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Al
o
L2
o
Hl

o
ol

_11_



[0043]

[0044]
[0045]

[0046]

o Aled A 7 dH9s Edehs F-allfl A E= o9 F A dHE AT, dF AAGH
oA, & AAWEL T 7pd S ¥t F-allpl A o] 9]

A
g A3t dHS AT dE B, dF A A,
Lol A Aed Fa b wes A b weele] 23S T
[¥ 1]
16E10 Wolx] T4 71H J93 Z4 7hd 999 =7
24 7t 499 4 7t 39 A4
16E10_VL 16E10_VH FE A 7H 49 FR S b 49
(SEQ ID NO: 428) (SEQ ID NO: 421)
16E10_VL_1 16E10_VH_1 HEAHo= ztstd A3 7 J9: EEH=E
(SEQ ID NO: 429) (SEQ ID NO: 422) |<1ztstd &4 7H8l 949
16E10_VL_2 16E10_VH_2 Atsld A 7MW 49 Azstd T4 7hdE 39
(SEQ ID NO: 430) (SEQ ID NO: 423)
16E10_VL_3 16E10_VH_1 giddstd REHOF AtstdE A st FA;
(SEQ ID NO: 431) (SEQ ID NO: 422) |BZEAoz Aztsld 23 73 9o
16E10_VL_4 16E10_VH_2 gudsty Aztatd A vhd 99 AsE 4
(SEQ ID NO: 432) |(SEQ ID NO: 423) 7t 39
16E10_VL_1 16E10_VH_3 HEHo= Qztstd A4 /b 949 gugsis
(SEQ ID NO: 429) (SEQ ID NO: 424) |BZ=AHo= Qztsld Z3 73 9o
16E10_VL_2 16E10_VH_4 Aztstd A4 7MW 49 gugsd Qs S
(SEQ ID NO: 430) (SEQ ID NO: 425) |7} <<
16E10_VL_3 16E10_VH_3 gudsly wEHoz sty A s 9
(SEQ ID NO: 431) (SEQ ID NO: 424) |gw9std BEFo=z A3ty F3 71d 99
16E10_VL_4 16E10_VH_4 g gstd tsd A4 UMY 39 gwgsid
(SEQ ID NO: 432) (SEQ ID NO: 425) |<1ztstd =4 7kl 99
R Ago] gl gHdstd HEHoz sy A
16E10_VL_5 16E10_VH_3
. N b @9 gudsly REHow Asd T3
(SEQ ID NO: 433) (SEQ ID NO: 424) 1o o3ed
16E10_VL_6 16E10_VH_4 Ado] gl guysd Azstd A /b 39
(SEQ ID NO: 434) (SEQ ID NO: 425) |gd4stsd 1zstd 54 71 99
R gudsly BREFoR s A M 39
16E10_VL_3 16E10_VH_5 S N ° °2
= N Ado] gl guddd REHoR sy F4
(SEQ ID NO: 431) (SEQ ID NO: 426) 4o 03; K -
16E10_VL_4 16E10_VH_6 gdHgstd Qztstd A UM 99 9ol gl=
(SEQ ID NO: 432) (SEQ ID NO: 427) |23} Q1ztsl 54 7k 49
_ _ Ado] gl gHdsd REFHoR Q7tad 44
16E10 VL5 BELOVHS | ooy gaio] glv wololsy nedos
(SEQ ID NO: 433) (SEQ ID NO: 426) aARsE 24 4w 9
16E10_VL_6 16E10_VH_6 o] gle gads) A3t A M 49 Hdol
(SEQ ID NO: 434) (SEQ ID NO: 427) |gi& 993l Qs Z3) 7hd 99

5 A
1, 2,3, 4,5 10 &= 2 o9 F7F, 24 B A&E g9
< = SEQ ID NO: 103-158, 413, 414 Z 421-434%2 o]|Folx #o =
S Z3EIH, oS Bo] 34 il dHe gllgle] Megor Agdrt. IR 4
fso T

