCATCAAGGTTCAGTGGCAGTGGGTCTGGGACAGATTATTCTCTCACCATCAGC
- AACCTGGAACCTGAAGATATTGCCACTTACTATTGTCAGCAGTATAGTAAGCTTCCGT
GGACGTTCGGTGGAGGCACCAAGCTGGAAATCAAACGG '

SEQ ID 73-S307118GO03#Hr&E=HE
'. EVQLQQSGPELVKPGASVKISCKASGYTFTDYYMKWVKQSHGKSLEWIGEIYPN
NGGITYNQKFKGKATLTVDKSSSTAYMELRSLTSEDSAVYYCANGYEFVYWGQGTLVT
VSAAKTTAPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPA
VLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCP
APELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAK
. TKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREP
QVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSF
. FLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

SEQ ID 74-S307118GO03xSEH (DNAFY)
GAGGTCCAGTTGCAACAATCTGGACCTGAGCTGGTGAAGCCTGGGGCTTCAGTG
AAGATATCCTGTAAGGCTTCTGGATACACATTCACTGACTACTACATGAAGTGGGTGA
. AGCAGAGCCATGGAAAGAGCCTTGAGTGGATTGGAGAGATTTATCCTAATAATGGTGG
TATTACCTACAACCAGAAGTTCAAGGGCAAGGCCACATTGACTGTAGACAAGTCCTCC:
AGCACAGCCTACATGGAGCTCCGCAGCCTGACATCTGAGGACTCTGCAGTCTATTACT
GTGCAAATGGTTACGAGTTTGTTTACTGGGGCCAAGGGACTCTGGTCACTGTCTCTGC
AGCCAAAACAACAGCCCCCAGCGTGTTCCCCCTGGCCCCCAGCAGCAAGAGCACCAGE
GGCGGCACAGCCGCCCTGGGCTGCCTGGTGAAGGACTACTTCCCCGAACCGGTGACCG
TGTCCTGGAACAGCGGAGCCCTGACCAGCGGCGTGCACACCTTCCCCGCCGTGCTGCA
GAGCAGCGGCCTGTACAGCCTGAGCAGCGTGGTGACCGTGCCCAGCAGCAGCCTGGGC
ACCCAGACCTACATCTGTAACGTGAACCACAAGCCCAGCAACACCAAGGTGGACAAGA
AGGTGGAGCCCAAGAGCTGTGACAAGACCCACACCTGCCCCCCCTGCCCTGCCCCCGA
GCTGCTGGGAGGCCCCAGCGTGTTCCTGTTCCCCCCCAAGCCTAAGGACACCCTGATG

OB 122 H(BUHRREE)
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ATCAGCAGAACCCCCGAGGTGACCTGTGTGGTGGTGGATGTGAGCCACGAGGACCCTG
AGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAATGCCAAGACCAAGCC
CAGGGAGGAGCAGTACAACAGCACCTACCGGGTGGTGTCCGTGCTGACCGTGCTGCAC
CAGGATTGGCTGAACGGCAAGGAGTACAAGTGTAAGGTGTCCAACAAGGCCCTGCCTG
CCCCTATCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCCCAGAGAGCCCCAGGTGTA
CACCCTGCCCCCTAGCAGAGATGAGCTGACCAAGAACCAGGTGTCCCTGACCTGCCTG
GTGAAGGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGGAGAGCAACGGCCAGCCCG
AGAACAACTACAAGACCACCCCCCCTGTGCTGGACAGCGATGGCAGCTTCTTCCTGTA
CAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGCAACGTGTTCAGCTGCTCC
GTGATGCACGAGGCCCTGCACAATCACTACACCCAGAAGAGCCTGAGCCTGTCCCCTG
GCAAG

SEQ ID 75-S307118G03#r&iKeE

DIQMTQTASSLSASLGDRVTISCSASQGISNYLNWYQQKPDGTVKLLIYYTSSL .
HSGVPSRFSGSGSGTDYSLTISNLEPEDIATYYCQQYSKLPWTFGGGTKLELKRTVAA
PSVEFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKD
STYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC

SEQ ID 76-S307118G03#x&ik# (DNAFEF)

GATATCCAGATGACACAGACTGCATCCTCCCTGTCTGCCTCTCTGGGAGACAGA
GTCACCATCAGTTGCAGTGCAAGTCAGGGCATTAGCAATTATTTAAACTGGTATCAGC
AGAAACCAGATGGAACTGTTAAACTCCTGATCTATTACACATCAAGTTTACACTCAGG
AGTCCCATCAAGGTTCAGTGGCAGTGGGTCTGGGACAGATTATTCTCTCACCATCAGC
AACCTGGAACCTGAAGATATTGCCACTTACTATTGTCAGCAGTATAGTAAGCTTCCGT
GGACGTTCGGTGGAGGCACCAAGCTGGAGCTGAAACGTACGGTGGCCGCCCCCAGCGT
GTTCATCTTCCCCCCCAGCGATGAGCAGCTGAAGAGCGGCACCGCCAGCGTGGTGTGT .
CTGCTGAACAACTTCTACCCCCGGGAGGCCAAGGTGCAGTGGAAGGTGGACAATGCCC
TGCAGAGCGGCAACAGCCAGGAGAGCGTGACCGAGCAGGACAGCAAGGACTCCACCTA
CAGCCTGAGCAGCACCCTGACCCTGAGCAAGGCCGACTACGAGAAGCACAAGGTGTAC
GCCTGTGAGGTGACCCACCAGGGCCTGTCCAGCCCCGTGACCAAGAGCTTCAACCGGG
GCGAGTGC

SEQ ID 77-S307118G03 AJE{LHOO] & EE &

QVQLVQOSGAEVKKPGSSVKVSCKASGGTFSDYYMKWVRQAPGQGLEWMGETIYPN
NGGITYNQKFKGRVTITADKSTSTAYMELSSLRSEDTAVYYCARGYEFVYWGQGTLVT
VSS '

5 123 H(RHRHEE)
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. SEQ ID 78-5307118G03 ASE{EHOB] & E# (DNAFF)
CAGGTGCAGCTGGTGCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCTCCAGCGTG |
AAGGTGAGCTGCAAGGCTAGCGGCGGCACCTTCAGCGACTACTACATGAAGTGGGTGA
GGCAGGCCCCCGGCCAGGGACTGGAGTGGATGGGCGAGATCTACCCCAACAACGGGGG
CATCACCTACAACCAGAAGTTCAAGGGCAGGGTGACCATCACCGCCGACAARAGCACC
AGCACCGCCTACATGGAACTGAGCAGCCTGAGGAGCGAGGACACCGCCGTGTACTACT
GCGCCAGGGGCTACGAGTTCGTGTATTGGGGCCAGGGCACACTAGTGACCGTGTCCAG
- C

SEQ ID 79-5307118G03 A b1/ & E
QVQLVQSGAEVKKPGSSVKVSCKASGYTFTDYYMKWVRQAPGQGLEWMGEIYPN
" NGGITYNQKFKGRVTITADKSTSTAYMELSSLRSEDTAVYYCARGYEFVYWGQGTLVT
VSS

SEQ ID 80-S307118G03 AfH{EH1 O] E# (DNAFA)

CAGGTGCAGCTGGTGCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCTCCAGCGTG
AAGGTGAGCTGCAAGGCTAGCGGCTACACCTTCACCGACTACTACATGAAGTGGGTGA
GGCAGGCCCCCGGCCAGGGACTGGAGTGGATGGGCGAGATCTACCCCAACAACGGGGG

LI

v CATCACCTACAACCAGAAGTTCAAGGGCAGGGTGACCATCACCGCCGACAAAAGCACC
AGCACCGCCTACATGGAACTGAGCAGCCTGAGGAGCGAGGACACCGCCGTGTACTACT
GCGCCAGGGGCTACGAGTTCGTGTATTGGGGCCAGGGCACACTAGTGACCGTGTCCAG
C

C SEQ ID 81-5307118G03 ASE(LH2 A8 EEE
QVQLVQSGAEVKKPGSSVKVSCKASGYTFTDYYMKWVRQAPGQGLEWMGEIYPN
NGGITYNQKFKGRVTITADKSTSTAYMELSSLRSEDTAVYYCANGYEFVYWGQGTLVT
VSS

SEQ ID 82-S307118G03 AfH{bH2n & E# (DNAFY])

CAGGTGCAGCTGGTGCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCTCCAGCGTG
AAGGTGAGCTGCAAGGCTAGCGGCTACACCTTCACCGACTACTACATGAAGTGGGTGA
GGCAGGCCCCCGGCCAGGGACTGGAGTGGATGGGCGAGATCTACCCCAACAACGGGGG
CATCACCTACAACCAGAAGTTCAAGGGCAGGGTGACCATCACCGCCGACAAAAGCACC
AGCACCGCCTACATGGAACTGAGCAGCCTGAGGAGCGAGGACACCGCCGTGTACTACT

5 124 H(BRURAE)

C207578PA.docx

108128318 B2 ADLOL 10820461710
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GCGCCAACGGCTACGAGTTCGTGTATTGGGGCCAGGGCACACTAGTGACCGTGTCCAG
C

SEQ ID 83-8307118G03 AfE{LH3n]&sEasl

QVOLVQSGAEVKKPGSSVKVSCKASGYTFTDYYMKWVRQAPGQGLEWIGEIYPN
NGGITYNQKFKGRATLTVDKSTSTAYMELSSLRSEDTAVYYCANGYEFVYWGQGTLVT
VSS

SEQ ID 84-S307118G03 AJE({LH3O[EEEE & (DNAFFS)

CAGGTGCAGCTGGTGCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCTCCAGCGTG
AAGGTGAGCTGCAAGGCTAGCGGCTACACCTTCACCGACTACTACATGAAGTGGGTGA
GGCAGGCCCCCGGCCAGGGACTGGAGTGGATAGGCGAGATCTACCCCAACAACGGGGG
CATCACCTACAACCAGAAGTTCAAGGGCAGGGCGACCCTCACCGTCGACAAAAGCACC "
AGCACCGCCTACATGGAACTGAGCAGCCTGAGGAGCGAGGACACCGCCGTGTACTACT
GCGCCAACGGCTACGAGTTCGTGTATTGGGGCCAGGGCACACTAGTGACCGTGTCCAG
C

SEQ ID 85-5307118G03 AfE{-H4n ez

QVQLVQSGAEVKKPGSSVKVSCKASGYTFTDYYMKWVRQAPGQGLEWMGEIYPN
NGGITYNQKFKGRVTITADKSTSTAYMELSSLRSEDTAVYYCADGYEFVYWGQGTLVT
VSS

SEQ ID 86-S307118G03 AJE{LH4 R EEEF (DNAFF])

CAGGTGCAGCTGGTGCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCTCCAGCGTG '
AAGGTGAGCTGCAAGGCTAGCGGCTACACCTTCACCGACTACTACATGAAGTGGGTGA
GGCAGGCCCCCGGCCAGGGACTGGAGTGGATGGGCGAGATCTACCCCAACAACGGGGG
CATCACCTACAACCAGAAGTTCAAGGGCAGGGTGACCATCACCGCCGACAAAAGCACC
AGCACCGCCTACATGGAACTGAGCAGCCTGAGGAGCGAGGACACCGCCGTGTACTACT
GCGCCGACGGCTACGAGTTCGTGTATTGGGGCCAGGGCACACTAGTGACCGTGTCCAG
C

SEQ ID 87-S307118G03 AJE{LHSW EEE#E
QVQLVQOSGAEVKKPGSSVKVSCKASGYTFTDYYMKWVRQAPGQGLEWIGEIYPN
NGGITYNQKFKGRATLTVDKSTSTAYMELSSLRSEDTAVYYCANGYEFDYWGQGTLVT

5 125 HEYIRHED

C207578PA.docx

08128318 1G82046171~0
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V§SS

SEQ ID 88-S307118G03 AE{bHST & E# (DNAFF])
CAGGTGCAGCTGGTGCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCTCCAGCGTG
AAGGTGAGCTGCAAGGCTAGCGGCTACACCTTCACCGACTACTACATGAAGTGGGTGA
GGCAGGCCCCCGGCCAGGGACTGGAGTGGATAGGCGAGATCTACCCCAACAACGGGGG
CATCACCTACAACCAGAAGTTCAAGGGCAGGGCGACCCTCACCGTCGACAAAAGCACC
AGCACCGCCTACATGGAACTGAGCAGCCTGAGGAGCGAGGACACCGCCGTGTACTACT
. GCGCCAACGGCTACGAGTTCGACTATTGGGGCCAGGGCACACTAGTGACCGTGTCCAG
C

SEQ ID 89-5307118G03 AJE(LL 0T EERE
‘. DIQMTQSPSSLSASVGDRVTITCSASQGISNYLNWYQQKPGKAPKLLIYYTSSL
HSGVPSRFSGSGSGTDFTLTISSLOPEDFATYYCQOQYSKLPWTFGQGTKLEIKR

"SEQ ID 90-S307118G03 AFH{ELOF &L (DNARFFI)

GACATCCAGATGACCCAGAGCCCCTCAAGCCTGAGCGCCAGCGTGGGCGACAGG
GTGACTATCACCTGCAGCGCCTCCCAGGGCATCAGCAACTACCTGAACTGGTACCAGC
AGAAGCCCGGCAAGGCCCCTAAGCTGCTGATCTACTACACCAGCAGCCTGCACAGCGG
CGTGCCCAGCAGGTTCTCCGGCAGCGGCAGCGGAACCGACTTCACCCTGACCATTAGC
AGCCTCCAGCCCGAGGACTTCGCCACCTACTACTGCCAGCAGTACAGCAAGCTGCCCT
GGACCTTCGGCCAGGGCACCAAACTGGAGATCAAGCGT

SEQ ID 91-S307118G03 AFE(EL1 ] EiKEE
. DIQMTQSPSSLSASVGDRVTITCSASQGISNYLNWYQQKPGKAPKLLIYYTSSL

HSGVPSRFSGSGSGTDYTLTISSLOPEDFATYYCQQYSKLPWTFGQGTKLEIKR

SEQ ID 92-S307118G03 AE({LL1u] &L (DNAFFAI)

GACATCCAGATGACCCAGAGCCCCTCAAGCCTGAGCGCCAGCGTGGGCGACAGE
GTGACTATCACCTGCAGCGCCTCCCAGGGCATCAGCAACTACCTGAACTGGTACCAGC
AGAAGCCCGGCAAGGCCCCTAAGCTGCTGATCTACTACACCAGCAGCCTGCACAGCGE
CGTGCCCAGCAGGTTCTCCGGCAGCGGCAGCGGAACCGACTACACCCTGACCATTAGC
AGCCTCCAGCCCGAGGACTTCGCCACCTACTACTGCCAGCAGTACAGCAAGCTGCCCT
GGACCTTCGGCCAGGGCACCAAACTGGAGATCAAGCGT

SEQ ID 93-S307118G03 CDRH1

5 126 HEHRHAE)

C207578PA.docx
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DYYMK

SEQ ID 94-S307118G03 CDRH2
EIYPNNGGITYNQKFKG

SEQ ID 95-8307118G03 CDRH3
GYEFVY

SEQ ID 96-S307118G03 CDRL1
SASQGISNYLN

SEQ ID 97-S307118G03 CDRL2

YTSSLHS @

SEQ ID 98-5307118G03 CDRL3
QQYSKLPWT

SEQ ID 99-5S307118G03 A%H{EH5 CDRH3
GYEFDY

SEQ ID 100-S307118G03 AfE{LHOE##

QVQLVQSGAEVKKPGSSVKVSCKASGGTFSDYYMKWVRQAPGQGLEWMGEIYPN
NGGITYNQKFKGRVTITADKSTSTAYMELSSLRSEDTAVYYCARGYEFVYWGQGTLVT
VSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPA
VLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCP .
APELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAK
TKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREP
QVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSF
FLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

SEQ ID 101-S307118G03 AJE(LHOE S (S EHE)

CAGGTGCAGCTGGTGCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCTCCAGCGTG
AAGGTGAGCTGCAAGGCTAGCGGCGGCACCTTCAGCGACTACTACATGAAGTGGGTGA
GGCAGGCCCCCGGCCAGGGACTGGAGTGGATGGGCGAGATCTACCCCAACAACGGGGG
CATCACCTACAACCAGAAGTTCAAGGGCAGGGTGACCATCACCGCCGACAAAAGCACC

% 127 H(RHERHAS)

C207578PA.docx

106128318 10620461710
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AGCACCGCCTACATGGAACTGAGCAGCCTGAGGAGCGAGGACACCGCCGTGTACTACT
GCGCCAGGGGCTACGAGTTCGTGTATTGGGGCCAGGGCACACTAGTGACCGTGTCCAG
CGCCAGCACCAAGGGCCCCAGCGTGTTCCCCCTGGCCCCCAGCAGCAAGAGCACCAGC
GGCGGCACAGCCGCCCTGGGCTGCCTGGTGAAGGACTACTTCCCCGAACCGGTGACCG
TGTCCTGGAACAGCGGAGCCCTGACCAGCGGCGTGCACACCTTCCCCGCCGTGCTGCA
GAGCAGCGGCCTGTACAGCCTGAGCAGCGTGGTGACCGTGCCCAGCAGCAGCCTGGGC
ACCCAGACCTACATCTGTAACGTGAACCACAAGCCCAGCAACACCAAGGTGGACAAGA
AGGTGGAGCCCAAGAGCTGTGACAAGACCCACACCTGCCCCCCCTGCCCTGCCCCCGA
- GCTGCTGGGAGGCCCCAGCGTGTTCCTGTTCCCCCCCAAGCCTAAGGACACCCTGATG
ATCAGCAGAACCCCCGAGGTGACCTGTGTGGTGGTGGATGTGAGCCACGAGGACCCTG
AGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAATGCCAAGACCAAGCC
CAGGGAGGAGCAGTACAACAGCACCTACCGGGTGGTGTCCGTGCTGACCGTGCTGCAC
. CAGGATTGGCTGAACGGCAAGGAGTACAAGTGTAAGGTGTCCAACAAGGCCCTGCCTG
CCCCTATCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCCCAGAGAGCCCCAGGTGTA
CACCCTGCCCCCTAGCAGAGATGAGCTGACCAAGAACCAGGTGTICCCTGACCTGCCTG
GTGAAGGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGGAGAGCAACGGCCAGCCCG
AGAACAACTACAAGACCACCCCCCCTGTGCTGGACAGCGATGGCAGCTTCTTCCTGTA
CAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGCAACGTGTTCAGCTGCTCC
GTGATGCACGAGGCCCTGCACAATCACTACACCCAGAAGAGCCTGAGCCTGTCCCCTG
GCAAG

SEQ ID 102-S307118G03 AfE{bH1EH
QVQLVQSGAEVKKPGSSVKVSCKASGYTFTDYYMKWVRQAPGQGLEWMGEIYPN
NGGITYNQKFKGRVTITADKSTSTAYMELSSLRSEDTAVYYCARGYEFVYWGQGTLVT
" VSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPA
VLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCP
APELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAK
TKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREP
"QVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSF
FLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

SEQ ID 103-5307118G03 A¥E{LH1E# (DNAFF)

CAGGTGCAGCTGGTGCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCTCCAGCGTG
AAGGTGAGCTGCAAGGCTAGCGGCTACACCTTCACCGACTACTACATGAAGTGGGTGA
GGCAGGCCCCCGGCCAGGGACTGGAGTGGATGGGCGAGATCTACCCCAACAACGGGGG

5 128 H(BHRHE)

C207578PA.docx

106128218

10620461710
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CATCACCTACAACCAGAAGTTCAAGGGCAGGGTGACCATCACCGCCGACAAAAGCACC
AGCACCGCCTACATGGAACTGAGCAGCCTGAGGAGCGAGGACACCGCCGTGTACTACT
GCGCCAGGGGCTACGAGTTCGTGTATTGGGGCCAGGGCACACTAGTGACCGTGTCCAG
CGCCAGCACCAAGGGCCCCAGCGTGTICCCCCTGGCCCCCAGCAGCAAGAGCACCAGC
GGCGGCACAGCCGCCCTGGGCTGCCTGGTGAAGGACTACTTCCCCGAACCGGTGACCG
TGTCCTGGAACAGCGGAGCCCTGACCAGCGGCGTGCACACCTTCCCCGCCGTGCTGCA
GAGCAGCGGCCTGTACAGCCTGAGCAGCGTGGTGACCGTGCCCAGCAGCAGCCTGGGC
ACCCAGACCTACATCTGTAACGTGAACCACAAGCCCAGCAACACCAAGGTGGACAAGA
AGGTGGAGCCCAAGAGCTGTGACAAGACCCACACCTGCCCCCCCTGCCCTGCCCCCGA
GCTGCTGGGAGGCCCCAGCGTGTICCTGTTCCCCCCCAAGCCTAAGGACACCCTGATG
ATCAGCAGAACCCCCGAGGTGACCTGTIGTGGTGGTGGATGTGAGCCACGAGGACCCTG
AGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAATGCCAAGACCAAGCC
CAGGGAGGAGCAGTACAACAGCACCTACCGGGTGGTGTCCGTGCTGACCGTGCTGCAC ‘
CAGGATTGGCTGAACGGCAAGGAGTACAAGTGTAAGGTGTCCAACAAGGCCCTGCCTG
CCCCTATCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCCCAGAGAGCCCCAGGTGTA
CACCCTGCCCCCTAGCAGAGATGAGCTGACCAAGAACCAGGTGTCCCTGACCTGCCTG
GTGAAGGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGGAGAGCAACGGCCAGCCCG
AGAACAACTACAAGACCACCCCCCCTGTGCTGGACAGCGATGGCAGCTTCTTCCTGTA
CAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGCAACGTGTTCAGCTGCTCC
GTGATGCACGAGGCCCTGCACAATCACTACACCCAGAAGAGCCTGAGCCTGTCCCCTG
GCAAG

SEQ ID 104-S307118G03 AfE{bH2E#

QVQLVQSGAEVKKPGSSVKVSCKASGYTFTDYYMKWVRQAPGQGLEWMGEIYPN
NGGITYNQKFKGRVTITADKSTSTAYMELSSLRSEDTAVYYCANGYEFVYWGQGTLVT "
VSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVIVSWNSGALTSGVHTFPA
VLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCP
APELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAK
TKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREP
QVYTLPPSRDELTKNQVSLTICLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSF
FLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

SEQ ID 105-S307118G03 AJH{EH2E# (DNAFY)
CAGGTGCAGCTGGTGCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCTCCAGCGTG
AAGGTGAGCTGCAAGGCTAGCGGCTACACCTTCACCGACTACTACATGAAGTGGGTGA

2 129 H(RHERIPE)

C207578PA.docx

10820461710
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GGCAGGCCCCCGGCCAGGGACTGGAGTGGATGGGCGAGATCTACCCCAACAACGGGGG
- CATCACCTACAACCAGAAGTTCAAGGGCAGGGTGACCATCACCGCCGACAAAAGCACC
AGCACCGCCTACATGGAACTGAGCAGCCTGAGGAGCGAGGACACCGCCGTGTACTACT
GCGCCAACGGCTACGAGTTCGTGTATTGGGGCCAGGGCACACTAGTGACCGTGTCCAG
CGCCAGCACCAAGGGCCCCAGCGTGTTCCCCCTGGCCCCCAGCAGCAAGAGCACCAGC
GGCGGCACAGCCGCCCTGGGCTGCCTGGTGAAGGACTACTTCCCCGAACCGGTGACCG
TGTCCTGGAACAGCGGAGCCCTGACCAGCGGCGTGCACACCTTCCCCGCCGTGCTGCA
GAGCAGCGGCCTGTACAGCCTGAGCAGCGTGGTGACCGTGCCCAGCAGCAGCCTGGGC
ACCCAGACCTACATCTGTAACGTGAACCACAAGCCCAGCAACACCAAGGTGGACAAGA
AGGTGGAGCCCAAGAGCTGTGACAAGACCCACACCTGCCCCCCCTGCCCTGCCCCCGA
GCTGCTGGGAGGCCCCAGCGTGTTCCTGTTCCCCCCCAAGCCTAAGGACACCCTGATG
ATCAGCAGAACCCCCGAGGTIGACCTGTGTGGTGGTGGATGTGAGCCACGAGGACCCTG
'. AGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAATGCCAAGACCAAGCC
CAGGGAGGAGCAGTACAACAGCACCTACCGGGTGGTGTCCGTGCTGACCGTGCTGCAC
CAGGATTGGCTGAACGGCAAGGAGTACAAGTGTAAGGTGTCCAACAAGGCCCTGCCTG
CCCCTATCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCCCAGAGAGCCCCAGGTGTA
CACCCTGCCCCCTAGCAGAGATGAGCTGACCAAGAACCAGGTGTCCCTGACCTGCCTG
GTGAAGGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGGAGAGCAACGGCCAGCCCG
AGAACAACTACAAGACCACCCCCCCTGTGCTGGACAGCGATGGCAGCTTCTTCCTGTA
CAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGCAACGTGTTCAGCTGCTCC
GTGATGCACGAGGCCCTGCACAATCACTACACCCAGAAGAGCCTGAGCCTGTCCCCTG
GCAAG

SEQ ID 106-S307118G03 AZE{LH3EH

‘ QVQLVQSGAEVKKPGSSVKVSCKASGYTFTDYYMKWVRQAPGQGLEWIGEIYPN
NGGITYNQKFKGRATLTVDKSTSTAYMELSSLRSEDTAVYYCANGYEFVYWGQGTLVT
VSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPA
VLQSSGLYSLSSVVIVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCP
APELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAK
TKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREP
QVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSF
FLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSILSPGK

SEQ ID 107-S307118G03 ASE{ELEIEHE (DNAFEF])
CAGGTGCAGCTGGTGCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCTCCAGCGTG

55 130 H(ZURIE)

C207578PA.docx

I061283218 10820461710
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AAGGTGAGCTGCAAGGCTAGCGGCTACACCTTCACCGACTACTACATGAAGTGGGTGA
GGCAGGCCCCCGGCCAGGGACTGGAGTGGATAGGCGAGATCTACCCCAACAACGGGGG
CATCACCTACAACCAGAAGTTCAAGGGCAGGGCGACCCTCACCGTCGACAAAAGCACC
AGCACCGCCTACATGGAACTGAGCAGCCTGAGGAGCGAGGACACCGCCGTGTACTACT
GCGCCAACGGCTACGAGTTCGTGTATTGGGGCCAGGGCACACTAGTGACCGTGTCCAG
CGCCAGCACCAAGGGCCCCAGCGTGTTCCCCCTGGCCCCCAGCAGCAAGAGCACCAGC
GGCGGCACAGCCGCCCTGGGCTGCCTGGTGAAGGACTACTTCCCCGAACCGGTGACCG
TGTCCTGGAACAGCGGAGCCCTGACCAGCGGCGTGCACACCTTCCCCGCCGTGCTGCA
GAGCAGCGGCCTGTACAGCCTGAGCAGCGTGGTGACCGTGCCCAGCAGCAGCCTGGGC
ACCCAGACCTACATCTGTAACGTGAACCACAAGCCCAGCAACACCAAGGTGGACAAGA
AGGTGGAGCCCAAGAGCTGTGACAAGACCCACACCTGCCCCCCCTGCCCTGLCCCCCGA
GCTGCTGGGAGGCCCCAGCGTGTTCCTGTTCCCCCCCAAGCCTAAGGACACCCTGATG
ATCAGCAGAACCCCCGAGGTGACCTGTGTGGTGGTGGATGTGAGCCACGAGGACCCTG “
AGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAATGCCAAGACCAAGCC
CAGGGAGGAGCAGTACAACAGCACCTACCGGGTGGTGTCCGTGCTGACCGTGCTGCAC
CAGGATTGGCTGAACGGCAAGGAGTACAAGTGTAAGGTGTCCAACAAGGCCCTGCCTG
CCCCTATCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCCCAGAGAGCCCCAGGTGTA
CACCCTGCCCCCTAGCAGAGATGAGCTGACCAAGAACCAGGTGTCCCTGACCTGCCTG
GTGAAGGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGGAGAGCAACGGCCAGCCCG
AGAACAACTACAAGACCACCCCCCCTGTGCTGGACAGCGATGGCAGCTTCTTCCTGTA
CAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGCAACGTGTTCAGCTGCTCC

- GTGATGCACGAGGCCCTGCACAATCACTACACCCAGAAGAGCCTGAGCCTGTCCCCTG
GCAAG

SEQ ID 108-S307118G03 AfE({LH4E ‘

QVQLVQSGAEVKKPGSSVKVSCKASGYTFTDYYMKWVRQAPGQGLEWMGEIYPN
NGGITYNQKFKGRVIITADKSTSTAYMELSSLRSEDTAVYYCADGYEFVYWGQGTLVT
VSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPA
VLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCP
APELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAK
TKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREP
QVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSF
FLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

SEQ ID 109-S5S307118G03 AfE{LHAEH (DNAFH))

% 131 H(&URHED)

C207578PA.docx
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CAGGTGCAGCTGGTGCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCTCCAGCGTG
) AAGGTGAGCTGCAAGGCTAGCGGCTACACCTTCACCGACTACTACATGAAGTGGGTGA
GGCAGGCCCCCGGCCAGGGACTGGAGTGGATGGGCGAGATCTACCCCAACAACGGGGE
CATCACCTACAACCAGAAGTTCAAGGGCAGGGTGACCATCACCGCCGACAAAAGCACC
AGCACCGCCTACATGGAACTGAGCAGCCTGAGGAGCGAGGACACCGCCGTGTACTACT
GCGCCGACGGCTACGAGTTCGTGTATTGGGGCCAGGGCACACTAGTGACCGTGTCCAG
CGCCAGCACCAAGGGCCCCAGCGTGTTCCCCCTGGCCCCCAGCAGCAAGAGCACCAGC
GGCGGCACAGCCGCCCTGGGCTGCCTGGTGAAGGACTACTTCCCCGAACCGGTGACCG
TGTCCTGGAACAGCGGAGCCCTGACCAGCGGCGTGCACACCTTCCCCGCCGTGCTGCA
GAGCAGCGGCCTGTACAGCCTGAGCAGCGTGGTGACCGTGCCCAGCAGCAGCCTGGGC
ACCCAGACCTACATCTGTAACGTGAACCACAAGCCCAGCAACACCAAGGTGGACAAGA
AGGTGGAGCCCAAGAGCTGTGACAAGACCCACACCTGCCCCCCCTGCCCTGCCCCCGA
": GCTGCTGGGAGGCCCCAGCGTGTTCCTGTTCCCCCCCAAGCCTAAGGACACCCTGATG
ATCAGCAGAACCCCCGAGGTGACCTGTGTGGTGGTGGATGTGAGCCACGAGGACCCTG
AGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAATGCCAAGACCAAGCC
CAGGGAGGAGCAGTACAACAGCACCTACCGGGTGGTGTCCGTGCTGACCGTGCTGCAC
CAGGATTGGCTGAACGGCAAGGAGTACAAGTGTAAGGTGTCCAACAAGGCCCTGCCTG
CCCCTATCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCCCAGAGAGCCCCAGGTGTA
CACCCTGCCCCCTAGCAGAGATGAGCTGACCAAGAACCAGGTGTCCCTGACCTGCCTG
GTGAAGGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGGAGAGCAACGGCCAGCCCG
AGAACAACTACAAGACCACCCCCCCTGTGCTGGACAGCGATGGCAGCTTCTTCCTGTA
CAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGCAACGTGTTCAGCTGCTCC
GTGATGCACGAGGCCCTGCACAATCACTACACCCAGAAGAGCCTGAGCCTGTCCCCTG
GCAAG |

SEQ ID 110-S307118G03 A¥H{LHSE#

QVQLVQSGAEVKKPGSSVKVSCKASGYTFTDYYMKWVRQAPGQGLEWIGEIYPN
NGGITYNQKFKGRATLTVDKSTSTAYMELSSLRSEDTAVYYCANGYEFDYWGQGTLVT
VSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHTFPA
VLQOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCP
APELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVHNAK
TKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREP
QVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSDGSF
FLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

5 132 H(RUIRTE)

C207578PA.docx
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SEQ ID 111-S307118G03 AJE{LHSE# (DNAFEH)

CAGGTGCAGCTGGTGCAGAGCGGCGCCGAAGTGAAGAAGCCCGGCTCCAGCGTG
AAGGTGAGCTGCAAGGCTAGCGGCTACACCTTCACCGACTACTACATGAAGTGGGTGA
GGCAGGCCCCCGGCCAGGGACTGGAGTGGATAGGCGAGATCTACCCCAACAACGGGGG
CATCACCTACAACCAGAAGTTCAAGGGCAGGGCGACCCTCACCGTCGACAAARAGCACC
AGCACCGCCTACATGGAACTGAGCAGCCTGAGGAGCGAGGACACCGCCGTGTACTACT
GCGCCAACGGCTACGAGTTCGACTATTGGGGCCAGGGCACACTAGTGACCGTGTCCAG
CGCCAGCACCAAGGGCCCCAGCGTGTTCCCCCTGGCCCCCAGCAGCAAGAGCACCAGC
GGCGGCACAGCCGCCCTGGGCTGCCTGGTGAAGGACTACTTCCCCGAACCGGTGACCG
TGTCCTGGAACAGCGGAGCCCTGACCAGCGGCGTGCACACCTTCCCCGCCGTGCTGCA
GAGCAGCGGCCTGTACAGCCTGAGCAGCGTGGTGACCGTGCCCAGCAGCAGCCTGGGC
ACCCAGACCTACATCTGTAACGTGAACCACAAGCCCAGCAACACCAAGGTGGACAAGA
AGGTGGAGCCCAAGAGCTGTGACAAGACCCACACCTGCCCCCCCTGCCCTGCCCCCGA l'
GCTGCTGGGAGGCCCCAGCGTGTTCCTGTTCCCCCCCAAGCCTAAGGACACCCTGATG
ATCAGCAGAACCCCCGAGGTGACCTGTGTGGTGGTGGATGTGAGCCACGAGGACCCTG
AGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAATGCCAAGACCAAGCC
CAGGGAGGAGCAGTACAACAGCACCTACCGGGTGGTGTCCGTGCTGACCGTGCTGCAC
CAGGATTGGCTGAACGGCAAGGAGTACAAGTGTAAGGTGTCCAACAAGGCCCTGCCTG
CCCCTATCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCCCAGAGAGCCCCAGGTGTA
CACCCTGCCCCCTAGCAGAGATGAGCTGACCAAGAACCAGGTGTCCCTGACCTGCCTG
GTGAAGGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGGAGAGCAACGGCCAGCCCG
AGAACAACTACAAGACCACCCCCCCTGTGCTGGACAGCGATGGCAGCTTCTTCCTGTA
CAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGCAACGTGTTCAGCTGCTCC
GTGATGCACGAGGCCCTGCACAATCACTACACCCAGAAGAGCCTGAGCCTGTCCCCTG

GCAAG @

SEQ ID 112-S307118G03 AFE(ELOERHE

DIQOMTQSPSSLSASVGDRVTITCSASQGISNYLNWYQQKPGKAPKLLIYYTSSL
HSGVPSRFSGSGSGTDFTLTISSLQPEDFATYYCQQYSKLPWTFGQGTKLEIKRTVAA
PSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKD
STYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC

SEQ ID 113-5S307118G03 AME/LLOEREE (DNAFFHI)
GACATCCAGATGACCCAGAGCCCCTCAAGCCTGAGCGCCAGCGTGGGCGACAGG
GTGACTATCACCTGCAGCGCCTCCCAGGGCATCAGCAACTACCTGAACTGGTACCAGC

5 133 H(ZUERHAS)

C207578PA.docx
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AGAAGCCCGGCAAGGCCCCTAAGCTGCTGATCTACTACACCAGCAGCCTGCACAGCGG

- CGTGCCCAGCAGGTTCTCCGGCAGCGGCAGCGGAACCGACTTCACCCTGACCATTAGC

AGCCTCCAGCCCGAGGACTTCGCCACCTACTACTGCCAGCAGTACAGCAAGCTGCCCT

GGACCTTCGGCCAGGGCACCAAACTGGAGATCAAGCGTACGGTGGCCGCCCCCAGCGT

GTTCATCTTCCCCCCCAGCGATGAGCAGCTGAAGAGCGGCACCGCCAGCGTGGTGTGT

CTGCTGAACAACTTCTACCCCCGGGAGGCCAAGGTGCAGTGGAAGGTGGACAATGCCC

- TGCAGAGCGGCAACAGCCAGGAGAGCGTGACCGAGCAGGACAGCAAGGACTCCACCTA

CAGCCTGAGCAGCACCCTGACCCTGAGCAAGGCCGACTACGAGAAGCACAAGGTGTAC

GCCTGTGAGGTGACCCACCAGGGCCTGTCCAGCCCCGTGACCAAGAGCTTCAACCGGG
GCGAGTGC

SEQ ID.114-S307118G03 A LT 1EeHE
" DIQOMTQSPSSLSASVGDRVTITCSASQGISNYLNWYQQKPGKAPKLLIYYTSSL
HSGVPSRFSGSGSGTDYTLTISSLQPEDFATYYCQQYSKLPWTFGQGTKLEIKRTVAA
PSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKD
STYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC

SEQ ID 115-8307118G03 AJE(LL1#EH (DNAFH])
GACATCCAGATGACCCAGAGCCCCTCAAGCCTGAGCGCCAGCGTGGGCGACAGG
GTGACTATCACCTGCAGCGCCTCCCAGGGCATCAGCAACTACCTGAACTGGTACCAGC
AGAAGCCCGGCAAGGCCCCTAAGCTGCTGATCTACTACACCAGCAGCCTGCACAGCGG
CGTGCCCAGCAGGTTCTCCGGCAGCGGCAGCGGAACCGACTACACCCTGACCATTAGC
AGCCTCCAGCCCGAGGACTTCGCCACCTACTACTGCCAGCAGTACAGCAAGCTGCCCT
GGACCTTCGGCCAGGGCACCAAACTGGAGATCAAGCGTACGGTGGCCGCCCCCAGCGT
. GTTCATCTTCCCCCCCAGCGATGAGCAGCTGAAGAGCGGCACCGCCAGCGTGGTGTGT
CTGCTGAACAACTTCTACCCCCGGGAGGCCAAGGTGCAGTGGAAGGTGGACAATGCCC
TGCAGAGCGGCAACAGCCAGGAGAGCGTGACCGAGCAGGACAGCAAGGACTCCACCTA
CAGCCTGAGCAGCACCCTGACCCTGAGCAAGGCCGACTACGAGAAGCACAAGGTGTAC
GCCTGTGAGGTGACCCACCAGGGCCTGTCCAGCCCCGTGACCAAGAGCTTCAACCGGG
GCGAGTGC

SEQ ID 116-S332121F02 @ &EH#

EVQLQQSGPVLVKPGASVKMSCEASGYTFTDYYMNWVKQSHGKTLEWIGVINPY
NGGTDYNQKFKGKATLTVDKSSSTAYMELNSLTSEDSAVYYCARSVYDYPFDYWGQGT
LVTVSS

25 134 H(HHRHESE)

C207578PA.docx

108128318



1644924

SEQ ID 117 S332121F02EJETEE# (DNAFF)

GAGGTGCAGCTGCAGCAGAGCGGCCCCGTGCTGGTGAAGCCTGGAGCCAGCGTG
AARATGAGCTGCGAAGCCAGCGGCTACACCTTCACCGACTACTACATGAACTGGGTGA
AGCAGAGCCACGGCAAGACCCTGGAGTGGATCGGCGTGATCAACCCCTACAACGGGGE
CACCGACTACAACCAGAAGTTCAAGGGCAAGGCCACTCTGACCGTGGACAAGAGCTCC
AGCACCGCCTACATGGAACTGAACAGCCTCACCTCTGAGGACAGCGCCGTCTATTACT
GCGCCAGGAGCGTGTACGACTACCCCTTCGACTACTGGGGCCAGGGCACACTAGTGAC
CGTGTCCAGC

SEQ ID 118-S332121F02&r&E#H
EVQLQQSGPVLVKEGASVKMSCEASGYTFTDYYMNWVKQSHGKTLEWIGVINPY
NGGTDYNQKFKGKATLTVDKSSSTAYMELNSLTSEDSAVYYCARSVYDYEFDYWGQGT "
LVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHT
FPAVLOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCP
PCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVH
.NAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQP
REPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSD
GSFFLYSKLTVDKSRWQQOGNVFSCSVMHEALHNHYTQKSLSLSPGK

SEQ ID 119-S332121F028k&SE# (DNAFHI)

GAGGTGCAGCTGCAGCAGAGCGGCCCCGTGCTGGTGAAGCCTGGAGCCAGCGTG
AAAATGAGCTGCGAAGCCAGCGGCTACACCTTCACCGACTACTACATGAACTGGGTGA
AGCAGAGCCACGGCAAGACCCTGGAGTGGATCGGCGTGATCAACCCCTACAACGGGGG
CACCGACTACAACCAGAAGTTCAAGGGCAAGGCCACTCTGACCGTGGACAAGAGCTCC "
AGCACCGCCTACATGGAACTGAACAGCCTCACCTCTGAGGACAGCGCCGTCTATTACT
GCGCCAGGAGCGTGTACGACTACCCCTTCGACTACTGGGGCCAGGGCACACTAGTGAC
CGTGTCCAGCGCCAGCACCAAGGGCCCCAGCGTGTTCCCCCTGGCCCCCAGCAGCAAG
AGCACCAGCGGCGGCACAGCCGCCCTGGGCTGCCTGGTGAAGGACTACTTCCCCGAAC
éGGTGACCGTGTCCTGGAACAGCGGAGCCCTGACCAGCGGCGTGCACACCTTCCCCGC
CGTGCTGCAGAGCAGCGGCCTGTACAGCCTGAGCAGCGTGGTGACCGTGCCCAGCAGC
AGCCTGGGCACCCAGACCTACATCTGTAACGTGAACCACAAGCCCAGCAACACCAAGG
TGGACAAGAAGGTGGAGCCCAAGAGCTGTGACAAGACCCACACCTGCCCCCCCTGCCC
TGCCCCCGAGCTGCTGGGAGGCCCCAGCGTGTTCCTGTTCCCCCCCAAGCCTAAGGAC
ACCCTGATGATCAGCAGAACCCCCGAGGTGACCTGTGTGGTGGTGGATGTGAGCCACG
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AGGACCCTGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAATGCCAA

- GACCAAGCCCAGGGAGGAGCAGTACAACAGCACCTACCGGGTGGTGTCCGTGCTGACC.
GTGCTGCACCAGGATTGGCTGAACGGCAAGGAGTACAAGTGTAAGGTGTCCAACAAGG
CCCTGCCTGCCCCTATCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCCCAGAGAGCC
CCAGGTGTACACCCTGCCCCCTAGCAGAGATGAGCTGACCAAGAACCAGGTGTCCCTG
ACCTGCCTGGTGAAGGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGGAGAGCAACG
GCCAGCCCGAGAACAACTACAAGACCACCCCCCCTGTGCTGGACAGCGATGGCAGCTT
CTTCCTGTACAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGCAACGTGTTC

. AGCTGCTCCGTGATGCACGAGGCCCTGCACAATCACTACACCCAGAAGAGCCTGAGCC
TGTCCCCTGGCAAG

SEQ ID 120-S332121F02 @ JE &k
" DIVLTQSPASLAVSLGQRATISCRASESVSIHGTHLMHWYQQKPGQPPKLLIYA
ASNLESGVPARFSGSGSETDFTLNIHPVEEEDAATYFCQQSIEDPRTFGGGTKLEIK

SEQ ID 121-S8332121F02BIE 0] 8K (DNAFES])