=
g A Sl wjal] 1 WA 3070 FF, A e ASs 3

<]
3tE 3-ql1B1l A =E o ¥ A% dHS AFsY, dd-all1p1 A= SEQ ID NO: 103-114, 413,
414 AEE ofu|At IS £3eH, o= S0 &A T dHS al1181

SEQ ID NO: 103-158, 413, 414 % 421-434= o]
I Hol% 80%, 85%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%,
= =l el F-allpl A e o9 FqY AF dHs
stal, dE o] A v dHe allplel] MEA oz Afeirt.  AF AAFHEAA, 2 AAWES

o 2RE Hded ofniAt NEI} HoJx 80%, 85%,
90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, Wiz 99% TUAS Zti= ojvwal MES ¥l F-allB1

KN
A e ole] g AY dHS AFsta, dF £ A e WHS allple Ay oz Az,

oft

1 o
=

>

(o

=

~

=

oo

rlo

[e]

AANGHAM, B RANES F-allB

o] B 181 @A T ol &9 Zg ddd vlg] 1 WA 90/H(dE B9
1 WA 50, d& E°, A= 1, 2, 3,4, 5,6,7,8 9, 10EE 1 o) F7}, 2H & X%
3 g 9AS AT, F-allpl A E olo A A ot

k= F-allBl A == oo g9 2
& SEQ ID NO: 159-206 2 415-4200.2 o] & S
A e @A allple] Agdom Agelict, dF AAIFEoA, 2 JHAHES> SEQ ID NO: 159-206



[0047]

[0048]

[0049]

[0050]

[0051]

ZIHSd 10-2023-0121831

415-4200.2 o]Fojx FoRRE MEE oju]yn-at A HoE 80%, 85%, 90%, 91%, 92%, 93%, 94%, 95%,
96%, 97%, 98%, T 99% FTUAAE ZE opvxAt MES EFsle F-allpl A B ol Y AF dH
S AFsta, dE 5o A e ©HS allple] Aaide= AFsir).

A5 AAFH A, 2 AANES allBl ABH oz A= FA = o) dHS AFs, 74 &
A e gHe Edo ATd daFel g Z=o] EAlE dhy ol4ke] (DR A9E 33T, oE o], d
B OAAFEY A, 8 e o] S SEQ ID NO: 103-114=F-E19] &}i} o]4Fe] (DR X &sict. dF AN
Feol A, 2 AMANELS allBlel] Aoz Afsh= A e oo dHS AFsH, 7|4 A E=
9H-S SEQ ID NO: 103-114¢) 3k} o]Ake] (DRI} Hol% 95%, 96%, 97%, 98%, Wi 99% FA& ofm Al Mg
©

3. IR AAYE A, A4 E=E gHES SEQ ID NO: 103-114 = ke Aok 90%, 91%, 92%,
93%, 94%, 95%, 96%, 97%, 98%, T+ 99% FLA G zZtE ofn| At MY ¥3ar, 7|4 &A= SEQ ID NO:
103-114% 3hitol] 7)A€ s o] Are] (DRS ¥ 33 %

& =Y, o714 ¥

QR ANFHOIA, B AL allplel dEAon Agal @A Ex ool Bg ATEH], 74
A e waRe Bl AT dAH9 G B2e] mAE sht olde] (R AEL TFUTH. oF Fol, o
A

2 ARG A, A EE oo whS SEQ ID NO: 103-207, 209, 211, 213, 216, 218, 220, 223, 225, 228,
233, 234, 236, 240, 241, 245, 247, 253, 255, 257, 259, 261, 265, 267, 269, 271, 275, 277, 279, 281,
283, 287, 289, 291, 293, 296, 300, 304, 306, 308, 310, 312, 314, 316, 318, 320, 322, 324, 325, 327,
329, 334, 336, 338, 340, 342, 344, 348, 351, 353, 355, 358, 360, 361, 364, 366, 368, 369, 374, 376,
377, 379, 380, 381, 383, 384, 385, 387, 389, 392, 393, 396, 398, 400, 402, 405, 408, 411, £ 413-443
S 2HH s o] (RS xFett.  dF AAFEAA, £ AAUNES allBlol] Aoz A3tste
A i ole] @S AFsIY, ofr|M A =i @S SEQ ID NO: 103-207, 209, 211, 213, 216, 218,
220, 223, 225, 228, 233, 234, 236, 240, 241, 245, 247, 253, 255, 257, 259, 261, 265, 267, 269, 271,
275, 277, 279, 281, 283, 287, 289, 291, 293, 296, 300, 304, 306, 308, 310, 312, 314, 316, 318, 320,
322, 324, 325, 327, 329, 334, 336, 338, 340, 342, 344, 348, 351, 353, 355, 358, 360, 361, 364, 366,
368, 369, 374, 376, 377, 379, 380, 381, 383, 384, 385, 387, 389, 392, 393, 396, 398, 400, 402, 405,
408, 411, = 413-4439] &1} ol 4ke] DRI} Zol% 95%, 96%, 97%, 98% W= 99% L3I ofm Al MES E
shaic), AR A, &d T 9#HS SEQ ID NO: 103-207, 209, 211, 213, 216, 218, 220, 223,
225, 228, 233, 234, 236, 240, 241, 245, 247, 253, 255, 257, 259, 261, 265, 267, 269, 271, 275, 277,
279, 281, 283, 287, 289, 291, 293, 296, 300, 304, 306, 308, 310, 312, 314, 316, 318, 320, 322, 324,
325, 327, 329, 334, 336, 338, 340, 342, 344, 348, 351, 353, 355, 358, 360, 361, 364, 366, 368, 369,
374, 376, 377, 379, 380, 381, 383, 384, 385, 387, 389, 392, 393, 396, 398, 400, 402, 405, 408, 411, &
E 413-443 % 3e Hojw= 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, W 99% TUAAL ZrE ofnn:
A qgS 238k, o714 A= SEQ ID NO: 103-207, 209, 211, 213, 216, 218, 220, 223, 225, 228, 233,
234, 236, 240, 241, 245, 247, 253, 255, 257, 259, 261, 265, 267, 269, 271, 275, 277, 279, 281, 283,
287, 289, 291, 293, 296, 300, 304, 306, 308, 310, 312, 314, 316, 318, 320, 322, 324, 325, 327, 329,
334, 336, 338, 340, 342, 344, 348, 351, 353, 355, 358, 360, 361, 364, 366, 368, 369, 374, 376, 377,
379, 380, 381, 383, 384, 385, 387, 389, 392, 393, 396, 398, 400, 402, 405, 408, 411, T 413-443 =
shitell Z1A1E st o] o] CDRE EFICE. A& 5o, @A e TS SEQ ID NO: 1037 # o= 90%, 91%,
92%, 93%, 94%, 95%, 96%, 97%, 98%, L 99% FUAE Zre olvkAl AES ¥Fsla, o7)A e SEQ
ID NO:103°] el 3k} o]AFe] CDR(elE E9, 1, 2 T+ 3719 (DR)S E g3},

WS 58 $-allBl FA EE o)) B9 AF WAl Az PYe AT, FA Ax WEe
iAol el gtk A ANFHAA, B ANREES FA wE oo P9 AT wRel WA AgH =
7 SA SE D NO: 1-1022 o] Fol7l TozYE AuE AW NS TFHE e TFse £ A=E
st AL ek GA EE oo FA-AF UAL QWS WP ATeT

LRI I W L

B OANREE St olgel Fa, T4 b welel, F4 ZAQND 99, FH R, FH BA wde,
A2, A 7ba w=el, A AN G, A AR, FN BE =9, EE /e A IREY F4L A
9, gA, e Bl ANE A BAR 795 FRACHE A4S TFWG. Q% ANFeIA, ol



[0052]

[0053]

[0054]

[0055]

[0056]

[0057]

[0058]

[0059]

[0060]

ZIHSdl 10-2023-0121831

For s Ade WA A4 5 gloh. AR AAGHCAA, ol @ wEULEEE Ax, dE 59,
A5E e s WA Ax Ee A S % AE, g8 5o, A S AR E&F Al
Algell =4 4 et