GACATCGTCCTGACCCAGAGCCCCGCCAGCCTGGCCGTGAGCCTGGGCCAGAGG
GCCACAATCAGCTGCAGGGCCTCTGAGTCCGTGAGCATCCACGGCACCCACCTGATGC
ACTGGTATCAGCAGAAGCCCGGCCAGCCTCCCAAGCTGCTGATCTACGCCGCCAGCAA
CCTGGAGAGCGGCGTGCCCGCTAGGTTCAGCGGAAGCGGCAGCGAGACCGACTTCACC
CTGAACATCCACCCCGTGGAGGAGGAAGACGCCGCCACCTACTTCTGCCAGCAGAGCA
TCGAGGACCCCAGGACCTTCGGCGGGGGCACCAAGCTCGAGATTAAGCGT

SEQ ID 122-S332121F028r &S
’ MGWSCIILFLVATATGVHSDIVLTQSPASLAVSLGQRATISCRASESVSIHGTH
LMHWYQQOKPGQPPKLLIYAASNLESGVPARFSGSGSETDFTLNIHPVEEEDAATYFCQ
QSIEDPRTFGGGTKLEIKRTVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQ
WKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPV
TKSFNRGEC

SEQ ID 123-S332121F028kx&#sE (DNAFH)

ATGGGCTGGTCCTGCATCATCCTGTTTCTGGTGGCCACCGCCACCGGCGTGCAC
AGCGACATCGTCCTGACCCAGAGCCCCGCCAGCCTGGCCGTGAGCCTGGGCCAGAGGG
CCACAATCAGCTGCAGGGCCTCTGAGTCCGTGAGCATCCACGGCACCCACCTGATGCA
CTGGTATCAGCAGAAGCCCGGCCAGCCTCCCAAGCTGCTGATCTACGCCGCCAGCAAC

% 136 H(EBIHRHE)
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CTGGAGAGCGGCGTGCCCGCTAGGTTCAGCGGAAGCGGCAGCGAGACCGACTTCACCC
TGAACATCCACCCCGTGGAGGAGGAAGACGCCGCCACCTACTTCTGCCAGCAGAGCAT
CGAGGACCCCAGGACCTTCGGCGGGGGCACCAAGCTCGAGATTAAGCGTACGGTGGCC
GCCCCCAGCGTGTTCATCTTCCCCCCCAGCGATGAGCAGCTGAAGAGCGGCACCGCCA
GCGTGGTGTGTCTGCTGAACAACTTCTACCCCCGGGAGGCCAAGGTGCAGTGGAAGGT
GGACAATGCCCTGCAGAGCGGCAACAGCCAGGAGAGCGTGACCGAGCAGGACAGCAAG
GACTCCACCTACAGCCTGAGCAGCACCCTGACCCTGAGCAAGGCCGACTACGAGAAGC
ACAAGGTGTACGCCTGTGAGGTGACCCACCAGGGCCTGTCCAGCCCCGTGACCAAGAG
CTTCAACCGGGGCGAGTGC

SEQ ID 124-S322110D07 R EEEH

EVQLQQSGPELVKPGTSVKIPCKTSGYIFTDYSIDWVKQSHGKSLEWIGDIDPN
YGDPIYNHKFKGKATLTVDRSSSTAYMELRSLTSEDTAVYFCARRATGTDWFAFWGQG ‘.
TLVTVSS

SEQ ID 125-5322110D07 BT & &S (DNAKF])

GAGGTGCAGCTGCAGCAGAGCGGCCCCGAGCTGGTGAAACCCGGCACCAGCGTG
AAGATCCCCTGCAAGACCTCTGGCTACATCTTCACCGACTACAGCATCGACTGGGTGA
AGCAGAGCCACGGCAAGTCTCTGGAGTGGATTGGGGACATCGACCCCAACTACGGCGA
CCCCATCTACAACCACAAGTTCAAGGGCAAGGCCACCCTGACCGTGGACAGGAGCAGC
AGCACCGCCTACATGGAACTCAGGAGCCTGACCAGCGAGGACACCGCCGTGTATTTTT
GCGCCAGGAGGGCCACCGGCACTGATTGGTTCGCCTTCTGGGGCCAGGGCACACTAGT
GACCGTGTCCAGC

SEQ ID 126-S322110D07THEEE @

EVOLOQOSGPELVKPGTSVKIPCKTSGYIFTDYSIDWVKQSHGKSLEWIGDIDPN
YGDPTYNHKFKGKATLTVDRSSSTAYMELRSLTSEDTAVYFCARRATGTDWFAFNGQG
TLVTVSSASTKGPSVEPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVH
TFPAVLQSSGLYSLSSVVIVPSSSLGTQTY ICNVNHKPSNTKVDKKVEPKSCDKTHTC
PPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEV
HNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKE YKCKVSNKALPAPTEKT I SKAKGOQ
PREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDS
DGSFFLYSKLTVDKSRWQQOGNVFSCSVMHEALHNHYTQKSLSLSPGK

SEQ ID 127-S322110D07#k&E#H (DNAFH])

25 137 H(SHEREEE)
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GAGGTGCAGCTGCAGCAGAGCGGCCCCGAGCTGGTGAAACCCGGCACCAGCGTG
AAGATCCCCTGCAAGACCTCTGGCTACATCTTCACCGACTACAGCATCGACTGGGTGA
AGCAGAGCCACGGCAAGTCTCTGGAGTGGATTGGGGACATCGACCCCAACTACGGCGA
CCCCATCTACAACCACAAGTTCAAGGGCAAGGCCACCCTGACCGTGGACAGGAGCAGC
AGCACCGCCTACATGGAACTCAGGAGCCTGACCAGCGAGGACACCGCCGTGTATTTTT
GCGCCAGGAGGGCCACCGGCACTGATTGGTTCGCCTTCTGGGGCCAGGGCACACTAGT
GACCGTGTCCAGCGCCAGCACCAAGGGCCCCAGCGTGTTCCCCCTGGCCCCCAGCAGC
AAGAGCACCAGCGGCGGCACAGCCGCCCTGGGCTGCCTGGTGAAGGACTACTTCCCCG
AACCGGTGACCGTGTCCTGGAACAGCGGAGCCCTGACCAGCGGCGTGCACACCTTCCC
CGCCGTGCTGCAGAGCAGCGGCCTGTACAGCCTGAGCAGCGTGGTGACCGTGCCCAGC
AGCAGCCTGGGCACCCAGACCTACATCTGTAACGTGAACCACAAGCCCAGCAACACCA
AGGTGGACAAGAAGGTGGAGCCCAAGAGCTGTGACAAGACCCACACCTGCCCCCCCTG

. CCCTGCCCCCGAGCTGCTGGGAGGCCCCAGCGTGTTCCTGTTCCCCCCCAAGCCTAAG
GACACCCTGATGATCAGCAGAACCCCCGAGGTGACCTGTGTGGTGGTGGATGTGAGCC
ACGAGGACCCTGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAATGC
CAAGACCAAGCCCAGGGAGGAGCAGTACAACAGCACCTACCGGGTGGTGTCCGTGCTG
ACCGTGCTGCACCAGGATTGGCTGAACGGCAAGGAGTACAAGTGTAAGGTGTCCAACA
AGGCCCTGCCTGCCCCTATCGAGARAACCATCAGCAAGGCCAAGGGCCAGCCCAGAGA
GCCCCAGGTGTACACCCTGCCCCCTAGCAGAGATGAGCTGACCAAGAACCAGGTGTCC
CTGACCTGCCTGGTGAAGGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGGAGAGCA
ACGGCCAGCCCGAGAACAACTACAAGACCACCCCCCCTGTGCTGGACAGCGATGGCAG
CTTCTTCCTGTACAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGCAACGTG
TTCAGCTGCTCCGTGATGCACGAGGCCCTGCACAATCACTACACCCAGAAGAGCCTGA
GCCTGTCCCCTGGCAAG

SEQ ID 128-S5322110D07 &JE 0] S
DIOMTQSPASLSVSVGETVTITCRASENIYNNLAWYQQKQGKSPQLLVYAATIL
ADGVPSRFSGSGSGTQYSLKINSLQOSGDFGTYYCQHFWGTPLTFGAGTKLELKR

SEQ ID 129-S322110D07EJE 0] &K (DNAFF)

GACATCCAGATGACCCAGAGCCCCGCTAGCCTCAGCGTGTCCGTCGGCGAGACC
GTGACCATCACCTGCAGGGCCAGCGAGAACATCTACAACAACCTGGCCTGGTATCAGC
AGAAGCAGGGCAAAAGCCCCCAGCTGCTGGTGTACGCCGCCACCATTCTGGCCGACGG
CGTGCCCAGCAGGTTCTCTGGAAGCGGCAGCGGCACCCAGTACAGCCTGAAGATCARAC
AGCCTGCAGAGCGGGGACTTCGGCACCTACTACTGCCAGCACTTCTGGGGCACTCCCC

55 138 H(SRTRRHE)
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TGACCTTCGGAGCCGGCACCAAGCTGGAGCTGAAGCGT

SEQ ID 130-S322110D07&SESH

DIQOMTQSPASLSVSVGETVTITCRASENIYNNLAWYQQOKQGKSPQLLVYAATIL
ADGVPSRFSGSGSGTQYSLKINSLQSGDFGTYYCQHFWGTPLTFGAGTKLELKRTVAA
PSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKD
STYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC

SEQ ID 131-S322110D07#&ES#E (DNASES)

GACATCCAGATGACCCAGAGCCCCGCTAGCCTCAGCGTGTCCGTCGGCGAGACC
GTGACCATCACCTGCAGGGCCAGCGAGAACATCTACAACAACCTGGCCTGGTATCAGC
AGAAGCAGGGCAAAAGCCCCCAGCTGCTGGTGTACGCCGCCACCATTCTGGCCGACGG
CGTGCCCAGCAGGTTCTCTGGAAGCGGCAGCGGCACCCAGTACAGCCTGAAGATCAAC "
AGCCTGCAGAGCGGGGACTTCGGCACCTACTACTGCCAGCACTTCTGGGGCACTCCCC
TGACCTTCGGAGCCGGCACCAAGCTGGAGCTGAAGCGTACGGTGGCCGCCCCCAGCGT
GTTCATCTTCCCCCCCAGCGATGAGCAGCTGAAGAGCGGCACCGCCAGCGTGGTGTGT
CTGCTGAACAACTTCTACCCCCGGGAGGCCAAGGTGCAGTGGAAGGTGGACAATGCCC
TGCAGAGCGGCAACAGCCAGGAGAGCGTGACCGAGCAGGACAGCAAGGACTCCACCTA
CAGCCTGAGCAGCACCCTGACCCTGAGCAAGGCCGACTACGAGAAGCACAAGGTGTAC
GCCTGTGAGGTGACCCACCAGGGCCTGTCCAGCCCCGTGACCAAGAGCTTCAACCGGG
GCGAGTGC

SEQ ID 132-S332126E04EIEnSEE
QVQLQOQPGAELVKPGASVKLSCKASGYTFTNYWMHWVKQRPGQGLEWIGIIHPN
SGSTNYNEKFKSKATLTVDKSSSTAYMQLSSLTSEDSAVYYCARGIYDYPFAYWGQGT ‘
~ LVTVSS

SEQ ID 133-S332126E04EJEREE# (DNAFES)

CAGGTGCAGCTCCAGCAGCCCGGAGCCGAACTGGTGAAGCCCGGAGCCAGCGTC
AAACTGTCCTGCAAGGCCAGCGGCTACACCTTCACCAACTACTGGATGCACTGGGTGA
AGCAGAGGCCCGGCCAGGGCCTGGAGTGGATCGGCATCATCCACCCCAACAGCGGGAG
CACCAACTACAACGAGAAGTTCAAGAGCAAGGCCACCCTGACCGTGGACAAGAGCAGE
AGCACTGCCTACATGCAGCTGAGCAGCCTGACCAGCGAGGACAGCGCTGTGTACTACT
GCGCCAGGGGCATCTACGACTACCCCTTCGCCTATTGGGGCCAGGGCACACTAGTGAC
CGTGTCCAGC

% 139 H(BYERAE)
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SEQ ID 134-S332126E04x=SHHE

QVQLQQPGAELVKPGASVKLSCKASGYTFTNYWMHWVKQRPGQGLEWIGIIHPN
SGSTNYNEKFKSKATLTVDKSSSTAYMQLSSLTSEDSAVYYCARGIYDYPFAYWGQGT
LVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHT
FPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCP
PCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVH
NAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQP
REPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSD
GSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

SEQ ID 135-S332126E048r&SEHE (DNAFFI)

.' CAGGTGCAGCTCCAGCAGCCCGGAGCCGAACTGGTGARAGCCCGGAGCCAGCGTC
AAACTGTCCTGCAAGGCCAGCGGCTACACCTTCACCAACTACTGGATGCACTGGGTGA
AGCAGAGGCCCGGCCAGGGCCTGGAGTGGATCGGCATCATCCACCCCAACAGCGGGAG
CACCAACTACAACGAGAAGTTCAAGAGCAAGGCCACCCTGACCGTGGACAAGAGCAGC
AGCACTGCCTACATGCAGCTGAGCAGCCTGACCAGCGAGGACAGCGCTGTGTACTACT
GCGCCAGGGGCATCTACGACTACCCCTTCGCCTATTGGGGCCAGGGCACACTAGTGAC
CGTGTCCAGCGCCAGCACCAAGGGCCCCAGCGTGTTCCCCCTGGCCCCCAGCAGCAAG
AGCACCAGCGGCGGCACAGCCGCCCTGGGCTGCCTGGTGAAGGACTACTTCCCCGAAC
CGGTGACCGTGTCCTGGAACAGCGGAGCCCTGACCAGCGGCGTGCACACCTTCCCCGC
CGTGCTGCAGAGCAGCGGCCTGTACAGCCTGAGCAGCGTGGTGACCGTGCCCAGCAGE
AGCCTGGGCACCCAGACCTACATCTGTAACGTGAACCACAAGCCCAGCAACACCAAGS
TGGACAAGAAGGTGGAGCCCAAGAGCTGTGACAAGACCCACACCTGCCCCCCCTGCCC

‘. TGCCCCCGAGCTGCTGGGAGGCCCCAGCGTGTTCCTGTTCCCCCCCAAGCCTAAGGAC
ACCCTGATGATCAGCAGAACCCCCGAGGTGACCTGTGTGGTGGTGGATGTGAGCCACG
AGGACCCTGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAATGCCAA
GACCAAGCCCAGGGAGGAGCAGTACAACAGCACCTACCGGGTGGTGTCCGTGCTGACC
GTGCTGCACCAGGATTGGCTGAACGGCAAGGAGTACAAGTGTAAGGTGTCCAACAAGG
CCCTGCCTGCCCCTATCGAGAARAACCATCAGCAAGGCCAAGGGCCAGCCCAGAGAGCC
CCAGGTGTACACCCTGCCCCCTAGCAGAGATGAGCTGACCAAGAACCAGGTGTCCCTG
ACCTGCCTGGTGAAGGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGGAGAGCAACG
GCCAGCCCGAGAACAACTACAAGACCACCCCCCCTGTGCTGGACAGCGATGGCAGCTT
CTTCCTGTACAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGCAACGTGTTC
AGCTGCTCCGTGATGCACGAGGCCCTGCACAATCACTACACCCAGAAGAGCCTGAGCC
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TGTCCCCTGGCAAG

SEQ ID 136-S332126E04EJE 1] S8iga
DIVLTQSPASLAVSLGQRATISCRASESVSIHGTHLMHWYQQKPGQPPKLLIYA
ASNLESGVPARFSGSGSETDFTLNIHPVEEEDAATYFCQQSIEDPYTFGGGTKLEIKR

SEQ ID 137-S332126E04EJH v &L (DNAFFI)

GACATCGTGCTGACCCAGTCTCCCGCTAGCCTGGCCGTGTCTCTGGGCCAGAGG
GCCACAATCAGCTGCAGGGCCAGCGAGAGCGTCAGCATTCACGGCACCCACCTGATGE
ACTGGTACCAGCAGAAGCCCGGCCAGCCTCCCAAGCTCCTGATCTACGCCGCCAGCAA
CCTGGAAAGCGGAGTGCCCGCCAGGTTCAGCGGCAGCGGCTCCGAGACCGACTTCACC
CTGAACATCCACCCCGTGGAGGAGGAGGACGCCGCCACCTACTTCTGCCAGCAGAGCA
TCGAGGACCCCTACACCTTCGGCGGCGGCACCAAGCTGGAGATCAAGCGT "

SEQ ID 138-S332126E04fra ik

DIVLTQSPASLAVSLGQRATISCRASESVSIHGTHLMHWYQQKPGQPPKLLIYA
ASNLESGVPARFSGSGSETDFTLNIHPVEEEDAATYFCQQSIEDPYTFGGGTKLEIKR
TVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQ
DSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSEFNRGEC

SEQ ID 139-S332126E04x& ¥ (DNAFESI)

GACATCGTGCTGACCCAGTCTCCCGCTAGCCTGGCCGTGTCTCTGGGCCAGAGG
GCCACAATCAGCTGCAGGGCCAGCGAGAGCGTCAGCATTCACGGCACCCACCTGATGC
ACTGGTACCAGCAGAAGCCCGGCCAGCCTCCCAAGCTCCTGATCTACGCCGCCAGCAA
CCTGGAAAGCGGAGTGCCCGCCAGGTTCAGCGGCAGCGGCTCCGAGACCGACTTCACC "
CTGAACATCCACCCCGTGGAGGAGGAGGACGCCGCCACCTACTTCTGCCAGCAGAGCA
TCGAGGACCCCTACACCTTCGGCGGCGGCACCAAGCTGGAGATCAAGCGTACGGTGGC
CGCCCCCAGCGTGTTCATCTTCCCCCCCAGCGATGAGCAGCTGAAGAGCGGCACCGCC
AGCGTGGTGTGTCTGCTGAACAACTTCTACCCCCGGGAGGCCAAGGTGCAGTGGAAGG
TGGACAATGCCCTGCAGAGCGGCAACAGCCAGGAGAGCGTGACCGAGCAGGACAGCAA
GGACTCCACCTACAGCCTGAGCAGCACCCTGACCCTGAGCAAGGCCGACTACGAGAAG
CACAAGGTGTACGCCTGTGAGGTGACCCACCAGGGCCTGTCCAGCCCCGTGACCAAGA
GCTTCAACCGGGGCGAGTGC

SEQ ID 140-S336105A07 B JET] &S

5 141 H(BETERAD)
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EVKLLQSGGGLVQPGGSLKLSCAASGIDFSRYWMSWVRRAPGKGLEWIGEINPD
RSTINYAPSLKDKFIISRDNAKNTLYLOQMSKVRSEDTALYYCAVEFYYDYEGAMDYWGQ
GTSVTVSS

EQ ID 141-S336105A07EE & &E# (DNAFES)

GAGGTGAAGCTTCTCCAGTCTGGAGGTGGCCTGGTGCAGCCTGGAGGATCCCTG
AAACTCTCCTGTGCAGCCTCAGGAATCGATTTTAGTAGATACTGGATGAGTTGGGTTC
GGCGGGCTCCAGGGAAAGGACTAGAATGGATTGGAGAAAT TAATCCAGATAGGAGTAC
AATCAACTATGCACCATCTCTAAAGGATAAATTCATCATCTCCAGAGACAACGCCAAA
AATACGCTGTACCTGCAAATGAGCAAAGTGAGATCTGAGGACACAGCCCTTTATTACT
GTGCAGTTTTCTACTATGATTACGAGGGTGCTATGGACTACTGGGGTCAAGGAACCTC
AGTCACCGTCTCCTCA

SEQ ID 142-S336105A07#xEEEHE

EVKLLQSGGGLVQPGGSLKLSCAASGIDFSRYWMSWVRRAPGKGLEWIGEINPD
RSTINYAPSLKDKFIISRDNAKNTLYLQMSKVRSEDTALYYCAVFYYDYEGAMDYWGQ
GTSVIVSSAKTTAPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVIVSWNSGALTSGV
HTFPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHT
CPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTICVVVDVSHEDPEVKFNWYVDGVE
VHNAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKG
QPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLD
SDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

SEQ ID 143-S336105A07#&SE#H (DNAFH) _

" GAGGTGAAGCTTCTCCAGTCTGGAGGTGGCCTGGTGCAGCCTGGAGGATCCCTG
AAACTCTCCTGTGCAGCCTCAGGAATCGATTTTAGTAGATACTGGATGAGTTGGGTTC
GGCGGGCTCCAGGGAAAGGACTAGAATGGATTGGAGAAATTAATCCAGATAGGAGTAC
AATCAACTATGCACCATCTCTAAAGGATAAATTCATCATCTCCAGAGACAACGCCAAA
AATACGCTGTACCTGCAAATGAGCAAAGTGAGATCTGAGGACACAGCCCTTTATTACT
GTGCAGTTTTCTACTATGATTACGAGGGTGCTATGGACTACTGGGGTCAAGGAACCTC
AGTCACCGTCTCCTCAGCCAAAACAACAGCCCCCAGCGTGTTCCCCCTGGCCCCCAGE
AGCAAGAGCACCAGCGGCGGCACAGCCGCCCTGGGCTGCCTGGTGAAGGACTACTTCC
CCGAACCGGTGACCGTGTCCTGGAACAGCGGAGCCCTGACCAGCGGCGTGCACACCTT
CCCCGCCGTGCTGCAGAGCAGCGGCCTGTACAGCCTGAGCAGCGTGGTGACCGTGCCC
AGCAGCAGCCTGGGCACCCAGACCTACATCTGTAACGTGAACCACAAGCCCAGCAACA
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CCAAGGTGGACAAGAAGGTGGAGCCCAAGAGCTGTGACAAGACCCACACCTGCCCCCC
CTGCCCTGCCCCCGAGCTGCTGGGAGGCCCCAGCGTGTTCCTGTTCCCCCCCAAGCCT
< AAGGACACCCTGATGATCAGCAGAACCCCCGAGGTGACCTGTGTGGTGGTGGATGTGA
GCCACGAGGACCCTGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAA
TGCCAAGACCAAGCCCAGGGAGGAGCAGTACAACAGCACCTACCGGGTGGTGTCCGTG
CTGACCGTGCTGCACCAGGATTGGCTGAACGGCAAGGAGTACAAGTGTAAGGTGTCCA
ACAAGGCCCTGCCTGCCCCTATCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCCCAG
AGAGCCCCAGGTGTACACCCTGCCCCCTAGCAGAGATGAGCTGACCAAGAACCAGGTG
TCCCTGACCTGCCTGGTGAAGGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGGAGA
GCAACGGCCAGCCCGAGAACAACTACAAGACCACCCCCCCTGTGCTGGACAGCGATGG
CAGCTTCTTCCTGTACAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGCAAC
GTGTTCAGCTGCTCCGTGATGCACGAGGCCCTGCACAATCACTACACCCAGAAGAGCC
TGAGCCTGTCCCCTGGCAAG ’

SEQ ID 144-S336105A07BFE ] &g
DIVMTQSQKFMSTSVGDRVSVTCKASQNVDTNVAWYQQKPGQSPKALIYSASYR
FSGVPDRFTGSGSGTDFTLTISNVQSEDLAEYFCQQYNSFPFTFGSGTKLEIKR

SEQ ID 145-S336105A07EJEREEEHE (DNAFEY!)

GACATTGTGATGACCCAGTCTCARAAATTCATGTCCACATCAGTAGGAGACAGG
GTCAGCGTCACCTGCAAGGCCAGTCAGAATGTGGATACTAATGTAGCCTGGTATCAAC
AAAAACCAGGGCAATCTCCTAAAGCACTGATTTACTCGGCATCCTACCGGTTCAGTGG
AGTCCCTGATCGCTTCACAGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGC
AATGTGCAGTCTGAAGACTTGGCAGAGTATTTCTGTCAGCAATATAACAGCTTTCCAT
TCACGTTCGGCTCGGGGACAAAGTTGGAAATAAAACGT '.

SEQ ID 146-S336105A07m&SiKaE

DIVMTQSQKFMSTSVGDRVSVTCKASQNVDTNVAWYQQKPGQSPKALIYSASYR
FSGVPDRFTGSGSGTDFTLTISNVQSEDLAEYFCQQYNSFPFTFGSGTKLEIKRTVAA
PSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQOSGNSQESVTEQDSKD
STYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC

SEQ ID 147-S336105A07#HS#H (DNAFFH])
GACATTGTGATGACCCAGTCTCAAAAATTCATGTCCACATCAGTAGGAGACAGG
GTCAGCGTCACCTGCAAGGCCAGTCAGAATGTGGATACTAATGTAGCCTGGTATCAAC

55 143 H(EYERHAD)
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AAAAACCAGGGCAATCTCCTAAAGCACTGATTTACTCGGCATCCTACCGGTTCAGTGG
AGTCCCTGATCGCTTCACAGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGC
AATGTGCAGTCTGAAGACTTGGCAGAGTATTTCTGTCAGCAATATAACAGCTTTCCAT
TCACGTTCGGCTéGGGGACAAAGTTGGAAATAAAACGTACGGTGGCCGCCCCCAGCGT
GTTCATCTTCCCCCCCAGCGATGAGCAGCTGAAGAGCGGCACCGCCAGCGTGGTGTGT
CTGCTGAACAACTTCTACCCCCGGGAGGCCAAGGTGCAGTGGAAGGTGGACAATGCCC
TGCAGAGCGGCAACAGCCAGGAGAGCGTGACCGAGCAGGACAGCAAGGACTCCACCTA
CAGCCTGAGCAGCACCCTGACCCTGAGCAAGGCCGACTACGAGAAGCACAAGGTGTAC
GCCTGTGAGGTGACCCACCAGGGCCTGTCCAGCCCCGTGACCAAGAGCTTCAACCGGG
GCGAGTGC

) SEQ ID 148-S335115GO0lEEu&EH#E

'b PVOLOOPGTELVRPGTSVKLSCKASGYTFTSYWMHWVKQRPGQGLEWIGVIDPS
DSYTNYNQKFKGKATLTVDTSSSTAYMQLSSLTSEDSAVYYCARQVFDYPMDYWGQGT
SVTVSS

SEQID 149-S335115GO1EJEREEE# (DNAFFY])

CCGGTCCAACTGCAGCAGCCTGGGACTGAGCTGGTGAGGCCTGGGACTTCAGTG
AAGTTGTCCTGCAAGGCTTCTGGCTACACCTTCACCAGCTACTGGATGCACTGGGTAA
AGCAGAGGCCTGGACAAGGCCTTGAGTGGATCGGAGTGATTGATCCTTCTGATAGT TA
TACTAACTACAATCAAAAGTTCAAGGGCAAGGCCACATTGACTGTAGACACATCCTCC
AGCACAGCCTACATGCAGCTCAGCAGCCTGACATCTGAGGACTCTGCGGTCTATTACT
GTGCAAGACAGGTGTTTGACTATCCTATGGACTACTGGGGTCAAGGAACCTCAGTCAC
CGTCTCCTCA

SEQ ID 150-S335115G01#x&EdH

PVQLQQPGTELVRPGTSVKLSCKASGYTFTSHWMHWVKQRPGQGLEWIGVIDPS
DSYTNYNQKFKGKATLTVDTSSSTAYMQLSSLTSEDSAVYYCARQVEDYPMDYWGQGT
LVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHT
FPAVLOSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCP
PCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVH
NAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQP
REPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSD
GSFFLYSKLTVDKSRWQQGNVFSCSVMHEALENHYTQKSLSLSPGK

55 144 H(EHRHE)
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SEQ ID 151-S335115GO01# &S E# (DNAFF)

CCGGTCCAACTGCAGCAGCCTGGGACTGAGCTGGTGAGGCCTGGGACTTCAGTG
AAGTTGTCCTGCAAGGCTTCTGGCTACACCTTCACCAGCCACTGGATGCACTGGGTAA
AGCAGAGGCCTGGACAAGGCCTTGAGTGGATCGGAGTGATTGATCCTTCTGATAGTTA
TACTAACTACAATCAAAAGTTCAAGGGCAAGGCCACATTGACTGTAGACACATCCTCC
AGCACAGCCTACATGCAGCTCAGCAGCCTGACATCTGAGGACTCTGCGGTCTATTACT
GTGCAAGACAGGTGTTTGACTATCCTATGGACTACTGGGGTCAAGGAACACTAGTGAC
CGTGTCCAGCGCCAGCACCAAGGGCCCCAGCGTGTTCCCCCTGGCCCCCAGCAGCAAG
AGCACCAGCGGCGGCACAGCCGCCCTGGGCTGCCTGGTGAAGGACTACTTCCCCGAAC
CGGTGACCGTGTCCTGGAACAGCGGAGCCCTGACCAGCGGCGTGCACACCTTCCCCGC
CGTGCTGCAGAGCAGCGGCCTGTACAGCCTGAGCAGCGTGGTGACCGTGCCCAGCAGC
AGCCTGGGCACCCAGACCTACATCTGTAACGTGAACCACAAGCCCAGCAACACCAAGG
TGGACAAGAAGGTGGAGCCCAAGAGCTGTGACAAGACCCACACCTGCCCCCCCTGCCC ‘.
TGCCCCCGAGCTGCTGGGAGGCCCCAGCGTGTTCCTGTTCCCCCCCAAGCCTAAGGAC
ACCCTGATGATCAGCAGAACCCCCGAGGTGACCTGTGTGGTGGTGGATGTGAGCCACG
AGGACCCTGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAATGCCAA
GACCAAGCCCAGGGAGGAGCAGTACAACAGCACCTACCGGGTGGTGTCCGTGCTGACT
GTGCTGCACCAGGATTGGCTGAACGGCAAGGAGTACAAGTGTAAGGTGTCCAACAAGG
CCCTGCCTGCCCCTATCGAGAAAACCATCAGCAAGGCCAAGGGCCAGCCCAGAGAGCC
CCAGGTGTACACCCTGCCCCCTAGCAGAGATGAGCTGACCAAGAACCAGGTGTCCCTG
ACCTGCCTGGTGAAGGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGGAGAGCAACG
GCCAGCCCGAGAACAACTACAAGACCACCCCCCCTGTGCTGGACAGCGATGGCAGCTT
CTTCCTGTACAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGCAACGTGTTC
AGCTGCTCCGTGATGCACGAGGCCCTGCACAATCACTACACCCAGAAGAGCCTGAGCC
TGTCCCCTGGCAAG "

SEQ ID 152-S335115G01EE ] S
DIVLTQSPASLAVSLGQRATISCRASESVSIHGTHLMHWYQQKPGQPPKLLIYA
ASNLESGVPARFSGSGSETDFTLNIHPVEEEDAATYFCQQSIEDPWTFGGGTKLEIKR

SEQ ID 153-S335115G01EIET &K (DNAFF)

GACATTGTGCTGACCCAATCTCCAGCTTCTTTGGCTGTGTCTCTAGGGCAGAGG
GCCACCATCTCCTGCAGAGCCAGTGAAAGTGTCAGTATTCATGGTACTCATTTAATGC
ACTGGTACCAACAGAAACCAGGACAGCCACCCAAACTCCTCATCTATGCTGCATCCAA
CCTAGAATCTGGAGTCCCTGCCAGGTTCAGTGGCAGTGGGTCTGAGACAGACTTCACC

5 145 H(SZBHRFD)
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CTCAACATCCATCCTGTGGAGGAGGAGGATGCTGCAACCTATTTCTGTCAGCAAAGTA
TTGAGGATCCGTGGACGTTCGGTGGAGGCACCAAGCTGGAAATCAAACGT

SEQ ID 154-S335115GOl#raikaE

DIVLTQSPASLAVSLGQRATISCRASESVSIHGTHLMHWYQQKPGQPPKLLIYA
ASNLESGVPARFSGSGSETDFTLNIHPVEEEDAATYFCQQSIEDPWTFGGGTKLETINR
TVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQ
DSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC

SEQ ID 155-S335115G01#x &K (DNAFF)
GACATTGTGCTGACCCAATCTCCAGCTTCTTTGGCTGTGTCTCTAGGGCAGAGG
GCCACCATCTCCTGCAGAGCCAGTGAAAGTGTCAGTATTCATGGTACTCATTTAATGC
‘ ACTGGTACCAACAGAAACCAGGACAGCCACCCAAACTCCTCATCTATGCTGCATCCAA
CCTAGAATCTGGAGTCCCTGCCAGGTTCAGTGGCAGTGGGTCTGAGACAGACTTCACC
CTCAACATCCATCCTGTGGAGGAGGAGGATGCTGCAACCTATTTCTGTCAGCAAAGTA
TTGAGGATCCGTGGACGTTCGGTGGAGGCACCAAGCTGGAAATCAATCGTACGGTGGC
CGCCCCCAGCGTGTTCATCTTCCCCCCCAGCGATGAGCAGCTGAAGAGCGGCACCGCC
AGCGTGGTGTGTCTGCTGAACAACTTCTACCCCCGGGAGGCCAAGGTGCAGTGGAAGG
TGGACAATGCCCTGCAGAGCGGCAACAGCCAGGAGAGCGTGACCGAGCAGGACAGCAA
GGACTCCACCTACAGCCTGAGCAGCACCCTGACCCTGAGCAAGGCCGACTACGAGAAG
CACAAGGTGTACGCCTGTGAGGTGACCCACCAGGGCCTGTCCAGCCCCGTGACCAAGA
GCTTCAACCGGGGCGAGTGC

SEQ ID 156-S335122F05EHn & EHE
'. OVQLQQSGAELVRPGASVTLSCKASGYTFTDYEMHWVKQTPVHGLEWIGATIDPE

TGGTAYNQKFKGKAILTADKSSSTAYMELRSLTSEDSAVYYCTRSIYDYYFDYWGQGT
TLTVSS _ ‘ |

SEQ ID 157-S335122F05EJER/ S EH (DNAFT])

CAGGTTCAACTGCAGCAGTCTGGGGCTGAGCTGGTGAGGCCTGGGGCTTCAGTG
ACGCTGTCCTGCAAGGCTTCGGGCTACACATTTACTGACTATGAAATGCACTGGGTGA
AGCAGACACCTGTGCATGGCCTGGAATGGATTGGAGCTATTGATCCTGAAACTGGTGG
TACTGCCTACAATCAGAAGTTCAAGGGCAAGGCCATACTGACTGCAGACAAATCCTCC
AGCACAGCCTACATGGAGCTCCGCAGCCTGACATCTGAGGACTCTGCCGTCTATTACT
GTACAAGATCGATITATGATTACTACTTTGACTACTGGGGCCAAGGCACCACTCTCAC
AGTCTCCTCA '

5 146 H(EHRHEE)
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SEQ ID 158-S335122F05#Hr&EHE

QVQLQQOSGAELVRPGASVTLSCKASGYTFTDYEMHWVKQTPVHGLEWIGAIDPE
TGGTAYNQKFKGKAILTADKSSSTAYMELRSLTSEDSAVYYCTRSIYDYYFDYWGQGT
TLTVSSAKTTPPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSWNSGALTSGVHT
FPAVLQSSGLYSLSSVVTVPSSSLGTQTYICNVNHKPSNTKVDKKVEPKSCDKTHTCP
PCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWYVDGVEVH
NAKTKPREEQYNSTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQP
REPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESNGQPENNYKTTPPVLDSD
GSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK

. SEQ ID 159-S335122F0S5H &S E## (DNAFEF)
CAGGTTCAACTGCAGCAGTCTGGGGCTGAGCTGGTGAGGCCTGGGGCTTCAGTG .
ACGCTGTCCTGCAAGGCTTCGGGCTACACATTTACTGACTATGAAATGCACTGGGTGA
AGCAGACACCTGTGCATGGCCTGGAATGGATTGGAGCTATTGATCCTGAAACTGGTGG
TACTGCCTACAATCAGAAGTTCAAGGGCAAGGCCATACTGACTGCAGACAAATCCTCC
AGCACAGCCTACATGGAGCTCCGCAGCCTGACATCTGAGGACTCTGCCGTCTATTACT
GTACAAGATCGATTTATGATTACTACTTTGACTACTGGGGCCAAGGCACCACTCTCAC
AGTCTCCTCAGCCAAAACGACACCCCCCAGCGTGTTCCCCCTGGCCCCCAGCAGCAAG
AGCACCAGCGGCGGCACAGCCGCCCTGGGCTGCCTGGTGAAGGACTACTTCCCCGAAC
CGGTGACCGTGTCCTGGAACAGCGGAGCCCTGACCAGCGGCGTGCACACCTTCCCCGE
CGTGCTGCAGAGCAGCGGCCTGTACAGCCTGAGCAGCGTGGTGACCGTGCCCAGCAGE
AGCCTGGGCACCCAGACCTACATCTGTAACGTGAACCACAAGCCCAGCAACACCAAGG
TGGACAAGAAGGTGGAGCCCAAGAGCTGTGACAAGACCCACACCTGCCCCCCCTGCCC
TGCCCCCGAGCTGCTGGGAGGCCCCAGCGTGTTCCTGTTCCCCCCCAAGCCTAAGGAC ‘
ACCCTGATGATCAGCAGAACCCCCGAGGTGACCTGTGTGGTGGTGGATGTGAGCCACG
AGGACCCTGAGGTGAAGTTCAACTGGTACGTGGACGGCGTGGAGGTGCACAATGCCAA
GACCAAGCCCAGGGAGGAGCAGTACAACAGCACCTACCGGGTGGTGTCCGTGCTGACC
GTGCTGCACCAGGATTGGCTGAACGGCAAGGAGTACAAGTGTAAGGTGTCCAACAAGG
CCCTGCCTGCCCCTATCGAGARAACCATCAGCAAGGCCAAGGGCCAGCCCAGAGAGCC
CCAGGTGTACACCCTGCCCCCTAGCAGAGATGAGCTGACCAAGAACCAGGTGTCCCTG
ACCTGCCTGGTGAAGGGCTTCTACCCCAGCGACATCGCCGTGGAGTGGGAGAGCAACG
GCCAGCCCGAGAACAACTACAAGACCACCCCCCCTGTGCTGGACAGCGATGGCAGCTT
CTTCCTGTACAGCAAGCTGACCGTGGACAAGAGCAGATGGCAGCAGGGCAACGTGTTC
AGCTGCTCCGTGATGCACGAGGCCCTGCACAATCACTACACCCAGAAGAGCCTGAGCC
5 147 H(BYEREE)
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TGTCCCCTGGCAAG

SEQ ID 160-S335122F05 80 giEcss
DIVLTQSPASLAVSLGQRATISCRASESVSIHGTHLMHWYQQKPGQPPKLLIYA
ASNLESGVPARFSGGGSETDFTLNIHPVEEEDGATYFCQQSIEYPRTFGGGTKLEINR

SEQ ID 161-S335122F05 B E T & iE## (DNAFFI)
GACATTGTGCTGACCCAATCTCCAGCTTCTTTGGCTGTGTCTCTAGGGCAGAGG
GCCACCATCTICCTGCAGAGCCAGTGAAAGTGTCAGTATTCATGGTACTCATTTAATGC
ACTGGTACCAACAGAAACCAGGACAGCCACCCAAACTCCTICATCTATGCTGCATCCAA
CCTAGAATCTGGAGTCCCTGCCAGGTTCAGTGGCGGTGGGTCTGAGACAGACTTCACC
CTCAACATCCATCCTGTGGAGGAGGAGGATGGTGCAACCTATTTCTGTCAGCAAAGTA
. TTGAGTATCCTCGGACGTTCGGTGGAGGCACCAAGCTGGAAATCAATCGT

SEQ ID 162-S335122F05#Ea i

DIVLTQSPASLAVSLGQRATISCRASESVSIHGTHLMHWYQQKPGQPPKLLIYA
ASNLESGVPARFSGGGSETDFTLNIHPVEEEDGATYFCQQSIEYPRTFGGGTKLEINR
TVAAPSVFIFPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQ
DSKDSTYSLSSTLTLSKADYEKHKVYACEVTHQGLSSPVTKSENRGEC

SEQ ID 163-S335122F05#k=EEHE (DNAFFHI)
GACATTGTGCTGACCCAATCTCCAGCTTCTTTGGCTGTGTCTCTAGGGCAGAGG
GCCACCATCTCCTGCAGAGCCAGTGAAAGTGTCAGTATTCATGGTACTCATTTAATGC
ACTGGTACCAACAGAAACCAGGACAGCCACCCAAACTCCTCATCTATGCTGCATCCAA
‘. CCTAGAATCTGGAGTCCCTGCCAGGTTCAGTGGCGGTGGGTCTGAGACAGACTTCACC
CTCAACATCCATCCTGTGGAGGAGGAGGATGGTGCAACCTATTTCTGTCAGCAAAGTA
TTGAGTATCCTCGGACGTTCGGTGGAGGCACCAAGCTGGAARATCAATCGTACGGTGGC
CGCCCCCAGCGTGTTCATCTTCCCCCCCAGCGATGAGCAGCTGAAGAGCGGCACCGCC
AGCGTGGTGTGTCTGCTGAACAACTTCTACCCCCGGGAGGCCAAGGTGCAGTGGAAGG
TGGACAATGCCCTGCAGAGCGGCAACAGCCAGGAGAGCGTGACCGAGCAGGACAGCAA
GGACTCCACCTACAGCCTGAGCAGCACCCTGACCCTGAGCAAGGCCGACTACGAGAAG
CACAAGGTGTACGCCTGTGAGGTGACCCACCAGGGCCTGTCCAGCCCCGTGACCAAGA
GCTICAACCGGGGCGAGTGC
SEQ.I.D.NO: 164-8332121F02 CDRHI
DYYNM
55 148 H(HWRHEE)
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SEQ.I.D.NO: 165-S332121F02
VINPYNGGTDYNQKFG
SEQ.I.D.NO: 166-S8332121F02
SVYDYPFDY

SEQ.I.D.NO: 167-5332121F02
RASESVSIHGTHLMH
SEQ.I.D.NO: 168-S332121F02
AASNLES

SEQ.I.D.NO: 169-S332121F02
QOSIEDPRT

SEQ.I.D.NO: 170-5S322110D07
DYSID

SEQ.I.D.NO: 171-S322110D07
DIDPNYGDPIYNHKFKG
SEQ.I.D.NO: 172-5322110D07
RATGTDWFAF '

CDRH2

CDRH3

CDRL1

CDRL2

CDRL3

CDRH1

CDRH2

CDRH3

SEQ.I.D.NO: 173-5322110D07CDRL1

RASENIYNNLA

SEQ.I.D.NO: 174-5322110D07
AATILAD

SEQ.I.D.NO: 175-8322110D07
QHFWGTPLT

CDRL2

CDRL3

SEQ.I.D.NO: 176-S332126E04CDRH1

NYWMH

SEQ.I.D.NO: 177-8332126E04
ITHPNSGSTNYNEKFKS
SEQ.I.D.NO: 178-5332126E04
GIYDYPFAY

SEQ.I.D.NO: 179-S332126E04

. RASESVSIHGTHLMH

SEQ.I.D.NO: 180-S332126E04
AASNLES

SEQ.I.D.NO: 181-S332126E04
QOQSIEDPYT

SEQ.I.D.NO: 182-S336105A07

CDRH2

CDRH3

CDRL1

CDRL2

CDRL3

CDRH1

55 149 H(SHHRHE)
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RYWMS
SEQ.I.D.NO: 183-S336105A07 CDRH2
EINPDRSTINYAPSLKD
SEQ.I.D.NO: 184-S336105A07 CDRH3
FYYDYEGAMDY
SEQ.I.D.NO: 185-S336105A07 CDRL1
KASONVDTNVA
SEQ.I.D.NO: 186-S336105A07 CDRL2
SASYRFS
SEQ.I.D.NO: 187-S336105A07 CDRL3
QQYNSFPFT
SEQ.I.D.NO: 188-5S335115G01 CDRH1
SYWMH _
SEQ.I.D.NO: 189-S335115G01 CDRH2
VIDPSDSYTNYNQKFKG
SEQ.I.D.NO: 1.90'-83:35]_l5ﬂ301. CDRH3
QVFDYPMDY
SEQ.I.D.NO: 191-S335115G01 CDRL1
RASESVSIHGTHLMH
SEQ.I.D.NO: 192-S335115G01 CDRL2
AASNLES
SEQ.I.D.NO: 193-S335115G01 CDRL3
QQSTEDPWT
SEQ.I.D.NO: 194-S335122F05 CDRH1
DYEMH
SEQ.I.D.NO: 195-S335122F05 CDRH2
AIDPETGGTAYNQKFKG
SEQ.I.D.NO: 196-S335122F05 CDRE3
SIYDYYFDY
SEQ.TI.D.NO: 197-S335122F05 CDRL1
RASESVSIHGTHLMH
SEQ.T.D.NO: 198-S335122F05 CDRL2
AASNLES
SEQ.I.D.NO: 199-5335122F05 CDRL3
OQSIEYPRT