A AA G A, 2 AAWES SEQ ID NO: 103-2060.% o] Fojxl o2 REl Aug opn|iit AAS ¥3
sk, @Al Ei= ole] ¢l A% s mEeks WA Ade Tes ks APt AR AAGECA,
2 ZHAHE2 SEQ ID NO: 103-1142 o] ozl s o RFE AEe opundl NAS Lok, A E= o9
Y A% 9HS 3Yshs A AES Edete IS Aledk. 4 AAFECA, 2 HAWE2 SEQ 1D
NO: 1-102& o]Fozl o miy e ik AdS sk IS Agdct. A8 AAFEAA, & A
W82 SEQ ID NO: 1-102% o]Fojxl o miE g it Ade x3shs ke ¥3tehs MEHE Aled
oA AAGEOA, 2 HAE2 SEQ ID N0t 151022 o] Fojxl Foziy Addd it MEE 2ok
Wik xehe ST AEE AT AR AAFENA, 2 HAE-E SEQ ID N0t 1-1028 o] Fojxl o
258 dgd I LS et e ek dEHE Asdnt

AR AN, 2 AANES SEQ ID NO: 1-1022 o] Fojx Fo2RE HeH ik Ndy Hojm 80%,

b h
85%, 90%, 91%, 92%, 93%, 94%, 95%, 96%, 97%, 98%, EE 99% ME TAALES Ze Wi AES xdete At
= Asg.

Ao} allpl19 dEFE 5%

allBle] digh 2o 7isd FA 23 54 I 483 W, o 5o ts W T shudd o3
=44 4 9lvh: BIACORE w4, &4 A WS2 A (ELISA), x-4A 2AAT, Ad 4 2 29 EdRo]
. A allple A3 FEA48S 3W 28 FH(SPR)E AHEste] #4449 4 Atk SPR e A
AEA Foa-g £ (BIA)S 454dE 245 RASHA @i AXFEe R uvlo]Q ol o8-S A&t
BIA ¢ A% W (AF oMEE Vehd)olA Ao WsleE BW IA oA o] 245 WAS 2glrt.
THAEY Wit AESA A Atole] AAIE HEE AR FSAHE= AE Ued 2EE AT, SPRE
Al&steE WS o2 Eo] n|E EF A5,641,6405; 3 [Raether (19838) Surface Plasmons Springer
Verlag]; ¥ [Sjolander and Urbaniczky (1991) Anal. Chem. 63:2338-2345]; #&1[Szabo et al. (1995)

Curr. Opin. Struct. Biol. 5:699-705] % BlIAcore International AB(Z=$lldl F4e} LA dA AFst=

22l glazeo] 7IAHe] vk, F7F2, Sapidyne Instruments(Boise, Id.)ZFE <45 71538 KinExA®

(Kinetic Exclusion Assay) A% AMEE 4= Qlrt).

SPRO] AH = allBlel oigh A Aol izt HA sz ArE) 2 593 8K, 2 K 3o A

dl /\}‘QE‘ T Atk ol¥g dlojEE thE A& Hluste b AHgd F
H £ ddx AMeE F vk, 54 4% fdetvH, dE &

54 AAFeE A, Yo 7" e allBl Aol o < HsleE e, o}orst
4

ANGEN A, allplel s 2ol Z14E npsh e FAe K= ek 10, 10, 100, 10, 107, 10, 10
10 -11 -12 -13 -14

, 10, 10,10 7,10 , == 107N vjgtoltt, EA A9, allplell thdk 2o 71Ae kel 3 34
o K= 0.001 WA 1 nM, d& S, 0.001 nM, 0.005 nM, 0.01 nM, 0.05 nM, 0.1 nM, 0.5 nM, =¥ 1

nMe]t}.

rlo

Az By

AR ANFeelA Eelol AWE St olae] F-allpl AR Eelol AWE s} olge] o), oF Sol
b olgel AR gl R/EE skt o4l b Amshe el Agu. AR ANFeA, gEe ¥
Ao 71%EH GA EE ol FU AF WA ABH FEFL ol WLE st WPAIA Tl A2 ¥
ok, Q¥ AN, ARA Fls B W ARZIPD), Y A% A8, Juny AowE, A
B A HBAPS0), A HEY FUEER0), Meaey APk ASOUFLD/NASH), LEW, A
g EE AN BTl A olE EgU

AR ANFEAA, HEF AN A RS, AUT A8E, B8 ARE, FAS ARF, 24 ARF A
A4 At AhE, TR H4F BE 2AT AR ol Egad

_14_
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=
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53] [Brenner, Barry M.