55 150 H(EEHHRHE)
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[F51%]
<110> AR EHMEEEA R
<120> LR &EAEE
<130> PB64476

<140> 101118855
<141> 2012/05/25

<150> 61/490,732
<151> 61/647,196

<150> 2011/05/27
<151> 2012/05/15

<160> 199
<170> FastSEQ for Windows Version 4.0

<210> 1
Q211> 5
<212> PRT
L2 NRE

<400> 1
Asn Tyr Trp Met His
1 5 -

<210> 2
Q11> 17
<212> PRT
<213> /J\% ;%1

<400> 2
A}a Thr Tyr Arg Géy His Ser Asp Thr '{‘8r Tyr Asn Gln Lys Pge Lys
1

Gly

<210> 3
Q211> 12
<212> PRT
<213> /J\ % a

<400> 3
Giy Ala Ile Tyr Agn Gly Tyr Asp Val Leu Asp Asn
10

210> 4
211> 11
<212> PRT
QLIB>/NER

<400> 4 .
Sclzr Ala Ser Gln Agp Ile Ser Asn Tyr Ifgu Asn

<210> 5
Q2li> 7
<212> PRT
>IN

<400> S :
Tyr Thr Ser Asn Lgu His Ser
1

B 1HFIR)

C207578SEQA pdf
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Q10> 6
Q11> 9
<212> PRT
Q13> NERA

<400> 6
Gin Gln Tyr Arg L%rs Leu Pro Trp Thr
1

<210> 7
<211> 121
<212> PRT
<213> MR &

<400> 7
G%u Val Gin Leu Gén Gln Ser Gly Ala \1’81 Leu Ala Arg Pro (ligy Ala

Ser Val Lys rg(e)t Ser Cys Lys Gly ggr Gly Tyr Thr Phe ’ggr Asn Tyr
Trp Met };gs Trp Val Lys Gln .fi(r)g Pro Gly Gln Gly I‘igu Glu Trp Ile
Gly f%(l)a Thr Tyr Arg Gly His Ser Asp Thr Tyr 'g%r Asn Gln Lys Phe
Lys Gly Lys Ala Lys Leu Thr Ala Val Thr Ser Thr Ser Thr Ala Tyr
65 70 75 80
Met Glu Leu Ser ggr Len Thr Asn Glu S.(s)p Ser Ala Val Tyr 'g;slr Cys
Thr Arg Gly Ala Ile Tyr Asn Gly Tyr Asp Val Leu Asp Asn Trp Gly
100 105 110
Gin Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> &

<211> 363

<212> DNA

213> NEE

<400> 8

gaggtgcage tgeageagag cggegecgtg ctgpecagge ccggagetag cgtgaagatg 60

agctgcaagg geageggeta caccttcacc aactactgga tgcactgggt gaaacagagg 120
ccecggecagg gactggagtg gatcggegee acctacaggg gecacagega cacctactac 180
aaccagaagt tcaagggcaa ggccaagetg accgecgtga cctcaaccag caccgectac 240
atggaactga geagcctgac caacgaggac agegecgtct attactgecac caggggegee 300
atctacaacg getacgacgt gectggacaat tggggccagg gaacactagt gaccgtgtee 360
age 363
210> 9

<11> 108

<212> PRT

Q13 NER

<400> 9

Aip Ile Gln Leu Tgr Gln Thr Thr Ser ?81 Leu Ser Ala Ser Ifgu Gly
Asp Arg Val Thr Ile Ser Cys Ser Ala Ser Gln Asp Ile Ser Asn Tyr
Len Asn Trp %gr Gln Gln Lys Pro ﬁp Gly Thr Val Glu Ig,gu Val Ile
Tyr 'g();r %lslr Ser Asn Leu }Siés ggr Gly Val Pro ggr igg Phe Ser Gly
Ser Gly Ser Gly Thr l7\sp Tyr Ser Leu Thr %e Gly Tyr Leu Glu lg(r)o

65
Glu Asp Val Ala ’H;r Tyr Tyr Cys Gln (931n Tyr Arg Lys Leu I;go Trp

Thr Phe Gly Gly Gly Ser Lys Leu Gllsx Ile Lys Arg

<210> 10
Ql1> 324
<212> DNA
Q13> 7

C207578SEQA.pdf

106128318
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<400> 10

gatatccage tgacccagac cacaagcagc ctgagcgect cectgggega cagggtgace 60
“attagetgea gegecageca ggacatcage aactacctga actggtacca geagaageece 120
gacggcaccg tggagctcgt gatctactac acctccaacc tgecacagegg cgtgeccage 180
aggttctctig geageggeag cggcaccgac tacagectga ccatcggeta tetggageece 240
gaggacgtcg ccacctacta ctgccageag tacaggaage tgecctggac ctteggegga 300

ggctctaage

210> 11
Q11> 121
<212> PRT

tggagattaa gcgt

Q13> ALAF)

220
9930 ASEALILEL 7]

<400> 11

G%n Val Gln Leu Vgl Gln Ser Gly Ala Glu Val Lys Lys Pro G;y Ser
10 1
Ser Val Lys ggl Ser Cys Lys Ala ggr Gly Gly Thr Phe ggr Asn Tyr
Trp Met gés Trp Val Arg Gln géa Pro Gly Gln Gly %gu Glu Trp Met
Gly ?la Thr Tyr Arg Gly ?és Ser Asp Thr Tyr Tyr Asn Gln Lys Phe
0 i 60
Lys Gly Arg Val Thr Ile Thr Ala Asp Lys Ser Thr Ser Thr Ala Tyr
65 70 75 80
Met Glu Leu Ser ggr Leu Arg Ser Glu Sgp Thr Ala Val Tyr gzr Cys
Ala Arg Gly Ala Ile Tyr Asn Gly Tyr Asp Val Leu Asp Asn Trp Gly
100 105 110

Gln Gly ?hg Leu Val Thr Val Ser Ser

<210> 12
<211> 363
<212> DNA

120

Q13> ALFEZ

220>
S5 AR 5]

<400> 12
caggtgeage
agctgecaagg
cccggacagg
aaccagaagt
atggaactga
atctacaacg
age

<210> 13
<211> 121
<212> PRT

tggtccagag cggcgecgaa
ccageggegg caccttcage
geetggagtg gatgggegee
tcaagggeeg ggtgaccate
gcagcctcag gagegaggac
gctacgacgt getggacaac

Q213> ATLE7)

<220>
223> AFRAbHLEE 7]

<400> 13

gtgaagaagc ccggeagetc cgtgaaagtg 60

aactactgga tgeactgggt gaggecaggee 120
acctacaggg gceacagega cacctactac 180
accgecgaca agageaccag caccgectac 240
accgctgtgt attactgege caggggegee 300
tggggccagg geacactagt gaccgtgtee 360

363

Gln Val Gln Leu Vgl Gln Ser Gly Ala ?éu Val Lys Lys Pro G;y Ser
1 : 1

Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe ggr Asn Tyr
Trp Met ggs Trp Val Arg Gln Ala Pro Gly Gln Gly Egu Glu Trp Met
Gly Aéa Thr Tyr Arg Gly HIS Ser Asp Thr Tyr ggr Asn Gln Lys Phe
Lys Gly Arg Val Thr Ile Thr Ala Asp Lys Ser Thr Ser Thr Ala Tyr
65 70 75 80
Met Glu Leu Ser ggr Leu Arg Ser Glu gap Thr Ala Val Tyr ggr Cys
Ala Arg Gly Ala Ile Tyr Asn Gly Tyr Asp Val Leu Asp Asn Trp Gly

C207578SEQA.pdf

108128318
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106128318

100
Gln Gly Thr Leu Val Thr Val Ser
115 120

210> 14

<211> 363
<212> DNA
Q13> ALFZ)

<220>
Q23> AFEILHLEE A 7

<400> 14

caggtgcage tggtceagag
agctgcaagg ccageggcta
cccggacagg gectggagtg
aaccagaagt tcaagggccg
atggaactga gcagectcag
atctacaacg gctacgacgt
age

<210> 15

211> 121
<212> PRT
Q13> AT B 7]

<220>
<293> AFaibIEE 7]

<400> 15

cggegeegaa
caccttcacce
gatgggegce
ggtgaccatc
gagcgaggac
getggacaac

105
Ser

gtgaagaage
aactactgga
acctacaggs
accgecgaca
accgetgtgt
tggggecagg

110

ccgpcagelce
tgcactgggt
gcecacagega
agagcaccag
attactgege
gcacactagt

cgtgaaagtg 60

gaggcaggee 120
cacctactac 180
caccgectac 240
caggggegee 300
gaccgtgtee 360

363 .

G%n Val Gln Leu Vgl Gln Ser Gly Ala ?6u Val Lys Lys Pro ?éy Ser
Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asn Tyr
20 25 30

Trp Met g;s Trp Val Arg Gln ﬁéa Pro Gly Gln
Gly géa Thr Tyr Arg Gly ggs Ser Asp Thr Tyr g6r Asn Gln Lys Phe
Lys Gly Arg Val Thr Ile Thr Ala Asp Lys Ser Thr Ser Thr Ala Tyr
65 70 75 80
Met Glu Leu Ser ggr Leu Arg Ser Glu égp Thr Ala Val Tyr ggr Cys
Thr Arg Gly Ala Ile Tyr Asn Gly Tyr Asp Val

100 105
Gin Gly Thr Leu Val Thr Va] Ser Ser

115 120

<210> 16

Q11> 363
212> DNA
Q13> ALKF)

220
PO 30

<400> 16
caggtgcagc tggtecagag
agctgcaagg ccageggeta
cccggacagg geetggagtg
aaccagaagt tcaagggcecg
atggaactga gcagectcag
atctacaacg gctacgacgt
agc

<210> 17

<211> 121
<212> PRT
Q213> ALF3)

<220>
<203> AFEALHLEE A 5

<400> 17

C207578SEQA.pdf

cggegeegaa
caccttcace
gatgggegcc
ggtgaccate
gagegaggac
gctggacaac

gtgaagaage
aactactgga
acctacaggg
accgecgaca
accgetptgt
tggggccagg

Gly Leu Glu Trp Met
45

Leu Asp Asn Trp Gly
110

ccggeagetce
tgcactgggt
geccacagega
agagcaccag
attactgcac
gcacactagt

%4 AFIIR)

cgtgaaagtg 60
gaggcaggee 120
cacctactac 180
caccgeetac 240
caggggcgee 300
gaccgtgtee 360

363

10620461710
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Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ser
S}:r Val Lys Val Sgr Cys Lys Gly Ser (li(l)y Tyr Thr Phe Thr }‘gn Tyr
Trp Met His %?p Val Arg Gln Ala %io Gly GIn Gly Leu'g?u Trp Met
Gly .g(l)a %ﬁr Tyr Arg Gly Isigs ggr Asp Thr Tyr ".6[‘6r ;‘En Gln Lys Phe
Lys Gly Arg Val Thr Ile Thr Ala Asp Thr Ser Thr Ser Thr Ala Tyr
l?lgt Glu Leu Ser Ser Zgu Arg Ser Glu Asp %Ijn Ala Val Tyr Tyr ggs
Thr Arg Gly Ala %?e Tyr Asn Gly Tyr K(s)p Val Leu Asp Asn %?p Gly
Gln Gly ?h§ ng Val Thr Val Ser ng Ho

<210> 18

<211> 363
<212> DNA
QL3> AL K7

<220>
23> AFEAILILEE T 7]

<400> 18

120

caggtgcage tggtccagag cggegocgaa gtgaagaage ccggcagetc cgtgaaagtg 60
agctgeaagg geageggeta caccttcacc aactactgga tgcactgggt gaggcaggee 120
cccggacagg gectggagtg gatgggegee acctacaggg gecacagega cacctactac 180
aaccagaagt tcaagggccg ggtgaccatc accgecgaca cgagecaccag caccgectac 240
atggaactpa gecageetcag gagegaggac accgetgtgt attactgcac caggggegee 300
atctacaacg gectacgacgt gctggacaac tggggecagg gcacactagt gaccgtgtee 360

age
210> 19
Q11> 121

<212> PRT
Q13> ALA7)

20>
<223> AJEICILEE 7 7|
<400> 19

363

Gln Val Gla Leu Val GIn Ser Gly Ala ?éu Val Lys Lys Pro G;y Ser
Ser Val Lys ggl Ser Cys Lys Gly SfS:r Gly Tyr Thr Phe ”?[:gr Asn Tyr
Trp Met Iéigs Trp Val Arg Gln ﬁ(l)a Pro Gly Gln Gly I‘.igu Glu Trp Ile
Gly Ala Thr Tyr Arg Gly gés Ser Asp Thr Tyt g%r Asn Gln Lys Phe
50 o

Lys Gly Arg Ala Thr Leu Thr Ala Asp Thr Ser Thr Ser Thr Ala Tyr
65 70 75 80

Met Glu Leu Ser ggr Leu Arg Ser Glu éap Thr Ala Val Tyr ggr Cys
Thr Arg Gly Ala Ile Tyr Asn Gly }g§ Asp Val Leu Asp ?ig Trp Gly

100

Gln Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> 20

211> 363
<212> DNA
Q13> AT 55

<220>
223> AR A7)
<400> 20

caggtgeage tggtccagag cggegecgaa gtgaagaage ccggeagete cgtgaaagtg 60

agctgeaagg geageggeta caccttcace aactactgga tgcactgggt gaggcaggee 120
cccggacagg geetggagtg gatcggegee acctacaggg gecacagega cacctactac 180
aaccagaagt tcaagggccg ggegaccCtc accgecgaca cgageaccag caccgectac 240
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atggaactga gcagcctcag gagcgaggac accgetgtgt attactgeac cagggecgee 300

atctacaacg gctacgacgt getggacaac tggggecagg geacactagt gacegtgtce %gg

age

<210> 21

Q11> 121
<212> PRT
Q213> AL F 7

220>
<223> AFEALILEE A7)

<400> 21
Gln Val Gln Leu Vgl Gln Ser Gly Ala (1}(1)\1 Val Lys Lys Pro (féy Ser

1
Ser Val Lys ggl Ser Cys Lys Gly ggr Gly Tyr Thr Phe ggr Asn Tyr
Trp Met gés Trp Val Arg Gln ﬁéa Pro Gly Gln Gly %gu Glu Trp Met
Glylééa Thr Tyr Arg Gly gés Ser Asp Thr Tyr g%r Asn Gln Lys Phe
Lys Gly Arg Val Thr Ile Thr Ala Asp Thr Ser Thr Ser Thr Ala Tyr
65 70 75 80
Met Glu Leu Ser %gr Leu Arg Ser Glu 3Sp Thr Ala Val Tyr ggr Cys
Thr Arg Gly Ala Ile Tyr Asp Gly Tyr Asp Val Leu Asp Asn Trp Gly
100 105 110
Gln Gly Thr Leu Val Thr Val Ser Ser
11§ 120

10> 22

<211> 363
<212> DNA
Q213> AT 5%

220>
<223> ANFELHLEE A 3

<400> 22

- caggtgeage tgegtccagag cggegecgaa
agctgeaagg geageggceta cacctteace
cccggacagg gectggagtg gatggecgce
aaccagaagt tcaagggecg ggtgaccatc
atggaactga gcagcetcag gagegaggac
atctacgacg getacgacgt getggacaac
age

gtgaagaagc ccggeagete
aactactgga tgcactpggt
acctacaggg gccacagega
accgccgaca cgageaccag
accgctgtgt attactgeac
tggpgccagg geacactagt

cgtgaaagtg 60
gaggcaggee 120
cacctactac -180
caccgectac 240
caggggcgee 300
gaccgtgtce 360
363

. <210> 23

Q11> 121

<212> PRT

Q13> AT A7)

Q20>

Q23> AFEALHLEE K 7

<400> 23
G{n Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Ggy Ser
1

5 . 10
Ser Val Lys ggl Ser Cys Lys Ala ggr Gly Gly Thr Phe ggr Asn Tyr
Trp Met ggs Trp Val Arg Gin 26a Pro Gly Gln Gly kgu Glu Trp Met
Gly Ala Thr Tyr Arg Gly His Ser Asp Thr Tyr Tyr Asn Gln Lys Phe
50 55 60

.%gs Gly Arg Val Thr Iée Thr Ala Asp Lys Ser Thr Ser Thr Ala Egr

7
Met Glu Leu Ser Ser Leu Arg Ser Glu Aap Thr Ala Val Tyr ggr Cys

85 9 .
Ala Arg Gly Ala Ile Tyr Asp Gly Tyr Asp Val Leu Asp Asn Trp Gly
00 105 110

1
Gln Gly Thr Leu Val Thr Val Ser Ser
115 120

% 6 H(FFIR)
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<210> 24
<211> 363
<212> DNA

QLI3> ATF 7

20>
Q23> AFEALHLEE A7)

<400> 24
caggtgcage
agctgcaagg
cccggacagg
aaccagaagt
atggaactga
atctacgacg
age

tggtecagag cggegeegaa
ccageggegg caccttcage
geetggagtg gatgggegec
tcaagggecg ggtgaccate
gcagectcag gagegaggac
gctacgacgt getggacaac

gtgaagaage
aactactgga
acctacaggg
accgecegaca
accgetgtgt
tggggccagg

ccggeagete cgtgaaagtg 60
tgcactgget gaggcaggcee 120
geceacagega cacctactac 180
agagcaccag caccgectac 240
attactgege caggggegee 300
gcacactagt gaccgtgtce %gg

<210> 25

<211> 121
<212> PRT
Q213> AT 57|

220
S AFRILHE A7)

<400> 25
Gln Val Gln Len Vgl

1
Ser Val Lys Val Ser
20
Trp Met g;s Trp Val
Gly Ala Thr Tyr Arg
50
%ys Gly Arg Val Thr
5
Met Glu Leun Ser Ser

85
Ala Arg Gly Ala Ile
100

Gln Ser Gly Ala Glu Val
10

Cys Lys Ala ger Gly Tyr

5
Arg Gln ﬁéa Pro Gly Gln
Gly His Ser Asp Thr Tyr
55

Ile Thr Ala Asp Lys Ser

70 75

Leu Arg Ser Glu Asp Thr
90

Tyr Asp Gly Tyr Asp Val
105

Lys Lys Pro Géy Ser
1
Thr Phe ggr Asn Tyr
Gly Leu Glu Trp Met
45

ggr Asn Gln Lys Phe
Thr Ser Thr Ala Tyr

80
Ala Val Tyr ggr Cys

Leu Asp Asn Trp Gly
110

Gln Gly Thr Leu Val
115

<210> 26
<211> 363
© 212> DNA

Q213> ATF3]

<220>
Q23> AFEALILEE A5

<400> 26
caggtgcage
agctgcaagg
cceggacagg
aaccagaagt
atggaactga
atctacgacg
age

<210> 27
<211> 121
<212> PRT

tggtccagag cggcgecgaa
ccageggeta cacctteace
gcctggagtg gatgggegcee
tcaagggeeg ggtgaceate
gcagccteag gagcgaggac
gctacgacgt gectggacaac

Q13> AL 7]

<220>

923> AFEALILEE A 7

<400> 27

Thr Val Ser Ser
120

gtgaagaage
aactactgga
acctacaggg
accgecgaca
accgetgtgt
tggggccagg

ccggcagete cgtgaaagtg 60
tgcactgget gaggcaggce 120
gccacagega cacctactac 180
agagcaccag caccgectac 240
attactgege caggggcgee 300
gcacactagt gaccgtgtce %gg

Gln Val Gln Leu Vgl Gln Ser Gly Ala Glu Val Lys Lys Pro Géy Ser
1 10
Ser Val Lys VSI Ser Cys Lys Ala ger Gly Tyr Thr Phe ggr Asn Tyr
5
Trp Met His Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Met
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Gly éoa %gr Tyr Arg Gly gls Ser Asp Thr Tyr gar Asn Gln Lys Phe
%gs Gly Arg Val Thr %ée Thr Ala Asp Lys Sgr Thr Ser Thr Ala g%r
Met Glu Leu Ser ggr Leu Arg Ser Glu gap Thr Ala Val Tyr g§r Cys
Thr Arg Gly Ala Ile Tyr Asp Gly {&r Asp Val Leu Asp ??8 Trp Gly
Gln Gly Thr Leu Val Thr Val Ser Ser

<210> 28
211> 363
<212> DNA

120

Q3> ALTFE|.

Q20>
Q23> AFEILHLEE F 7

<400> 28
caggtgeage
agctgcaagg

ceceggacagg
. aaccagaagt

atggaactga
atctacgacg
age

<210> 29
211> 121
<212> PRT

tggtccagag cggegeegaa
ccageggeta caccttcacc
geetggagtg gatgggegee
tcaagggccg ggtgaccate
geagectcag gagegaggac
gctacgacgt getggacaac

Q13> ALF 7|

<220>

<223> ANFBACILEE A 7

<400> 29

gtgaagaagc ccggeagcte cgtgaaagtg 60
aactactgga tgcactgget gaggcaggee 120
acctacaggg gccacagega cacctactac 180
accgecgaca agageaccag caccgectac 240
accgctgtgt attactgeac caggggcgee 300
tggggccagg geacactagt gaccgtgtee %gg

Gln Val Gln Leu Vgl Gln Ser Gly Ala Glu Val Lys Lys-Pro ?Iy Ser

Ser Val Lys Val Ser Cys Lys Gly Ser Gly Tyr Thr Phe Thr Asn Tyr

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

Gly Ala Thr Tyr Arg Gly His Ser Asp Thr Tyr Tyr Asn Gln Lys Phe
50 55 60

Lys Gly Arg Ala Thr Leu Thr Ala Asp Thr Ser Thr Ser Thr Ala Tyr
65 70 75 80

Met Glu Leu Ser ggr Len Arg Ser Glu égp Thr Ala Val Tyr ggr Cys
Thr Arg Gly Ala Ile Tyr Asp Gly Tyr Asp Val Leu Asp Asn Trp Gly
100 105 110

Gln Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> 3C
<211> 363
<212> DNA

Q13> ALF5)

<220> .
023> AFEALILEE - 7

<400> 30
caggtgcage
agctgcaagg
cceggacagg
aaccagaagt
atggaactga
atctacgacg
agce

<10> 31

C207578SEQA.pdf

106128318

tggtccagag cggegecgaa
gcageggeta caccttcace
gectggagtg gatcggegce
tcaagggecg ggegacccte
geagecctcag gagegaggac
gctacgacgt gctggacaac

gtgaagaagc ccggeagetc cgtgaaagtg 60
aactactgga tgecactggst gaggcaggee 120
acctacaggg gccacagega cacctactac 180
accgccgaca cgageaccag cacegectac 240
accgctgtgt attactgeac caggggcgee 300
tggggccagg geacactagt gaccgtgtee %gg

%8 R(FFIR)
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<211> 108
<212> PRT
Q13> ALK7)

<220
D23 ASRALILEL 5 5]

<400> 31
Aip Ile Gln Met Thr Gl

n Ser Pro Ser Ser Leu Ser Ala Ser Val Gly

Asp Arg Val TSr Ile Thr Cys Ser é%a Ser Gln Asp lle ggr Asn Tyr
Leu Asn ggp Tyr Gln Gln Lys 560 Gly Lys Ala Pro %gs Leu Leu Ile
Tyr ggr Thr Ser Asn Leu His Ser Gly Val Pro ggr Arg Phe Ser Gly

55

ggr Gly Ser Gly Thr %Sp Phe Thr Len Thr %éc Ser Ser Leu Gin géo
Glu Asp Phe Ala ggr Tyr Tyr Cys Gln gén Tyr Arg Lys Leu ggo Trp
Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys Arg

100 105

<210> 32

211> 324

<212> DNA o
Q213> ALF7)

<220>
<223> AFEILHLEE 5]

<400> 32

gacatccaga tgacccagag
attacctget ccgecageea
ggcaaggece ccaagetget
aggttcagecg gaageggeag
gaggacttcg ccacctacta
ggcaccaaac tggagatcaa

<210> 33

<211> 108

<212> PRT
QL3> ALFF)

<220>
223> AFEALILEE A5

<400> 33
Asp Ile Gln Met T?r Gl

ccctagetea ctgagegeca gegtgggega cagggtgace 60
ggacatcagec aactacctga actggtacca gcagaagece 120
gatctactac acctccaacc tgeactcegg cgtgeccage 180
cggecaccgat ttcaccetga ccatctccag cctgecageee 240
ctgeccageag tacaggaage tcccctggac ttteggecag %00
gegt

n Ser Pro Ser Ser Leu Ser Ala Ser Ygl Gly

1 10
Asp Arg Val ggr Ile Thr Cys Ser Ala Ser Gln Asp Ile ggr Asn Tyr

Leu Asn ggp Tyr Gin Gl

25
n Lys Pao Gly Lys Ala Pro %gs Leu Leu Ile

Tyr Tyr Thr Ser Asn Leu His ger Gly Val Pro Ser Arg Phe Ser Gly
Ser g?y Ser Gly Thr égp %gr Thr Leu Thr Ile ggr Ser Leu Gln 560
Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Gla Tyr Arg Lys Leu Pro Trp
Thr Phe Gly Gln g?y Thr Lys Leu Glu ?le Lys Atg »

100 105

<210> 34

Q11> 324
<212> DNA
Q13> AT F7)

<205
Q23> ANFEALHLEE A 7

<400> 34
gacatccaga tgacccagag

C207578SEQA.pdf
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attacctget
ggcaaggece

ccgecageea ggacatcage aactacctga actggtacca geagaageee 120
ccaagctget gatctactac acctccaace tgeactcegg cgtgeccage 180

aggttcagcg gaagceggeag cggeaccgat tacaccctga ccatctceag cctgeagece 240

gaggacttcg ccacctacta ctgecageag tacaggaage tccectggac ttteggecag %82

ggcaccaaac tggagatcaa gcgt

<210> 35

<211> 108
<212> PRT
Q1> ATF7)]

<220>
<223> AFEILHLEE 5 5

<400> 35
Asp Ile Gln Leu T?r Gln Ser Pro Ser §8r Leu Ser Ala Ser Ygl Gly
1

t

Asp Arg Val ggr Ile Thr Cys Ser ééa Ser Gln Asp Ile ggr Asn Tyr
Leu Asn Tgp Tyr Gln Gln Lys 560 Gly Lys Ala Pro ggu Leu Val Ile
3
Tyr Tyr Thr Ser Asn Leu gés Ser Gly Val Pro ggr Arg Phe Ser Gly
50

Ser Gly Ser Gly Thr Asp Tyr Thr Leu Thr Ile Ser Ser Leu Gln Pro
65 70 75 30

Glu Asp Phe Ala Egr Tyr Tyr Cys Gln gén Tyr Arg Lys Leu ggo Trp
Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys Arg

100 . 105

<210> 36
Q11> 324
<212> DNA
Q13> AT F 7

<220>
<223> AFEILFLEE A 7
<400> 36

gacatccagce
attacctget
ggcaaggecee
aggttcageg
gaggacttcg

tgacccagag ccctagctca ctgagegeca gegtgggega cagggtgace 60

ccgecageca ggacatcage aactacctga actggtacca geagaageee 120
ccgagetggt gatctactac acctccaace tgeactcegg cgtgeccage 180
gaageggeag cggcaccgat tacaccctga ccatctccag cctgeagece 240
ccacctacta ctgccagecag tacaggaage tccectggac tttcggeeag %82

ggcaccaaac tggagatcaa gcgt
<210> 37

<211> 310

<212> PRT

Q13> FA

<400> 37
Met Pro Leu Leu Leu Leu Leu Pro Leu %Su Trp Ala Gly Ala %gu Ala

1
Met Leu Gln ggt Ala Gly Gln Cys ggr Gln Asn Glu Tyr gge Asp Ser
Leu Leu ggs Ala Cys Ile Pro 265 Gln Leu Arg Cys ggr Ser Asn Thr
Pro géo Leu Thr Cys Gln égg Tyr Cys Asn Ala ggr Val Thr Asn Ser
Val Lys Gly Thr Asn Ser Gly Glu Asn Leu Tyr Phe Gln Gly Asp Pro
65 70 75 80
Lys Ser Cys Asp %gs Thr His Thr Cys 560 Pro Cys Pro Ala ggo Glu
Leu Leu Gly Gly Pro Ser Val Phe Leu Phe Pro ProbLys Pro Lys Asp
100 105 110
Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp
115 120 125
Val ?gé His Glu Asp Pro Glu Val Lys Phe Asn ?rg Tyr Val Asp Gly

135 4
Val Glu Val His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn

145 150 o o
Ser Thr Tyr Arg.Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp
165 170 175
E0HEFIIR)
C207578SEQA.pdf
P A0L01
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Leu Asn Gly Lys Glu Tyr Lys Cys ng Val Ser Asn Lys Ala Leu Pro
180 1

190

Ala Pro Ile Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu
195 200 205
Pro Gln Val Tyr Thr Leu gig Pro Ser Arg Asp gég Leu Thr Lys Asn

210
225

Gln Val Ser Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp lle
230 235

240

Ala Val Glu Trp Glg Ser Asn Gly Gln ggg Glu Asn Asn Tyr %gé Thr
Thr Pro Pro Val Len Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys
Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phg Ser Cys
Ser Val MZ? His Glu Ala Leu H?g Asn His Tyr 386 G?g Lys Ser Leu

290
305

210> 38
11> 930
<212> DNA
Q13> B A

<400> 38

atgecgetge
geeggecagt
cagctgagat
gtgaccaaca
aaatcttgtg
ccgtcagtct
gaggtcacat
tacgtggacg
agcacgtacce
gagtacaagt
aaagccaaag
ctgaccaaga
geegtggagt
ctggacteeg
cagcagggga
-cagaagagcc

<210> 39
<211> 307
<212> PRT

tgctactgct
gecagecagaa
gcagcagcaa
gcgtgaaggg
acaaaactca
tectetteee
gegtggtggt
gegtggaggt
gtgtggtcag
gcaaggtctce
ggcagceecg
accaggtcag
gggagagcaa
acggctectt
acgtcttete
tctecectgte

295

Ser Leu Ser Pro Gly Lys
310

gceectgetg
cgagtacttc
cacacctect
caccaactcc
cacatgcceca
cccaaaaccce
ggacgtgage
gcataatgcee
cgtecteace
caacaaagcc
agagccacag
cctgacetge
tgggcageeg
cttectetac
atgcteccgtg
tcecgggtaaa

tggacagggg cgetagetat
gacagectge tgeacgectg
ctgacctgee agagatactg
ggagagaacc tgtacttcca
ccgtgeccag cacctgaact
aaggacaccc tcatgatcte
cacgaagacc ctgaggtcaa
aagacaaagc cgegggagga
gtcetgeace aggactgget
ctccecagecce ccatcgagaa
gtgtacaccc tgeccecatce
ctggtcaaag gctictatcc
gagaacaact acaagaccac
agcaagctca ccgtggacaa
atgcatgagg ctctgecacaa

gctgecagatg
catcceetge
caacgeceage
aggggatccc
cctggggegea
ccggaccecect
gttcaactgg
gcagtacaac
gaatggcaag
aaccatctce
ccgggatgag
cagcgacatc
gecteeegtg
gageaggtgs
ccactacacg

I0BLZ8318

Q13> %A

<400> 39

Met ‘Pro Leu Leu Lgu Leu Leu Pro Leu Leu Trp Ala Gly Ala Leu Ala
1 10 15

Met Ala Gly gén Cys Ser Gln Asn géu Tyr Phe Asp Ser Lgu Leu His

3

Ala Cys ééc Prd Cys Gln Leu 262 Cys Ser Ser_Asn zgr Pro Pro Leu
Thr ggs Gln Arg Tyr Cys égn Ala Ser Val Thr égn Ser Val Lys Gly
Thr Asn Ser Gly Glu Asn Len Tyr Phe Gln Gly Asp Pro Lys Ser Cys
65 70 75 80
Asp Lys Thr His ggr Cys Pro Pro Cys géo Ala Pro Glu Leu %gu Gly

Gly Pro Ser ¥Sé Phe Leu Phe Pro ?62 Lys Pro Lys Asp T?é Leu Met
Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His
115 120 - 125
Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val
130 135 140
His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr
145 150 155 160
Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly
165 170 175
Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro Ile
180 185 19

0
Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val
195 200 205

£ HFIR)
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Tyr Thé Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn Gln Val Ser

%gg Thr Cys Leu Val %gs Gly Phe Tyr Pro Ser Asp Jle Ala Val Gig
Trp Glu Ser Asn Gly GIn Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro
245 250 255
Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val
260 265 270

Asp Lys Ser Arg Trp Gln Gln Glg Asn Val Phe Ser Cys Ser Val Met
His Glu Ala Leu His Asn gég Tyr Thr Gln Lys Sgr Leu Ser Leu Ser

290
Pro Gly Lys
305

10> 40
Q211> 921
<212> DNA
Q13> & A

<400> 40

atgecgetge tgetactget geecetgetg
tgcagccaga acgagtactt cgacagectg
tgcagecagea acacacctece tctgacctge
agcgtgaagg gcaccaactc cggagagaac
gacaaaactc acacatgcce accgtgecea
ttcetcttece cecccaaaacce caaggacace
tgcgtpggtgg tggacgtgag ccacgaagac
ggegtggage tgcataatge caagacaaag
cgtgtggtca gegteectcac cgtectgcac
tgcaaggtct ccaacaaage cctcccagee
gpgcagccec gagagecaca ggtgtacace
aaccaggtca gectgacctg cctggtcaaa
tgggagagea atggegcagee ggagaacaac
gacggctcect tcttcetcta cagcaagete
aacgtcttct catgetccgt gatgcatgag
ctcteectgt ctecgggtaa a

<210> 41
<211> 306
<212> PRT

Q13> RER
<400> 41

tgggcaggge cgcetagetat
ctgcacgect geatceectg
cagagatact gcaacgeceag
ctgtacttcc aaggggatcce
gcacctgaac tcctggeesg
ctcatgatct cccggaccece
cctgaggtca agttcaactg
ccgeggpagg agcagtacaa

caggactgge tgaatggcaa.

cccatcgaga aaaccatcte
ctgeeccccat cecegggatga
ggcttctate ccagegacat
tacaagacca cgectceegt
accgtggaca agagcaggtg
gctctgeaca accactacac

ggccggecag 60
ccagctgaga 120
cgtgaccaac 180
caaatcttgt 240
accgtcagte 300
tgaggtcaca 360
gtacgtggac 420
cagcacgtac 480
ggagtacaag 540
caaagccaaa 600
getgaccaag 660
cgcegtggag 720
gctggactcc 780
gcagcaggeg 840
gcagaagage 900
021

Met Pro Leu Leu Lgu Leu Leu Pro Leu %gu Trp Ala Gly Ala %gu Ala
Ser Gln Asn g;u Tyr Phe Asp Ser %gu Leu His
Gln Leu Arg Cys Ser Ser Thr igo Pro Leu Thr

1
Met Ala Arg Gln Cys
20

Asp Cys Lys Pro Cys
: 35

Cys Gln Arg Tyr Cys
50

Asn Ser Gly Glu Asn
© 65

Lys Thr His Thr Cys

Asp Pro Glu Val Lys
130

Asn Ala-Lys Thr Lys
145

40
Asn Ala Ser Met Thr Asn Scr Val Lys Gly Met
Lgu Tyr Phe GIn Gly %gp Pro Lys Ser Cys égp
Pro Pro Cys Pro gla Pro Glu Leu Leu g%y Gly
Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile
100 105 110
Ser Arg ?hg Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu
Phe ?;g Trp Tyr Val Asp GI% Val Glu Val His

150

Pro Arg Glu Glu Gln {yg Asn Ser Thr Tyr Arg

160

Val Val Ser Val Leu Thr Val Leu His ?%8 Asp Trp Leu Asn ?%g Lys

165
Glu Tyr Lys Cys Lys
180

Lys Thr Ile Ser Lys
195

Thr Leu Pro Pro Ser
210

Thr Cys Leu Val Lys

225

C207578SEQA.pdf

106128318

Val Ser Asn %ﬁg Ala Leu Pro Ala ?ég Ile Glu
Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr
200 205

Arg Asp Glu Leu Thr Lys Asn Gln Val Ser Leu

215 220
Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp
230 235

5 12 H(FFIR)

240

10620461710
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106128318

Glu Ser Asn Gly glg Pro Glu
4
Leu Asp Ser Asp Gly Ser Phe
260
Lys Ser Arg Trp Gln Gln Gly
275

Glu Ala Leu His Asn His Tyr
290 295

Gly Lys

305

10> 42
<211> 918
<212> DNA
Q13> BB

<400> 42

Asn Asn Tyr Lys Thr Thr Pro Pro Val
250 255
Phe Leu Tyr Ser Lys Leu Thr Val Asp
265 270

Asn Val Phe Ser Cys Ser Val Met His
280 285

Thr Gln Lys Ser %88 Ser Leu Ser Pro

atgeegetge tgetactget geccetgetp tgggeaggeg cgctagetat ggecagacag
tgcagecaga acgagtactt cgacagectg ctgcacgact gcaageectg ccagetgaga
tgcagcagea cacctcctet gacctgecag agatactgea acgecageat gaccaacage
gtgaagpgca tgaactccgg agagaacctg tacttccaag gggatcccaa atcttgtgac
adaactcaca catgcccacc gtgececagea cctgaactec tggggggace gtcagtette
ctctteccee caaaacccaa ggacacectc atgatctece ggaccecctga ggtcacatge
gtggtggtge acgtgageeca cgaagaccet gaggtcaagt tcaactggta cgtggacgge
glggaggtge ataatgccaa gacaaagecg cgggaggage agtacaacag cacgtaccegt
gtggtcageg tectcacegt cetgeaccag gactgpctga atggcaagga gtacaagtge
aaggtctcca acaaagecct cccagececcce atcgagaaaa ccatctccaa agecaaaggg
cagcecccgag agecacaggt gtacacectg cccccatecc gggatgaget gaccaagaac
caggtcagecce tgacctgect ggtcaaaggc ttctatccca gegacatcge cgtggagtgg
gagagcaatg ggcagecgga gaacaactac aagaccacge ctceegtget ggactccgac
ggctecttet tcctctacag caagotcace gtggacaaga geaggtggea geaggggaac
gtcttcteat getcegtgat geatgagget ctgeacaace actacacgeca gaagagectce

tccetglicte cgggtaaa
210> 43

Q211> 451

<212> PRT

Q13> ALF 7]

Q20>

223> AFEIbHLEE B 5

<400> 43
Gln Val Gln Leu Val Gln Ser
5

1
Ser Val Lys ggl Ser Cys Lys
Trp Met g%s Trp Val Arg Gln
Gly Ala Thr Tyr Arg Gly His
50 55

Lys Gly Arg Val Thr Ile Thr
65 70

Met Glu Leu Ser ggr Leu Arg
Ala Arg Gly ?ég Ile Tyr Asn
Gln Gly ¥?§ Leu Val Thr Val
Yal Phe Pro Leu Ala Pro Ser

130 135
Ala Leu Gly Cys Leu Val Lys
145 150

' Ser Trp Asn Ser Glg Ala Leu

Val Leu Gln Ser Ser Gly Leu
180

Pro Ser ?gr Ser Leu Gly Thr

Lys Pro Ser Asn Thr Lys Val
210 215

Asp Lys Thr His Thr Cys Pro

225 230

Gly Pro Ser Val Phe Leu Phe

C207578SEQA.pdf

Gly Ala ?éu.Val Lys Lys Pro ?%y Ser

Ala Ser Gly Gly Thr Phe Ser Asn Tyr
25 30

Ala Pro Gly GIn Gly Leu Glu Trp Met

40 45

Ser Asp Thr Tyr g%r Asn Gln Lys Phe

Ala Asp Lys ?gr Thr Ser Thr Ala ggr

Ser Glu gap Thr Ala VYal Tyr ggr Cys

Gly Tyr Asp Val Leu Asp Asn Trp Gly
105 110

Ser Ser Ala Ser Thr Lys Gly Pro Ser

120 125

Ser Lys Ser Thr ?26 Gly Gly Thr Ala

Asp Tyr Phe Prg Glu Pro Val Thr Ygé

Thr Ser Gly Val His Thr Phe ?;g Ala

Tyr Ser Leu Ser Ser Val Val Thr Val
185 190

Gln Thr Tyr Ile Cys Asn Val Asn His

200 205

Asp Lys Lys Val gég Pro Lys Ser Cys

Pro Cys Pro Ala Pro Glu Leu Leu gi%

235
Pro Pro Lys Pro Lys Asp Thr Leu Met

% 13 H(FFIR)
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245 250 255
Ile Ser Arg Thr Pro Glu Val Thr Sgg Val Val Val Asp Val Ser His

260 270
Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val
275 280 285

His Asn Ala Lys Thr Lys Pég Arg Glu Glu Gin ggé Asn Ser Thr Tyr
290

Arg Val Val Ser Val Len Thr Val Leu His GIn Asp Trp Leu Asa Gly

305 310 315 320

Lys Glu Tyr Lys §%§ Lys Val Ser Asn Lys Ala Leu Pro Ala ggg Ile

330
Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val
340 345 350
Tyt Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn Gln Val Ser
355 360 365

Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu
370 375 380

Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro

390 395 400

385
Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val
405 410 415

Asp Lys Ser Arg Trp GIn Gln Gly Asn Val Phe Ser Cys Ser Val Met
420 425 430

His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser
435 440 445
Pro Gly Lys
450

Q210> 44

<211> 1353
<212> DNA
Q13> ALF 7

<020>
223> AFEILRE A 7

<400> 44

caggtocage tggtccagag cggegeegaa gigaagaage ccggecagetce cgtgaaagtg
agctgcaagg ccageggegg caccttcage aactactgga tgcactgggt gagpcaggece
cceggacage gectggagtg gatgggegee acctacaggg gecacagega cacctactac
aaccagaagt tcaagggccg ggtgaccatc accgeegaca agageaccag caccgectac
atgpaactga gcagectcag gagegaggac accgetgtgt attactgege caggggegee
atctacaacg gctacgacgt gctggacaac tggggccagg gcacactagt gaccgtgtee
agcgecagea ccaagggece cagegtgttc ceeetggece ccagecageaa gageaccage

ggcggcacag ccgeectggg ctgectggtg aaggactact tccccgaace ggtgacegtg

tcctggaaca geggagecct gaccagegge gtgeacacct tcccegeegt getgeagage
agcggeectgt acagectgag cagegtggtg accgtgecca geageagect gggeacceag
acctacatct gtaacgtgaa ccacaagccc agcaacacca aggtggacaa gaaggtggag
cccaagagct gtgacaagac ccacacctge cccceetgee ctgeeceega getgetggga
ggcececageg tgttectgtt ccceccccaag cctaaggaca cectgatgat cageagaacce
cccgaggtga cotgtptggt ggtggatpte agocacgagg accctgaggt gaagttcaac
tegtacgtgg acggegtgga ggtgecacaat gccaagacca ageccaggga ggageagtac
aacagcacct accgggtggt gtccgtgetg accgtgetge accaggattg gectgaacggce

aagpagtaca agtgtaaggt gtccaacaag gecctgectg ccectatcga gaaaaccate

agcaaggeca agggecagee cagagagecc caggtgtaca ccctgecece tagecagagat

gagctgacca agaaccaggt gtcectgace tgeetggtga agggettecta ccccagegac

atcgcegtgg agtgggagag caacggecag cccgagaaca actacaagac cacceccect
gtgctggaca gegatggeag cttcttectg tacagecaage tgaccgtgga caagagcaga

tggcageagg gcaacgigtt cagetgetcee gtgatgcacg aggecctgea caatcactac

acccagaaga gectgageet gtccecotgge aag

<210> 45

211> 451

<212> PRT

QL3> ALK

<220>
<223> AFEALHLEE 7

<400> 45
Gln Val GIn Leu Vgl Gln Ser Gly Ala ?6u Val Lys Lys Pro G;y Ser

Ser Val Lys ggl Ser Cys Lys Ala Sgr Gly Tyr Thr Phe Thr Asn Tyr

F 14 H(FIIR)
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Trp Met HIS Trp Val Arg Gln Ala Pro Gly Gln Gly Lgu Glu Trp Met
Gly ééa Thr Tyr Arg Gly gés Ser Asp Thr Tyr g%r Asn Gln Lys Phe
Ile Thr Ala Asp Lys Ser Thr Ser Thr Ala Tyr
70 75 80
Leu Arg Ser Glu ésp Thr Ala Val Tyr ggr Cys
Tyr Asn Gly ¥%§ Asp Val Leu Asp ?Tg Trp Gly
Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser
120 125
Pro Scr Ser Lys Ser Thr Scr Gly Gly Thr Ala