H¥ CKD

[0061]
[0062]

23
el
;oT
Ko

I}
23|
o

15%, 20%, 25%,

10%,
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(ed) Brenner & Rector's
h
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a
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th
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[<]

o,

A,
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The Kidney, 11
AR AP ol A,

COL1AT,

E
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[0063]

A Aw A4 4

Eds

o, 2l
A Al COL1A1, IL-6, TIMP-1,

ol REl(dE B
o wla] 2Holx= <k 10%, 15%, 20%,

5/6 Nephrectomy 9)olA

A

gd-allpl

H
(PCKS), ReninAAV Unx db/db ®m}$-2~ =&l

i

[e]

[0064]
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[0068]

[0069]
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[0071]

[0072]

SIHS31 10-2023-0121831

S AP sl FojE g drk. dibAoR ) 27 o]kl AATE sAlel Fo'E g o, of7A A
A el Agoz EAG. T oE gigtellA, Al AAE FoId F sl oo F7t AAE FoT &
ULk, WEo Fo] IR2EF A, 27] o] Al E B AR, e 2 AR AR, e HE 1+
o8 Fold = Adn

ool A AREE = go] "IIta A" e "FTEEI ARA(dE B0, It okE, dF 5o, IY oW,
& Eof, W AX ay)E sl o] olFEAL FEAl, MEZFAAAA H/EE AESAHA, B/EE
FEEAS A FAANA oldEE s Za, oE B9, 53] ulgAeH &S AE T4y #dd
shub o]l A3k, Fo e WHE Asske o AMEEE 2Ea/EE Aol A= AAE et o
5 AAFEA A, sEtagA Bl/Es TFEE AsAE o AY e 23 ¢ vk Wg SRHE(dE
£, A=EHd, 2R Zed 92 SAEEgE), YA (dE B9, AIEFEXATNE, oA =]
FrAdyd A4 WA=, oy, Wadd Red TglEny, AEIEXAN ) HEZEus gilab
A2 wgRxd), FFY FAA(AE B, oex=FHAl, 52F8, ogFH|l, oI RH)Al,
WEAEE, Edeute]ll, mfolEnte]xl €, E7tvtolal B HEenfolal), EH(E B, TS 4
SAEA), A (dE Eo], 5-EF RS, AlEkel, ZHWEIANE HeFold, ES55Ed, Jt
AERL 2 EEGANE), FEHAE fAAI(AE B9, FRUE, F2aEh, FH=n, dESEE
2 detey), ExolavEiA AAA(AE B0, EXHZ 2 olg|wHzh), AWEs A (dE 5], oAAEW
L HAER]), ZREHEF AAA(E Eol, BEHZEY), dAXEIAZ520(d8 5o, dEXA|= 9 HY
FAFolZ), DNA FA AAA(AE Eol, stel=FA§-got), W7} dZARo=(dE Eof, HlAxH, WHA,
=gyl 9 AEgad), E2A A dAA(dE 59, olvtEld, tAEY, dREY, 2gdd 2 Y
Ed), HEZAHoMdE B9, 712528, THFAE 9 25 28"), dxivddely nEg, 304
AAA (A E Eo], EElmulo]l= H gdEZmnlol=), A Ro|=(dE S, Ty, dibdels 9 g

TUER), 328 AA(dE 5o, BEAE, @349, FrEotols HZARolEME I AER 3 2§
B =), ofZulelAl AAA|(F B, HERE 9 ofU2ERE), bsn A, EYE RS, B8 A Ale] S
ZEAAUA AAA (S B, HRBEIRo|=A FATA, eldolE, otavd, HFAZ, oz, <l
SHER, YZE22, fgE29Y, Y, AERZZA, yFWE 2 SAIZRZ), Ad9H ALe] S 2 S A AUA] -
2(C0X-2) JAA, L= o5 =,