%gs Gly Arg Val Thr
Met Glu Leu Ser Ser
85
Ala Arg Gly Ala Ile
100
Gln Gly Thr Leu Val
115
Val Phg Pro Leu Ala

13
Ala Leu Gly Cys Leu
145
Ser Trp Asn Ser Gly
165

Val Leu Gln Ser Ser
180
Pro Ser Ser Ser Leu

Lys Pro Ser Asn Thr
210

Asp Lys Thr His Thr

225

Gly Pro Ser Val Phe

245

Ile Ser Arg Thr Pro
260

Glu Asp Pro Glu Val
275

His Asn Ala Lys Thr
290
Arg Val Val Ser Val
305
Lys Glu Tyr Lys Cys
325

. Glu Lys Thr Ile Ser

340
Tyr Thr Leu Pro Pro
355
Leu Thr Cys Leu Val
370

Trp Glu Ser Asn Gly Gln
385

Val Leu Asp Ser Asp
405

Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val
150 155

140
160

Ala Leu Thr Ser ?%% Val His Thr Phe Pro Ala

Gly

Leu Tyr Ser Leu Ser

175
Ser Val Ygl Thr Val

185
Gly Thr Glg Thr Tyr Ile Cys Asn Val Asn His

205

Lys Val Asp Lys Lys Val Glu Pro Lys Ser Cys
215 220

Cys Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly
230 235

240

Leu Phe Pro Pro %gg Pro Lys Asp Thr Leu Met

Glu
Lys
Lys
Leu
310
Lys
Lys
Ser
Lys

390
Gly

Val Thr Cys Val Val
265
Phe Asn Trp Tyr Val
280
Pro Arg Glu Glu Gln
295
Thr Val Leu His glg
Val Ser Asn Lys Ala
330
Ala Lys Gly Gln Pro
345
Arg Asp Glu Leu Thr
360
Gly Phe Tyr Pro Ser
375
Pro Giu Asn Asn Tyr

395
Ser Phe Phe Leu Tyr
410

Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe

420

His Glu Ala Leu His Asn His Tyr Thr Gln Lys
435 440

Pro Gly Lys
450

Q210> 46

211> 1353
<212> DNA
Q13> ATFE 7

Q220>
223> ASEIbIEE A7)

<400> 46

caggtgcage tggtccagag

cggcgeegaa gtgaagaage
caccttcacc

255
Val Asp Val Ser His
270

Asp Gly Val Glu Val
285

Tyr Asn Ser Thr Tyr

300

Asp Trp Leu Asn Gly

320

Leu Pro Ala Pro Iie
335

Arg Glu Pro Gln Val

350
Lys Asn Gln Val Ser
365
Asp Ile Ala Val Glu
380

Lys Thr Thr Pro Pro
400
Ser Lys Leu Thr Val
415
Ser Cys Ser Val Met
430

Ser Leu Ser Leu Ser
445

ccggeagetc cgtgaaagtg 60

agctgcaagg
cceggacagg
aaccagaagt
atggaactga
atctacaacg
agcgecagea
ggeggeacag
tcetggaaca
agcggeetgt

C207578SEQA .pdf

1081283218

ccageggeta
gectggagtg
tcaagggecg
gecagectcag
gectacgacgt
ccaagggecee
cegeectggg
gcggageect
acagcctgag

gatgggegee
ggtgacecatc
gagegaggac
gctggacaac
cagegtgtte
ctgcctggte
gaccagcgse
cagegtggtg

aactactgga
acctacageg
accgecgaca
accgetgtgt
tggggecagg
cceetggeee
aaggactact
gtgcacacct
accgtgecea

tgcactgggt
gcecacagega
agagcaccag
attactgege
geacactagt
ccageageaa
tccecgaace
tccecgecgt
geagecagect

515 H(FFFR)

gaggcaggee 120
cacctactac 180
caccgectac 240
caggggcgee 300
gaccgtgtee 360
gagcaccage 420
ggtgaccgtg 480
gctgeagage 540
gggcacccag 600

1062026171 ~0
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acctacatet
cccaagagcet
ggceceeageg
cccgaggtga
tggtacgtgg
aacagcacct
aaggagtaca
agcaaggeca
gagctgacca
atcgecgtgg
gtgctggaca

gtaacgtgaa
gtgacaagac
tgttcetgtt
cetgtgtgpt
acggegtgga
accgggtget
agtgtaaggt
agggecagee
agaaccaggt
agtgggagag
gegatggeag

ccacaagecce
ccacacctge
ccecececaag
ggtpgatgtg
ggtgcacaat
gtcegtgetg
gtccaacaag
cagagagcec
gtcectgace
caacggccag
cttetteetg

agcaacacca aggtggacaa gaaggtggag 660
ccceectgee ctgoeccecga getgetggga 720
cctaaggaca ccctgatgat cageagaacce 780
agcecacgagg accctgaggt gaagttcaac 840
gocaagacca ageccaggga ggageagtac 900
accgtgetge accaggattg getgaacgge 960
geeetgectg cecctatcega gaaaaccate
caggtgtaca ccctgeeccc tagceagagat
tgcctggtga agggcttcta ccecagegac
cccgagaaca actacaagac cacgccecct
tacagcaagc tgaccgtgga caagagcaga

tggcagcagg geaacgtgtt cagetgetee gtgatgeacg
acccagaaga gectgagect gtcecetgge aag

<210> 47

Q11> 451

<2125 PRT

Q13> ALK 7]

20>

Q23> AFEIHLEE R %)

<400> 47
Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val

Ser Val Lys ggl Ser Cys Lys Ala ggr Gly Tyr

Trp Met gés Trp Val Arg Gln ﬁéa Pro Gly Gln

Gly ?la Thr Tyr Arg Gly ggs Ser Asp Thr Tyr

0

Lys Gly Arg Val Thr Ile Thr Ala Asp Lys Ser

65 70 75

Met Glu Leu Ser ggr Leu Arg Ser Glu ggp Thr

Thr Arg Gly Ala Ile Tyr Asn Gly Tyr Asp Val
100 105

Gln Gly Thr Leu Val Thr Val Ser Ser Ala Ser

115 120

Val ?%8 Pro Leu Ala Pro ?gg Ser Lys Ser Thr

Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro

145 150 155

Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val

165 170

Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser

180 185

8
Pro Ser Ser Ser Leu Gly Thr Glg Thr Tyr Ile

195
Lys Pro Ser Asn Thr Lys gaé Asp Lys Lys Val

210

Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala

230 235
Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro

245 250
Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val
260 265
Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val
275 280

His Asn Ala Lys Thr Lys gsg Arg Glu Glu Gln

290
Arg Val Val Ser Val Leu Thr Val Leu His Gln
305 310 315
Lys Glu Tyr Lys Cys Lys Val Ser Asn %gs Ala
Glu Lys Thr Ile Ser Lys Ala Lys Gly Gla Pro
340 345

Tyr Thr Leu Pro Pro Ser Arg égg Glu Leu Thr

355
Leu ggé Cys Leu Val Lys Gly Phe Tyr Pro Ser
Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr
385 390 395
Val Len Asp Ser Asp Gly Ser Phe Phe Leu Tyr
405 410

aggccctgea caatcactac

Lys Lys Pro
Thr Phe Thr
30
Gly Leu Glu
45
Tyr Asn Gln
60
Thr Ser Thr
Ala Val Tyr
Leu Asp Asn
110
Thr Lys Gly
125
Ser Gly Gly
140
Glu Pro Val
His Thr Phe
Ser Val Val
190
Cys Asn Val
205
Glu Pro Lys
220
Pro Glu Len
Lys Asp Thr
Val Asp Val
270
Asp Gly Val
285
Tyr Asn Ser
300
Asp Trp Leu
Leu Pro Ala
Arg Glu Pro
350
Lys Asn Gln
365
Asp Ile Ala
380
Lys Thr Thr
Ser Lys Leu

% 16 H(FFIR)

C207578SEQA .pdf
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o A0101

Gly Ser
15
Asn Tyr
Trp Met
Lys Phe
Ala Tyr
80
Tyr Cys
95
Trp Gly
Pro Ser
Thr Ala
Thr Val
160
Pro Ala
175
Thr Val
Asn His
Ser Cys
Leu Gly
240
Leu Met
255
Ser His
Glu Val
Thr Tyr
Asn Gly
320
Pro Ile
335
Gln Val
Val Ser
Val Glu
Pro Pro
400

Thr Val
415

1020
1080
1140
1200
1260
1320
1353

1062046171~

3
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Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met
420 425 430
His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser
435 440 445

Pro Gly Lys
450

<210> 48

211> 1353
<212> DNA
Q13> AT F7)

<220>
<223> AFaILiEE 5 7

<400> 48

caggtgeage tggtccagag
agctgcaagg ccageggeta
cccggacagg gcctggagtg
aaccagaagt tcaagggccg
atggaactga gcagcctcag
atctacaacg gctacgacgt
agcgecagea ccaagggecce
ggeggeacag cegeeetggg
tcctggaaca gecggageccet
ageggectgt acagectgag
acctacatct gtaacgtgaa
cccaagagct gtgacaagac
ggeeecageg tgttectgtt
cccgaggtga cetgtgtggt
tggtacgtgg acggegtigga
aacagcacct accgggtggt
aaggagtaca agtgtaaggt
agcaaggcca agggccagec
gagctgacca agaaccaggt
atcgcegtgg agtgggagag
gtgetggaca gegatggeag
tggcageagg gecaacgtgtt
acccagaaga gcctgagect

<210> 49
<211> 451

- <212> PRT
Q13> AR 3|

<220>
<223> AJEALHLEE 5 5]

<400> 49

cggcegeegaa
caccttcacc
gatgggegee
ggtgaccatc
gagcgaggac
gctggacaac
cagecgtgttce
ctgeetggtg
gaccagegge
cagegtggtg
ccacaagcecce
ccacacctge
ceeecccaag
ggtggatgtg
ggtgcacaat
gtcecgtgetg
gtccaacaag
cagagagccce
gtcecetgace
caacggccag
cttcttectg
cagctgctce
gteceectgge

gtgaagaagc ccggcagete cgtgaaagtg
aactactgga tgcactgggt gaggcaggcce
acctacaggg gccacagega cacctactac
accgecgaca agagcaccag caccgectac
accgetgtgt attactgecac caggggegece
tggggccagg geacactagt gaccgtgtce
ccectggeee ccageageaa gageaccage
aaggactact tccccgaacc ggtgaccgtg
gtgcacacct tceeegeegt getgeagage
accgtgecca gcagecagect gggeacccag
agcaacacca aggtggacaa gaaggtggag
cceeccetgee ctgecececga getgetggga
cctaaggaca ccctgatgat cagcagaace
agccacgagg accctgaggt gaagttcaac
gccaagacca agcecaggga ggageagtac
accgtgetge accaggattg getgaacgge
geectgectg ccecctatcga gaaaaccate
caggtgtaca ccctgeecce tagcagagat
tgeetggtga agggctteta ccccagegac
cccgagaaca actacaagac cacccecccct
tacagcaage tgaccgtgga caagagcaga
gtgatgcacg aggeectgea caatcactac

aag

Gln Val Gln Leu Vgl Gln Ser Gly Ala ?éu Val Lys Lys Pro Gly Ser
1 15
Ser Val Lys ggl Ser Cys Lys Gly ggr Gly Tyr Thr Phe ggr Asn Tyr

Trp Met g;s Trp Val Arg Gln

106128218

ﬁéa Pro Gly Gln Gly %gu Glu Trp Met
Gly ééa Thr Tyr Arg Gly g;s Ser Asp Thr Tyr Tyr Asn Gln Lys Phe

60
Lys Gly Arg Val Thr Ile Thr Ala Asp Thr Ser Thr Ser Thr Ala Tyr
65 70 75 80
Met Glu Leu Ser ggr Leu Arg Ser Glu égp Thr Ala Val Tyr ggr Cys
Thr Arg Gly Ala Ile Tyr Asn Gly Tyr Asp Val Len Asp Asn Trp Gly
100 105 110
Gln Gly Thr Leu Val Thr Val Ses Ser Ala Ser Thr Lys Gly Pro Ser

125

115
Val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr 826 Gly Gly Thr Ala

130 135
145

Ser Trp Asn Ser Gly Ala Leu Thr Ser G
165 170 175

1
Ala Leu Gly Cys Leu Ygé Lys Asp Tyr Phe ng Glu Pro Val Thr Val

1 160
ly Val His Thr Phe Pro Ala

Val Leu GIn Ser Ser Gly Leu Tyr ?er Leu Ser Ser Val Ysé Thr Val

180
Pro Ser Ser Ser Leu Gly Thr

C207578SEQA.pdf

U AO101

85
Gln Thr Tyr Ile Cys Asn Val Asn His

£ 17 HFFIR)

60
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106128318

195
Lys 5{8 Ser Asn Thr Ly
Asp Lys Thr His Thr Cy
225 23
Gly Pro Ser Val Phe Le
245

Ile Ser Arg Thr Pro Gl
260
Glu Asp Pro Glu Val Ly
275
His Asn Ala Lys Thr Ly
290

Arg Val Val Ser Val Le
05 31

© 200

s Val Asp Lys Lys Val Gl

215
s
0

205
22

8 Pro Lys Ser Cys
Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly
235 240

u Phe Pro Pro Lys Pro Lys Asp Thr Leu Met
250 255
u Val Thr Cys Val Val Val Asp Val Ser His
265 270
s Phe Asn Trp Tyr Val Asp Gly Val Glu Val

280

285

s Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr
95 300 :

0

2
u Thr Val Leu His Gln Asp Trp Leu Asn Gly
315 320

3
Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro Ile
325 330 335
Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val
340 345 350
Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn Gln Val Ser
355 360 365

Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu
370 375 380

385

Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro
390 395

400

Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val
405 410 415

Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met
420 425 430

His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser
435 440 445

Pro Gly Lys
450

<210> 50

<211> 1353
<212> DNA
Q13> ATF3)

Q20>
Q23> A$EILHLEE A7)

<400> 50

caggtgcagc tggtccagag
agctgcaagg gecageggcta
cccggacagg gectggagte
aaccagaagt tcaagggccg
atggaactga gcagecteag
atctacaacg gctacgacgt
agegecagea ccaagggece
ggcggeacag ccgeectgeg
tcctggaaca geggagecct
agcggectgt acagectgag
acctacatct gtaacgtgaa
cccaagaget gtgacaagac
ggccccageg tgttectgtt
cccgaggtga cotgtgtggt
tggtacgtgg acggegtgga
aacagcacct accgggtggt
aaggagtaca agtgtaaggt
agcaaggcca agggecagec
gagctgacca agaaccaggt
atcgeegtgg agtgggagag
gtgctggaca gegatggeag
tggeagcagg gecaacgtgtt
acccagaaga gcctgagect

<210> 51
<211> 451

<212> PRT
Q13> AL %)

<220>
223> AFEAILHLEE A7)

C207578SEQA. pdf

cggegeegaa
caccttcacc
gatgggegcce
ggtgaccatce
gagegaggac
gctggacaac
cagegtgtte
ctgeetggtyg
gaccagcggce
cagegtggtg
ccacaagccce
ccacacctgce
ccececcaag
ggtggatgig
gptgcacaat
gtcegtgetg
gtccaacaag
cagagagcecc
gtcectgace
caacggcecag
cttecttectg
cagectgetee
gtceeetgge

gtgaagaage ccggeagete
aactactgga tgcactgggt
acctacaggg geccacagega
accgccgaca cgagcaccag
accgctgtgt attactgeac
tggggccagg gcacactagt
cccetggeee ccageageaa
aaggactact tccccgaacc
gtgcacacct tcccegeegt
accgtgececca geagcagect
agcaacacca aggtggacaa
cceeectgee ctgeeceecga
cctaaggaca ccctgatgat
agccacgagg accctgaggt
gccaagacca ageccaggga
accgtgctge accaggattg
gceetgeetg cecetatega
caggtgtaca ccctgeceece
tgectggtga agggettceta
ccegagaaca actacaagac
tacagcaagc tgaccgtgga
gtgatgcacg aggecctgea

aag

5 18 H(FFIR)

cgtgaaagtg 60
gaggcaggee 120
cacctactac 180
caccgectac 240
caggggegee 300
gaccgtgtec 360
gagcaccage 420
ggtgaccgtg 480
gctecagage 540
gggcacccag 600
gaaggtggag 660
getgctggga 720
cagcagaacc 780
gaagttcaac 840
ggagcagtac 900
getgaacgge 960
gaaaaccatc 1020
tagcagagat 1080
ccccagegac 1140
caccccceet 1200
caagagcaga 1260
caatcactac 1320
1353

LOG2046178-0
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<400> 51
G%n Val Gln Leu Vgl Gln Ser Gly Ala (f(l)u Val Lys Lys Pro (l}%y Ser

Ser Val Lys Val Ser Cys Lys Gly Ser Gly Tyr Thr Phe Thr Asn Tyr
20 25 30

Trp Met g[;s Trp Val Arg Gln Q(I)a Pro Gly Gln Gly Ijgu Glu Trp Ile
Gly é(l)a Thr Tyr Arg Gly Isigs Ser Asp Thr Tyr ’gér Asn Gln Lys Phe

I@%’S Gly Arg Ala Thr Ii(e)u Thr Ala Asp Thr ggr Thr Ser Thr Ala ’é‘%r
Met Glu Leu Ser ggr Leu Arg Ser Glu é(s)p Thr Ala Val Tyr 'g%rr Cys

Thr Arg Gly Alg Ile Tyr Asn Gly T(};g Asp Val Leu Asp ATS Trp Gly
10 1 1
Gln Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser
115 120 125
Val ng Pro Leu Ala Pro §g§ Ser Lys Ser Thr ?26 Gly Gly Thr Ala
1
Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val
145 , 150 155 160
_ Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala
165 170 175
Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val
180 185 190

Pro Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys Asn Val Asn His '
195 200 205
Lys Pro Ser Asn Thr Lys Val Asp Lys Lys Val Glu Pro Lys Ser Cys
210 215 220
Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly
225 230 235 240
Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met
245 250 255
- Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His
260 265 270
Glu Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val
275 - 280 285
His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr
290 295 300
Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly
305 310 315 320
Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro Ile
325 330 335

Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gla Val
340 345 350

Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn Gln Val Ser

355 360 365
Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu
370 375 380

Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro

385 390 395 400 .

Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Len Thr Val

405 410 415

Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met

420 425 430

His Glu Ala Leu His Asn His Tyr Thr GIn Lys Ser Leu Ser Leu Ser
435 440 445
Pro Gly Lys
450

<210> 52

211> 1353
<212> DNA
Q13> ALEF)

20>
<223> AFEIuILEs 5 )

<400> 52

caggtgcage tggtccagag cggegeegaa gtgaagaage ccggeagete cgtgaaagtg 60
agctgcaagg gcageggeta caccttcace aactactgga tgcactgggt gaggcaggee 120
cccggacagg geetggagtyg gateggegee acctacaggg gecacagega cacctactac 180
aaccagaagt tcaagggccg ggegacccte accgecgaca cgageaccag caccgectac 240

%19 HIFFIR)

C207578SEQA.pdf
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atggaact

ggeggeac
tcctggaa
ageggect
acctacat
cccaagag
ggecccag
ccepaggt
tggtacgt
aacagcac
aaggagta

atcgeegt

<210> 53

ga gcagcctcag gagegaggac accgetgtgt
atctacaacg gctacgacgt gctggacaac tggggeccagg
agcgecagea ccaagggeec cagegtgttc cecetggece
ag ccgecectgge ctgeetggtg aaggactact
ca gcggagecet gaccagegge gtgcacacct
gt acagcctgag cagegtggtg accgtgecca
ct gtaacgtgaa ccacaagccc agcaacacca
ct gtgacaagac ccacacctge cecccetgee
cg tgttcctgtt cccceccaag cctaaggaca
ga cctgtgtggt ggtggatgtg agccacgagg
gg acggecgtgga ggtgeacaat gccaagacca
ct accgggtggt gtcegtgetg accgtgetge
ca agtgtaaggt gtccaacaag geectgeetg
agcaaggeea agggecagee cagagageec caggtgtaca
gagctgacca agaaccaggt gtcectgace tgectggtga
gg agtgggagag caacggccag cccgagaaca
gtgctggaca gegatggeag cttcttectg tacagcaage
tggcagcagg gecaacgtgtt cagectgetec gtgatgeacg
acccagaaga gcctgagect gtcecectgge aag

<211> 451
<212> PRT o
Q13> ALK 7]

20>
<223> A$EILIEE F 7

<400> 53

Gln Val Gln Leu Vgl Gln Ser Gly Ala ?6u Val
1
Ser Val Lys Val Ser Cys Lys Gly Ser Gly Tyr
20 25

Trp Met ggs Trp Val Arg Gln Ala Pro Gly Gin

Gly Ala
50
Lys Gly
65
Met Glu
Thr Arg
Gln Gly
Val Phe
130
Ala Leu
145
Ser Trp
Val Leu
Pro Ser
Lys Pro
210
Asp Lys
225
Gly Pro
Ile Ser
Glu Asp

His Asn

Thr Tyr Arg Gly ggs
Arg Val Thr Ile Thr
70
Leu Ser ggr Leu Arg
Gly Ala Tle Tyr Asp
100
Thr Leu Val Thr Val
115
Pro Leu Ala Pro Ser
135
Gly Cys Leu Val Lys
150
Asn Sér Gly Ala Len
165
Gln Ser Ser Gly Leu
180
Ser Ser Leu Gly Thr
195
Ser Asn Thr Lys Val
215
Thr His Thr Cys Pro
230
Ser Val Phe Leu Phe
245
Arg Thr Pro Glu Val
60

2
Pro Glu Val Lys Phe
275

40

Ser Asp Thr Tyr

Ala Asp Thr Ser
75

Ser Glu Asp Thr

50
Gly Tyr Asp Val
105

Ser Ser Ala Ser
120
Ser Lys Ser Thr

Asp Tyr Phe Pro
155

Thr Ser Gly Val
170
Tyr Ser Leu Ser
185
Gln Thr Tyr Ile
200
Asp Lys Lys Val

Pro Cys Pro Ala

235

Pro Pro Lys Pro
250

Thr Cys Val Val

265
Asn Trp Tyr Val
280

attactgecac caggggegcce
gcacactagt gaccgtgtcc
ccagcdagcaa gagcaccage
tccecegaace ggtgacegtg
tcecegeegt getgeagage
gcagcagect gggeacccag
aggtggacaa gaaggtagag
ctgeeeecga getgetggea
ccctgatgat cagcagaacc
accctgaggt gaagttcaac
agcccaggga ggageagtac
accaggattg getgaacggce
ccecctatega gagaaccatce
ccctgeececc tagecagagat
agggettcta ccccagegac
actacaagac caccccecct
tgaccgtgga caagagcaga
aggcectgea caatcactac

Lys Lys Pro ?%y Ser

Thr Phe ggr Asn Tyr

Gly %gu Glu Trp Met

ggr Asn Gln Lys Phe

Thr Ser Thr Ala g6r

Ala Val Tyr ggr Cys

Leu Asp Asn Trp Gly
110 .

Thr Lys Gly Pro Ser

125

Ser Gly Gly Thr Ala

140

Glu Pro Val Thr Val

160
His Thr Phe Pro Ala
175

Ser Val Val Thr Val
190

Cys Asn Val Asn His

205

Glu Pro Lys Ser Cys

220

Pro Glu Leu Leu Gly

240
Lys Asp Thr Leu Met
255

Val Asp Val Ser His

270

Asp Gly Val Glu Val
285

Ala Lys Thr Lys gég Arg Glu Glu Gln g%é Asn Ser Thr Tyr
Val Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly

¥ 310 315 320
Lys Glu Tyr Lys g%g Lys Val Ser Asn Lys Ala Leu Pro Ala Pro [le

335

330
Giu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val
340 345 350
Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn Gln Val Ser
355 360 365

C207578SEQA.pdf
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Leu Thr Cys Leu Val Lys Glg Phe Tyr Pro Ser

370
385

Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn ggg

Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr

410

405
Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe
42 425

0
His Glu Ala Leu His Asn His Tyr Thr Gln Lys
435 440

Pro Gly Lys
450

<210> 54
<211> 1353
<212> DNA

Q13> ALE )]

220>
<223> AFELHLEE 5 5]

<400> 54

caggtgcage
agctgeaagg
cceggacagg
aaccagaagt
atggaactga
atctacgacg
agcgecagea
ggeggeacag
tcctggaaca
ageggectgt
acctacatct
cccaagagcet
ggeeecageg
cccgaggtga
tggtacgtgg
aacagcacct
aaggagtaca
agcaaggeca
gagctgacca
atcgeegtgg
gtgctggaca
tggcagcagg
acccagaaga

<210> 55
<211> 451
<212> PRT

tggtccagag
gecageggeta
gectggagtg
tcaagggccg
gecagecctcag
gctacgacgt
ccaagggccc
cecgeeetggg
geggagecect
acagcctgag
gtaacgtgaa
gtgacaagac
tgttcetgtt
cctgtgtggt
acggecgtgga
accgegtggt
agtgtaaggt
agggccagec
agaaccaggt
agtgggagag
gegatggeag
gcaacgtgtt
gcetgagect

Q13> ALFE )

<220>
<223> NBEACHLEE 7

<400> 55

Gln Val Gln

1 .
Ser Val Lys
Trp Met His

35
Gly Ala Thr
50

cggecgecgaa
caccttcacc
gatgggcgee
ggtgaccatc
gagcgaggac
gctggacaac
cagegtgttic
ctgeetggtg
gaccagegge
cagcgtggtg
ccacaagcecce
ccacacctge
cceececcaag
ggtggatgtg
ggtgcacaat
gtecgtgetg
gtccaacaag
cagagagcce
gtcectgace
caacggcecag
cticttectg
cagctgetee
gtceectgge

gtgaagaage
aactactgga
acctacaggg
accgeegaca
accgetgtgt
tgggeccagg
ceceetggeee
aaggactact
gtgcacacct
accgtgccea
agcaacacca
cceeectgee
cctaaggaca
agccacgagg
gceaagacca
accgtgctgce
geeetgectg
caggtgtaca
tgeetggtga
¢ccgagaaca
tacagcaage
gtgatgcacg
aag

Asp Ile Ala Val Glu

380

Lys Thr Thr Pro Pro

400

Ser Lys Leu Thr Val

415

Ser Cys Ser Val Met
430 .

Ser Leu Ser Leu Ser

445

ccggeagetce
tgcactggegt
gccacagega
cgagcaccag
attactgcac
gcacactagt
ccageagceaa
tceecgaace
tceeegeegt
gcagcagecet
aggtggacaa
ctgeceeccga
ccctgatgat
accctgaggt
ageccaggga
accaggattg
ccectatcega
ccetgeeece
agpggcttcta
actacaagac
tgaccgtgga
aggecctgea

cgtgaaagtg
gaggcaggcece
cacctactac
caccgectac
caggggcegcc
gaccgtgtece
gagcaccage
ggtgaccgtg
gctgecagage
gggecacccag
gaaggtggag
getgetggga
cagcagaacc
gaagttcaac
ggagcagtac
gctgaacggc
gaaaaccatc
tagcagagat
ccecagegac
caccceecct
caagagcaga
caatcactac

Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ser
Val Ser Cys Lys Ala Ser G?y Gly Thr Phe Ser Asn Tyr
Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Met
Tyr Arg Gly ggs Ser Asp Thr Tyr ggr Asn Gin Lys Phe

égs Gly Arg Val Thr %ée Thr Ala Asp Lys ggr Thr Ser Thr Ala ggr
Met Glu Leu Ser ggr Len Arg Ser Glu Sap Thr Ala Val Tyr g§r Cys

100
Gln Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser
115 120 : 125

Ala Arg Gly Ala Ile Tyr Asp Gly T%g Asp Val Leu Asp ?ig Trp Gly

Val ng Pro Leu Ala Pro %gg Ser Lys Ser Thr Ser Gly Gly Thr Ala
140
Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val

521 H(FFIR)
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145 150 155

Ser Trp Asn Ser Glg Ala Leu Thr Ser ?ly Val His Thr Phe

70
Val Leu Gln Sc6 Ser Gly Leu Tyr Seg Leu Ser Ser Val Vgé
Pro Ser Sgr Ser Leu Gly Thr Gln Thr Tyr Ile Cys Asg Val

Lys Pro Ser Asn Thr Lys Val Asp Lys Lys Val Glu Pro Lys

210
Asg Lys Thr His Thr Cyg Pro Pro Cys Pro Ala Pro Glu Leu
22

Gly Pro Ser Val ch Leu Phe Pro Pro %ga Pro Lys Asp Thr

245
Ile Ser Arg 526 Pro Glu Val Thr Cys Val Val Val Asp Val
Glu Asp grg Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val
His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser
290 295 300

éag Val Val Ser Val %TB Thr Val Leu His G%g Asp Trp Leu
Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala
325 330

Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro

340 345 350

Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn Gln
355 360 365

Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser égg Ile Ala

gég Glu Ser Asn Gly Glg Pro Glu Asn Asn ggg Lys Thr Thr
Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu
405 410

Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser
420 425 430
His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser
435 440 445
Pro Gly Lys
450

<210> 56

<211> 1353
<212> DNA

Q13> ATLFE7]

<220>
<223> NHEALIEE A 5]

<400> 56

caggtgcage tggtccagag cggegecgaa gtgaagaage ccggeagete
agctgecaagg ccagcggcgg caccttcage aactactgga tgcactgggt
cccgpacagg gectggagtg gatgggcgee acctacaggg gecacagega
aaccagaagt tcaagggccg ggtgaccatc accgeegaca agageaccag
atggaactga gcagcctcag pagegaggac accgetgtgt attactgege
atctacgacg gctacgacgt getggacaac tggggecagg geacactagt
agcgecagea ccaagggecc cagegtgtte cecectggeee ccagcagceaa
ggcggcacag ccgecetggg ctgectggtg aaggactact tceccgaace
tcctggaaca geggageecet gaccagegge gtgeacacct tcccegeegt
agcggectgt acagcctgag cagegtggtg accgtgecea geageagect
acctacatct gtaacgtgaa ccacaagccc agcaacacca aggtggacaa
cccaagagCt gtgacaagac ccacacctgec ccccectgec ctgeeececga
ggccccageg tgtteetgtt cccececcaag cctaaggaca ccctgatgat
cccgaggtga cctgtgtggt gegtggatgtg agecacgagg accctgaggt
tggtacgtgg acggegtgga ggtgeacaat gecaagacca ageccaggga
aacagcacct accgggtggt gtcegtgetg accgtgetge accaggattg
aaggagtaca agtgtaaggt giccaacaag gccetgectg cecectatega
agcaaggeca agggccagec cagagagecc caggtgtaca cectgeecece
gagctgacca agaaccaggt gtccctgace tgectggtga agggctteta
atcgcecgtgg agtgggagag caacggecag cccgagaaca actacaagac
gtgctggaca gegatggeag cttcttcectg tacagcaage tgaccgtgga
tggcageagg gcaacgtgtt cagctgectec gtgatgeacg aggeecctgea
acccagaaga gectgagect gtecectgge aag

<210> 57

522 H(F5IFR)

C207578SEQA.pdf

106128318

Ui ACLOL

160
Pro Ala
175
Thr Val

Asn His
Ser Cys

Leu Gly
240

Leu Met

255

Ser His

Glu Val
Thr Tyr

Asn Gly
320

Pro Ile

335

Gln Val

Val Ser
Val Glu

Pro Pro
400

Thr Val

415

Val Met

Leu Ser

cgtgaaagtg
gaggcaggcc
cacctactac
caccgectac
cagggpgegce
gaccgtgtcc
gagcaccage
ggtgaccgtg
gctgeagage
gggcacccag
gaaggtggag
gctgetgegga
cagcagaacc
gaagttcaac
ggagcagtac
gctgaacggce
gaaaaccatc
tagcagagat
cecceagegac
cacceccecct
caagagcaga
caatcactac
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211> 451
<212> PRT

Q13> ALE7)

20>
<223§ AR/ EE 7

<400> 57
1

GIn Val Gln Leu Val Gln Ser
5

Ser Val Lys XSI Ser Cys Lys

Trp Met His
35
Gly Ala Thr
50
Lys Gly Arg
65

Trp
Tyr
Val

Met Glu Leu Ser

Ala Arg Gly

Gln Gly Thr
115
Val Phe Pro
130
Ala Leu Gly
145
Ser Trp Asn

Val Leu Gln

Pro Ser Ser
195
Lys Pro Ser
210
Asp Lys Thr
225
Gly Pro Ser

Ile Ser Arg

Ala
100
Leu
Leu
Cys
Ser
Ser
180
Ser
Asn
His
Val

Thr
260

Val Arg Gln

Arg Gly His
55

Thr Ile Thr

70

Ser Leu Arg

85

Ile Tyr Asp

Val Thr Val

Ala Pro Ser
135

Len Val Lys
150

Gly Ala Glu
10
Ala Ser Gly
25
Ala Pro Gly
40
Ser Asp Thr
Ala Asp Lys
Ser Glu Asp
90
Gly Tyr Asp
105
Ser Ser Ala
120
Ser Lys Ser
Asp Tyr Phe

Val Lys Lys Pro ?éy Ser
Tyr Thr Phe Thr Asn Tyr
30
Gln Gly %gu Glu Trp Met
Tyr gér Asn Gln Lys Phe
Ser Thr Ser Thr Ala Tyr
75 80
Thr Ala Val Tyr ggr Cys
Val Leu Asp ??3 Trp Gly
Ser Thr %%g Gly Pro Ser
Thr Ser Gly Gly Thr Ala
140

Pro Glu Pro Val Thr Val
155 160

Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala

165
Ser Gly Leu

Leu Gly Thr

Thr Lys Val
215
Thr Cys Pro
230
Phe Leu Phe
245
Pro Glu Val

Glu Asp Pro Glu Val Lys Phe

275
His Asn Ala
290
Arg Val Val
305
Lys Glu Tyr

Glu Lys Thr

Lys
Ser
Lys

Ile
340

Thr Lys Pro
295
Val Leu Thr
310
Cys Lys Val
325

Ser Lys Ala

- Tyr Thr Leu Pro Pro Ser Arg
355

Leu Thr Cys Leu Val Lys Gly

370

375

Trp Glu Ser Asn Gly Gln Pro

385

390

170
Tyr Ser Leu
185
Gln Thr Tyr
200
Asp Lys Lys

Pro Cys Pro

Pro Pro Lys
250
Thr Cys Val
265
Asn Trp Tyr
280
Arg Glu Glu

Val Leu His

Ser Asn Lys
330
Lys Gly Gln
345
Asp Glu Leu
360
Phe- Tyr Pro

Glu Asn Asn

395
Val Leu Asp Ser Qgg Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thg Val

175
Ser Ser Val Val Thr Val
190
Ile Cys Asn Val Asn His
205
Val Glu Pro Lys Ser Cys
220 .
Ala Pro Glu Leu Leu Gly
235 240
Pro Lys Asp Thr Leu Met
255
Val Val Asp Val Ser His
270

Val Asp Gly Val Glu Val
285
Gln Tyr Asn Ser Thr Tyr
300 '
Gln Asp Trp Leu Asn Gly
315 320
Ala Leu Pro Ala Pro Ile
335
Pro Arg Glu Pro Gln Val
350

Thr Lys Asn Gln Val Ser
365

Ser ésp Ile Ala Val Glu
80

Tyr Lys Thr Thr Pro Pro

400

410
Asp Lys Ser ﬁrg Trp Gln Gln Gly Asg Val Phe Ser Cys Ser Val Met
His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Scr Leu Ser
435 440 445

Pro Gly Lys
450

210> 58
<211> 1353
© <212> DNA

Q13> ATLF7|

<220>
Q23> AFEIiigE 55|
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<400> 58

caggtgcage tggtccagag cggegecgaa gtgaagaage ccggeagete cgtgaaagtg 60
agctgcaagg ccageggcta caccttcacc aactactgga tgcactgggt gaggeaggee 120
cccggacagg gectggagtg gatgggegee acctacaggg gecacagega cacctactac 180
aaccagaagt tcaagggecg ggtgaccatc accgecgaca agageaccag caccgectac 240
atggaactga gcagcctcag gagegaggac accgetgtgt attactgege caggggegee 300
atctacgacg getacgacgt getggacaac tgggpccagg geacactagt gaccgtgtee 360
agcgecagea ccaagggece cagegtgttc cccctggece ccageageaa gageaccage 420
ggcggcacag ccgeectggg ctgectggtg aaggactact tccccgaacce ggtgacegtg 480
tcctggaaca geggageect gaccagegge gtgeacacct tccccgeegt getgeagage 540
ageggectgt acageetgag cagegtggtg accgtgecca geageagect gggeacecag 600
acctacatct gtaacgtgaa ccacaagccc agcaacacca aggtggacaa gaaggtggag 660
cccaagagct gtgacaagac ccacacctge cccecetgee ctgeeccega getgetggga 720
ggccccageg tgttcotgtt cceccccaag cctaaggaca ccctgatgat cagcagaace 780
cccgaggtga cctgtgtggt getggatgte ageccacgagg accctgaggt gaagttcaac 840
tggtacgtgg acggcgtgga ggtgeacaat gecaagacca ageccaggga ggageagtac 900
aacagcacct accgggtggt gtcecgtgetg accgtgetge accaggattg getgaacgge 960
aaggagtaca agtgtaaggt gtccaacaag gecctgeetg ceectatega gaaaaccatce 1020
agcaaggcca agggecagee cagagageee caggtgtaca cectgecece tageagagat 1080
gagctgacca agaaccaggt gtccetgace tgeciggtga agggettcta cccecagegac 1140
atcgecgtgg agtgggagag caacggecag cccgagaaca actacaagac cacccccect 1200
gtgctggaca gegatggeag cttcttcctg tacagcaage tgaccgtgga caagageaga 1260
tggcagcagg gcaacgigtt cagetgetce gtgatgeacg aggecctgea caatcactac %%%g

acccagaaga gectgageet gtcceectgge aag

<210> 59

<211> 451
<212> PRT
Q213> ALF 7]

<220>
223> AL A7)

<400> 59
G%n Val Gln Leu Val Gln Ser Gly Ala (li(l)u Val Lys Lys Pro (f%y Ser

5

Ser Val Lys ggl Ser Cys Lys Ala ggr Gly Tyr Thr Phe ggr Asn Tyr
Trp Met ggs Trp Val Arg Gln ﬁéa Pro Gly Gin Gly %gu Glu Trp Met
Gly ééa Thr Tyr Arg Gly ggs Ser Asp Thr Tyr g5r Asn Gln Lys Phe
Lys Gly Arg Val Thr Ile Thr Ala Asp Lys Ser Thr Ser Thr Ala Tyr
65 70 75 80

Met Glu Leu Ser ggr Leu Arg Ser Glu é(s)p Thr Ala Val Tyr g%'r Cys
Thr Arg Gly Ala Ile Tyr Asp Gly Tyr Asp Val Leu Asp Asn Trp Gly

100 105 110
Gln Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser
115 120 125
Val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala
130 135 140

Aig Leu Gly Cys Leu Ygé Lys Asp Tyr Phe Pro Glu Pro Val Thr Val
1

155 160
Ser Trp Asn Ser (l}ég Ala Leu Thr Ser (i}’l]%)’ Val His Thr Phe Pro Ala

175
Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Yal Thr Val
’ 90

180 185
Pro Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys Asn Val Asn His
195 200 205
Lys Pro Ser Asn Thr Lys Val Asp Lys Lys Val Glu Pro Lys Ser Cys
210 215 220
Asp Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly
225 230 235 240
Gly Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met
245 250 255
Ile Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His
260 265 270
Glu Asp ggg Glu Val Lys Phe Asn Trp Tyr Val Asp gé§ Val Glu Val

280

His Asn Ala Lys Thr Lys Pro Arg Glu Glu Gin Tyr Asn Ser Thr Tyr
290 295 300

Arg Val Val Ser Val Leu Thr Val Leu His Gin Asp Trp Leu Asn Gly

305 310 315 320

5 24 H(FIIR)

C207578SEQA.pdf
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1644924

Lys Glu Tyr Lys gy§ Lys Val Ser Asn Lyg Ala Leu Pro Ala Prg Ile
Glu Lys Thr Ile Ser Lys Ala Lys glg Gln Pro Arg Glu Pro Gln Val

Tyr Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn Gln Val Ser
355 360 365
Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu
370 375 380
Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro
385 390 395 400
Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val
405 410 415

Asp Lys Ser Arg Trp Gln Gin Gly Asn Val Phe Ser Cys Ser Val Met
420 425 430

His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Len Ser Leu Ser
. 445

435
Pro Gly Lys
450

<210> 60

<211> 1353
<212> DNA
Q13> ALF7)

<220>
<223> AJEALILEEF 7|

<400> 60

caggtgcage tggtccagag
agctgecaagg ccageggeta
cccggacagg gectggagtg
aaccagaagt tcaagggccg
atggaactga gcagcectceag
atctacgacg gctacgacgt
agcgecagea ccaagggece
ggecggeacag ccgeectggg
tcectggaaca geggageect
agcggcctgt acagectgag
acctacatct gtaacgtgaa
cccaagagct gtgacaagac
ggcceeageg tgttectgtt
ccecgaggtga cetgtgtggt
tggtacgtgg acggegtgga
aacagcacct accgggtggt
aaggagtaca agtgtaaggt
agcaaggeeca agggecagec
gagctgacca agaaccaggt
atcgeegtge agtgggagag
gtgctggaca gegatggeag
tggcagecagg gecaacgtgtt
acccagaaga gectgagect

<210> 61

<211> 451

<212> PRT
213> AT F7)

<220>
223> AFRILILEE A7)

<400> 61

440

cggegecegaa
caccttcace
gatgggegee
ggtgaccatc
gagcgaggac
gctggacaac
cagegtgtic
ctgectggty
gaccageggce
cagegtggtg
ccacaagcece
ccacacctge
cceececcaag
ggtggatgtg
ggtgcacaat
gteegtgetg
gtccaacaag
cagagagcece
gtcectgacce
caacggcceag
cttcttectg
cagctgetee
gtceeetgge

gtgaagaagc ccggeagetce
aactactgga tgcactgggt
acctacaggg gccacagega
accgecgaca agagcaccag
accgetgtgt attactgeac
tggggccagg gecacactagt
cccetggeee ccagecageaa
aaggactact tccccgaacce
gtgcacacct tccecegeegt
accgtgeeca gcageagect
agcaacacca aggtggacaa
cceeeetgee ctgeeceecga
cctaaggaca ccctgatgat
agccacgagg accctgaggt
gccaagacca agcccaggga
accgtgetge accaggattg
geectgeetg cccctatega
caggtgtaca ccctgeecee
tgcctggtga agggettcta
cccgagaaca actacaagac
tacagcaagc tgaccgtgga
gtgatgcacg aggecctgea

aag

cgtgaaagtpg

gaggcaggcec
cacctactac
caccgcctac
caggggcgee
gaccgtgtcce
gagcaccage
ggtgaccgtg
gctgcagage
gggeaccceag
gaaggtggag
getgetggga
cagcagaacc
gaagttcaac
ggagcagtac
gctgaacggce
gaaaaccatc
tagcagagat
ccecagegac
cacccccccet
caagagcaga
caatcactac