>

I GEel A, et A 98 SetaAl L/EE $UE
o A% UYTT, ORT AE, B4, I, A

o8 e 3

b wr ALY
W EEy, WeR A
Mg, Hhole 2 WA

)
A7 2dEd. 53 AA

2

it
il
=
2
"
Ll
il
riot
)
Y
R
o,
oN o
oS
X
5=}
o~
([

£ i
=4

ol

12 ol

o], AlelEFL, o& Eof
A 5 AN, |
B = 4z, AEHE, IEFA, u
AAAANA (S S0, ZAFH AAA, AEFZ A, INF &Y
& AA (5 5o, AEIUYZE, ofnlgl|
ZZE W = ARN-509)E X33,

2
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(s B0, BASAT WY (ADCETRIS®, Seattle Genetics); o}=-EgtAFF5 Slebal (KADCYLA®,
Roche); AFEF @ z=7ln Al (Wyeth); CMC-544; SAR3419; CDX-011; PSMA-ADC; BT-062; 2 IMGN9OL(<]E Eof,
F3[Sassoon et al., Methods Mol. Biol. 1045:1-27 (2013)]; %3 [Bouchard et al., Bioorganic Med.
Chem. Lett. 24: 5357-5363 (2014)] =), EE o]l&9 o9 %3},

A5 AN, F-allpl A F7b AmAe] £F Folt F-allpl A E= F7b AmA dEo|
o) AAE AnTH Y Z AER hS ANAAY. xF wdel 4 AA G5 wabe] Aol FALR fol
e | wd AUA w9 5ot QR AN, &

J_?l_

3] =

e Zpol7k E g ok A AAF A,
11

kil
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A9 Qe doe] AlY B 2AHER FodE & Adv. Aode Axd dERHel# s, ofdkn}
olg]2, ofel:= ¥ wpoles, EHlolH 2 Bl © F2ax wpo]a-1(HSV-1) ®= AJFF wrE ol i
A ZeavEg 2Fehs vhols W oidAl FAAE Adlehe Aol EiEG. dlol s WEE= Ax
E 43 B2 A9 F gdh EEavE DNAE o B0l deoleA HEF(EEAY) B freAstd 29
grolal A@A, ZEWAY S, AF whelelx 9y m Ve ol#ld AEUl PA EgoR HAE" &
qow, A Al AR F9 Ee PO, FdS Fl AdEdE 5 A9 (s =], =AE 7 W004/060407

3 Fx). AT dE=Zutolg s d= FYAelA &H pL], pZIP, plE B pEME ZIITH(AE 5], &
HA[Eglitis et al. (1985) Science 230:1395-1398]; =& [Danos and Mulligan (1988) Proc Natl Acad Sci
USA 85:6460-6464]1; =3 [Wilson et al. (1988) Proc Natl Acad Sci USA 85:3014-3018]; =3 [Armentano et
al. (1990) Proc Natl Acad Sci USA 87:6141-6145]; =¥ [Huber et al. (1991) Proc Natl Acad Sci USA
88:8039-8043]; =¥ [Ferry et al. (1991) Proc Natl Acad Sci USA 88:8377-8381]; <& [Chowdhury et al.
(1991) Science 254:1802-1805]; -3 [van Beusechem et al. (1992) Proc Natl Acad Sci USA 89:7640-76441];
3 [Kay et al. (1992) Human Gene Therapy 3:641-647]1; %3 [Dai et al. (1992) Proc Natl Acad Sci USA
89:10892-10895]; &l [Hwu et al. (1993) J Immunol 150:4104-4115]; w]= 53] #14,868,1165 % A
4,980,286 ; % PCT =rAl37] W089/07136=, W089/02468% , W089/05345%., % W092/07573% #x). = Uh&
vholel 2 A de A 2"l oldintol 2l 2~ frEf WHE &85t (dE 5°], ¥ [Berkner et al. (1988)
BioTechniques 6:616]; =3 [Rosenfeld et al. (1991) Science 252:431-434]; 2 i&3¥[Rosenfeld et al.
(1992) Cell 68:143-155] #Zx). old=vlo]lz]2 5 Ad F& 5 d1324 & ofdl=nlo]ef2e] & #3(d9
£ E°], Ad2, Ad3, Ad7 B)EFEH FEE AP ofvlwmutelzis WHE PPl A LA vk, oA &
Aol Al f83% £ g ulolgix ¥y AAHE olblx: #d dlolgl=(AAV)oTE. & B, &
[Flotte et al. (1992) Am J Respir Cell Mol Biol 7:349-356]; ++%l[Samulski et al. (1989) J Virol
63:3822-3828]; % &3 [McLaughlin et al. (1989) J Virol 62:1963-1973] 3=,