106128318

Gln Val Gln Leu Vgl GIn Ser Gly Ala Géu Val Lys Lys Pro Gly Ser
1
Ser Val Lys Val Ser Cys Lys Gly Ser Gly Tyr Thr Phe ghr Asn Tyr
20 25 0
Trp Met ggs Trp Val Arg Gln ﬁéa Pro Gly GIn Gly %gu Glu Trp Ile
Gly ééa Thr Tyr Arg Gly g;s Ser Asp Thr Tyr E%r Asn Gln Lys Phe
Lys Gly Arg Ala Thr Leu Thr Ala Asp Thr Ser Thr Ser Thr Ala Tyr
65 70 75 80
Met Glu Leu Ser ggr Leu Arg Ser Glu Asp Thr Ala Val Tyr ggr Cys
90
Thr Arg Gly Ala Ile Tyr Asp Gly Tyr Asp Val Leu Asp Asn Trp Gly

5525 H(F5IR)

C207578SEQA.pdf
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60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1353
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110

100 105
Gln Gly Thr Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser
115 120 125
Val Phe Pro Leu Ala Pro Sgg Ser Lys Ser Thr 326 Gly Gly Thr Ala

130

Aig Leu Gly Cys Leu Val Lys Asp Tyr Phe ?gg Glu Pro Val Thr Val
Ser Trp Asn Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Prg Ala

Val Leu Gln Ser Ser Gly Leu Tyr Ser Leu
180 185
Pro Ser Ser Ser Leu Gly Thr Gln Thr Tyr
195 200
Lys Pro Ser Asn Thr Lys Val Asp Lys Lys
210 215
Asp Lys Thr His Thr Cys Pro Pro Cys Pro
225 230
Gly Pro Ser Val Phe Leu Phe Pro Pro Lys
245 250
Ile Ser Arg Thr Pro Glu Val Thr Cys Val
260 265
Glu Asp Pro Glu Val Lys Phe %gg Trp Tyr

275

235

Ser Ser Val Vgé Thr Val
Ile Cys Asn Val Asn His
205
Val Glu Pro Lys Ser Cys
220
Ala Pro Glu Leu Leu Gly
Pro Lys Asp Thr Leu Met
255
Val Val Asp gaé Ser His

7
Val Asp Gég Val Glu Val

His Asn Ala Lys Thr Lys P;o Arg Glu Glu Gln Tys Asn Ser Thr Tyr

305

290
Arg Val Val Ser Val Leg Thr Val Leu His Gln Asp Trp Leu Asn Gly

Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro Ile
325 330

Glu Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro
340 345

Tyr Thr %gg Pro Pro Ser Arg égp Glu Leu Thr
Leu Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser
Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr

385

390
Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr
405 41

395

335

Arg Glu Pro Gln Val
350
Lys Asn Gln Val Ser
365
Asp Ile Ala Val Glu
380
Lys Thr Thr Pro Pro

400

Ser Lys Leu Thr Val
415

0
Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser Val Met
420 425 430

His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser Leu Ser
435 440 445

Pro Gly Lys
450

<210> 62
<211> 1353
<212> DNA

Q13> AT A7)

<223> AR

<400> 62

caggtgcagce
agctgcaagg
cceggacagg
aaccagaagt
atggaactga
atctacgacg
agegecagea
ggeggeacag
tcctggaaca
agecggeetgt
acctacatct
cccaagaget
ggeeecageg
ccecgaggtea
tggtacgtge
aacagcacct
aaggagtaca
agcaaggcecea
gagctgacca

C207578SEQA.pdf

106128318

tggtccagag
gcagcggcta
gectggagtg
tcaagggeceg
gcageetcag
gectacgacgt
ccaagggecec
cegeeetggg
geggageect
acagectgag
gtaacgtgaa
gtgacaagac
tgtteetgtt
cetgtgtgat
acggcgtgga
accgggteggt
agtgtaaggt
agggccagec
agaaccaggt

771

cggegeegaa
caccttcacc
gatcggegec
ggcgacecte
gagcgaggac
getggacaac
cagegtgttc
ctgeetggtg
gaccageggce
cagegtggtg
ccacaagcecce
ccacacctge
cceeeccaag
ggtggatgtg
ggtgcacaat
gtcegtgetg
gtccaacaag
cagagagccc
gtcectgace

gtgaagaagce
aactactgga
acctacaggg
accgeegaca
accgctgtgt
tggggccage
cecectggece
aaggactact
gtgcacacct
accgtgeeea
agcaacacca
ceceectgee
cctaaggaca
agccacgagg
gccaagacca
accgtgetge
gceetgeetg
caggigtaca
tgcctggtga

cecggeagetce
tgcactgggt
geccacagega
cgagecaccag
attactgcac
gcacactagt
ccagcagceaa
tccecgaacce
tcceegeegt
gcagcagect
aggtggacaa
ctgeeeeega
ccctgatgat
accctgaggt
agcccaggga
accaggattg
ccectatega
ccetgeeeee
agggettcta

5 26 H(F3IR)

cgtgaaagtg 60
gaggcaggee 120
cacctactac 180
caccgectac 240
caggggegee 300
gaccgtgtec 360
gagcaccage 420
ggtgaccgtg 480
gctgcagage 540
geggeacccag 600
gaaggtpgag 660
getgctggea 720
cagcagaacc 780
gaagttcaac 840
ggagcagtac 900
gctgaacgge 960
gaaaaccatc 1020
tagcagagat 1080
ccceagegac 1140

LO82046175~0
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06128318

atcgeegtgg agtgggagag caacggecag cccgagaaca actacaagac caccccecct 1200
gtgctggaca gegatggeag cttcttectg tacagcaage tgaccgtgga caagagcaga 1260
tggeagcagg geaacgtgtt cagetgetee gtgatgecacg aggecctgea caatcactac 1320
acccagaaga gcctgagect gtceccetgge aag 1353

Q10> 63

Q11> 214
<212> PRT
Q13> ALK 5]

Q220>
<223> A$EIbHias 5 7|

<400> 63
Aip Ite Gln Met

Asp Arg Val Thr
20
Leu Asn Trp Tyr
35
Tyr Tyr Thr Ser
50
Ser Gly Ser Gly
65
Glu Asp Phe Ala
Thr Phe Gly Gln
100
Pro Ser Val Phe
115
Thr Ala Ser Val
130
Lys Val .Gln Trp
145
Glu Ser Val Thr

Ser Thr Leu Tgr
Phe Asn Arg Gly
210

210> 64
Q11> 642
<212> DNA
Q13> ALFE 7

Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly
I?e Thr Cys Ser Ala égr GIn Asp Ile Ser ign Tyr
Gln Gln Lys P60 %?y Lys Ala Pro Lys Lgu Leu Ile
Asn Leu His Ser Gly Val Pro Scr Arg Phe Ser Gly

55

Thr ggp Phe Thr Leu Thr %ée Scr Ser Leu Gln Pao
8

Thr Tyr Tyr Cys Gln Gln Tyr Arg Lys Leu Pro Trp
85 %0 95

Gly Thr Lys Leu ?62 Ile Lys Arg Thr Y?é Ala Ala
Ile Phe Pro 558 Ser Asp Glu Gln %Sg Lys Ser Gly
Val Cys ng Leu Asn Asn Phe Tzé Pro Arg Glu Ala

1

Lys Val Asp Asn Ala Leu G;g Ser Gly Asn Ser Gln

150

160

Glu Gln Asp Ser Lys Asg Ser Thr Tyr Ser Leg Ser
Leu Ser Lys Ala Asp Tyr Glu Lys His %38 Val Tyr
Ala Cys Gég Val Thr His Gln Gly Leu Ser Ser Pro ggé Thr Lys Ser

200
Glu Cys

Q20>
Q23> AFEIbILEE A7)

<400> 64

gacatccaga tgacccagag ccctagetca
attacctgct ccgecageea ggacatcage
ggcaaggece ccaagetget gatctactac
aggttcageg gaagcggeag cggeaccgat
gaggacttcg ccacctacta ctgccageag
ggcaccaaac tggagatcaa gegtacggtg
agcgatgagc agctgaagag cggeaccgee
ccccgggagg ccaaggtgea gtggaaggtg
gagagegtga ccgagcagga cageaaggac
ctgagcaagg ccgactacga gaagcacaag
ctgtccagee ccgtgaccaa gagettcaac

Q10> 65
Q11> 214
Q12> PRT
Q13> AT K7

220
:2232 AFEILIE A7)

<400> 65

ctgagcgeca gegtgggega
aactacctga actggtacca
acctccaacc tgcactecgg
ttcaccctga ccatctccag
tacaggaagc tcccctggac
geegeeeeca gegtgtteat
agegtggtgt gtectgctgaa
gacaatgccc tgcagagegg
tccacctaca gectgageag
gtgtacgeet gtgaggtgac
cgggecgagt gc

cagggtgacc 60
gcagaageec 120
cgtgcccage 180
cctgecageee 240
ttteggccag 300
cttceeecee 360
caacttctac 420
caacagccag 480
caccctgace 540
ccaccaggge 600
642

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

C207578SEQA.pdf

827 H(FIIR)
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1 5 10 15
Asp Arg Val Thr Ile Thr Cys Ser Ala Ser Gln Asp Ile Ser Asn Tyr
20 25 30

Leu Asn ggp Tyr Gln Gln Lys 560 Gly Lys Ala Pro igs Leu Leu Ile

Tyr §5r Thr Ser Asn Leu g;s Ser Gly Val Pro ggr Arg Phe Ser Gly

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

65 70 75 80

Glu Asp Phe Ala ggr Tyr Tyr Cys Gln gén Tyr Arg Lys Leu ggo Trp

Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys Arg Thr Val Ala Ala
100 105 110

Pro Ser Val Phe Ile Phe Pro EEB Ser Asp Glu Gln Leu Lys Ser Gly

Thr Ala Ser Val Val Cys Leg Leu Asn Asn Phe Ty6 Pro Arg Glu Ala

Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln Ser Gly Asn Ser Gln

145 150 160

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

165 170 175

Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val Tyr
180 185 190

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

195 200 205
Phe Asn Arg Gly Glu Cys
210

<210> 66

211> 642
<212> DNA .
Q13> ATF7)

<220>
<223> AfEfLHEL T 5
<400> 66

gacatccaga
attacctget
ggcaaggecc
aggttcageg
gaggacttcg
ggcaccaaac
agcgatgagce
cceegggagg
gagagegtga
ctgagcaagg
ctgtcecagece

<210> 67
211> 214
<212> PRT

tgacccagag
ccgeeageea
ccaagetget
gaagcggceag
ccacctacta
tggagatcaa
agctgaagag
ccaaggtgcea
ccgageagga
ccgactacga
ccgtgaccaa

Q13> AT B %]

<220>
<223> AFaibing 7

<400>

Aip Ile Gln Leu T?r Gln Ser Pro Ser Ser Leu
Asp Arg Val Thr Ile Thr Cys Ser Ala Ser Gin
20 25

ccctagetcea
ggacatcagc
gatctactac
cggcaccgat
ctgcecageag
geptacggteg
cggecaccgee
giggaaggtg
cagcaaggac
gaagcacaag
gagcttcaac

ctgagcgeeca gegtgggega
aactacctga actggtacca
acctccaacc tgcactcegg
tacaccctga ccatctccag
tacaggaagc tccectggac
gcegeeecea gegtgtteat
agcgtggtgt gtetgetgaa
gacaatgcec tgcagagegg
tccacctaca gectgageag
gtgtacgect gtgaggtgac
cggggegagt ge

cagggtgacc 60
gcagaageee 120
cgtgeecage 180
cctgeageee 240
ttteggecag 300
ctteceeeee 360
caacttctac 420
caacagccag 480
caccctgacc 540
ccaccaggge 600

642

Ser Ala Ser Ygl Gly
Asp Ile Ser Asn Tyr
30

Leu Asn ggp Tyr Gln Gln Lys Eéo Gly Lys Ala Pro Glu Leu Val Ile

Tyr ggr Thr Ser Asn Leu ggs Ser Gly Val Pro
Ser Gly Ser Gly Thr Asp Tyr Thr Leu Thr Ile
65 70 75

Glu Asp Phe Ala EEI Tyr Tyr Cys Gln gén Tyr
Thr Phe Gly ?63 Gly Thr Lys Leu ?lg Ile Lys

45
gar Arg Phe Ser Gly
Ser Ser Leun Gln géo
Arg Lys Len ggo Trp
Arg Thr Val Ala Ala
110

0
Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu Gln Leu Lys Ser Gly
115 120 125

C207578SEQA pdf

1061283218

£ 28 H(FIIR)
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1644924

Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu Ala
130 135 140

Lys Val GIn Trp Lys Val Asp Asn Ala Leu Gln Ser Gly Asn Ser Gln
145 150 155

160

Glu Ser Val Thr Glg Gln Asp Ser Lys ?;8 Ser Thr Tyr Ser %gg Ser
Ser Thr Leu Tgr Leu Ser Lys Ala ?gg Tyr Glu Lys His %58 Val Tyr
Ala Cys Géu Val Thr His Gin Gé% Leu Ser Ser Pro Vg% Thr Lys Ser
Phe gig Arg Gly Glu Cys

<210> 68

<211> 642
<212> DNA
Q13> ALK

<220>
<223> ASAACHLEE 7

<400> 68

gacatccage tgacccagag
attacctgct ccgecageca
ggcaaggece ccgagetggt
aggttcageg gaagceggeag
gaggacttcg ccacctacta
ggcaccaaac tggagatcaa
agcgatgage agctgaagag
ccecgggagg ccaaggtgea
gagagecgtga ccgagceagga
ctgagcaagg ccgactacga
ctgtccagee ccgtgaccaa

Q10> 69
Q11> 115
<212> PRT_
QL3> NERR

<400> 69

ccctagetea
ggacatcage
gatctactac
cggeaccgat
ctgccageag
gcgtacggtg
cggeaccgee
gtggaaggtg
cagcaaggac
gaagcacaag
gagcttcaac

ctgagecgeca
aactacctga
acctccaace
tacaccctga
tacaggaage
geegeeeccca
agcgtegtpt
gacaatgcce
tccacctaca
gtgtacgeet
cggggegagt

G%u Val Gln Leu G%n Gln Ser Gly Pro ?éu Leu
Ser Val Lys éée Ser Cys Lys Ala ggr Gly Tyr
Tyr Met %gs Trp Val Lys Gln ggr His Gly Lys
Gly Glu Ile Tyr Pro Asn Asn Gly Gly Ile Thr
50 55
Lys Gly Lys Ala Thr Leu Thr Val Asp Lys Ser
65 70 75
Met Glu Leu Arg ggr Leu Thr Ser Glu égp Ser
Ala Asn Gly Tyr Glu Phe Val Tyr Trp Gly Gln
100 : 105

Val Ser Ala
115

<210> 70
Q11> 345
<212> DNA_
Q13> NER

<400> 70

gaggtccagt tgcaacaatc
tcctgtaagg cttctgpata
catggaaaga gcctltgagtg
aaccagaagt tcaagggcaa
atggagctce geageetgac
gagtttgttt actggggeca

<210> 71

<211> 108
<212> PRT

C207578SEQA.pdf

1068128218

tggacctgag ctggtgaagce
cacattcact gactactaca
gattggagag atttatccta

ggceacattg actgtagaca

atctgaggac tctgeagtct
agggactctg gtcactgtet

W ACLOL

gcgtgggcga cagggtgace 60

actggtacca gcagaageee 120
tgcactcegg cgtgcecage 180
ccatctccag cetgcageee 240
tcccetggac ttteggecag 300
gegtgttcat cttecececee 360
gtetgetgaa caacttctac 420
tgcagagcgg caacagccag 480
geetgageag caccctgace 540
gtgaggtgac ccaccaggge 600
gc 642

Val Lys Pro ?éy Ala
Thr Phe ggr Asp Tyr
Ser %gu Glu Trp Ile
gyr Asn Gln Lys Phe
0

Ser Ser Thr Ala Tyr

80
Ala Val Tyr g§r Cys
Gly Thr Leu Val Thr

110

ctgggecttc agtgaagata 60
tgaagtgggt gaagceagage 120
ataatggtgg tattacctac 180
agtcctccag cacagectac 240
attactgtgc aaatggttac 300
ctgea

529 H(FFIR)

10620461710
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Q3> NRE

<400> 71
Asp Ile Gln Met Thr Gln Thr Ala Ser Ser Leu

Ser Ala Ser %gu Gly

Asp Arg Val Thr Ile Ser Cys Ser ééa Ser Gln Gly Ile Ser Asn Tyr
20

Leu Asn T;p Tyr Gln Gln Lys 560 Asp Gly Thr Val kgs Leu Leu Ile

Tyr Tyr Thr Ser Ser Leu Hxs Ser Gly Val Pro
Ser é?y Ser Gly Thr Asp Tyr Ser Leu Thr Iéc
Glu Asp Ile Ala Thr Tyr Tyr Cys Gln Gln Tyr
Thr Pﬁe Gly ?é% Gly Thr Lys Leu ?ég Ile Lys

Q10> 72
Q11> 324
<212> DNA,
Q13> MR

<400> 72

gatatccaga tgacacagac tgcatcctce ctgtetgect
atcagttgca gtgcaagtca gggecattage aattatttaa
gatpgaactg ttaaactcct gatctattac acatcaagtt
aggttcagtg gcagtgggte tgggacagat tattctctca
gaagatattg ccacttacta ttgtcagcag tatagtaagce
ggeaccaage tggaaatcaa acgg

<210> 73

<211> 445
<212> PRT
Q13> AT F7)

<220>
Q23> RAIMEF T

<400> 73
Glu Val Gln Leu Gln Gln Ser Gly Pro ?éu Leu

1 5
Ser Val Lys %ée Ser Cys Lys Ala ggr Gly Tyr
Tyr Met %gs Trp Val Lys Gln ggr His Gly Lys
Gly géu Ile Tyr Pro Asn égn Gly Gly Ile Thr
Lys Gly Lys Ala Thr Leu Thr Val Asp Lys Ser
65 70 75
Met Glu Leu Arg ggr Leu Thr Ser Glu égp Ser
Ala Asn Gly Tyr Glu Phe Val Tyr Trp Gly Gln
100 105
Val Ser Ala Ala Lys Thr Thr Ala Pro Ser Val
115 120
Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala
130 135
Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser
145 150 155
Leu Thr Ser Gly Val His Thr Phe Pro Ala Val
165 170
Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro
180 185
Thr Gln Thr Tyr Ile Cys Asn Val Asn His Lys
195 200
Val Asp Lys Lys Val Glu Pro Lys Ser Cys Asp
210 215
Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly
225 230 235
Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile
245 250

Val Thr Cys Val Val Val Asp Val Ser His Glu
260 265

Ser Arg Phe Ser Gly
Scr Asn Leu Glu Pro
Ser Lys Leu ggo %?p
Arg

ctctggeaga cagagtcacc 60
actggtatca gcagaaacca 120
tacactcagg agtcccatca 180
ccatcagcaa cctggaacct 240
ttecgtggac gtteggtgea %gg

Val Lys Pro ?;y Ala

Thr Phe ggr Asp Tyr

Ser %gu Glu Trp Ile

gar Asn Gln Lys Phe

Ser Ser Thr Ala g%r

Ala Val Tyr ggr Cys

Gly Thr Leu Val Thr

110
Phe Pro Leu Ala Pro
125 .

Leu Gly Cys Leu Val

140

Trp Asn Ser Gly Ala
160

Leu Gln Ser Ser Gly

175
Ser Ser Ser Leu Gly
190
Pro Ser Asn Thr Lys
205

Ly8 Thr His Thr Cys

Pro Ser Val Phe Leu

Ser Arg Thr Pro Glu

Asp Pro Glu Val Lys
270

25 30 H(FFIR)

C207578SEQA.pdf
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Phe Asn Trp Tyr Val
275

Asp Gly ggé Glu Val His Asn Ala Lys

285

Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg Val Val Ser
295 300

290

“ Thr Val Leu His GIn Asp Trp Leu Asn Gly Lys Glu Tyr Lys
310 315

305

Val Ser Asn Lys Ala

Ala Lys Gly Gln Pro
340

Arg Asp Glu Leu Thr

355
Gly Phe Tyr Pro Ser

370

Pro Glu Asn Asn Tyr

385

Ser Phe Phe Leu Tyr
405
Gln Gly Asn Val Phe
420
His Tyr Thr Gln Lys
435

210> 74
<211> 1335
<212> DNA

325

Arg Glu Pro gig Val Tyr Thr Leu Pro

375

390

Q213> AT 55

<220>
Q23> H AR

<400> 74

gaggtccagt
tcctgtaagg
catggaaaga
aaccagaagt
atggagcetcc
gagtttgttt
cccagegtgt
ggctgeetgg
ctgaccagceg
agcagegtgs
aaccacaagc
acccacacct
ttccceccca
gtggtggatg
gaggtgcaca
gtgteegtge
gtgtccaaca
cccagagage
gtgteectga
agcaacggcc
agcttcttce
ttcagetget
ctgtecectg

210> 75
211> 214
<212> PRT

tgcaacaatc
cttctggata
gecettgagtg
tcaagggcaa
gcagcctgac
actggggeca
tcceectgge
tgaaggacta
gcgtgcacac
tgaccegtgee
ccagcaacac
geeeeecectg
agcctaagga
tgagccacga
atgccaagac
tgaccgtget
aggccectgec
cccaggtgta
cctgectget
agcccgagaa
tgtacagcaa
ccgtgatgea
gcaag

Q13> ATF7)

<220>
223> AR A7)

<400> 75

tggacctgag
cacattcact
gattggagag
ggecacattg
atctgaggac
agggactctg
cceccageage
cttcceegaa
cttcecegee
cagcagceage
caaggtggac
ceetgeecee
caccctgatg
ggaccctgag
caagcceagg
gcaccaggat
tgcccetate
caccetgeee
gaagggctte
caactacaag
gctgacegtg
cgaggcectg

Leu Pro Ala Pro Ile Glu Lys Thr Ile
330

350

Lys Asn Gln Val Ser Leu Thr Cys Leu
360

365

Asp Ile Ala Val Glu Trp gég Ser Asn

Ser Lys Leu Thr X?é Asp Lys Ser Arg
Ser Cys Ser Val Met His Glu Ala Leu
425 430
Ser Leu Ser Leu Ser Pro Gly Lys
440 445

ctggtgaage ctggggcettce
gactactaca tgaagtgggt
atttatccta ataatggtgg
actgtagaca agtcctccag
tctgecagtct attactgtgce
gtcactgtct ctgecagecaa
aagagcacca gcggeggceac
ccggtgaccg tgtectggaa
gtgctgecaga gcageggect
ctgggeacce agacctacat
aagaaggtgg agceccaagag
gagctgetgg gaggeeccag
atcagcagaa cccccgaggt
gtgaagttca actggtacgt
gaggagcagt acaacagcac
tgegctgaacg gcaaggagta
gagaaaacca tcagcaaggce
cctagecagag atgagetgac
taccccagecg acatcgeegt
accacccece ctgtgetgga
gacaagagca gatggcagea
cacaatcact acacccagaa

Thr Lys
Val Leu
Cys Lys
320
Ser Lys
335
Pro Ser
Val Lys

Gly Gln

Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly
395 400

Trp Gln
415
His Asn

agtgaagata
gaagecagage
tattacctac
cacagectac
aaatggttac
aacaacagcc
agcegeectg
cageggagee
gtacagectg
ctgtaacgtg
ctgtgacaag
cgtgtteetg
gacctgtgtg
ggacggegtg
ctaccgggtg
caagtgtaag
caagggccag
caagaaccag
ggagtgggag
cagcgatgge
gggcaacgtg
gagcectgage

Aip Ile Gln Met Tgr Gln Thr Ala Ser fgr Leu Ser Ala Ser %gu Gly

Asp Arg Val ggr Ile Ser Cys Ser Ala Ser Gln Gly Ile ggr Asn Tyr

25
Leu Asn Trp Tyr Gln Gln Lys Pro Asp Gly Thr Val Lys Leu Leu Ile
35 40 45

Tyr ggr Thr Ser Ser Leu ggs Ser Gly Val Pro ggr Arg Phe Ser Gly
Ser Gly Ser Gly Thr Asp Tyr Ser Leu Thr Ile Ser Asn Leu Glu Pro

C207578SEQA pdf
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531 H(FHIR)

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
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1335
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106128318

g?u Asp Ile Ala Thr %Sr Tyr Cys Gln Gin %3r Ser Lys Leu Pro Trp
8 Lys Leu Gég ggu Lys Arg Thr Vaé Z?a Ala
Pro Eéo Ser Asp Glu Gln Leg Lys Ser Gly
Leu Leu Asn Asn Phe Tyr Pro Arg Glu Ala
Asp Asn Ala Leu G%g Ser Gly Asm Ser Gln

Thr Phe Gly Glg Gly Thr
Pro Ser V?I Phe Ile Phe
Thr Ala Ser Val Val Cys

130
Lys Val Gln Trp Lys Val
145 150
Glu Ser Val Thr Glu Gln
165
Ser Thr Leu Thr Leu Ser
180

Ala Cys ?ég Val Thr His
Phe Asn Arg Gly Glu Cys
210 .

<210> 76

211> 642
<212> DNA
Q> ATFF

<220>
Q23> HARMAT

<400> 76

gatatccaga tgacacagac tgcatcctcee
atcagttgea gtgcaagtca gggecattage
gatggaactg ttaaactcct gatctattac
aggttcagtg gecagtgggtc tpggacagat
gaagatattg ccacttacta ttgtcagcag
ggcaccaage tggagctgaa acgtacggtg
agcgatgage agctgaagag cggcaccgcce
cccegggagg ccaaggtgea gtggaaggtg
gagagcgtga ccgagecagga cagcaaggac
ctgagcaagg ccgactacga gaagcacaag
ctgtccagec cecgtgaccaa gagettcaac

10> 77
Q11> 115

<212> PRT

Q13> AT B 7]

20> .

Q23> ANFEALIEE 57

<400> 7
Gln Val Gln Leu Val Gln

Ser Val Lys ggl Ser Cys
Tyr Met %gs Trp Val Arg
Gly géu Ile Tyr Pro Asn
Lys Gly Arg Val Thr lle
65 : 70
Met Glu Leu Ser ggr Leu
Ala Arg Gly Tyr Glu Phe
100

Val Ser Ser

115

210> 78
211> 345
<212> DNA
<213>

<220> ALF7

C207578SEQA pdf

ctgtctgect
aattatttaa
acatcaagtt
tattctctca
tatagtaagc
gecgeeceeca gegtgtteat
agcgtggtet
gacaatgcce
teccacctaca
gtgtacgecet
cggggcgagt gc

Ser Gly Ala ?éu Val 0L
Lys Ala ggr Gly Gly Thr Phe ggr Asp Tyr
Gln Ala Pro Gly Gln
Asn G?y Gly Ile Thr Tyr Asn Gln Lys Phe
%ﬁr Ala Asp Lys Ser %ﬁr Ser Thr Ala Tyr
Arg Ser Glu égp %gr Ala Val Tyr ggr ggs
Val Tyr Trp Gly Gln Gly Thr Leu Val Thr
105 110

1
Asp Ser Lys Asp Ser Thr Tyr Ser Leu Ser
170 175
Lys Ala Asp Tyr Glu Lys His Lys Val Tyr
185 190
GIn Gly Leu Ser Ser Pro Val Thr Lys Ser
200 205

% 32 H(FFIR)

ctctgggaga
actggtatca
tacactcagg
ccatcageaa
ttccgtggac

gtctgctgaa
tgcagagegg
geetgageag
gtgaggtgac

80

160

cagagtcacc 60
gcagaaacca 120
agtcccatca 180
cctggaacct 240
gttcggtgga 300
cttceeceee 360
caacttctac 420
caacagccag 480
caccctgace 540
ccaccaggge 600
642

Lys Lys Pro Gly Ser

Gly Leu Glu Trp Met
45
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<223> NFRALHUEE 3

<400> 78

caggtgeage tggtgeagag cggegeegaa gtgaagaage ccggetecag cgtgaaggtg 60
agctgecaagg ctageggegg caccttcage gactactaca tgaagtgget gaggcaggee 120
cceggeeagg gactgeagtg gatgggegag atctacccca acaacggggg catcacctac 180
aaccagaagt tcaagggcag ggtgaccatc accgecgaca aaageaccag caccgecctac 240
atggaactga gcagcctgag gagcgaggac accgeegtigt actactgege caggggctac 300
gagttcgtgt attggggecca gggcacacta gtgaccgtgt ccage

<210> 79

<211> 115

<212> PRT

213> ALF%]

<220>

223> AJEALILEEF7)

<400> 79 ‘
G{n Val Gln Leu Vgl Gln Ser Gly Ala (l}éu Val Lys Lys Pro %y Ser

Ser Val Lys \2181 Ser Cys Lys Ala ggr Gly Tyr Thr Phe %‘Iar Asp Tyr
Tyr Met I%s Trp Val Arg Gln é(l)a Pro Gly Gln Gly Iigu Glu Trp Met
Gly (5}(1)u Ile Tyr Pro Asn fj\gn Gly Gly Ile Thr ’é‘yr Asn Gln Lys Phe
0

Lys Gly Arg Val Thr Ile Thr Ala Asp Lys Ser Thr Ser Thr Ala Tyr
65 70 75 80
Met Glu Leu Ser Sgr Leu Arg Ser Glu Ssp Thr Ala Val Tyr ggr Cys
Ala Arg Gly Tyr Glu Phe Val Tyr ’{813 Gly Gln Gly Thr Il,clag Val Thr
Val Ser Ser

115

<210> 80
<211> 345
<212> DNA
Q213> ALK 7]

<220>

23> ANFEALHLEE A )

<400> 80

caggtgcage tggtgcagag cggcgecgaa gtgaapaage ccggeteccag cgtgaaggtg 60
agctgecaagg ctageggeta caccttcacc gactactaca tgaagtgget gaggcaggee 120
cccggeecagg gactggagtg gatgggegag atctacccca acaacggggg catcacctac 180
aaccagaagti tcaagggcag ggtgaccatc accgecgaca aaageaccag caccgectac 240
atggaactga gcagcctgag gagegapgac accgeegtgt actactgege caggggctac 300
gagttcgtgt attggggcca gggecacacta gtgaccgtgt ccage 345
<210> 81

211> 115

<212> PRT

Q13> ALK %]

<220>

23> AFRALILEE R 5

<400> 81
Gln Val Gln Leu Vg’l Gln Ser Gly Ala (1}(1)u Val Lys Lys Pro (l}éy Ser

Sclzr Val Lys ‘ZISIAS“ Cys Lys Ala ggr Gly Tyr Thr Phe 'ggr Asp Tyr
Tyr Met 1535(8 Trp Val Arg Gln ﬁ.(l)a Pro Gly Gin Gly Iigu Glu Trp Met
Gly Glu Ile Tyr Pro Asn Asn Gly Gly Ile Thr Tyr Asn Gln Lys Phe
I(;%s g(l)y Arg Val Thr I(l)e %gr Ala Asp Lys %er '?‘gr Ser Thr Ala "é‘%r
Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr ’é‘%'r Cys
Ala Asn Gly Tyr Glu Phe Val Tyr Trp Gly Gln Gly Thr Leu Val Thr

5 33 H(F7IR)

C207578SEQA.pdf
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100
Val Ser Ser
115

<210> 82

<211> 345
<212> DNA
Q13> ALK 5

220>
<223> AFEILILEE A7)
<400> 82

105 110

caggtgcage tggtgcagag cggegecgaa gtgaapaage ccggetccag cgtgaaggtg 60

agctgcaagg ctagcggeta caccttcacc gactactaca tgaagtggst gaggcaggee 120
cceggccage gactggagtyg gatgggcgag atctacceca acaacggggg catcacctac 180
aaccagaagt tcaagggcag ggtgaccatc accgecgaca aaagcaccag caccgectac 240
atggaactga gcagectgag gagegaggac accgecgtgt actactgege caacggetac 300

<210> 83

<211> 115

<212> PRT

Q213> AT F 7

<220>

223> AfEiLIEE A7)

<400> 83
Gln Val Gln Leu Vgl Gln Ser

1
Ser Val Lys XSI Ser Cys Lys
Tyr Met %gs Trp Val Arg Gln
Gly Glu Ile Tyr Pro Asn Asn
gys Gly Arg Ala Thr Lcu Thr
Met Glu Leu Ser ggr Leu Arg
Ala Asn Gly Tyr Glu Phe Val
_ 100

Val Ser Ser

115

<210> 84
Q11> 345
<212> DNA
Q13> AT/

<220> ]
<223> AJEILHLEE A7)
<400> 84

.gagttegtgt attggggcca gggcacacta gtgaccgtgt ccage

Gly Ala ?6u Val Lys Lys Pro ?%y Ser
Ala ggr Gly Tyr Thr Phe ggr Asp Tyr
Ala Pro Gly Gln Gly Leu Glu Trp Ile
40 45

Gly Gly Ile Thr g5r Asn Gln Lys Phe
Val Asp Lys ggr Thr Ser Thr Ala T%r

8
Ser Glu 88p Thr Ala Val Tyr ggr Cys
Tyr Trp Gly Gln Gly Thr Leu Val Thr
105 110

caggtgcage tggtgcagdg cggegeegaa gtgaagaage ccggetecag cgtgaaggtg 60

agctgeaagg ctageggeta caccttcace gactactaca tgaagtgggt gaggeaggee 120
cceggeeage gactggagtg gataggegag atctacccca acaacgggge catcacctac 180
aaccagaagt tcaagggcag ggegaccctc accgtcgaca aaagcaccag caccgectac 240
atggaactga gcagcctgag gagegaggac accgeegtgt actactgege caacggetac 300
gagttcgtgt attggggcca gggecacacta gtgaccgtgt ccage 345

<210> 85

211> 115
<212> PRT
Q213> ATF7)

<220>
<223> AFEILHLEE A5

<400> 85
G%n Val Gla Leu V;l Gln Ser

C207578SEQA.pdf
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Gly Ala Glu Val Lys Lys Pro Gly Ser
10 15

55 34 H(FFIR)
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Ser Val Lys gSI Ser Cys Lys Ala Sgr Gly Tyr
Tyr Met %gs Trp Val Arg Gin ééa Pro Gly Gin
Gly géu.lle Tyr Pro Asn égn Gly Gly Ile Thr
Lys Gly Arg Val Thr Ile Thr Ala Asp Lys Ser
65 70 75
Met Glu Leu Ser ggr Leu Arg Ser Glu égp Thr
Ala Asp Gly Tyr Glu Phe Val Tyr Trp Gly Gln
100 105

Val Ser Ser

115

<210> 86

<211> 345
<212> DNA
213> AT F7)

<220>
<223> AFEACILEL A7)
<400> 86

Thr Phe Thr Asp Tyr

Gly Leu g?u Trp Met

Tyr ﬁgn Gln Lys Phe

?gr Ser Thr Ala Tyr

Ala Val Tyr Tyr ggs

Gly Thr Leu 321 Thr
110

caggtgcage tggtgcagag
agctgcaagg ctageggeta
cceggecagg gactggagtg
aaccagaagt tcaagggeag
atggaactga gcagcctgag
gagttcgtgt attggggcca

cggcgeegaa gtgaagaagce
caccttcacc gactactaca
gatgggegag atctacccca
ggtgaccatc accgecgaca
gagcgaggac accgeegtgt
gggcacacta gtgaccgtgt

ccggetecag cgtgaaggtg 60

tgaagtgggt gaggcaggce 120
acaacggggg catcacctac 180
aaagcaccag caccgectac 240
actactgcge cgacggetac 300
ccage 345

<210> 87

<211> 115

<212> PRT

Q13> ALFF]

<220> )

<223> AFEALHLEE A7)

<400> 87
Gln Val Gln Leu Vgl Gln Ser Gly Ala Glu Val

Ser Val Lys Val Ser Cys Lys Ala Sgr Gly Tyr
Tyr Met %gs Trp Val Arg Gln ﬁéa Pro Gly Gln
Gly Glu Ile Tyr Pro Asn Agn Gly Gly Ile Thr
Lys Gly Arg Ala Thr L8u Thr Val Asp Lys §§r
Mct Glu Leu Ser Ser Leu Arg Ser Glu ésp Thr
Ala Asn Gly Tyr Glu Phe Asp Tyr Trp Gly Gln
100 105

Val Ser Ser

115

<210> 88

Q11> 345
<212> DNA
Q13> ATF 7

<220>
23> ANFEALILEL A5
<400> 88

Lys Lys Pro Gly Ser
Thr Phe Thr igp Tyr
Gly Leu g?u Trp Ile
Tyr ign Gln Lys Phe
%gr Ser Thr Ala Tyr
Ala Val Tyr Tyr ggs
Gly Thr Leu %21 Thr
110

caggtgcage tggtgcagag
agctgcaagg ctagecggceta
cceggeecagg gactggagtg
aaccagaagt tcaagggcag
atggaactga gecagectgag
gagttcgact attggggceca

C207578SEQA.pdf
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cggecgeegaa gtgaagaage
caccttcacc gactactaca
gataggcgag atctacccca
ggcgaccetc accgtcegaca
gagcgaggac accgecgtgt
gggcacacta gtgaccgtgt

ccggetecag cgtgaagetg 60
tgaagtgget gaggeaggee 120
acaacggggg catcacctac 180
aaagcaccag caccgectac 240
actactgcge caacggctac 300
ccage 345

535 H(FFI%)

10620468171~
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<210> 89

211> 108

<212> PRT o
Q13> ATFF)

<220> )

23> AL 7

<400> 89
Asp Ile Gln Met T%r Gln Ser Pro Ser fgr Leu Ser Ala Ser Ygl Gly

1
Asp Arg Val ggr Ile Thr Cys Ser ééa Ser Gln Gly Ile ggr Asn Tyr
Leu Asn ggp Tyr Gln Gln Lys Ego Gly Lys Ala Pro %§s Leu Leu Ile
Tyr Egr Thr Ser Ser Leu ggs Ser Gly Val Pro ggr Arg Phe Ser Gly
Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro
65 70 75 30
Glu Asp Phe Ala ggr Tyr Tyr Cys Gln gén Tyr Ser Lys Leu ggo Trp
Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys Arg
100 105

<210> 90

<211> 324

<212> DNA o
Q1> ALF 7]

<220>
<223> ANFRALHLEE %)
<400> 90

gacatccaga tgacccagag cccctcaage ctgagegcca gegtpggega cagggtgact 60

atcacctgca gcgectecea gggeatcage aactacctga actggtacca geagaagece 120
ggcaaggcce ctaagetget gatctactac accageagee tgeacagegg cgtgeccage 180
aggtictccg geageggcag cggaaccgac ttcaccctga ccattageag cctecagece 240

gaggacttcg ccacctacta ctgccagecag tacagcaage tgcectggac ctteggecag
ggcaccaaac tggagatcaa gcgt

<210> 91

11> 108

<212> PRT

Q13> ALK 7

<220>

<223> AZEILIEE A 7

<400> 91
Aip Ile Gln Met Tgr Gln Ser Pro Ser Ser Leu Ser Ala Ser Vgl Gly
: 1

10
Asp Arg Val ggr Ile Thr Cys Ser ééa Ser Gln Gly Ile §8r Asn Tyr
Leu Asn gép Tyr Gln Gln Lys 560 Gly Lys Ala Pro %gs Leu Leu 1le
Tyr Tyr Thr Ser Ser Leu ggs Ser Gly Val Pro ger Arg Phe Ser Gly
50 0
Ser Gly Ser Gly Thr Asp Tyr Thr Leu Thr Ile Ser Ser Leu Gln Pro
65 70 75 80
Glu Asp Phe Ala ggr Tyr Tyr Cys Gln gln Tyr Ser Lys Leu Pro Trp
95

0
Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys Arg
100 105

10> 92

Q1> 324
<212> DNA
Q13> ALFF

<220>
<223> AEALILEE A7)
<400> 92

236 H(FVIR)

C207578SEQA. pdf
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gacatccaga tgacccagag cccctcaage ctgagegeea gegtgggega cagggtgact 60
atcacctgca gegectccca gggecatcage aactacctga actggtacca geagaagece 120
ggcaaggccce ctaagetget gatctactac accagcagee tgeacagegg cgtgeccage 180
aggttctccg geageggeag cggaaccgac tacaccctga ccattagcag cctccageee 240

gaggacttcg ccacctacta ctgccageag tacageaage tgccctggac cttcggecag 30
32

ggcaccaaac tggagatcaa gegt

<210> 93
211> 5
<212> PRT
<213> /J\ % gﬁ‘

<400> 93
Aip Tyr Tyr Met L%ls

<210> 94
<211> 17
<212> PRT
213> NEA

<400> 94

G}u Ile Tyr Pro A§n Asn Gly Gly Ile ’{gr Tyr Asn Gln Lys 11°1§e Lys

Gly

<210> 95
211> 6
<212> PRT
<213> /l\ %E’h

<400> 95
G{y Tyr Glu Phe Vgl Tyr

210> 96
<211> 11
<212> PRT
Q13> NFRA

<400> 96
Sclar Ala Ser Gln Géy [le Ser Asn Tyr Il,gu Asn

<210> 97
Q211> 17
<212> PRT
213> JNNREA

<400> 97
Tyr Thr Ser Ser Lgu His Ser
1

<210> 98

<211> 9

<212> PRT

Q13> JNFE s

<400> 98
Gln Gln Tyr Ser L;J_/s Leu Pro Trp Thr
1

<210> 99

211> 6

<212> PRT
L3> AT

<220>

58 37 H(F5IR)

C207578SEQA.pdf
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<223> A$EIbHiEE A7)

<400> 99
Giy Tyr Glu

<210> 100
211> 445
<212> PRT

Phe A;p Tyr

Q13> ALF5)

20>
23> AFEILHLEE A 7|

<400> 100

Gln Val Gln Leu Vgl Gln Ser Gly Ala ?éu Val Lys Lys Pro ?éy Ser
Val Ser Cys Lys Ala Ser Gly Gly Thr Phe Ser Asp Tyr
20 25 30

Trp Val Arg Gln géa Pro Gly Gln Gly %gu Glu Trp Met
Tyr Pro Asn égn Gly Gly Ile Thr g%r Asn Gln Lys Phe
Val Thr %ée Thr Ala Asp Lys §er Thr Ser Thr Ala ggr
Ser Ser Leu Arg Ser Glu Asp Thr Ala Val Tyr gyr Cys

1
Ser Val Lys
Tyr Met Lys

35
Gly Glu Ile
50

Lys Gly Arg
65
Met Glu Leu
Ala Arg Gly

Val Ser Ser

115

Ser Ser Lys
130

Lys Asp Tyr
145

Leu Thr Ser
Leu Tyr Ser

Thr Gln Thr
195
Val Asp Lys
210
Pro Pro Cys
225
Phe Pro Pro

Val Thr Cys

Phe Asn Trp
275
Pro Arg Glu
290
Thr Val Leu
305
Val Ser Asn

Ala Lys Gly

Arg Asp Glu
355
Gly Phe Tyr
370
Pro Glu Asn
385
Ser Phe Phe

Gin Gly Asn

<210> 101

C207578SEQA.pdf

Tyr Glu Phe
100
Ala Ser Thr
Ser Thr Ser
Phe Pro Glu
150
Gly Val His
165
Leu Ser Ser
180
Tyr Ile Cys
Lys Val Glu
Pro Ala Pro
230
Lys Pro Lys
245
Val Val Val
260
Tyr Val Asp
Glu Gln Tyr
His Gln Asp
310
Lys Ala Leu
325
Gln Pro Arg
340

Leu Thr Lys

Val
Lys
Gly
135
Pro
Thr
Val
Asn
Pro
215
Glu
Asp
Asp
Gly
Asn
295
Trp
Pro

Glu

Asn

90
Tyr Trp Gly Gln Gly Thr Leu Val Thr
105 110
Gly Pro Ser Val Phe Pro Leu Ala Pro
120 125
Gly Thr Ala Ala %28 Gly Cys Leu Val
Val Thr Val Ser-Trp Asn Ser Gly Ala
155 160
Phe Pro Ala Val Leu Gln Ser Ser Gly
Val %g Val Pro Ser Ser Se(r) Leu Gly
Val Asn His Lys Pro Ser Asn Thr Lys
200 205
Lys Ser.Cys Asp %%8 Thr His Thr Cys
Leu Leu Gly Gly Pro Ser Val Phe Leu
235 240
Thr Leu Met Ile Ser Arg Thr Pro Glu
250 255
Val Ser His Glu Asp Pro Glu Val Lys
265 270
Val Glu Val His Asn Ala Lys Thr Lys
280 285
Ser Thr Tyr Arg ggé Val Ser Val Leu
Leu Asn Gly Lys Glu Tyr Lys Cys Lys
315 320
Ala Pro Ile Glu Lys Thr Ile Ser Lys
330 335
Pro Gln Val Tyr Thr Leu Pro Pro Ser

350
Gln Val Ser Leu Thr ggg Leu Val Lys

Pro Ser Asp éle Ala Val Glu Trp Géu Ser Asn Gly Gln
380

75
Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly
390 395

400

Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp Gln
405 410 415
Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn
) 420 425 430
His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys
435 440 445

5 38 H(FFIR)
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<211> 1335

<212> DNA

Q13> AT FEF)

<220>

<223> AFEILILEE A 7
<400> 101

caggtgeage tggtgecagag cggegecgaa gtgaagaage
agctgcaagg ctagcggegg caccttcage gactactaca
cceggecagg gactggagtg gatgggegag atctacccea
aaccagaagt tcaagggcag ggtgaccatc accgecgaca
atggaactga gcagcctgag gagcgaggac accgeegtgt
gagttcgtgt attggggcca gggcacacta gtgacegtgt
cccagegtgt tccccctgge cecccageage aagageacca
ggctgectgg tgaaggacta cttccccgaa ceggtgaccg
ctgaccagceg gegtgeacac cttcceegee gtgetgeaga
agcagcgtgs tgaccgtgee cageageage ctgggeacce
aaccacaagc ccagcaacac caaggtggac aagaaggtgg
acccacacct gececeecctg ceetgeeceee gagetgetgg
ttccccceca agectaagga caccctgatg atcagcagaa
gtggtggatg tgagecacga ggaccetgag gtgaagttca
gaggtpgcaca atgccaagac caagcccagg gaggageagt
gtgteegtge tgaccgtget geaccaggat tggctgaacg
gtgtccaaca aggecctgee tgeccctatc gagaaaacca
cccagagage cccaggtgta caccctgeee cctageagag
gtgtcectga cotgeetget gaagggcttc taccccageg
agcaacgece ageccgagaa caactacaag accaccecce
agettcttce tgtacagcaa gctgaccgtg gacaagagea
ttcagctget ccgtgatgea cgaggecctg cacaatcact

ctgteccectg geaag
<210> 102
Q11> 445

<212> PRT
Q13> ALEF

<220>
23> AFEICHLEL A7)
<400> 102

ccggectecag
tgaagtgggt
acaacggggs
aaagcaccag
actactgege
ccagegeceag
gcggeggeac
tgtcctggaa
gcagcggecet
agacctacat
agcccaagag
gaggcececag
cceecgaggt
actggtacgt
acaacagcac
gcaaggagta
tcagcaaggc
atgagctgac
acatcgeegt
ctgtgctgsa
gatggcagea
acacccagaa

cgtgaaggtg
gaggceaggcec
catcacctac
caccgectac
caggggctac
caccaagggce
agccgeectg
cagcggagee
gtacagccetg
ctgtaacgtg
ctgtgacaag
cgtgttectg
gacctgtgtle
ggacggegig
ctaccgggtg
caagtgtaag 9
caagggccag
caagaaccag
ggagtgegag
cagcgatggce
gggcaacgtg
gagcctgage

G%n Val Gln Leu Vgl Gln Ser Gly Ala ?6u Val Lys Lys Pro ?éy Ser
Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asp Tyr
- Gln Ala %go Gly Gln Gly Leu é?u Trp Met
Asn g?y Gly Ile Thr Tyr ign Gln Lys Phe
%ﬁr Ala Asp Lys Ser %gr Ser Thr Ala Tyr
Met Glu Leu Ser Ser Leu Arg Ser Glu Asp %gr Ala Val Tyr Tyr 585
o1 Val Tyr Trp g?y Gln Gly Thr Leu %21 Thr
105 110
Lys ?ég Pro Ser Val Phe Pro Leu Ala Pro

Tyr Met %zs Trp Val Arg
Gly géu Ile Tyr Pro Asn
Lys Gly Arg Val Thr Ile
65 70

Ala Arg Gly Tyr Glu Phe
100

Val Ser ch Ala Ser Thr
11
Ser Ser Lys Ser Thr Ser
130 :

145
Leu Thr Ser Gly Val His
165

Leu Tyr Ser %gg Ser Ser
Thr Gln Thr Tyr Ile Cys
195

210
Pro Pro Cys Pro Ala Pro
225 230

125

Gly Gly Thr Ala Ala Leu Gly Cys Leu Val
135 140

1
Thr Phe Pro Alg Val Leu Gln Ser Ser Gly

Lys Asp Tyr Phe Pro ?;8 Pro Val Thr Val Sgg Trp Asn Ser Gly Ala

160

175
Val Val {2; Val Pro Ser Ser 866 Leu Gly
Asn Val Asn His Lys Pro Scr Asn Thr Lys
Val Asp Lys Lys Val Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys

215

220

Glu Leu Leu Gly Gly Pro Ser Val Phe Leu
5 240

23
Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pgo Glu

Val Thr Cys Vgé Val Val Asp Val Sgg Hls Glu Asp Pro Glu Val Lys
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Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala Lys Thr Lys
275 280 285
Pio Aég Glu Glu GIn Tyr Angm Ser Thr Tyr Arg \3/8(1) Val Ser Val Leu
Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys
305 310 315 320
Val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys
325 330 335
Ala Lys Gly glg Pro Arg Glu Pro Glg Val Tyr Thr Leu ggg Pro Ser
Arg Asp Glu Leu Thr Lys Asn gég Val Ser Leu Thr ggg Leu Val Lys
Gly ggg Tyr Pro Ser Asp %%g Ala Val Glu Trp Géu Ser Asn Gly Gln
Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser Asp Gly
385 390 395 400
Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp Gln
40 410. 415

5
Gln Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn
420 425 430

His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys
435 440 445

<210> 103
<211> 1335
<212> DNA
Q13> AT 7]

<220>
Q23> AFEACILEE A7)

<400> 103

caggtgeage tggtgeagag cggcgecgaa
agctgcaagg ctageggeta caccttcace
cccggeeagg gactggagtg gatgggegag
aaccagaagt tcaagggcag ggtgaccatc
atggaactga gcagcctgag gagcgaggac
gagttcgtgt attgggecca gggecacacta
cccagegtgt tcccectggc cccecageage
ggctgectgg tgaaggacta cttceccgaa
ctgaccageg gegtgeacac cttcecegee
agcagcgtgg tgaccgtgec cagcrageage
aaccacaagc ccagcaacac caaggtggac
acccacacct gecccecectg ccctgeecce
ttcccceccca agectaagga caccctgatg
gtggtggatg tgagccacga ggaccctgag
gaggtgcaca atgccaagac caagcccagg
gtgtecgtge tgaccgtget geaccaggat
gtgtccaaca aggecctgee tgeecctate
cccagagage cccaggtgta caccctgecce
gtgtecetga cetgeetggt gaagggctte
agcaacggcc ageccgagaa caactacaag
agcttcttec tgtacagcaa getgacegtg
ttcagctget ccgtgatgea cgaggecectg
ctgtecectg geaag

210> 104
<211> 445

<212> PRT
Q13> ATLEF)

<220> :
Q23> AFEALILEE A7
<400> 104

gtgaagaage ccggetccag
gactactaca tgaagtgggt
atctacccca acaacgggeeg
accgecgaca aaageaccag
accgeegtgt actactgege
gtgaccgtgt ccagcgccag
aagagcacca gcggeggeac
ccggtgaccg tgtectggaa
gtgctgecaga gcageggect
ctgggeacce agacctacat
aagaaggtgg agcccaagag
gagctgetgg gaggecccag
atcagcagaa cccccgaggt
gtgaagttca actggtacgt
gaggagcagt acaacagcac
tggctgaacg gcaaggagta
gagaaaacca tcagcaagge
cctagcagag atgagectgac
taccccageg acatcgeegt
accaccccee ctgtgetgea
gacaagagca gatggcagca
cacaatcact acacccagaa

cgtgaaggtg
gaggcaggcce
catcacctac
caccgectac
caggggctac
caccaagggc
agecegeectg
cagcggagec
gtacagecetg
ctgtaacgtg
ctgtgacaag
cgtgttectg
gacctgtgtg
ggacggegtyg
ctaccgggtg
caagtgtaag
caagggccag
caagaaccag
ggagtgggag
cagcgatgge
gggcaacgtg
gagecctgage

G{n Val Gln Leu Vgl Gln Ser Gly Ala ?6u Val Lys Lys Pro Gly Ser
Ser Val Lys VSI Ser Cys Lys Ala Ser Gly Tyr Thr Phe ggr Asp Tyr
Tyr Met Lys Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Met
Gly Glu %%e Tyr Pro Asn Agn é?y Gly Ile Thr ggr ign Gln Lys Phe
Lys Gly Arg Val Thr Ile Thr Ala Asp Lys Ser Thr Ser Thr Ala Tyr
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65

70
Met Glu Leu Ser Ser Leu Arg

: 85
Ala Asn Gly Tyr Glu Phe Val
100

Val Ser

Ser Ser
130

Lys Asp

145

Leu Thr

Leu Tyr
Thr Gln

Val Asp
210

Pro Pro

225

Phe Pro

'Val Thr
Phe Asn
Pro Arg
290
Thr Val
305
Val Ser
Ala Lys
Arg Asp
Gly Phe
370
Pro Glu
385
Ser Phe
Gin Gly

His Tyr

Ser Ala
115
Lys Ser

Tyr Phe
Ser Gly

Ser Leu
180

Thr Tyr

195

Lys Lys

Cys Pro
Pro Lys

Cys Val
260

Trp Tyr

275

Glu Glu

Leu His
Asn Lys

Gly Gln
340

Glu Leu

355

Tyr Pro

Asn Asn
Phe Leu
Asn Val

420

Thr Gln
435

<210> 105
<211> 1335
<212> DNA

213> ATFF)

Ser Thr Lys
Thr Ser Gly
135
Pro Glu Pro
150
Val His Thr
165
Ser Ser Val
Ile Cys Asn
Val Glu Pro
215
Ala Pro Glu
230
Pro Lys Asp
245
Val Val Asp
Val Asp Gly
Gln Tyr Asn
295
Gln Asp Trp
310
Ala Leu Pro
325
Pro Arg Glu
Thr Lys Asn
Ser Asp Ile
375
Tyr Lys Thr
390
Tyr Ser Lys
405
Phe Ser Cys

Lys Ser Leu

<220>
223> AFEILILEE 5 5]
<400> 105

caggtgcage
- agctgcaagg
ccecggeeagg
aaccagaagt
atggaactga
gagttegtgt
cccagegtgt
ggetgeetgg
ctgaccageg
agecagegtgg
aaccacaage
acccacacct
tteceeccecca
gtggtggatg
gaggtgcaca
gtgtcegtge
gigtccaaca

C207578SEQA.pdf

1081283218

tggtgcagag
ctagcggeta cacctt
gactggagtg
tcaagggcag
gcagcctgag
attggggcca
tceeectgge
tgaaggacta
gegtgeacac
tgaccgtgce
ccagcaacac caaggt
geeeeeectg
agcctaagga
tgagccacga
atgccaagac
tgacegtgct
aggecctgee

P A0101

' - 75 80
Ser Glu égp Thr Ala Val Tyr Tzr Cys

9
Tyr Trp Gly Gln Gly Thr Leu Val Thr
105 110
?%g Pro Ser Val Phe Prg Leu Ala Pro
Gly Thr Ala Ala Leg Gly Cys Leu Val

Val Thr Val Ser Trp Asn Ser Gly ?és
Phe Pro Ala Val Leu Gln Ser Ser Gly
170 175
Val Thr Val Pro Ser Ser Ser Leu Gly
185 190

Val Asn His Lys Pro Ser Asn Thr Lys
200 205

Lys Ser Cys Asp %&s Thr His Thr Cys

0
Leu Leu Gly Gly Pro Ser Val Phe Leu
235 240
Thr Leu Met Ile Ser Arg Thr Pro Glu
250 255
Val Ser His Glu Asp Pro Glu Val Lys
265 270
Vgé Glu Val His Asn Alg Lys Thr Lys
Set Thr Tyr Arg Val Val Ser Val Leun

Leu Asn Gly Lys Glu Tyr Lys Cys Lys

315 320

Ala Pro Ile Glu Lys Thr Ile Ser Lys
330 335

Pro Gln Val Tyr Thr Leu Pro Pro Ser
345 350
Gln Val Ser Leu Thr Cys Leu Val Lys
360 365
Ala Val Glu Trp gég Ser Asn Gly Gln
Thr Pro Pro Val Leu Asp Ser Asp Gly
395 400
Leu Thr Val Asp Lys Ser Arg Trp Gin
410 415
Ser Val Met His Glu Ala Lew His Asn
425 430

Ser Leu Ser Pro Gly Lys
440 445

cggcgecegaa gtgaagaage ccggetccag cgtpaaggtg

cacc gactactaca tgaagtgggt gaggcaggce

gatgggegag atctacccca acaacggggg catcacctac
ggtgaccatc accgecgaca aaagecaccag caccgectac
gagcgaggac accgecgtgt actactgege caacggetac
gggcacacta gtgaccgtgt ccagcgeccag caccaaggge
ccccageage aagagcacca geggeggeac agecgeectg
cttceccgaa ccggtgaccg tgtectggaa cageggagee
cttceceegee gtgetgeaga gecageggect gtacagectg
cagcagcage ctgggcaccc agacctacat ctgtaacgtg

ggac aagaaggtgg agcccaagag ctgtgacaag

ccetgeecece gagetgetgg gaggececag cgtgttectg
caccctgatg atcagcagaa cccccgaggt gacctgtgtg
ggaccctgag gtgaagttca actggtacgt ggacggegtg
caagcccagg gaggageagt acaacagcac ctaccgggtg
geaccaggat tggctgaacg gcaaggagta caagtgtaag
tgccectate gagaaaacca tcagcaagge caagggccag
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106128318

cccagagage cccaggtgta caccctgece cctageagag
gtgtcectga cctgeetggt gaagggette taccceageg
agcaacggcecc agcccgagaa caactacaag accaccccce
agcttcttcec tgtacageaa getgacegtg gacaagagea
ttcagetget ccgtgatgea cgaggecctg cacaatcact

ctgtcecectg geaag

<210> 106
<211> 445
<212> PRT

Q1> ATFF)
<220>

223> AJEIbILEE )

<400> 106

atgagctgac caagaaccag
acatcgeegt ggagtgggag
ctgtgetgga cagegatgece
gatggcagea gggcaacgtg
acacccagaa gagectgage

Gln Val Gln Leu Vgl Gln Ser Gly Ala Géu Val Lys Lys Pro G%y Ser

1
Ser Val Lys ggl Ser Cys Lys Ala Ser Gly Tyr Thr Phe ghr Asp Tyr

Tyr Met %gs Trp Val Arg Gln ﬁéa Pro Gly Gln Gly Lgu Glu Trp Ile
Gly géu Ile Tyr Pro Asn égn Gly Gly Ile Thr

%gs Gly Arg Ala
Met Glu Leu Ser
Ala Asn Gly ¥5r
Val Ser Seg Ala
Ser Ser Lys Ser
130
Lys Asp Tyr Phe
145
Leu Thr Ser Gly
Leu Tyr Ser Len
180
Thr Gln Thr Tyr
195
Val Asp Lys Lys
210
Pro Pro Cys Pro
225
Phe Pro Pro Lys
Val Thr Cys Val
260
Phe Asn Trp Tyr
275
Pro Arg Glu Glu
290
Thr Val Leu His
305
Val Ser Asn Lys
Ala Lys Gly Gln
340
Arg Asp Glu Leu
355
Gly Phe Tyr Pro
370
Pro Glu Asn Asn
385
Ser Phe Phe Leu

Gln Gly Asn Val
420

Thr Leu Thr
70
Ser Leu Arg
85
Glu Phe Val
Ser Thr Lys
Thr Ser Gly
135
Pro Glu Pro
150
Val His Thr
165
Ser Ser Val
Ile Cys Asn
Val Glu Pro
215
Ala Pro Glu
230
Pro Lys Asp
245
Val Val Asp
Val Asp Gly
Gln Tyr Asn
295
Gin Asp Trp
310
Ala Leu Pro
325
Pro Arg Glu
Thr Lys Asn
Ser Asp Ile
375
Tyr Lys Thr
350
Tyr Ser Lys
405
Phe Ser Cys

Val Asp Lys ?gr
Ser Glu Asp Thr
90
Tyr Trp Gly Gln
105

Gly Pro Ser Val
120
Gly Thr Ala Ala

Val Thr Val Ser
155

Phe Pro Ala Val
170
Val Thr Val Pro
185
Val Asn His Lys
200

Lys Ser Cys Asp

Leu Leu Gly Gly
235

Thr Leu Met Ile

250
Val Ser His Glu
265

Val Glu Val His

280

Ser Thr Tyr Arg

Leu Asn Gly Lys
315
Ala Pro Ile Glu
330
Pro Gln Val Tyr
345
Gln Val Ser Leu
360
Ala Val Glu Trp
Thr Pro Pro Val
395
Leu Thr Val Asp
41

Ser Val Met His
425

gar Asn Gln Lys Phe
Thr Ser Thr Ala gﬁr
Ala Val Tyr ggr»Cys
Gly Thr %?3 Val Thr
Phe Pro Leu Ala Pro
125
%eu Gly Cys Leu Val
Trp Asn Ser Gly Aég
Leu Gln Ser Seg Gly
Ser Ser Ser Leu Gly
Pro Ser Asn Thr Lys
205
Lys Thr His Thr Cys
220
Pro Ser Val Phe Leu
240
Ser Arg Thr Pro Glu
255
Asp Pro Glu Val Lys
270
Asn Ala Lys Thr Lys
285
Val Val Ser Val Leu
300
Glu Tyr Lys Cys Lys
. 320
Lys Thr Ile Ser Lys
335
Thr Leu Pro Pro Ser
350
Thr Cys Leu Val Lys
365 .
GIu Ser Asn Gly Gln
Leu Asp Ser Asp G 0
Lys Ser Arg Trp Gln
415

Glu Ala Leu His Asn
430

His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys
435 - 440 445

<210> 107
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i0gizaais

211> 1335
<212> DNA

Q213> ALFE7)

<220>
223> AFEILigd 57
<400> 107

caggtgcage tggtgecagag cggegeegaa gtgaagaage ccggetccag cgtgaaggtg
agctgcaagg ctageggeta caccttcace gactactaca tgaagtgggt gaggceaggce
cccggecagg gactgpagtg gataggegag atctacccca acaacggggg catcacctac
aaccagaagt tcaagggcag ggcgaccctc accgtcgaca aaagcaccag caccgectac
atggaactga gcagcclgag gagcgaggac accgeecgtgt actactgege caacggetac
gagttcgtgt -attggggcca gggeacacta gtgaccgtgt ccagegecag caccaaggge
cceagegtgt tceeccectgge ccccageage aagagecacca geggcggeac ageccgeectg
ggetgectgg tgaaggacta cttccccgaa ccggtgaccg tgtcctggaa cageggagec
ctgaccageg gegtgeacac cttcccegee gtgetgeaga geageggect gtacagectg
agcagegtgg tgaccgtgee cagecagceage ctgggeacce agacctacat ctgtaacgtg
aaccacaagc ccagcaacac caaggtggac aagaaggtgg agcccaagag ctgtgacaag
acccacacct geceeceetg cectgeecee gagetgetgg gaggecccag cgtgtteetg
ttccceecca agectaagga caccetgatg atcagcagaa cccccgaggt gacctgtgtg
gtggtggatg tgageccacga ggaccctgag gtgaagttca actggtacgt ggacggegtg
gaggtgeaca atgccaagac caagcccagg gaggagcagt acaacagceac ctaccgggtg
gtgteegtge tgaccgtget geaccaggat tggetgaacg geaaggagta caagtgtaag
gtgtccaaca aggeectgee tgeccecctatc gagaaaacca tcageaagge caagggecag
cccagagage cccaggtgta caccctgece cctagcagag atgagctgac caagaaccag
gtgtccetga cctgeetggt gaagggette taccccageg acatcgecgt ggagtgggag
agcaacggee ageccgagaa caactacaag accacceccce ctgtgetgga cagegatgge
agcttcttcc tgtacagecaa getgaccgtg gacaagagea gatggcagea gggeaacgtg
ttcagctget ccgtgatgea cgaggecctg cacaatcact acacccagaa gagectgage

ctgtccectg geaag

<210> 108
211> 445
<212> PRT
Q13> AT /%)

<220>
<223> AFEICILEE 5 7

<400> 108
G%n Val Gln Leu Vgl Gln Ser Gly Ala ?éu Val Lys Lys Pro ?éy Ser

Ser Val Lys Xgl Ser Cys Lys Ala Sgr Gly Tyr Thr Phe Thr Asp Tyr
2 30

Tyr Met %§s Trp Val Arg Gln ﬁéa Pro Gly Gln Gly %gu Glu Trp Met

Gly Glu Ile Tyr Pro Asn égn Gly Gly Ile Thr g%r Asn Gln Lys Phe

50
Lys Gly Arg Val Thr Ile Thr Ala Asp Lys Ser Thr Ser Thr Ala Tyr
65 70 75 . 80
Met Glu Leu Ser ggr Leu Arg Ser Glu é(s)p Thr Ala Val Tyr Tyr Cys

95
Ala Asp Gly Tyr Glu Phe Val Tyr Trp Gly Gln Gly Thr Leu Val Thr
100 105 110

Val Ser fgg Ala Ser Thr Lys ?%g Pro Ser Val Phe ?;g Leu Ala Pro
Ser Ser Lys Ser Thr Ser Gly Gly Thr Ala Ala Leu Gly Cys Leu Val
130 135 140
Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser Trp Asn Ser Gly Ala
145 150 155 160
Leu Thr Ser Gly Val His Thr Phe Pro Ala Val Leu Gln Ser Ser Gly
165 170 175
Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro Ser Ser Ser Leu Gly
180 185 190
Thr Gln Thr Tyr Ile Cys Asn Val Asn His Lys Pro Ser Asn Thr Lys
195 200 205
Val Asp Lys Lys Val Glu Pro Lys Ser Cys Asp Lys Thr His Thr Cys
210 215 220
Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly Pro Ser Val Phe Leu
225 230 235 240
Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu
245 - 250 255
Val Thr Cys Val Val Val Asp Val Ser His Glu Asp Pro.Glu Val Lys
260 265 270

5 43 H(FIIR)
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Phe Asn Trg Tyr Val Asp Gly ggé Glu Val His Asn gég Lys Thr Lys
Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg Val Val Ser Val Leu
290 295 300

Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys
305 310 315 320
Val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr Ile Ser Lys
325 330 335
Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro Pro Ser
340 345 350

Arg Asp Glu Leu Thr Lys Asn G]n Val Ser Leu Thr ng Leu Val Lys

Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn Gly Gln
370 375 380

Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp Ser ‘Asp Gly

390 395 400

385
Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg Trp Gln
405 410 415

Gln Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala Leu His Asn
420 425 430

His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys
435 440 445

<210> 109
11> 1335
<212> DNA
Q13> ATLF 7

<220>
<223> NIBALILEE A 7

<400> 109

caggtgcage tggtgeagag
agctgcaagg ctageggeta
cceggeeagg gactggagtg
aaccagaagt tcaagggcag
atggaactga gcagecctgag
gagttcgtgt attggggeca
cccagegtgt tccceectgge
ggctgectgg tgaaggacta
ctgaccageg gegtgeacac
agcagegtgg tgaccgtgece
aaccacaagec ccagcaacac
acccacacct geecceeetg
ttcceceeca agectaagga
gtggtggatg tgagccacga
gaggtgecaca atgccaagac
gtgtcegtge tgacecgtget
gtgtccaaca aggecctgee
cccagagagec cccaggtgta
gtgtccectga cctgeetggt
agcaacggec ageccgagaa
agcttcttce tgtacagcaa
ttcagctget ccgtgatgea
ctgtccecetg geaag

<210> 110
211> 445

<212> PRT
Q13> ATF7

20>
Q23> AFEALIEE A B
<400> 110

cggegeegaa
caccttcacc
gatgggegag
ggtgaccatc
gagcgaggac
gggcacacta
ceccageage
cttcceegaa
cttceecegee
cagcagcagce
caaggtggac
ceectgeececce
caccctgatg
ggaccctgag
caagcccagg
gcaccaggat
tgeeectate
caccctgece
gaagggcttc
caactacaag
gctgaccgtg
cgaggeeetg

gtgaagaagc ccggetccag
gactactaca tgaagtgggt
atctacccca acaacgggeg
accgeegaca aaagcaccag
accgeegtgt actactgege
gtgaccgtgt ccagcgecag
aagagcacca gecggeggeac
ccggtgaceg tgtcctggaa
gtgctgeaga geageggect
ctgggcaccc agacctacat
aagaaggtgg ageccaagag
gagctgetgg gaggeecceag
afcagcagaa cccccgagst
gtgaagtica actggtacgt
gaggagcagt acaacagcac
tggctgaacg gcaaggagta
gagaaaacca tcagcaaggc
cctagcagag atgagcetgac
taccccageg acatcgecegt
accaccceec ctgtgetgga
gacaagagca gatggeagea
cacaatcact acacccagaa

cgtgaaggtg
gaggeaggcc
catcacctac
caccgectac
cgacggetac
caccaagggc
ageecgeectg
cagcggagce
gtacagcctg
ctgtaacgtg
ctgtegacaag
cgtgttectg
gacctgtgtg
ggacggegtg
ctaccggstg
caagtgtaag
caagggcecag
caagaaccag
ggagtgggag
cagegatgge
gggcaacgtg
gagceetgage

Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ser
Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asp Tyr
Tyr Met %gs %gp Val Arg Gln ﬁéa %Eo Gly Gln Gly %gu g?u Trp Ile
Gly géu_lle Tyr Pro Asn é;n Gly Gly Ile Thr E%r Asn Gln Lys Phe
Lys Gly Arg Ala Thr Leu Thr Val Asp Lys Ser Thr Ser Thr Ala Tyr

5 44 H(FFFIR)
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65

Ala Asn Gly Tyr

100

Val Ser Ser Ala
115

Ser Ser Lys Ser

130

Lys Asp Tyr Phe
145 :

Leu Thr Ser Gly

70 75
Met Glu Leu Ser ggr Leu Arg Ser Glu Agp Thr Ala Val

9
Glu Phe Asp Tyr Tép Gly Gln Gly Thr
105

Ser
Thr
Pro

Val
165

Thr Lys ?5% Pro Ser Val Phe Pro

125
Ser Gly Gly Thr Ala Ala Leu Gly
135 140
Glu Pro Val Thr Val Ser Trp Asn
150 155
His Thr Phe Pro A%S Val Leu Gln
1

Leu Tyr Ser Leu Ser Ser Val Val ?gg Val Pro Ser Ser

180

Thr Gln Thr Tyr
195
Val Asp Lys Lys
210

Pro Pro Cys Pro
225
Phe Pro Pro Lys

Val Thr Cys Val

260

Phe Asn Trp Tyr
275

Pro Arg Glu Glu
290

Ile
Val
Ala
Pro
245

Val
Gln

Cys Asn Val Asn His Lys Pro Ser
200 205
Glu Pro Lys Ser Cys Asp Lys Thr
215 220
Pro Glu Leu Leu Gly Gly Pro Ser
230 235
Lys Asp Thr Leu ggé Ile Ser Arg

Val Val Asp Val Ser His Glu Asp Pro

265
Asp Gly Val Glu Val His Asn Ala
280 285
Tyr Asn Ser Thr Tyr Arg Val Val
295 300

80
Tyr Tyr Cys
95

Leu Val Thr
110 :
Leu Ala Pro
Cys Leu Val

Ser Gly Ala
160
Ser Ser Gly
175
Ser Leu Gly
190

Asn Thr Lys
His Thr Cys
Val Phe Leu
240
Thr Pro Glu
255
Glu Val Lys
270
Lys Thr Lys

Ser Val Leu

Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys
305 310 315 320

Val Ser Asn Lys gég Leu Pro Ala Pro %%8 Glu Lys Thr Ile
Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr Thr Leu Pro
340 345 350

Arg Asp Glu Leu Thr Lys Asn Gln Val Ser Len Thr Cys Leu
355 360 365
Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu Ser Asn
370 375 380

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

385 390 305

Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser Arg
405 410

Gln Gly Asn-Val Phe Ser Cys Ser Val Met His Glu Ala Leu
420 425 430

His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys
435 440

<210> 111
<211> 1335
<212> DNA

Q13> AT R3]

<220>
223> AFEIbHLEE A7)

<400> 111

caggtgcage
agctgcaagg
cceggeeagg
aaccagaagt
atggaactga
gagttcgact
cccagegtgt
ggetgeetgg
ctgaccageg
agcagcegtgg
aaccacaage
acccacacct
ttcceeececa
gtggtggatg
gaggtgeaca
gtgteegtge
gtgtccaaca

C207578SEQA.pdf

06128318

tggtgcagag
ctagcggeta
gactgpagtg
tcaagggcag
gcagectgag
attggggcca
tcceectgge
tgaaggacta
gecgtgeacac
tgaccgtgee
ccagcaacac
geeeeeecetg
agcctaagga
tgagccacga
atgccaagac
tgaccgtgct
aggcectgee

cggegecegaa
caccttcacc
gataggcgag
ggcgacccte
gagcgaggac
gggcacacta
ccccageage
cttceecgaa
ctteceecgee
cagcagcage
caaggtggac
cecetgececee
caccctgatg
ggaccctgag
caagcccagg
gcaccaggat
tgceectate

gtgaagaage
gactactaca
atctacccca
accgtegaca
accgeegtgt
gtgaccgtgt
dagagcacca
ceggtgaceg
gtgctgcaga
ctgggcacce
aagaaggtgg
gagctgetgg
atcagcagaa
gtgaagttca
gaggagcagt
tggetgaacg
gagaaaacca

445

ccggctecag
tgaagtgggt
acaacggggg
aaagecaccag
actactgecgce
ccagcgecag
geggeggeac
tgtcctggaa
gcageggect
agacctacat
ageccaagag
gaggccecag
cceecgaggt
actggtacgt
acaacagcac
gcaaggagta
tcagcaagge

45 RUFFIR)

Ser Lys
335
Pro Ser

Val Lys
Gly Gln

Asp Gly

400
Trp Gln
415

His Asn

cgtgaaggty 60

gaggcaggee 120
catcacctac 180
caccgectac 240
caacggctac 300
caccaagggc 360
agccgeectg 420
cagcggagee 480
gtacagcctg 540
ctgtaacgtg 600
ctgtgacaag 660
cgtgtteetg 720
gacctgtgtg 780
ggacggegtg 840
ctaccgggtg 900
caagtgtaag 960
caagggccag 1020

1G62046171~0



1644924

108128218

cccagagage cccaggtgta
gtgtccetga cctgectggt
agcaacggcec agccecgagaa:
agcttcttce tgtacagcaa
ttcagctget ccgtgatgea
ctgtcecectg geaag

<210> 112
211> 214

<212> PRT
Q13> AL A7)

<220>
Q23> AFEALILEE A3
<400> 112

caccctgece cctageagag
gaagggcttc taccccageg
caactacaag accaccccce
gctgaccgtg gacaagagcea
cgaggeectg cacaatcact

atgagctgac caagaaccag 1080
acatcgecgt ggagtgggag 1140
ctgtgctgga cagegatgge 1200
gatggcagca gggcaacgtg 1260
acacccagaa gagecctgage %%%2

Asp Ile Gln Met Tgr Gln Ser Pro Ser Sgr Leu Ser Ala Ser Ygl Gly
Asp ‘Arg Val Tgr Ile Thr Cys Ser Ala Ser Gln Gly Ile Sgr Asn Tyr

Leu Asn ggp Tyr Gln Gln Lys P60 Gly Lys Ala Pro Lys Leu Leu Ile

Tyr g%r Thr Ser Ser Leu ggs Ser Gly Val Pro
Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile
65 . 70 75
Glu Asp Phe Ala g%r Tyr Tyr Cys Gln gén Tyr
Thr Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys
100 105
Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu
115 120
Thr Ala Ser Val Val Cys %gg Leu Asn Asn Phe

130

Ly; Val Gin Trp Lys Ygé Asp Asn Ala Leu Gég
Glu Ser Val Thr Glu Gln Asp Ser Lys zi‘g}g Ser
Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu
180 185
Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser
195 200

9
Phe Asn Arg Gly Glu Cys
210

<210> 113
11> 642
<212> DNA
Q1> AL 7]

220>
223> AFEILIEE 7]

<400> 113

gacatccaga tgacccagag
atcacctgca gegectecca
ggcaaggece ctaagetget
aggttcteeg gecageggeag
gaggacttcg ccacctacta
ggcaccaaac tggagatcaa
agcgatgagec agctgaagag
cccecgggagg ccaaggtgcea
gagagegtga ccgageagga
ctgagecaagg ccgactacga
ctgtccagee ccgtgaccaa

<210> 114
<211> 214
<212> PRT
Q13> ATE %)

<220>

<223> AFEALHLEE R F)

C207578SEQA.pdf

cccetcaage ctgagegeca
gggcatcage aactacctga
gatctactac accagcagece
cggaaccgac ttcaccctga
ctgcecageag tacagcaagce
gegtacggtg geegeeceeca
cggcaccgee agegtggtgt
gtggaaggtg gacaatgece
cagcaaggac tccacctaca
gaagcacaag gtgtacgect
gagcttcaac cggggcgagt

45
Ser Arg Phe Ser Gly
60
Ser Ser Leu Gln Eéo
Ser Lys Leu ggo Trp
Arg Thr Val Ala Ala
110

Gln Leu Lys Ser Gly
125
Tyr Pro Arg Glu Ala
140
Ser Gly Asn Ser Gln
160

Thr Tyr Ser Leu Ser
- 175
Lys His Lys Val Tyr
190

Pro Val Thr Lys Ser
205

gegtgggcga cagggtgact 60

actggtacca gcagaageec 120
tgeacagege cgtgcccage 180
ccattagcag cctccagece 240
tgccctggac ctteggecag 300
gegtgttcat cttcceccee 360
gtctgetgaa caacttctac 420
tgcagagcge caacagecag 480
gectgageag caccetgace 540
gtgaggtgac ccaccaggge 600
gc 642

% 46 H(FFIR)
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<400> 114
Asp Ile Gln Met Tgr Gln Ser Pro Ser Ser Leu

Asp Arg Val ggr Ile Thr Cys Ser Ala Ser Gln
Leu Asn ggp Tyr Gln Gln Lys Pro Gly Lys Ala
Tyr g%r Thr Ser Ser Leu gés Ser Gly Val Pro
Ser Gly Ser Gly Thr Asp Tyr Thr Leu Thr Ile
65 70 75
Glu Asp Phe Ala ggr Tyr Tyr Cys Gln gén Tyr

Thr Phe Gly ?ég Gly Thr Lys Leu Glu Ile Lys
Pro Ser Vaé Phe Ile Phe Pro Prg Ser Asp Glu
11
Thr Aég Ser Val Val Cys %gg Leu Asn Asn Phe
1
Lys Val Gln Trp Lys VaI Asp Asn Ala Leu Gln
145 150 155
Glu Ser Val Thr Gég Gln Asp Ser Lys ?38 Ser
Ser Thr Leu Thr Leu Ser Lys Ala Agg Tyr Glu
1

Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser
195 200
Phe Asn Arg Gly Glu Cys
210

<210> 115
<211> 642
<212> DNA

Q213> ALFFH]

<220>
<223> AFEILHLEE A7)

- <400> 115

gacatccaga tgacccagag cccctcaage ctgagegeea
atcacctgca gcgectecca gggeatcage aactacctga
ggcaaggcee ctaagetget gatctactac accageagee
aggtictccg gecageggeag cggaaccgac tacaccetga
gaggacticg ccacctacta ctgccagecag tacagcaage
ggcaccaaac tggagatcaa gegtacggtg gecegeceeca
agcgatgage .agctgaagag cggeaccgec agegtggtet
cccegggagg ccaaggigea gtggaaggtg gacaatgece
gagagcglga ccgagcagga cagcaaggac tccacctaca
ctgagcaagg ccgactacga gaagcacaag gtgtacgect
ctgtccagee ccgtgaccaa gagettcaac cggggegagt

10> 116
211> 118
<212> PRT
Q13> MER

<400> 116
Glu Val Gln Leu G%n Gln Ser Gly Pro Ygl Leu

1
Ser Val Lys ggt Ser Cys Glu Ala ggr Gly Tyr
Tyr Met %;n Trp Val Lys Gln igr His Gly Lys
Gly Val Ile Asn Pro Tyr égn Gly Gly Thr Asp
50
Lys Gly Lys Ala Thr Leu Thr. Val Asp Lys Ser
65 70 75
Met Glu Leu Asn ggr Leu Thr Ser Glu égp Ser
Ala Arg Ser Val Tyr Asp Tyr Pro Phe Asp Tyr
100 105
Leu Val Thg Val Ser Ser
11

Ser Ala Ser Ygl Gly
Gly Ile Ser Asn Tyr
30
Pro kgs Leu Leu Ile
ggr Arg Phe Ser Gly
Ser Ser Leu Gln gso
Ser Lys Leu Pro Trp

95

Arg Thr Val Ala Ala
110
Gln Leu Lys Ser Gly
125
Tyr Pro Arg Glu Ala
140
Ser Gly Asn Ser Gln
160
Thr Tyr Ser Leu Ser
175
Lys His Lys Val Tyr
190

Pro Val Thr Lys Ser
205

gcgtgggcga cagggtgact 60

actggtacca gcagaagcce 120
tgcacagegg cgtgcccage 180
ccattagcag cctccagece 240
tgeeetggac ctteggecag 300
gegtgtteat cttececccee 360
gtctgetgaa caacttctac 420
tgcagagegg caacagecag 480
gcetgageag caccctgace 540
gtgaggtgac ccaccaggge 600
gc 642

Val Lys Pro Gly Ala
Thr Phe ggr igp Tyr
Thr Egu Glu Trp Ile
Tyr Asn Gln Lys Phe
ggr Ser Thr Ala Tyr
Ala Val Tyr ggr ggs
Trp Gly ?%8 Gly Thr

5 471 H(FFIR)
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<210> 117
211> 354
<212> DNA

Q1B MER

<400> 117

gaggtgeage
agctgecgaag
cacggcaaga
aaccagaagt
atggaactga
tacgactacc

<210> 118
<211> 448
<212> PRT

tgcagcagag
ccageggeta
ccctggagte
tcaagggcaa
acagccteac
ccttcgacta

cggeeeegtg
caccttcacc
gatcggegtg
ggecactctg
ctctgaggac
ctgggpccag

ctggtgaage
gactactaca
atcaacccct
accgtggaca
agcgeegtet
ggcacactag

ctggageceag
tgaactgggt
acaacgggeg
agagctccag
attactgegce
tgaccgtgte

cgtgaaaatg 60
gaagcagage 120
caccgactac 180
caccgeectac 240
caggagegtg 300
cagce 354

Q13> AT R 3

<220>
Q23> HAETEFF

<400> 118

G}u Val Gln Leu G%n Gln Ser Gly Pro Ygl

Ser_Val Lys
Tyr Met Asn
35
Gly Val Ile
50
Lys Gly Lys
65
Met Glu Leu
Ala Arg Ser
Leu Val Thr
115
Leu Ala Pro
130
Cys Leu Val
145
Ser Gly Ala
Ser Ser Gly
Ser Leu Gly
195
Asn Thr Lys
210
His Thr Cys
225
Val Phe Leu
Thr Pro Glu
Glu Val Lys
275
Lys Thr Lys
290
Ser Val Leu
305
Lys Cys Lys
Ile Ser Lys
Pro Pro Ser
355
Leu Val Lys
370

Asn Gly Gln
385

C207578SEQA.pdf

IOBL2E2LS

Met Ser
20
Trp Val

Asn Pro
Ala Thr
Asn Ser
85
Val Tyr
100
Val Ser
Ser Ser
Lys Asp
Leu Thr
165
Leu Tyr
180
Thr Gln
Val Asp
Pro Pro
Phe Prg
Val Thr
260
Phe Asn
Pro Arg
Thr Val
Val Ser
325
Ala Lys
340
Arg Asp
Gly Phe

Pro Glu

39
Set Asp Gly Ser Egg Phe Leu Tyr

Cys Glu Ala ggr Gly

Lys Gln Ser His Gly
40

Tyr é§n Gly Gly Thr

%gu Thr Val Asp Lys

Leu Thr Ser Glu égp

Asp Tyr Pro Phe Asp

105

Ser Ala Ser Thr Lys

120

Lys Ser Thr Ser Gly
135
Tyr Phe Pro Glu Pro

150
Ser Gly Val His Thr
170

Ser Leu Ser Ser Val
185
Thr Tyr Ile Cys Asn
200
Lys Lys Val Glu Pro
215
C¥a Pro Ala Pro Glu

Pro Lys Pro Lys Asp
250
Cys Val Val Val Asp
265
Trp Tyr Val Asp Gly
280

Glu Glu Gln Tyr Asn
295

Leu His Gln Asp Trp

310

Asn Lys Ala Leu Pro
330

Gly Gln Pro Arg Glu

345
Glu Leu Thr Lys Asn
360
Tyr Pro Ser Asp Ile
375

ASB Asn Tyr Lys Thr

Leu
Tyr
Lys
Asp
Ser
75

Ser
Tyr
Gly
Gly
Val
155
Phe
Val
Val
Lys
Leu
235
Thr
Val
Val
Ser
Leu
315
Ala
Pro
Gln
Ala

Thr

395
Ser Lys Leu Thr Val Asp Lys Ser
410 415

Val Lys Pro ?gy Ala
Thr Phe ggr Asp Tyr
Thr %gu Glu Trp Ile
ggr Asn Gln Lys Phe
Ser Ser Thr Ala Tyr
80
Ala Val Tyr ggr Cys
Trp Gly Gln Gly Thr
110
Pro Ser Val Phe Pro
125
Thr Ala Ala Leu Gly
140
Thr Val Ser Trp Asn
160
Pro Ala Val Leu Gin
175
Thr Val Pro Ser Ser
190
Asn His Lys Pro Ser
205
Ser Cys Asp Lys Thr
220
Leu Gly Gly Pro Ser
240
Leu Met Ile Ser Arg
255
Ser His Glu Asp Pro
270
Glu Val His Asn Ala
285
Thr Tyr Arg Val Val
300
Asn Gly Lys Glu Tyr
320
Pro Ile Glu Lys Thr
335
Gln Val Tyr Thr Leu
350
Val Ser Leu Thr Cys
365
Val Glu Trp Glu Ser
380

Pro Pro Val Leu Asp
400

% 48 H(FFIR)
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Arg Trp Gln Gln Gly Asn Val Phe Seg Cys Ser Val Met gxs Glu Ala
Leu His 2;2 H1s Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys

<210> 119
<211> 1344
<212> DNA

QL3> AZFF

<220>
<223> #%

<400> 119
gaggtgcage
agctgcgaag
cacggcaaga
aaccagaagt
atggaactga
tacgactacc
accaagggec
geegeeetgg
agcggagecce

-tacagectga

tgtaacgtga
tgtgacaaga
gtgttectgt
acctgtgtgg
gacggegtgg
taccgggtgg
aagtgtaagg
aagggcecage
aagaaccagg
gagtgggaga
agcgatggea
ggcaacgtgt
agcctgagee

<210> 120
211> 111
<212> PRT

CEIR Vel

tgcagcagag
ccagcggcta
ccetggagtg
tcaagggcaa
acagcctcac
ccttegacta
ccagegtgtt
getgcctggt
tgaccagegg
gecagegtggt
accacaagcc
cccacacctg
tcececccaa
tggtggatgt
aggtgcacaa
tgtecgtget
tgtccaacaa
ccagagagce
tgteectgac
gcaacggeca
getictteet
tcagctgcic
tgteeectgg

Q13> NRE

<400> 120

440

cggceecgtg
caccttcacc
gatcggegtg
ggccactcetg
ctctgaggac
ctggggccag
cececetggee
gaaggactac
cgtgcacacc
gaccgtgecece
cagcaacacc
ccceecectge
gcctaaggac
gagccacgag
tgccaagacc
gaccgtgetg
ggcecetgect
ccaggtgtac
ctgeetggtg
gececgagaac
gtacagcaag
cgtgatgcac
caag

ctggtgaagce
gactactaca
atcaacccct
accgtggaca
agcgcegtct
ggcacactag
ccecagcagea
ttccecgaac
ticcecgeeg
agecagcagcce
aaggtggaca
cctgceeceg
accctgatga
gaccctgagg
aagcccaggg
caccaggatt
gcceectatceg
accctgeecce
aagggettct
aactacaaga
ctgaccgtgg
gaggccctge

Aip Ile Val Leu Tgr Gln Ser Pro_Ala §8r Leu
Gln Arg Ala ggr Ile Ser Cys Arg ééa Ser Glu
Gly Thr ggs Leu Met His Trp Z%r Gln Gln Lys
Lys %Su Leu Ile Tyr Ala ééa Ser Asn Leu Glu ggr Gly Val Pro Ala
Arg Phe Ser Gly Ser Gly Ser Glu Thr Asp Phe
65 70 75

Pro Val Glu Glu géu Asp Ala Ala Thr g%r Phe
Glu Asp Pro Arg Thr Phe Gly Gly Gly Thr Lys

100 105

<210> 121
211> 336
<212> DNA
<213> /s

<400> 121

gacatcgtcc
atcagctgea
cagcagaage
ggegtgeeeg
cccgtggagg
accttcggcg

<210> 122

C207578SEQA.pdf

106128318

ES-)

tgacccagag
gggeetetga
cecggecagec
ctaggttcag
aggaagacgc
ggggcaccaa

cceegecage
gtcegtgage
tcccaagetg
cggaagcgge
cgeceacctac
gctegagatt

B AC101

ctggeegtga

445

ctggagccag cgtgaaaatg
tgaactgggt gaagcagagce
acaacggggg caccgactac
agagctccag caccgectac
attactgege caggagegtg
tgaccgtgte cagcgecage
agagcaccag cggcggcaca
cggtgaccgt gicctggaac
tgctgcagag cageggectg
tgggcaccea gacctacate
agaaggtgga gcccaagage
agetgetggg aggecccage
tcagcagaac cccegaggtg
tgaagttcaa ctggtacgtg
aggagcagta caacagcacc
ggctgaacgg caaggagtac
agaaaaccat cagcaaggcc
ctagcagaga tgagctgacc
accccagega catcgeegtg
ccaccceecec tgtgetggac
acaagagcag atggcagcag
acaatcacta cacccagaag

Ala Val Ser %gu Gly
Ser Val Ser Ile His
30
Pro Gly Gln Pro Pro

45

Thr Leu Asn Ile His

80

Cys GIn Gln Ser Ile
95
Leu Glu Ile Lys
110

gectgggeca gagggecaca

60

120
180
240
300
360
420
480
540
600
660
720 -
780
340
900
960
1020
1080
1140
1200
1260
1320
1344

60

atccacggeca cccacctgat gecactggtat 120
ctgatctacg ccgecageaa cctggagage 180
agcgagaccg acttcaccct gaacatccac 240
agagcatcga ggaccccagg %gg

ttctgccage
aagegt

58 49 H(FFIR)
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211> 237
<212> PRT
QL3> AL

<220>
223> HAREA 7

<400> 122
M?t Gly Trp Ser Cys Ile Ile Leu Phe %gu Val

Val His Ser égp Ile Val Leu Thr Gln Ser Pro
Ser Leu géy Gln Arg Ala Thr Ile Ser Cys Arg
Ser éée His Gly Thr His %gu Met His Trp Tyr
Gln Pro Pro Lys Leu Leu Ile Tyr Ala Ala Ser
65 70 75

Val Pro Ala Arg gge Ser Gly Ser Gly ggr Glu
Asn Ile His Pro Val Glu Glu Glu Asp Ala Ala

100 105
Gln Ser Ile Glu Asp Pro Arg Thr Phe Gly Gly
115 120
Ile Lys Arg Thr Val Ala Ala Pro Ser Val Phe
130 135
Asp Glu Gln Leu Lys Ser Gly Thr Ala Ser Val
145 150 155
Asn Phe Tyr Pro Arg Glu Ala Lys Val Gln Trp
165 170
Leu Gln Ser ?éy Asn Ser Gln Glu Ser Val Thr
Asp Ser ?8; Tyr Ser Leu Ser Ser Thr Leu Thr
Tyr Glu Lys His Lys Val Tyr Ala Cys Glu Val
210 215

Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly
225 230 235

<210> 123
<211> 711
<212> DNA
Q13> AT FF)

<220>
Q23> HATE A7

<400> 123

Ala Thr Ala Thr Gly
Ala Ser L8u Ala Val
Ala zgr Glu Ser Val
gén Gln Lys Pro Gly
Asn Leu Glu Ser géy
Thr Asp Phe ggr Leu
Thr Tyr Phe Cys Gln
110
Gly Thr Lys Leu Glu
125
Ile Phe Pro Pro Ser
140
Val Cys Leu Leu Asn
160
Lys Val Asp Asn Ala
175
Glu Gln Asp Ser Lys
190
Leu Ser Lys Ala Asp
205
Thr His Gln Gly Len
220
Glu Cys

atgggetggt
atcgtcetga
agctgcaggg
cagaagcceeg
gtgceegeta
gtggaggagp

- tteggegges

ttcceececa
aacttctacc

cctgcatcat
cccagagece
cctetgagte
gecagecetce
ggttecagegs
aagacgecge
gcaccaagcet
gcgatgagea
coccgggagge

cctgtttetg
cgccagectg
cgtgageatc
caagctgetg
aagcggeage
cacctacttc
cgagattaag
gctgaagagce
caaggtgcag

gtggccaccg ccaccggegt

gccgtgagee tgggecagag
cacggcaccc acctgatgeca

atctacgecg ccagcaacct

gagaccgact tcaccctgaa
tgccagcaga gecatcgagga
cgtacggtgg ccgececcag
ggecaccgeea gegtggtgtg

tggaaggtgg acaatgcect

geacagegac 60
geccacaate 120
ctggtatcag 180
ggagagegec 240
catccaccce 300
ccccaggace 360
cgtgttcatc 420
tctgetgaac 480
geagagegge 540

aacagccagg agagegtgac cgagcaggac ageaaggact
accctgaccc tgagcaagge cgactacgag aagcacaagg
caccagggce tgtccagece cgtgaccaag agcttcaace

Q10> 124
Q11> 119
<212> PRT
Q13> NER

<400> 124
Glu Val Gln Leu Gln Gln Ser Gly Pro ?éu Leu

1 5
Ser Val Lys %ée Pro Cys Lys Thr ggr Gly Tyr
Ser Ile %gp Trp Val Lys Gln igr His Gly Lys
Gly Asp Ile Asp Pro Asn Tyr Gly Asp Pro Ile

ccacctacag cctgagcage 600
tgtacgectg tgaggtgace 660
711

ggggegagtg ¢

Val Lys Pro ?éy Thr
Ile Phe ggr Asp Tyr
Ser %gu Glu Trp Ile
Tyr Asn His Lys Phe

% 50 H(FFIR)
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50 55 60
Lys Gly Lys Ala Thr Leu Thr Val Asp Arg Ser Ser Ser Thr Ala Tyr
65 70 75 80
Met Glu Leu Arg ggr Leu Thr Ser Glu gsp Thr Ala Val Tyr ggc Cys
Ala Arg Arg Ala Thr Gly Thr Asp Trp Phe Ala Phe Trp Gly Gln Gly
100 105 110

Thr Leu Y?% Thr Val Ser Ser

<210> 125
<211> 357
<212> DNA
213> NE A

<400> 125

gaggtgcage tgeagecagag cggeecccgag ctggtgaaac ceggeaccag cgtgaagate 60

ccctgecaaga cctetggeta catcttcace gactacagea tcgactgggt gaagcagage 120
cacggcaagt ctctggagtg gattggggac atcgacccca actacggega ceccatctac 180
aaccacaagt tcaagggcaa ggccaccctg accgtggaca ggagcageag caccgectac 240
atggaactca ggagectgac cagcgaggac accgeegigt atttttgege caggagggee 300
accggeactg attggttcge cttetgggge cagggeacac tagtgacegt gtecage 357

Q10> 126
Q11> 449
<212> PRT
Q13> ALFEF)

<220>
Q3> B

- <400> 126

G}u Val Gln Leu G;n Gln Ser
Ser Val Lys éée Pro Cys Lys
Ser Ile égp Trp Val Lys Gln

Gly Asp Ile Asp Pro Asn Tyr

50 55
Lys Gly Lys Ala Thr Leu Thr
65 70

Met Glu Leu Arg ggr Leu Thr
Ala Arg Arg Ala Thr Gly Thr
100

Thr Leu Vaé Thr Val Ser Ser
11
Pro Leu Ala Pro Ser Ser Lys
130 135
Gly Cys Leu Val Lys Asp Tyr
145 150
Asn Ser Gly Ala %gg Thr Ser

Gln Ser Ser Gly Leu Tyr Ser

180
Ser Ser %Sg Gly Thr Gln Thr
Ser Asn Thr Lys Val Asp Lys
210 215
Thr His Thr Cys Pro Pro Cys
225 230
Ser Val Phe Leu gzg Pro Pro
Arg Thr Pro Glu Val Thr Cys
260
Pro Glu Val Lys Phe Asn Trp
275

Ala Lys Thr Lys Pro Arg Glu
290 295
Val Ser Val Leu Thr g?é Leu

305
Tyr Lys Cys Lys Val Ser Asn
325

C207578SEQA.pdf

108128318

Gly Pro ?éu Leu Val Lys Pro ?éy Thr

Thr Ser Gly Tyr Ile Phe Thr Asp Tyr
25 30

Ser His Gly Lys Ser Leu Glu Trp Ile

40 45

Gly Asp Pro Ile ggr Asn His Lys Phe

Val Asp Arg ?gr Ser Ser Thr Ala Tyr

Ser Glu égp Thr Ala Val Tyr gge Cys

Asp Trp Phe Ala Phe Trp Gly Gln Gly
105 110

Ala Ser Thr Lys Gly Pro Ser Val Phe

120 125

Ser Thr Ser Gly ?ig Thr Ala Ala Leu

Phe Pro Glu Pro Val Thr Val Ser Trp

155 160

Gly Vval His Thr Phe Pro Ala V%é Leu

Leu Ser Scr Val Val Thr Vgé Pro Ser

Tyr Ile Cys Asn Val Asn His Lys Pro

200 205

Lys Val Glu Pro %56 Ser Cys Asp Lys

Pro Ala Pro Glu Leu Leu Gly Gly Pro

235 240
Lys Pro Lys Asp Thr Leu Met Ile Ser
250 255

Val Val Val Asp Val Ser His Glu Asp
265 270

Tyr Val Asp Gly Val Glu Val His Asn

280 285

Glu Gln Tyr Asn gga Thr Tyr Arg Val

His Gln Asp Trp Leu Asn Gly Lys gég

315
Lys Ala Leu Pro Ala Pro Ile Glu Lys
330 335

%51 H(FFIR)
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106128318

Thr Ile Ser %ZS Ala Lys Gly

Leu Pro ggg Ser Arg Asp Glu

Cys Leu Val Lys Gly Phe Tyr
370 375

Ser Asn Gly Gln Pro Glu Asn

385 390

Asp Ser Asp Gly igg Phe Phe

Ser Arg Trp Gln Gln Gly Asn

420
Ala Leu His Asn His Tyr Thr

435
Lys

<210> 127
<211> 1347
<212> DNA
Q213> ALFF)

<220>
<223> ‘H)’( ) "I‘}L%ﬁ‘ 7']
<400> 127

Gln gzg Arg Glu Pro Gln Val Tyr Thr

360

Leu Thr Lys Asn Gln Xgl Ser Leu Thr

Pro Ser Asp Ile %ég Val Glu Trp Glu

Asn Tyr Lys Thr Thr Pro Pro Val Leu
400

395

Leu Tyr Ser Lys Leu Thr Val Asp Lys.
410 415
Val Phe Ser Cys Ser Val %gé His Glu

425
440

gaggtgcage tgcageagag cggeccegag ctggtgaaac ccggeaceag
ccctgeaaga cctetggeta catcttcacc gactacagea tcgactgggt
cacggcaagt ctctggagtg gattggggac atcgacccca actacggcega
aaccacaagt tcaagggcaa ggccaccctg accgtggaca ggagcageag
atggaactca ggagcctgac cagegaggac accgecgtgt atttttgege
accggcactg attggttege cttetgggge cagggeacac tagtgacegt
agcaccaagg gccccagegt gttceccetg gececcagea gecaagageac
acagccgeee tgggotgect ggtgaaggac tacttccceg aaccggtgac
aacagcggag ccctgaccag cggegtgeac accttccceg cegtgetgea
ctgtacagcc tgagcagegt ggtgaccgtg cccageagea gectgggeac
atctgtaacg tgaaccacaa gcccagcaac accaaggtgg acaagaaggt
agctgtgaca agacccacac ctgeceeece tgeeetgeee cegagetget
agegtgttec tgttcccece caagectaag gacaccctga tgatcageag
gtgacctgtg tggtgptgea tgtgagecac gaggaccctg aggtgaagit
gtggacggecg tggaggtgea caatgccaag accaagecca gggaggagea
acctaccggg tggtgtccgt getgaccgtg ctgecaccagg attggetgaa
tacaagtgta aggtgtccaa caaggcectg cctgeeecta tcgagaaaac
gccaagggee ageccagaga geeccaggtg tacaccetge cecectageag
accaagaacc aggtgtccct gacctgectg gtgaaggget tctaccccag
gtgpagtggg agagcaacgg ccageccgag aacaactaca agaccaccee
gacagcgatg geagettctt cctgtacage aagctgaccg tggacaagag
cagggcaacg tgtteagetg cteegtgatg cacgaggece tgecacaatca
aagagcctga geetgtecece tggeaag

<210> 128
<211> 108
<212> PRT
Q13> MR

<400> 128
Asp Ile Gln Met Tgr GlIn Ser

1
Glu Thr Val ggr Ile Thr Cys
Leu Ala ggp Tyr Gln Gln Lys

Gln Lys Ser Leu Ser %Zg Ser Pro Gly

cgtgaagatc 60
gaagcagage 120
ccccatctac 180
caccgectac 240
caggaggece 300
gtccagegee 360
cagcggcgge 420
cgtgtectgg 480
gagcagegge 540
ccagacctac 600
ggageccaag 660
gggaggeece 720
aacccccgag 780
caactggtac 840
gtacaacagc 900
cggcaaggag 960
catcagcaag 1020
agatgagctg 1080
cgacatcgee 1140
ccetgtgetg 1200
cagatggcag 1260
ctacacccag 1320
1347

Pro Ala §8r Leu Ser Val Ser Ygl Gly

Arg Ala Ser Glu Asn Ile Tyr Asn Asn
25 30

Gln Gly Lys Ser Pro Gln Leu Leu Val

40 45

Tyr géa Ala Thr Ile Leu g;a Asp Gly Val Pro ggr Arg Phe Ser Gly
Ser Leu Lys Ile Asn Ser Leu Gln Ser
75 80
Cys Gln His Phe Trp Gly Thr Pro Leu
- 90 a5

Ser Gly Ser Gly Thr Gln Tyr

65 70

Gly Asp Phe Gly ggr Tyr Tyr

Thr Phe Gly Ala Gly Thr Lys
100

<210> 129
<211> 324

C207578SEQA.pdf

Leu Glu Leu Lys Arg
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<212> DNA
QLB PNER

<400> 129

gacatccaga tgacccagag ccccgetage ctcagegtigt
atcacctgea gggecagega gaacatctac aacaacctgg
ggcaaaagce cccagetget ggtgtacgee gocaccatte
aggttctctg gaagcggcag cggecacccag tacagectga

ggggactteg geacctacta ctgecageac ttetggggea:

ggcaccaage tggagctgaa gegt

<210> 130
Q11> 214
<212> PRT
Q213> ALFF)

<220>

Q23> A FLER 7

<400> 130
Asp Ile Gln Met

1
Glu Thr Val Thr
20
Leu Ala Trp Tyr
35
Tyr Ala Ala Thr
50
Ser Gly Ser Gly
65
Gly Asp Phe Gly

Thr Phe Gly Ala
100

Pro Ser Val Phe

115
Thr Ala Ser Val
130

Lys Val Gln Trp

145

Glu Ser Val Thr

Ser Thr Leu Thr
180
Ala Cys Glu Val
195
Phe Asn Arg Gly
210

<210> 131
<211> 642
<212> DNA
<213> ALF 7|

<220>

T?r Gln Ser Pro Ala Ser Len

Ile Thr
Gln Gln
Ile Leu
Thr Gln
70
Thr Tyr
85
Gly Thr
Ile Phe
Val Cys
Lys Val
150
Glu Gln
165
Leu Ser
Thr His

Glu Cys

223> HAHEA T

<400> 131

gacatccaga tgacccagag
atcacctgca gggecagega
ggcaaaagece cccagetget
aggttctctg gaagcggecag
ggggacttcg gcacctacta
ggcaccaage tggagctgaa
agcgatgage agctgaagag
ccecgggagg ccaaggtgea
gagagecgtga ccgageagga
ctgagcaagg ccgactacga
ctgtccagee ccgtgaccaa

<210> 132
<211> 118
<212> PRT
L13> NE R

C207578SEQA pdf

10
Cys Arg Ala Ser
25

Lys Gln Gly Lys
40

Ala Asp Gly Val
35
Tyr Ser Leu Lys

Tyr Cys Gln gés
Lys Leu Glu Leu
105
Pro Pro Ser Asp
120

Leu Leu Asn Asn
135

Asp Asn Ala Leu

Asp Ser Lys Asp
170
Lys Ala Asp Tyr
185
Gln Gly Leu Ser
200

ccecgetage cteage
gaacatctac aacaac
ggtgtacgee gecace
cggecacccag tacage
ctgccageac
gegtacggtg geegeececea
cggecaccgee
gtggaaggty gacaat
cagcaaggac tccacctaca
gaagcacaag gtgtacgect
gagcttcaac cggggcgagt

Glu
Ser
Pro
Ile
75

Phe
Lys
Glu
Phe
Gln
155
Ser
Glu

Ser

gtgt
ctgg
attc
ctga

ttctggggea

agegtggtat

gcee

ccgteggega gacegtgace 60
cctggtatca gcagaagcag 120
tggccgacgg cgtgcccage 180
agatcaacag cctgcagage 240
ctcecetgac ctteggagee 382

Ser Val Ser Vgl Gly
1
Asn Ile Tyr Asn Asn
30

Pro g%n Leu Leu Val
ggr Arg Phe Ser Gly
Asn Ser Leu Gln Ser

80

Trp Gly Thr ggo Leu
Arg Thr Val Ala Ala
110
Gln Leu Lys Ser Gly

125

Tyr Pro Arg Glu Ala

140

Ser Gly Asn Ser Gln
160

Thr Tyr Ser Leu Ser

175
Lys His Lys Val Tyr
190

Pro Val Thr Lys Ser
205

ccgtcggega gaccgtgace 60

cctggtatca gecagaagcag 120
tggccgacgg cgtgeccage 180
agatcaacag cctgeagage 240
ctcececctgac cttcggagee 300
gegtgttcat cttecececee 360
gtctgctgaa caacttctac 420
tgcagagcgg caacageccag 480
gcectgageag caccetgace 540
gtgaggtgac ccaccaggge 600
ac 642

% 53 H(FFIR)
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<400> 132
Gln Val Gln Leu Gflin Gln Pro Gly Ala (13(1)u Leu Val Lys Pro (1};y Ala

1
Ser Val Lys I?:Su Ser Cys Lys Ala ggr Gly Tyr Thr Phe 'ggr Asn Tyr
Trp Met Iélgs Trp Val Lys Gln Aag Pro Gly Gln Gly I‘igu Glu Trp Ile
Gly §(l)e Ile His Pro Asn Ser Gly Ser Thr Asn T())'r Asn Glu Lys Phe
Lys Ser Lys Ala Thr Leu Thr Val Asp Lys Ser Ser Ser Thr Ala Tyr
65 70 75 80
Met Gln Leu Ser ggr Leu Thr Ser Glu /9\8;) Ser Ala Val Tyr 'ggr Cys
Ala Arg Gly Ile Tyr Asp Tyr Pro Phe Ala Tyr Trp Gly Gln Gly Thr
100 105 110

Leu Val Thr Val Ser Ser
115

<210> 133
<211> 354
<212> DNA
Q13> PNEE

<400> 133

caggtgcage tccageagec cggagecgaa ctggtgaage ccggagecag cgtcaaactg 60
tcctgcaagg ccageggcta caccttcacc aactactgga tgeactgget gaageagagg 120
cccggecagg gectggagtg gatcggeatc atccacccca acagegggag caccaactac 180
aacgagaag! tcaagagcaa ggccaccctg accgtggaca agageageag cactgectac 240
atgcagotga gecagcctgac cagegaggac agcgetgtgt actactgege caggggeate 302

tacgactacc ccttcgecta ttggggccag ggeacactag tgaccgigic cage
10> 134

<211> 448

<212> PRT

Q213> ALK 5]

<220>
Q23> HRAEF P

<400> 134
Gln Val Gln Leu Gln Gln Pro Gly Ala G(l)u Leu Val Lys Pro Gly Ala

Ser Val Lys %(e)u Ser Cys Lys Ala Sgr Gly Tyr Thr Phe Thr Asn Tyr
Trp Met Iélgs Trp Val Lys Gln %g Pro Gly Gln Gly Iigu Glu Trp Ile
Gly %(l)e Ile His Pro Asn ggr Gly Ser Thr Asn ”g%r Asn Glu Lys Phe
Lys Ser Lys Ala Thr Leu Thr Val Asp Lys Ser Ser Ser Thr Ala Tyr
65 70 75 80
Met Gln Leu Ser ggr Leu Thr Ser Glu S.(s)p Ser Ala Val Tyr ggr Cys
Ala Arg Gly Ile Tyr Asp Tyr Pro Phe Ala Tyr Trp Gly Gln Gly Thr
: 100 . 105 110
Leu Val Thg Val Ser Ser Ala Sg(r) Thr Lys Gly Pro ?gg Val Phe Pro
Leu %g Pro Ser Ser Lys Seg Thr Ser Gly Gly Tlda'(r) Ala Ala Leu Gly
Cyg Leu Val Lys Asp Tssré Phe Pro Glu Pro Vg% Thr Val Ser Trp ?23
Ser Gly Ala Leu Thr Ser Gly Val His '{1’;6 Phe Pro Ala Val 11‘%1 Gln
Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro Ser Ser
) 180 185 190
Ser Leu Gly Thr Gln Thr Tyr Ile Cys Asn Val Asn His Lys Pro Ser
195 200 205
Asn Th[r) Lys Val Asp Lys Ii,yg Val Glu Pro Lys Ser Cys Asp Lys Thr
|

220
His Thr Cys Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly Pro Ser
225 230 235 240
Val Phe Leu Phe Pro Pro Lys Pro Lys Agg Thr Leu Met Ile Sgg Arg

245
Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp Pro

58 54 H(FFIR)
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Glu Val Lys

275

Lys Thr Lys
290

305

Lys Cys Lys

Ile Ser Lys

Pro Pro Ser

355
Leu Val Lys
370

385

Ser Asp Gly

Arg Trp Gln

Leu His Asn
435

<210> 135
<211> 1344
<212> DNA

260

265 270
Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala
280 285

Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg Val Val
295 300

Ser Val Leu Thr Val Lfg His Gln Asp Trp %eg Asn Gly Lys Glu gyr

Val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr

325
340

330

Ala Lys Gly Gln Pro Arg Glu Pro
345

Arg Asp Glu Leu %26 Lys Asn Gln
Gly Phe Tyr §§g Ser Asp Ile Ala

Asn Gly Gln Pro Glu %SS Asn Tyr Lys Thr Thr

395

335

Gln Val Tyr Thr Len
350

Val Ser Leu Thr Cys
365

Val Glu Trp Glu Ser

380

Pro Pro Val Leu Asp

400

Ser Phe Phe Leu Tyr Ser Lys Leu Thr Val Asp Lys Ser
410 415

405

Gln Gly Asn Val Phe Ser Cys Ser Val Met His Glu Ala
420 425

430

His Tyr Thr Gln Lys Ser Leu Ser Leu Ser Pro Gly Lys
440 445

Q213> ATLFF)

<220>
<223>

<400> 135
caggtgcage
tcctgecaagg
ccecggecagg
aacgagaagt
atgcagctga
tacgactacc
accaagggcec
gcegecctgg
agcggagece
tacagcctga
tgtaacgtga
tgtgacaaga
gtgttectgt
acctgtgteg
gacggegtgsg
taccgggteg
aagtgtaagg
‘aagggcceage
aagaaccagg
gagtgggaga
agcgatggea
ggcaacgtgt
agectgagee

<210> 136
211> 112
<212> PRT
<213> /s

<400> 136

S HE AT

tccagcagcec
ccagcggceta
gectggagtyg
tcaagagcaa
gcagectgac
ccttcgecta
ccagegtgtt
gectgeetiggt
tgaccagegg
gcagegtggt
accacaagcce
cccacacctg
tcceecccaa
tggtggatgt
aggtgcacaa
tgtecgtget
tgtccaacaa
ccagagagcee
tgtceetgac
gcaacggecea
gcttctteot
tcagetgctce
tgteeectgg

R

cggageegaa
caccttcacc
gatcggeatc
ggccaccctg
cagcgaggac
ttggegccag
cceecctggee
gaaggactac
cgtgeacacc
gaccgtgece
cagcaacacc
cceeeeetge
gcctaaggac
gagccacgag
tgcecaagacce
gaccgtgctg
ggeectgeet
ccaggtgtac
ctgeetpgtg
gceegagaac
gtacagcaag
cgtgatgeac
caag

ctggtgaage
aactactgga
atccacceca
accgtggaca
agegctgtgt
ggcacactag
cccagcagcea
ttcceccgaac
ttceecegeeg
agcagcagce
aaggtggaca
cectgecececg
accctgatga
gaccctgagg
aagecccaggg
caccaggatt
gecectateg
accctgeecec
aagggettct
aactacaaga
ctgaccgtgg
gaggeeetge

ccggagecag
tgecactgggt
acagcgggag
agagcagcag
actactgege
tgaccgtgte
agagcaccag
cggtgaccgt
tgctgcagag
tgggcacccea
agaaggtgga
agctgetggg
tcagcagaac
tgaagttcaa
aggagcagta
ggctgaacgg
agaaaaccat
ctagcagaga
accccagega
ccacceeccee
acaagagcag
acaatcacta

cgtcaaactg 60
gaagcagagg 120
caccaactac 180
cactgcctac 240
caggggcatc 300
cagcgccage 360
cggeggecaca 420
gtcetggaac 480
cagcggeetg 540
gacctacatc 600
gcccaagage 660
aggcecccage 720
cccegaggtg 780
ctggtacgtg 840
caacagcacc 900
caaggagtac 960
cagcaaggec 1020
tgagctgace 1080
catcgecgtg 1140
tgtgetggac 1200
atggcageag 1260
cacccagaag 1320
1344

Asp Ile Val Leu Thr GIn Ser Pro Ala Sgr Leu Ala Val Ser %gu Gly
1
Gln Arg Ala ggr Ile Ser Cys Arg gga Ser Glu Ser Val ggr Ile His
Gly Thr Hgs Leu Met His Trp Tgr Gln Gln Lys Pro Gly Gln Pro Pro
Lys %gu Leu Ile Tyr Ala ééa Ser Asn Leu Glu Ser Gly Val Pro Ala
Arg Phe Ser Gly Ser Gly Ser Glu Thr Asp Phe Thr Leu Asn Ile His
65 70 75 80
Pro Val Glu Glu Glu Asp Ala Ala Thr Tyr Phe Cys Gln Gln Ser Ile

C207578SEQA pdf

106128318

5 55 HUFFIR)

10620461710



1644924

85 90
Glu Asp Pro Tyr Thr Phe Gly Gly Gly Thr Lys
100 105

<210> 137
<211> 336
212> DNA
Q1% MR

<400> 137
gacatcgtgc
atcagctgea
cagcagaage
ggagtgeeeg
ccegtggagg
accttecggeg

<210> 138
<211> 218
<212> PRT

&

tgacccagtc
gggceagega
ccggeceagece
ccaggttcag
aggaggacgc
geggeaccaa

Q213> AR T

<223> TR

<400> 138

tceegetage
gagcgtcage
tcccaagetce
cggcagegec
cgeeacctac
gctggagate

ctggeegtgt
attcacggea
ctgatctacg
tccgagaccg
ttctgccagc
aagegt

ATD Ile Val Leu T?r Gln Ser Pro Ala §8r Leu
Gln Arg Ala Thr Ile Ser Cys Arg Ala Ser Glu
20 25

Lys %Su Leu Ile Tyr Ala g%a Ser Asn Leun Glu
Arg Phe Ser Gly Ser Gly Ser Glu Thr Asp Phe
65 70 75

Pro Val Glu Glu géu Asp Ala Ala Thr g6r Phe
Glu Asp Pro ¥gr Thr Phe Gly Gly Gé§ Thr Lys
Thr Val Alg Ala Pro Ser Val Phe Ile Phe Pro

135

‘Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu

95
Leu Glu Ile Lys Arg
110

ctctgggeca gagggecaca 60

cccacctgat geactggtac 120
ccgecageaa cctggaaage 180
acttcaccct gaacatccac 240
agagcatcga ggacccctac %gg

Ala Val Ser %gu Gly
Ser Val Ser Ile His

Gly Thr ggs Leu Met His Trp T%r Gln Gln Lys Pro gly Gln Pro Pro

Ser Gly Val Pro Ala

Thr Leu Asn Ile 265

Cys Gln Gln ggr Ile

Leu Glu Ile Lys Arg
110

Pro ?gr Asp Glu Gln

5
Leu Asn Asn Phe Tyr
140

Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gin Ser

145 150 155 160

Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser Thr
165 170 175

Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys
1 185 190

80
His Lys Val Tyr Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser Pro
195 200 205
Val Thr Lys Ser Phe Asn é{% Gly Glu Cys

210

<210> 139
211> 654
<212> DNA

Q13> A7)

<220>
223> HAHEA 5

<400> 139
gacatcgtgce
atcagctgea
cagcagaagc
ggagtgececeg
cccgtgpagg
accttcggeg
atcttccece
aacaacttct
ggcaacagce

C207578SEQA pdf

1068128318

tgacccagtc
gggecagega
ccggeceagece
ccaggttcag
aggaggacgce
gcggeaccaa
ccagcgatga
acccceggga
aggagagcgt

tccegetage
gagcgtceage
tcccaagcetce
cggeagegge
cgecacctac
gctggagate
gcagctgaag
ggccaaggtg
gaccgagceag

ctggeegtgt
attcacggca
ctgatctacg
tccgagaccg
ttctgccage
aagcgtacgg
agcggcaccg
cagtggaagg
gacagcaagg

ctctgggeca gagggecaca 60

cccacctgat geactggtac 120
ccgecageaa ccetggaaage 180
acttcaccct gaacatccac 240
agagcatcga ggaccectac 300
tggccgecce cagegtgtte 360
ccagegtggt gtgtetgetg 420
tggacaatge cctgcagage 480
actccaccta cagectgage 540

8 56 H(FF3IR)
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agcaccctga ccctgagecaa ggecgactac gagaagcaca aggtgtacge ctgtgaggtg 600

acccaccagg gectgtccag cccegtgace aagagettca accggggega gtge

10> 140
s
212>

Q3> PNRE

<400> 140

G%u Val Lys Leu Lgu Gln Sef Gly Gly ?éy Leu Val Gln Pro ?éy Gly
Ser Leu Lys %gu Ser Cys Ala Ala ggr Gly Ile Asp Phe ggr Arg Tyr
Trp Met ggr Trp Val Arg Arg ﬁéa Pro Gly Lys Gly kgu Glu Trp Ile
Gly géu Ile Asn Pro Asp égg Ser Thr Ile Asn ggr Ala Pro Ser Leu
Lys Asp Lys Phe Ile Ile Ser Arg Asp Asn Ala
65 70 75

. Leu Gln Met Ser égs Val Arg Ser Glu Sgp Thr
Ala Val Phe Tyr Tyr Asp Tyr Glu Gly Ala Met

100 105

Gly Thr ?ig Val Thr Val Ser Ser

<210> 141
-<211> 360
<212> DNA
Q13> PNF A

<400> 141

gaggtgaage ttctccagte
tcctgtgeag cctcaggaat
ccagggaaag gactagaatg
gcaccatctc taaaggataa
ctgcaaatga gcaaagtgag
tatgattacg agggtgctat

10> 142
Q11> 450
<212> PRT
Q13> AT E 5]

<220>
<223> A7)

<400> 142

120

tggaggtgge ctggtgeage
cgattttagt agatactgga
gattiggagaa attaatccag
attcatcatc tccagagaca
atctgaggac acagcccttt
ggactactgg ggtcaaggaa

Glu Val Lys Leu Lgu Gln Ser Gly Gly ?éy Leu
1
Ser Leu Lys Leu Ser Cys Ala Ala Ser Gly 1le
20 25

Trp Met ggr Trp Val Arg Arg iéa Pro Gly Lys
Gly géu Ile Asn Pro Asp Arg Ser Thr Ile Asn

55

Lys Asp Lys Phe Ile Ile Ser Arg Asp Asn Ala

65 70 75

Leu Gln Met Ser %gs Val Arg Ser Glu gsp Thr

Ala Val Phe Tyr Tyr Asp Tyr Glu Gly Ala Met
100 105

Gly Thr §§g Val Thr Val Ser Ser Ala Lys Thr

120

Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser

130

Leu Gly Cys Leu Val Lys
150

145

135

Trp Asn Ser Gly ?ég Leu Thr Ser Gly Val His

170

Leu Gln Ser ?36 Gly Leu Tyr Ser %gg Ser Ser
Ser Ser Ser Leu Gly Thr Gln Thr Tyr Ile Cys

C207578SEQA.pdf

106128318

140
Asp Tyr Phe Pro ?ég Pro Val Thr Val Ser

Lys Asn Thr Leu ggr

Ala Leu Tyr ggr Cys

Asp Tyr Trp Gly Gin
110

ctggaggatc cctgaaactc 60
tgagttgget tcggeggget 120
ataggagtac aatcaactat 180
acgccaaaaa tacgetgtac 240
attactgtge agttttctac 300
cctcagtcac cgtctecctca 360

Val Gln Pro G%y Gly
1
Asp Phe ggr Arg Tyr
Gly Leu Glu Trp'IIe
45
ggr Ala Pro Ser Leu
Lys Asn Thr Leu g6r
Ala Leu Tyr ggr Cys
Asp Tyr Trp Gly Gln
110
Thr Ala Pro Ser Val
125
Gly Gly Thr Ala Ala
160
Thr Phe Pro Ala Val
175
Val Val Thr Val Pro
190
Asn Val Asn His Lys

5 5T HFFIR)
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195 200

Pro geé Asn Thr Lys Val Aig Lys Lys Val Glu 558 Lys Ser Cys Asp

Lys Thr His Thr Cys Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly

225 230 235 240

Pro Ser Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile
245 250 255

Ser Arg Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu
260 265 270
Asp Pro Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His
275 280 285
295
Val Val Ser Val Leu Thr Val Leu His Gln ésg Trp Leu Asn Gly Lys

305 310
Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro lle Glu
325 330 335

Asn éég Lys Thr Lys Pro Arg Glu Glu Gln Tyr éan Ser Thr Tyr Arg

Lys Thr Ile Ser Lys Ala Lys Gly Gln Pro Arg Glu Pro Gln Val Tyr
340 345 350

Thr Leu Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn Gln Val Ser Leu
355 360 365

Thr Cys Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp

370 : 375 380

Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val

385 390 395 400

Leu Asp Ser Asp gég Ser Phe Phe Leu Eya Ser Lys Leu Thr Xag Asp

Lys Ser Arg 158 Gln Gln Gly Asn Vaé Phe Ser Cys Ser Val Met His

Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Leu Set Leu Ser Pro
435 440 445

Gly Lys
450

210> 143
<211> 1350
<212> DNA
Q1> AT F 7

<220>
223> /\:}m%}? 7|
<400> 143

gaggtgaage ttctccagtc tggaggtggc ctggtgcage ctggaggatc cctgaaacte 60

tcctgtgecag cctcaggaat cgattttagt agatactgga tgagttgegt tcggeggact
ccaggpaaag gactagaatg gattggagaa attaatccag ataggagtac aatcaactiat

gcaccatctc taaaggataa attcatcatc tccagagaca acgecaaaaa tacgetgtac
ctgcaaatga gcaaagtgag atctgaggac acagcccttt attactgtge agttttctac
tatgattacg agggtgctat ggactactgg ggtcaaggaa cctcagtcac cgtctcetea
gccaaaacaa cagcccccag cgtgttccoce ctggcocccca geageaagag caccagegge

120
180
240
300
360
420

ggcacageog ccctgggctg cotggtgaag gactacttce ccgaaccggt gaccgtgtee 480

tggaacagcg gagecetgac cageggegtg cacaccttce cegeegtget geagageage
ggeetgtaca geectgageag cgtggtgace gtgeccagea geagectggg cacccagace
tacatctgta acgtgaacca caagcccage aacaccaagg tggacaagaa ggtggagece
aagagclgtg acaagaccca cacctgeccc ccctgeeetg cceccgaget gotgggaggc
cccagegtgt tcectgttcece ccccaagect aaggacacce tgatgatcag cagaaccece
gaggtgacct gtgtgetggt geatgtgage cacgaggacc ctgaggtgaa gttcaactgg
tacgtggacg gegtggaggt gecacaatgoc aagaccaagc ccagggagga geagtacaac
agcacctacc gggtggtgte cgtgctgace gtgetgeace aggattgget gaacggeaag
gagtacaagt gtaaggtgtc caacaaggcc ctgcectgeee ctatcgagaa aaccatcagce
aaggccaagg gecageccag agagececcag gtgtacacce tgeccectag cagagatgag
ctgaccaaga accaggtgtc cctgacctge ctggtgaagg gettctacce cagegacate
gccgtggagt gggagagcaa CEECcageccce gagaacaact acaagaccac cccccotgtg
ctggacagcg atggcagett cttcetgtac agcaagetga ccgtggacaa gageagatgg
cagcagggea acgtgttcag ctgctcegtg atgeacgagg ccctgeacaa tcactacace

cagaagagcc tgagectgte ccctggeaag

<210> 144
211> 108
212> RT
215 N ER

<400> 144
Asp Ile Val Met Thr Gln Ser Gln Lys Phe Met Ser Thr Ser Val Gly

5 58 H(FFIR)
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540
600
660
720
780
840
900
960
1020
1080
1140
1200
1260
1320
1350
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1 5 10 15
Asp Arg Val ggr Val Thr Cys Lys ééa Ser Gln Asn Val %(s)p Thr Asn
Yal Ala '3ng Tyr Gln Gln Lys i’(r)o Gly Gln Ser Pro Lys Ala Leu Ile
: 45

Tyr §8r Ala Ser Tyr Arg Ege Ser Gly Val Pro 2(5)13 Arg Phe Thr Gly
Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr Ile Ser Asn Val Gln Ser
65 70 - 75 80
Glu Asp Leu Ala ggu Tyr Phe Cys Gln g(l)n Tyr Asn Ser Phe 19’;_'0 Phe
Thr Phe Gly Ser Gly Thr Lys Leu (1?(1)151 Ile Lys Arg

100
<210> 145
211> 324
<212> DNA
Q13> PR A
<400> 145

gacattgtga tgacccagtc tcaaaaattc atgtccacat cagtaggaga cagggtcage 60
gtcacctgea aggecagica gaatgtggat actaatgtag cctggtatca acaaaaacca 120
gggcaatcic ctaaagcact gatttacteg geatcctace ggttcagtgg agtecetgat 180
cgcttcacag geagtggate tgggacagat ttcactctca ccatcagcaa tgtgeagtet 240
gaagacitgg cagagtattt ctgtcagcaa tataacagct ttccattcac gtteggeteg 300
gggacaaagt tggaaataaa acgt . 324

<210> 146
<211> 214
<212> PRT
Q3> ALE 7]

<220>
<223> R APLEE T 7]

<400> 146
ATD Jle Val Met Ttsur Gln Ser Gln Lys ch Met Ser Thr Ser Vgl Gly
1 1

Asp Arg Val ggr Val Thr Cys Lys géa Ser Gln Asn Val é(s)p Thr Asn
Val Ala g‘gp Tyr Gln Gln Lys 1;6(_) Gly Gln Ser Pro %s Ala Leu Ile
Tyr ggr Ala Ser Tyr Arg 157}51& Ser Gly Val Pro lg(s)p Arg Phe Thr Gly

ggr Gly Ser Gly Thr Asp Phe Thr Leu Thr %e Ser Asn Val Gln ggr
Glu Asp Leu Ala Glu Tyr Phe Cys Gln (93111 Tyr Asn Ser Phe ggo Phe

Thr Phe Gly Ser Gly Thr Lys Leu Glu Ile Lys Arg Thr \l/% Ala Ala
Pro Ser Val Phe Ile Phe Pro Prg Ser Asp Glu GIn Il,(ztg Lys Ser Gly
Thr Ala Scr Val Val Cys Leu Leu Asn Asn Phe Tyr Pro Arg Glu Ala
130 : 135 140
Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln Ser Gly Asn Ser Gln
145 150 155 160
Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser Thr Tyr Ser Leu Ser
165 170 175
Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys His Lys Val Tyr
180 185 190

Ala Cys Glu Val Thr His Gln Gly Leu Ser Ser Pro Val Thr Lys Ser
195 200 205
Phe Aig Arg Gly Glu Cys
2

<210> 147
<211> 642
<212> PRT
Q213> AT 57|

<220>
Q23> BB AT

59 H(FIIR)
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<400> 147
Gly Ala Cys Ala Thr Thr Gly Thr Gly 11\(1)a Thr Gly Ala Cys Cgs Cys

1
Ala Gly Thr %s Thr Cys Ala Ala lz\%a Ala Ala Thr Thr %s Ala Thr
Gly Thr C)Sls Cys Ala Cys Ala Zgr Cys Ala Gly Thr Ala Gly Gly Ala
Gly ‘gla Cys Ala Gly Gly Gly Thr Cys Ala Gly gﬂs Gly Thr Cys Ala
Cgs Cys Thr Gly Cys Ala Ala Gly Gly Cys Cys Ala Gly Thr Cys é(l)a
Gly Ala Ala Thr (gly Thr Gly Gly Ala ghr Ala Cys Thr Ala éga Thr
Gly Thr Ala (1}(1)6 Cys Cys Thr Gly (1}(1% Thr Ala Thr Cys ?%8 Ala Cys
Ala Ala .llkig Ala Ala Cys Cys %S Gly Gly Gly Cys A%g Ala Thr Cys
Thr C%f(s) Cys Thr Ala Ala Ala Gly Cys Ala Cys 'I‘hr Gly Ala Thr Thr
ng Ala Cys Thr Cys Gly Gly Cys Ala Thr Cys Cys Thr Ala Cys Cys
Gly Gly Thr Thr Cyg Ala Gly Thr Gly G},y Ala Gly Thr Cys Cys Cys
Thr Gly Ala Thr Cys Gly Cys Thr Thr Cys Ala Cys Ala Gly Gly Cys
180 185 190
Ala Gly '{hr Gly Gly Ala Thr %(s) Thr Gly Gly Gly %(l)g Cys Ala Gly
Ala Th6 Thr Thr Cys Ala Cys Thr Cys Thr Cys gla Cys Cys Ala Thr
21
Cys Ala Gly Cys Ala Ala Thr Gly Thr Gly Cys Ala Gly Thr Cys Thr
225 230 235
Gly Ala Ala Gly Alg Cys Thr Thr Gly Gl% Cys Ala Gly Ala Gly Thr
Ala Thr Thr Thr Cys Thr Gly Thr Cys Ala Gly Cys Ala Ala Thr Ala
260 265 270
Thr Ala Ala Cys Ala Gly Cys Thr Thr Thr Cys Cys Ala Thr Thr Cys
275 280 285
Ala Cys Gly Thr Thr Cys Gly Gly Cys Thr Cys Gly Gly Gly Gly Ala
290 295 300
(33(3;2 Ala Ala Ala Gly Thr Thr Gly Gly Ala 21;51 Ala Thr Ala Ala Ala
Ala Cys Gly Thr Ala Cys Gly Gly Thr Gly Gly Cys Cys Gly Cys Cys
325 330 335
Cys Cys Cys Ala Gly Cys Gly Thr Gly Thr Thr Cys Ala Thr Cys Thr
340 345 350
Thr Cys Cys Cys Cys Cys Cys Cys Ala Gly Cys Gly Ala Thr Gly Ala
355 360 365
Gly Cys Ala Gly Cys Thr Gly Ala Ala Gly Ala Gly Cys Gly Gly Cys
370 375 380
Ala Cys Cys Gly Cys Cys Ala Gly Cys Gly Thr Gly Gly Thr Gly Thr
385 390 395 400
Gly Thr Cys Thr Gly Cys Thr Gly Ala Ala Cys Ala Ala Cys Thr Thr
405 410 415
Cys Thr Ala Cys Cys Cys Cys Cys Gly Gly Gly Ala Gly Gly Cys Cys
420 425 430
Ala Ala Gly Gly Thr Gly Cys Ala Gly Thr Gly Gly Ala Ala Gly Gly
435 440 445
Thr Gly Gly Ala Cys Ala Ala Thr Gly Cys Cys Cys Thr Gly Cys Ala
450 455 460
Gly Ala Gly Cys Gly Gly Cys Ala Ala Cys Ala Gly Cys Cys Ala Gly
465 470 475 480
Gly Ala Gly Ala Gly Cys Gly Thr Gly Ala Cys Cys Gly Ala Gly Cys
485 490 495
Ala Gly Gly Ala Cys Ala Gly Cys Ala Ala Gly Gly Ala Cys Thr Cys
500 505 510
Cys Ala Cys Cys Thr Ala Cys Ala Gly Cys Cys Thr Gly Ala Gly Cys
515 520 525
Ala Gly Cys Ala Cys Cys Cys Thr Gly Ala Cys Cys Cys Thr Gly Ala
530 535 540
Gly Cys Ala Ala Gly Gly Cys Cys Gly Ala Cys Thr Ala Cys Gly Ala
545 550 555 560
Gly Ala Ala Gly Cys Ala Cys Ala Ala GIE/) Gly Thr Gly Thr ls\%a Cys

565
Gly Cys Cys Thr Gly Thr Gly Ala Gly Gly Thr Gly Ala Cys Cys Cys
580 585 590

% 60 H(F5I%)
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Ala Cys Cys Ala Gly Gly Gly Cys Cys Thr Gly Thr Cys Cys Ala Gly
595 ' 600 605
Cys Cys Cys Cys Gly Thr Gly Ala Cys Cys Ala Ala Gly Ala Gly Cys
610 615 _ 620
Thr Thr Cys Ala Ala Cys Cys Gly Gly Gly gég Cys Gly Ala Gly g&a

625 . 630
Gly Cys

<210> 148
<211> 118
<212> PRT
QLI> PNEA

<400> 148

P{o Yal Gln Leu ng Gln Pro Gly Thr Glu Leu Val Arg Pro Géy Thr
1
Ala ggr Gly Tyr Thr Phe ggr Ser Tyr
Trp Met ggs Trp Val Lys Gln ﬁég Pro Gly Gln Gly %gu Glu Trp Ile
Gly ggl Ile Asp Pro Ser Asp Ser Tyr Thr Asn gér Asn Gln Lys. Phe
Val Asp Thr Ser Ser Ser Thr Ala Tyr
75 80
Ser Glu Asp Ser Ala Val Tyr Tyr Cys
90 95
Pro Met Asp Tyr Trp Gly Glg Gly Thr
11

Ser Val Lys %gu Ser Cys Lys

55
%gs Gly Lys Ala Thr Leu Thr

70
Met Gln Leu Ser ggr Leu Thr

Ala Arg Gln Vgl Phe Asp Tyr
100
Ser Val Thr Val Ser Ser
115

<210> 149
<211> 354
<212> DNA
QI NER

<400> 149

ccggtccaac tgcagecagec tgggactgag
tcctgecaagg cttctggeta caccttcace
cctggacaag gecttgagtg gatcggagtg
aatcaaaagt tcaagggcaa ggccacattg
atgcagcteca geagectgac atctgaggac
tttgactatc ctatggacta ctggggtcaa

<210> 150
<211> 448
<212> PRT
Q13> ALK

<220>
223> /\#ndﬁg}?;§'

<400> 150

105

ctggtgagge ctgggacttc agtgaagttg 60
agctactgga tgcactgggt aaagcagagg 120
attgatcctt ctgatagtta tactaactac 180
actgtagaca catcctccag cacagectac 240
tctgeggtet attactgtge aagacaggtg 300
ggaacctcag tcaccgtete ctea 354

Pfo Val Gln Leu G;n Gln Pro Gly Thr ?éu Leu Val Arg Pro ?%y Thr
Ser Val Lys %Su Set Cys Lys Ala ggr Gly Tyr Thr Phe ggr Ser His
Trp Met ggs Trp Val Lys Gin éég Pro Gly Gln Gly %gu Glu Trp Ile
Gly Val Ile Asp Pro Ser Asp Ser Tyr Thr Asn Tyr Asn Gln Lys Phe
ggs é?y Lys Ala Thr %Su %gr Val Asp Thr ggr ggr Ser Thr Ala ggr
Met Gln Leu Ser Ser Leu Thr Ser Glu ggp Ser Ala Val Tyr ggr Cys
Ala Arg Gln Val Phe Asp Tyr Pro ¥8§ Asp Tyr Trp Gly ?ig Gly Thr
Leu Val Thr Val Ser Ser Ala Ser Thr Lys Gly Pro Ser Val Phe Pro

115

125

Leu Ala Pro Ser Ser Lys ?gg Thr Ser Gly Gly Thr Ala Ala Leu Gly
1

130

40
Cys Leu Val Lys Asp Tyr Phe Pro Glu Pro Val Thr Val Ser Trp Asn

C207578SEQA.pdf
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145 150 ! 160
Ser Gly Ala Leu Thr Ser Gly Val His Thr Phe Pro Ala Val Leu Gln
165 17 175

0
Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Thr Val Pro Ser Ser
180 185 190
Ser Leu Gly Thr Gln Thr Tyr Ile Cys Asn Val Asn His Lys Pro Ser
195 200 205
Asn Thr Lys Val Asp Lys Lys Val Glu Pro Lys Ser Cys Asp Lys Thr
210 215 220
His Thr Cys Pro Pro Cys Pro Ala Pro Glu Leu Leu Gly Gly Pro Ser
225 230 235 240
Val Phe Leu Phe Pro Pro Lys Pro Lys Asp Thr Leu Met Ile Ser Arg
245 250 255
Thr Pro Glu Val Thr Cys Val Val Val Asp Val Ser His Glu Asp Pro
260 265 270
Glu Val Lys Phe Asn Trp Tyr Val Asp Gly Val Glu Val His Asn Ala
275 _ 280 285
Lys Thr Lys Pro Arg Glu Glu Gln Tyr Asn Ser Thr Tyr Arg Val Val
290 295 300
Ser Val Leu Thr Val Leu His Gln Asp Trp Leu Asn Gly Lys Glu Tyr
305 310 315 320
Lys Cys Lys Val Ser Asn Lys Ala Leu Pro Ala Pro Ile Glu Lys Thr
325 330 335
Ile Ser Lys Ala Lys Gly GIn Pro Arg Glu Pro Gln Val Tyr Thr Leu
340 345 350
Pro Pro Ser Arg Asp Glu Leu Thr Lys Asn Gln Val Ser Len Thr Cys
355 360 365
Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala Val Glu Trp Glu Ser
370 375 380
Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr Pro Pro Val Leu Asp
385 390 395 400
Ser Asp Gly Ser Egg Phe Leu Tyr Ser %yg Leu Thr Val Asp kys Ser

Arg Trp Gln G]n Gly Asn Val Phe Seg Cys Ser Val Met Hég Glu Ala

Leu His 2;2 HlS Tyr Thr Gln L%S Ser Leu Ser Leu Ser Pro Gly Lys

<210> 151
<211> 1344
<212> DNA

Q13> A5 7|

<220>

223> AR5

<400> 151

ccggtecaac
tcctgeaagg
cctggacaag
aatcaaaagt
atgcagctca
tttgactatc
accaagggcc
geegeeetgg
agcggagccce
tacagectga
tgtaacgtga
tgtgacaaga
gtgttcetgt
acctgtgtgg
gacggegtgg
taccgegtgg
aagtgtaagg
aagggcecage
aagaaccagg
gagtgggaga
agcgatggcea
ggcaacgtgt
agcctgagec

210> 152
Q211> 112
<212> PRT

C207578SEQA.pdf

106128218

tgcagcagce
cttctggecta
geecttgagteg
tcaagggcaa
gecagectgac
ctatggacta
ccagegtgtt
gctgectggt
tgaccagegg
gcagegtggt
accacaagcec
cccacacctg
tccececcaa
tggtggatgt
aggtgcacaa
tgteccgtget
tgtccaacaa
ccagagagec
tgtccectgac
gcaacggcca
gcttetteet
tcagectgcte
tgtcecetgg

tgggactgag
caccttcacce
gatcggagtg
ggccacattg
atctgaggac
ctggggtcaa
cceeetggece
gaaggactac
cgtgcacacc
gaccgtgecc
cagcaacacc
ceeececetfge
gcectaaggac
gagccacgag
fgccaagacce
gaccgtgetg
ggcectgecet
ccaggtgtac
ctgeetggtg
gccegagaac
gtacagcaag
cgtgatgecac
caag

¥ ACLOL

ctggtgaggce
agccactgga
attgatcctt
actgtagaca
tctgeggtet
ggaacactag
cccagceagea
ftccecegaac
ttcceegeeg
agcagcagece
aaggtggaca
cctgeecceeg
accctgatga
gaccctgagg
aageccaggg
caccaggatt
geeectateg
accctgeeee
aagggctict
aactacaaga
ctgaccgtgg
gaggccectge

ctgggacttc
tgcactgggt
ctgatagtta
catcctccag
attactgtge
tgaccgtgtc
agagcaccag
cggtgaccgt
tgctgcoagag
tgggcaccca
agaaggtgga
agctgetggg
tcagcagaac
tgaagttcaa
aggagcagta
ggctgaacgg
agaaaaccat
ctagcagaga
accccagega
ccaccceecece
acaagagcag
acaatcacta

% 62 HIFFIR)

agtgaagttg 60
aaagcagagg 120
tactaactac 180
cacagectac 240
aagacaggtg 300
cagegecage 360
cggeggeaca 420
gtcectggaac 480
cageggectg 540
gacctacatc 600
gcccaagage 660
aggeeccage 720
cccegaggtg 780
ctggtacgtg 840
caacagcacc 900
caaggagtac 960
cagcaaggee 1020
tgagctgacc 1080
catcgeegtg 1140
tgtgctggac 1200
atggcagcag 1260
cacccagaag 1320
1344

10820461710
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QB> PNER
<400> 152

Asp Ile Val Leu Tlgr Gln Ser Pro Ala S(e]r Leu Ala Val Ser Lgu Gly
Gln Arg Ala ggr Ile Ser Cys Arg Ala Ser Glu Ser Val Sgr Ile His
Gly Thr Iélgs Leu Met His Trp "ll"gr Gln Gln Lys Pro Gly Gln Pro Pro
45
Lys %Su Leu Ile Tyr Ala g%a Ser Asn Leu Glu ggr Gly Val Pro Ala
Arg Phe Ser Gly Ser Gly Ser Glu Thr Asp Phe Thr Leu Asn Ile His
65 70 75 80
Pro Val Glu Glu Glu Asp Ala Ala Thr Tyr Phe Cys Gln Gln ggr Ile

Glu Asp Pro Trp Thr Phe Gly Gly Gly Thr
100

<210> 153
<211> 336
<212> DN
Q13> NER

<400> 153

Lys Leu Glu Ile Lys Arg
110

gacattgtgc tgacccaatc tccagcttct ttggetgtgt ctctagggea gagggccace 60
atctcctgea gagecagtga aagtgtcagt attcatggta ctcatttaat gcactggtac 120
caacagaaac caggacagcc acccaaactc ctcatctatg ctgeatccaa cctagaatet 180
ggagtcectg ccaggttcag tggecagtiggg tctgagacag acttcaccct caacatcecat 240
- cctgtggage aggaggatge tgcaacctat ttctgtcage aaagtattga geatcegtgg ggg

acgttcggtg gaggcaccaa gectggaaatc aaacgt

<210> 154

© 211> 218
<212> PRT
Q13> AT 57

<220>
223> A7)

<400> 154
Asp Ile Val Leu Tgr Gln Ser Pro Ala ?81'
1

Gln Arg Ala Thr Ile Ser Cys Arg Ala Ser
Gly Thr His I%gu Met His Trp Tyr (%?n Gln
Lys Leu 13..2u Ile Tyr Ala Ala ggr Asn Leu
Arg ggc Ser Gly Ser Gly ggr Glu Thr Asp
ggo Val Glu Glu Glu ng Ala Ala Thr Tyr

85 90

Glu Asp Pro Trp Thr Phe Gly Gly Gly Thr
100 105
Thr Val Ala Ala Pro Ser Val Phe Ile Phe
115 120
Leu Lys Ser Gly Thr Ala Ser Val Val Cys
130 135

Pro Arg Glu Ala Lys Val Gln Trp Lys Val

145 150

Gly Asn Ser Gln Glu Ser Val Thr Glu Gln
165 170

Tyr Ser Leu Se(r) Ser Thr Leu Thr ng Ser

His Lys Vgé Tyr Ala Cys Glu Val Thr His

Val 'glllr Lys Ser Phe Asn Arg Gly Glu Cys

<210> 155
Q211> 654
<212> DNA
QLB>ATET

Leu Ala Val Ser Ii,gu Gly
Glu Ser Val §8r Ile His
Lys Pro %y Gln Pro Pro
Glu ggr Gly Val Pro Ala
Phe Thr Leu Asn Ile His
75 30

Phe Cys Gln Gln Ser Ile

95
Lys Leu Glu Ile Asn Arg
110
Pro Pro Ser Asp Glu Gln
125
Leu ng Asn Asn Phe Tyr
1

Asp Asn Ala Leu Gln Ser
155 160
Asp Ser Lys Asp Ser Thr
Lys Ala Asp Tyr Glu Lys

, 150
Gln Gly Leu Ser Ser Pro
205

% 63 H(FSIFR)
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<220> .
Q23> A5

<400> 155

gacattgtgc tgacccaatc tccagettct ttggctgtgt
atctcctgea gagccagtga aagtgtcagt attcatggta
caacagaaac caggacagcc acccaaactc ctcatctatg
ggagtccetg ccaggttcag tggeagtggg tctgagacag
cctgtggagg aggaggatge tgcaacctat ttctgtcage
acgttcggtg gaggcaccaa getggaaate aatcgtacgg
atcttcecece ccagegatga gcagetgaag ageggeacceg
aacaacttct acccccggga ggecaaggtg cagtggaagg
ggcaacagcc aggagagcgt gaccgagceag gacagcaagg
agcaccctga ccctgagcaa ggecgactac gagaageaca
acccaccagg gectgteccag cccegtgacce aagagettca

<210> 156
<211> 118
<212> PRT
QIS NFER

<400> 156
Gln Val Gln Leu Gln Gln Ser Gly Ala Glu Leu

: 5
Ser Val Thr %Su Ser Cys Lys Ala Ser Gly Tyr

Glu Met ggs Trp Val Lys Gln zgr Pro Val His
Gly ééa Ile Asp Pro Glu ggr Gly Gly Thr Ala
Lys Gly Lys Ala Ile Leu Thr Ala Asp Lys Ser
65 70 75
Met Glu Leu Arg ggr Leu Thr Ser Glu égp Ser
Thr Arg Ser Ile Tyr Asp Tyr Tyr Phe Asp Tyr
- 100 105
Thr Leu Thr Val Ser Ser
115

<210> 157
211> 354
<212> DNA
QLI NRE,

<400> 157
caggttcaac tgcagcagtc tggggctgag ctggtgagge

ctctagggea gagggecace
ctcatttaat gcactggtac 1
ctgcatccaa cctagaatct
acttcaccct caacatccat
aaagtattga ggatccgtgg
tggecegeecee cagegtgtte
ccagegtggt gtgtetactg
tggacaatgc cctgcagage
actccaccta cagectgage

aggtgtacgc ctgtgaggtyg

accggggcga gtec

Val Arg Pro Gly Ala
Thr Phe Thr kgp Tyr
Gly %gu g?u Trp Ile
ggr Asn Gln Lys Phe
Ser Ser Thr Ala Tyr
Ala Val Tyr Tyr ggs
Trp Gly Gln g?y Thr
110

60

180
240
300
360
420
480
540
600
654

ctgggecttc agtgacgetg 60

tcctgcaagg
cctgtgeatg
aatcagaagt
atggagctce
tatgattact

<210> 158
<211> 448
<212> PRT

cttcggecta
geectggaatg
tcaagggcaa
gcagectgac
actttgacta

QLU ATFF)

<220>

<223> A4

<400> 158

A7

cacatttact
gattggagct
ggeccatactg
atctgaggac
ctggggecaa

gactatgaaa
attgatcctg
actgcagaca
tetgcegtet
ggcaccacte

tgcactgget
aaactggtgg
aatcctccag
attactgtac
tcacagictc

gaagcagaca 120
tactgectac 180
cacagcctac 240
aagatcgatt 300
ctca 354

G{n Val Gln Leu G%n Gln Ser Gly Ala ?&u Leu
Ser Vai Thr %gu Ser Cys Lys Ala ggr Gly Tyr
Glu Met ggs Trp Val Lys Gln ZBI Pro Val His
Gly %éa Ile Asp Pro Glu ggr Gly Gly Thr Ala
Lys Gly Lys Ala Ile Leu Thr Ala Asp Lys Ser
65 70 75

Met Glu Leu Arg Sgr Leu Thr Ser Glu gap Ser

Val Arg Pro ?éy Ala

Thr Phe g%r Asp Tyr

Gly Leu Glu Trp Ile

Tyr ign Gln Lys Phe

ggr Ser Thr Ala TYr

Ala Val Tyr Tyr Cys
95

% 64 HIFFIR)
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Thr Arg Ser {ég Tyr Asp Tyr Tyr ?gg Asp Tyr Trp Gly ?%8 Gly Thr
Thr Leu Thr Val Ser Ser Ala %%8 Thr Thr Pro Pro ?eg Val Phe Pro
' 2

115

Leu Ala Pro Ser Ser Lys ?gg Thr Ser Gly Gly

130
145

Cys Leu Val Lys Asp ¥§6 Phe Pro Glu Pro Val

155

Ser Gly Ala Leu ¥2§ Ser Gly Val His Thr Phe

170

Ser Ser Gly Leu Tyr Ser Leu Ser Sgg Val Val
' 1

180

Ser Leu ?ég Thr Gln Thr Tyr Ile Cys Asn Val

200

Asn Thr Lys Val Asp Lys Lys Val Glu Pro Lys

210
225
245

215

His Thr Cys Pro Pro Cys Pro Ala Pro Glu %gg

230
Val Phe Leu Phe Pro Pro Lys Pro Lys Agg Thr

Thr Pro Glu Val Thr Cys Val Val Val Asp Val
Glu Val Lys Phe Asn Trp Tyr ggé Asp Gly Val

275

Lys Thr Lys Pro Arg Glu géu Gln Tyr Asn Ser

290

5
Ser Val Leu Thr Val Leu His Gln Asp Trp Leu

305

31

0 315

Lys Cys Lys Val Seg Asn Lys Ala Leu Pro Ala

330

Ile Ser Lys Aia Lys Gly Gln Pro érg Glu Pro
Pro Pro Ser Arg Asp Glu Leu ggé Lys Asn Gln

355

Leu Val Lys Gly Phe Tyr Pro Ser Asp Ile Ala
370 375
Asn Gly Gln Pro Glu Asn Asn Tyr Lys Thr Thr

385

395

Ser Asp Gly Ser Phe Phe Leu Tyr Ser Lys Leu

405

410

Arg Trp Gln Gln Gly Asn Val Phe Ser Cys Ser
420 425
Leu His Asn His Tyr Thr Gln Lys Ser Leu Ser
435 440

Q10> 159
Q11> 1344
212> DNA
Q13> AT 55

20>
223> kAT

<400> 159

caggttcaac tgcagcagtc
tcctgeaagg cttcgggcta
cctgtgecatg gecctggaatg
aatcagaagt tcaagggcaa
atggagctcc gcagectgac
tatgattact actttgacta
acgacaccee ccagegtgtt
geegeeetgg getgeectggt
agcggagecc tgaccagegg
tacagcctga gcagegtggt
tgtaacgtga accacaagcce
tgtgacaaga cccacacctg
gtgttcctgt tcceccccaa
acctgtgtgg tggtggatgt
gacggegtgg aggtgcacaa
taccgggtgg tgtecegtgct
aagtgtaagg tgtccaacaa
aagggecage ccagagagec
aagaaccagg tgtccectgac
gagtgggaga gcaacggeca

C207578SEQA pdf

tgggectgag ctggtgaggc
cacatttact gactatgaaa
gattggagct attgatcctg
ggccatactg actgcagaca
atctgaggac tctgccgict
ctggggecaa ggeaccacte
cceeectggee cccageagea
gaaggactac ttccecgaac
cgtgcacacc ttccccgeeg
gaccgtgeee ageageagece
cagcaacacc aaggtggaca
ceceeceeetge cetgeececg
gcctaaggac accctgatga
gagccacgag gaccctgagg
tgccaagace aageceaggg
gaccgtgctg caccaggatt
ggeeetgeet gecectateg
ccaggtgtac accctgecce
ctgeetggtg aagggettet
gcecgagaac aactacaaga

Thr Ala Ala Leu Gly
140

Thr Val Ser Trp Asn
160
Pro Ala Val Leg Gln

17
Thr Val Pro Ser Ser
190
Asn His Lys Pro Ser
205

Ser Cys Asp Lys Thr

220

Leu Gly Gly Pro Ser
240

Leu Met Ile Ser Arg
255.
Ser His Glu Asp Pro
270

Glu Val His Asn Ala
285
Thr Tyr Arg Val Val

Asn Gly Lys Glu Tyé
32
Pro Ile Glu Lys Thr
335
Gln Val Tyr Thr Leu
350
Val Sgr Leu Thr Cys

Val Glu Trp Glu Ser

Pro Pro Val Leu Asp

400

Thr Val Asp Lys Ser
415

Val Met His Glu Ala
430
Leu Ser Pro Gly Lys
445

ctggggette agtgacgetg
tgcactgggt gaagcagaca
aaactggtgg tactgectac
aatcctccag cacagectac
attactgtac aagatcgatt
tcacagtctc ctcagecaaa
agageaccag cggeggeaca
cggtgaccst gtectggaac

tgetgcagag cageggectg

tgggcaccea gacctacatce
agaaggtgga gcccaagage
agctgetggg aggecccage

tcagcagaac cccegaggtg
tgaagttcaa ctggtacgtg

aggagcagta caacageacc
ggctgaacgg caaggagtac
agaaaaccat cagcaaggcc
ctagcagaga tgagetgace

accccagega catcgeegtg

ccacccecce tgtgetggac

5 65 H(FI%)

60
120
180
240
300
360
420
480
540
600
660
720
780
840
900
960
1020
1080
1140
1200
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agcgatggca gcttcttect gtacagcaag ctgaccgtigg acaagagcag atggcageag 1260
ggcaacgtgt tcagetgete cgtgatgcac gaggeceetge acaatcacta cacccagaag 1%%2
1

agcctgagee tgteccetgg caag

10> 160
211> 112
<212> PRT
QI NE R

<400> 160
Asp Ile Val Leu Tgr Gln Ser Pro Ala Ser Leu Ala Val Ser Lgu Gly

1 10
Gln Arg Ala ggr Ile Ser Cys Arg A%a Ser Glu Ser Val Ser Ile His

Gly Thr Hgs Leu Met His Trp Zgr Gln Gln Lys Pro Géy Gln Pro Pro
3 .

Lys Lgu Leu Ile Tyr Ala ééa Ser Asn Leu Glu ger Gly Val Pro Ala
Arg Phe Ser Gly Gly Gly Ser Glu Thr Asp Phe Thr Leu Asn Ile-His
65 70 75 30
Pro Val Glu Glu Glu Asp Gly Ala Thr g%r Phe Cys Gln Gln Ser Ile
Glu Tyr Pro Aé% Thr Phe Gly Gly Gég Thr Lys Leu Glu {%e Asn Arg

<210> 161
<211> 336
<212> DNA
Q1B NER

<400> 161

gacattgtgc tgacccaatc tccagettct
atctcctgea gagecagtga aagtgtcagt
caacagaaac caggacagec acccaaactc
ggagtcectg ccaggttcag tggeggtges
cctgtggagg aggaggatgg tgcaacctat

ttggctgtgt ctctagggea gagggccace 60

attcatggta ctcatttaat geactggtac 120
ctcatctatg ctgcatccaa cctagaatct 180
tctgagacag acttcaccct caacatccat 240

acgttcggtg gaggcaccaa getggaaate aatcgt
10> 162
<211> 218

<212> PRT
Q13> ALE 3

20>
Q23> RATEEF T

<400> 162
Asp Ile Val Leu Thr Gln Ser Pro Ala %er Leu Ala Val Ser Leu Gly

5
Gln Arg Ala ggr Ile Ser Cys Arg éga Ser Glu Ser Val Ser Ile His
Gly Thr Hgs Leu Met His Trp I%r Gln GIn Lys Pro géy G]n Pro Pro
Lys ggu Leu Ile Tyr Ala éla Ser Asn Leu Glu ggr Gly Val Pro Ala
égg Phe Ser Gly Gly Géy Ser Glu Thr Asp gge Thr Leu Asn Ile gés
Pro Val Glu Glu géu Asp Gly Ala Thr ggr Phe Cys Gln Gln ggr 1le
Glu Tyr Pro Arg Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Asn Arg
100 105 110
Tht Val Ala Ala Pro Ser Val Phe Ile Phe Pro Pro Ser Asp Glu Gin
' 115 120 125
Leu Lys Ser Gly Thr Ala Ser Val Val Cys Leu Leu Asn Asn Phe Tyr
130 135 140
Pro Arg Glu Ala Lys Val Gln Trp Lys Val Asp Asn Ala Leu Gln Ser
145 150 155 160
Gly Asn Ser Gln Glu Ser Val Thr Glu Gln Asp Ser Lys Asp Ser Thr
165 170 175
Tyr Ser Leu Ser Ser Thr Leu Thr Leu Ser Lys Ala Asp Tyr Glu Lys
180 185 190
His Lys Vgl Tyr Ala Cys Glu Val Thr His Gln Gly Lcu Ser Ser Pro

Val Thr Lys Ser Phe Asn Arg Gly Glu Cys

£ 66 H(FFIR)
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I08L28318

210 215

<210> 163
211> 654
<212> DNA
Q213> AT 55

<220>
<223> # A HLELE F )

<400> 163

gacattgtge tgacccaatc tccagettct
atctcctgea gagcecagtga aagtgtcagt
caacagaaac caggacagcc acccaaactce
ggagtccetg ccaggtticag tggeggtgge
cctgtggagg aggaggatgg tgcaacctat
acgttcggtg gaggcaccaa gectggaaatce
atcttcccce ccagegatga gcagctgaag
aacaacttct accccecggga ggecaaggtg
ggcaacagcc aggagagegt gaccgageag
agcaccctga ccctgageaa ggecgactac
acccaccagg gecectgtccag cececgtgace

<210> 164
QLll> 5
<212> PRT
Q13> NNE R

"<400> 164
Asp Tyr Tyr Asn Mgt
1

Q10> 165
Q11> 16
<212> PRT
QLB NER

<400> 165

ttggctgtgt
attcatggta
ctcatctatg
tctgagacag
ttetgtcage
aatcgtacgg
ageggeaccg
cagtgpaagg
gacagcaagg
gagaagcaca
aagagcttca

ctctagggca
ctcatttaat
ctgcatccaa
acttcaccct
aaagtattga
tggccgecee
ccagegtggt
tggacaatge
actccaccta
aggtgtacge
accggggega

gagggccace 60
gcactggtac 120
cctagaatct 180

caacatccat 240

gtatcctegg 300
cagegtgtte 360
gtgtetgctg 420
cctgcagage 480
cagcctgage 540
ctgtgaggtg 600
gtge 654

VTI Ile Asn Pro Tgr Asn Gly Gly Thr ?gp Tyr Asn Gln Lys ?26 Gly

<210> 166
211> 9
<212> PRT
Q213> NER

<400> 166

STr Val Tyr Asp Tzr Pro Phe Asp Tyr

<210> 167
LI1> 15
<212> PRT
L3> PNFER

<400> 167

Arg Ala Ser Glu Sgr Val Ser Ile His ?éy Thr His Leu Met His
1

<210> 168
211> 7
<212> PRT

Q13> PNE &

<400> 168
Ala Ala Ser Asn Lgu Glu Ser
1 ¢

<210> 169

C207578SEQA .pdf
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Q11> 9
Q12> PRT
Q1> NE &

<400> 169
Gln Gln Ser Ile G%u Asp Pro Arg Thr
1

<210> 170
Q11> 5
<212> PRT
QLIB>/NRR

<400> 170
A;p Tyr Ser lle Agp

<210> 171
Q11> 17
<212> PR
Q13> MNE&

‘ <400> 171
Asp Ile Asp Pro Asn Tyr Gly Asp Pro Ile Tyr Asn His Lys Phe Lys
G% 5 10 15
y

<210> 172
211> 10
<212> PRT
QB> NEE

<400> 172
- Arg Ala Thr Gly T’}Slr Asp Trp Phe Ala }1)86
1

- <210> 173
211> 11
<212> PRT
Q3> NER

<400> 173
A{g Ala Ser Glu A§n Ile Tyr Asn Asn Ifgu Ala

. <210> 174

Q> 17
<212> PRT
Q1B NEE

<400> 174
A%a Ala Thr Ile Lgu Ala Asp

Q10> 175
Ql1> 9
<212> PRT
QLB INEER

<400> 175
G}n His Phe Trp Géy Thr Pro Leu Thr

<210> 176
Q11> 5
<212> PRT
<213> /J\%zﬁ

8 68 H(FFIFR)
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<400> 176
Ain Tyr Trp Met Hgs

210> 177
211> 17
<212> PRT
Q13> )R EAE

<400> 177
I%e Ile His Pro Agn Ser Gly Ser Thr A(s)n Tyr Asn Glu Lys Pfslc Lys
1 1

Ser

<210> 178
211> 9
<212> PRT
QIB>PER

<400> 178 '
G}y Ile Tyr Asp T%rr Pro Phe Ala Tyr

<210> 179
<L211> 15
<212> PRT
Q13> NR A

<400> 179
Arg Ala Ser Glu Sgr Val Ser Ile His (13(1)y Thr His Leu Met Eligs
1

<210> 180
Q11> 7
<212> PRT_
Q13> NER

<400> 180
Ala Ala Ser Asn Lgu Glu Ser
1

<210> 181
211> 9

<212> PRT

Q23B>PNRE .

<400> 181 :

Gln Gln Ser Ile Ggu Asp Pro Tyr Thr
1

<210> 182
Q211> 5
<212> PRT
Q13> NEE,

<400> 182
A{g Tyr Trp Met Sgr

, <210> 183
211> 17
<212> PRT
Q13> NE &,

<400> 183
Glu Ile Asn Pro Asp Arg Ser Thr Ile Asn Tyr Ala Pro Ser Leu Lys

% 69 H(FFIR)
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1 ' 5 10 15
Asp

<210> 184
211> 11
<212> PRT
Q1B P&

<400> 184
Phe Tyr Tyr Asp T35/r Glu Gly Ala Met /lx[ssp Tyr
1

<210> 185
Q11> 11
<12> PRT
Q> PFER

<400> 185
lels Ala Ser Gln Agn Val Asp Thr Asn YSI Ala

‘ 210> 186
all> 7
912> PRT
QI PNFER

<400> 186
Ser Ala Ser Tyr Agg Phe Ser
1

<210> 187
211> 9
- <212> PRT

QI3 NE &

<400> 187 )
- G%n Gln Tyr Asn Sgr Phe Pro Phe Thr

<210> 188
Q211> 5
<212> PRT
<QLB>NFER

. <400> 188
S?r Tyr Trp Met H;s

<210> 189
Ll1> 17
<212> PRT.
QLB PNRE

<400> 189 ,
V&lll Ile Asp Pro Sgr Asp Ser Tyr Thr 11\(8)11 Tyr Asn Gln Lys Pl’lge Lys

Gly

<210> 190
<211> 9
<212> PRT
QI3 NE A,

<400> 190 :
G%n Val Phe Asp T%rr Pro Met Asp Tyr

% 70 H(FFIR)
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<210> 191
<211> 15
<212> PRT
QL3> PR E

<400> 191
A{g Ala Ser Glu Sgr Val Ser Ile His le(l)y Thr His Leu Met His
15

<210> 192
Q11> 7
<212> PRT
QLI PNERE

<400> 192
A}a Ala Ser Asn Lgu Glu Ser

<210> 193
Q211> 9
<212> PRT
213>/ NE A,

<400> 193 '

G%n Gln Ser Ile G;u Asp Pro Trp Thr

<210> 194
<211> 5
<212> PRT
Q13> MNERE

<400> 194
A.;p Tyr Glu Met H%s

<210> 195
Q11> 17
<212> PRT
<213> /J\’i?\

<400> 195
A%a Ile Asp Pro Géu Thr Gly Gly Thr lix(l)a Tyr Asn Gln Lys 1131516 Lys

Gly

<210> 196
211> 9
<212> PRT.
Q13> NE R

"<400> 196
Ser Ile Tyr Asp T§r Tyr Phe Asp Tyr
1

<210> 197
Q11> 15
<212> PRT
QL3> MR R

<400> 197 -

Arg Ala Ser Glu Ser Val Ser Ile His Gly Thr His Leu Met His
1 5 10 15

<210> 198

271 B(FFIR)
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L11> 7
<212> PRT
L3> FEE

<400> 198 '
A%a Ala Ser Asn Lgu Glu Ser

<210> 199

L <211> 9
<212> PRT
L3> PRE

<400> 199
G%n Gln Ser Ile Géu Tyr Pro Arg Thr

£ 72 H(FFI%)

C207578SEQA pdf

108128318 1082048171~



HAIRS: 106128318 M"m,miﬁ .
less]
T64402F sEZS%:. 101118855 ~ - A o575
IPCAE: conk 1648 (220b0)
[ 3054 ) AR

A6 3%1s (oot oy
[ EsH47E ] Rk /5o (ro1).01)
ROLP 3S/0y ( 2006:91)
BCMA&ZE&EH - %F{%E‘%%E&@ HBEEEHSY
(EEEEN Y|
BCMA BINDING PROTEIN, IMMUNOCONJUGATE THEREOF
AND PHARMACEUTICAL COMPOSITION COMPRISING THE SAME
[ 321

AEREENTRESEG R B » BRHEEE S BAMEPLR

. (BCMA)(FFE M= AFEBCMA(BCMA)) H{I#]BAFF 5z APRILELIBCMA
R GG - RPHE—SBRERALSY - FEREEAEE -
[33X]

- The present invention concerns antigen binding proteins and fragments thereof
which specifically bind B Cell Maturation Antigen (BCMA), particularly human
BCMA (hBCMA) and which inhibit the binding of BAFF and APRIL to the BCMA

_receptor. Further disclosed are pharmaceutical compositions, screening and medical
. treatment methods.
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1
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BCMA BINDING PROTEIN, IMMUNOCONJUGATE THEREOF

AND PHARMACEUTICAL COMPOSITION COMPRISING THE SAME
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. (BCMA)(FE M S AFEBCMA(hBCMA)) HHI4IBAFF 5z APRILEAIBCMA
R GG - RPHE—SBRERALSY - FEREEAEE -
[33X]

- The present invention concerns antigen binding proteins and fragments thereof
which specifically bind B Cell Maturation Antigen (BCMA), particularly human
BCMA (hBCMA) and which inhibit the binding of BAFF and APRIL to the BCMA

_receptor. Further disclosed are pharmaceutical compositions, screening and medical
. treatment methods.
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1065 128 210 feFgEs.

PANNC- i lobse (25 V] & 1 #/m: ;f\;t

: A o~ (

[ 205 o 5 B i )

[551m]
—ERRESEE 2R - HGA I AR BB R %
2 NEBEZ S X PSR SE O RS SBCMA HHIHBAFF
R/RAPRILEBCMA Y 6 & » Etp 2 5 IR 6 & B (3 §4945 & EFeyRITIA
SIS HEFOYRITA SN B B F Ih8E - PR ARG S B A RN
b BEEPRHREESEAEESEQ ID NO:35SEQ ID NO:3EHENSD
- CDRH3 B SEQ ID NO:1 ZCDRHI1 ~ SEQ ID NO:2 7 CDRH2 - SEQ ID
. NO:47CDRLI ~» SEQ ID NO:57CDRL2 F,SEQ ID NO:622CDRLS3 -
(2E] | | |
MR FR R BRI R SOR R R B AR « 2%
- HEE BRI (MM) - {8 E Bk 5 MR (CLL) - 398 I A B 4H A 2 9
(DLBCL)EEME R - |
[537) |
WFERIEIS2 2 Ak - P RRG &8 (0 B A MR BFcyRIIA
Z B E B 2 FoyRIIA SN B2 ST DI -

[447)

MFREIR2Y Fik - KPR HEESE S AAME Y ADCCHE
T I - | |
[557) |

WFREIR2Y iR > BPRTREAE ORGSR -
[%6%] - -

MFRFNEZ R - KPR RS EE TGS Taci -

% 1 A HEREE)
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1065 128 210 {EEEEE

[5575E]

MFERE IS Ak - ER RS SEEREEASEQ ID NO:23
= SEQ ID NO:275(SEQ ID NO:29{E—F Fi#i 5] 2 Bl (& -
[8E] | |

WA i - RS REAER B & EASEQ ID NO:3I
B{SEQ ID NO:33{F— % Fife 7 51| 2 I 7] B4 -

[%597] -
w%*%@mZ%ﬁ’§¢%ﬁﬁﬁégﬁﬁéﬁﬁ$mIPNQ%

Ak Fpol 2 EfE ] 8% S E A SEQ ID NO:3 1Fﬁ$!ZF?§IJZ$§iE%EF%ED o o

[551015)
WHEREIH2Z AR Kb ZiFEE&EHE S EESEQ ID NO:27

Pk 5> ST 812 K 2 ASEQ ID NO:3 1 i 55l > SRS ] 8 [ o

[%1175)
mEREIRIY R HERRSAE S B B L -
[551218])
MFEKIE 2 FiR o H R RlgG FIREE] -
[%1315]

OFREIRL Y iR EPRNREAEERH R %K BFab -
Fab' - F(ab'), » Fv « SESHFUME - A G H - UDSEH A - 0 B4

(miniantibody) ~ f/NFLAE(minibody) ~ &£ EEVHE &K 3 BEVL o

[£1478) | ;
WMEHFKEIB2ZHR > EPZNEEEEARIING e EABERE
B¥BCMA o ‘ o
| 5 2 (54 S IR
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[51515]
IR S22 i+ KPR STE E DRI 150 pMZ Ky 2
- EMHEEBCMA - |
[551678])
— T PRI IR + E (TR B S TR B B B S e
NEBEZBH PR B E S EREERENE Y RS E
g BEPRRREAE OB RMES
BCMAZ &8 Hb %HiRE S B 5 44 & T FoyRITA S 5 5 5 1
® rormAnEzmETIE  LPRRRGSEEEHNTER  BLbE
NEEEEEHESSEQ ID NO:3ESEQ ID NO:3 &8 N5D>” CDRH3 -

i

BCMA H flI#IBAFF Kz /5 APRIL £

SEQ ID NO:1.Z CDRHI ~ SEQ ID NO:2Z CDRH2 - SEQ ID NO:4
CDRLI1 ~ SEQ ID NO:5>CDRL2 % SEQ ID NO:62 CDRL3 -
[51758] |

WEEKIEI6Z R ﬁEIJ%%Béﬁiﬂ@ﬁﬁé%f%ﬁ{@éﬁi»ﬁaiﬁaﬁﬁz ML
5 B8R (MM) ~ 18 M 5b 28R 3 Mm% (CLL) - 338 M K B 4T Fig 3k = 988
(DLBCL)SHEMER - N |

, ® [%£1815])
WFEKFLIOKITZ R » HP 2 REAEA G HEFREEES
Z AR R -
[551975]

055 R I6 20 17 2 B i > B o 3 41 H o e B A B T AT
(auristatin) B¢ 11 5 fth) T (dolastatin) °
[$5200E]

53 R(APHAGNEE)
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106E 128 21H JEFEEE

o 72151636172% » Hooh 3% 4 BE 5 A {4 2 B MMAE K

MMAF o
[52178])

HISERTE 65017 FIiR » B o 0 B M (2 (5 2 8 B PSS
LEH -
[5225]

RIS Y iR - Hh MR (R TT A RS
(52378]

QEHRIEIS Y R > Hbgm %ﬁ%wi > I - ®
[ 552415)

WIS RIE 18 A H b O (5O 5 6 6 A RR TS I T RE
(MC) ~ BBRE M S PIAE (MP) BT (val-cit) ~ PIRRER-TEF
Wil (ala-phe) « B B AL B 4 S B (PAB) ~ 4-(2- TR B %) L BEN- 3%
5T T P S (SPP) ~ 4- (N~ S M 25 e 2 PP ) - | B N- B B B
R (SMCC) R (4-8- Z B B NS R ST (STAR) -
[ 5£2518) |

M REI6K 17> i+ H b R B & E A2 BASEQ ID
N&B%ﬁ?WZE%ﬂ%@&EﬁﬂmlDN&M%ﬁ?WZ%%ﬁ%

=}
oo ©
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