A5 AAIFHo A, e AdEH S B9 Fol FER EX, o] dg Fof FEE AUt Folo A
g = k. ol T Fo HElE 87], AYHoZ o5 B nlo|d, FEZA, ARSHE FA] E
= d3]g 3 Yol AleE $ Jduk. u= E3F A46,302,8555 0 Z1AE Fo7] &2 (doser device)9} e T
A7) dE Eo] B 7AE T Al=" ] A18E = .

Ao el ABIAY AW = e Bdd VA" 2AdEY AFs 8L oFE Bo A9, 4, A
B A AF 2 AgHE EA AAA 3FES ZIstE odd gcld we detd = . 9
o], B4dd 7A" vl 2L FAE 28 shhe] AES Aol £ 1 A Aol AYe] &F
7 vuste] AFA FolE Ze gAE AEse d 28T F dn. didAdAl FoEHe S5l JEgs
A E 2 2o dE Eof FHele #3 e F5E7F Egd. U2 290 AdE Eof diAAld Al
of & olHel JEFE W ThE o8t Aol gAY dwrAQl 1%, didAY FAA A9, Aol Fof Al
b, A =, R 23, 2 g FoEHE Ao g FUHEel AEAE 3 5 Qdrh. ESE 9
ole] B4 thaAlel W3 B4 Fol @ N7 PAWS XHeE ity o] wet 3 249 ¢ eSS
olsfislof shrt.

ol 7AE 2A4EL 1A f9o B Az0AY Ul oW (ng/kg) §Fo2 Fod F ry. dF A
FedlA, &2 w 2AHE U9 FU-2F 4 F st ool digk A e UE &5 Wy wgo A
q Aeld 4 9ok, Bd vjAE 2SR 2 A9 dAFHe] Foge oqE5

(e}

0.0001 WAl 100 mg/kg, 0.01 WA 5 mg/kg, 1 WA 1000 mg/kg, 1 WA 100 mg/kg, 0.5 WA 50 mg/ke,
WA 100 mg/kg, 0.5 WA 25 mg/kg, 1 WA 20 mg/kg, R 1 WA 10 mg/kge] A AFS E3heirt.
o2 Eo] Folze 0.1 mg/keg, 0.3 mg/kg, 0.5 mg/kg, 1.0 mg/kg, 2.0 mg/kg, 3.0 mg/kg, 4.0 mg/kg, 5.0
mg/kg, 10 mg/kg, B 20 mg/kg AS, T+ 1 WA 20 mg/kg A HY WY 5+ ok, A AQd A8 88
1500l 13], 230 13], 3% 13], 45 13], /hdel 13], 3709 13 w= 3 WA 67120 13 Fo] w=
Agode B2 Fof Ao 2(AAY 154 13 WA 359 13]), agla o|Fde d3d Foz (A 17
ol 13] W= 3 x] 671del 13]) Foste= A& skt
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AT WAsErt. Bl 5ol B AX 89 &5 Zo|7] S8 Woshd 79 ud AxXE ERHstaL o
b glel dis) deEdek. ¥ oF ERE g AEE A 157 SF wigsial i S A7 11l
of tigt Astel s ~addct. FHie] AdE AlEES T E7 FAE HEK AX A =8E Agste] A=
3 o2 Ak

a9~ HA3

5714 th& WF

=5 o] wh9-2 10mkE]E QIZF allBl, vk allBl 2 WA 3 dde] Adg EgER W

Astgivt.  <QIzF B w92 allBle] E3FEC Wd ELISAR 8% 97tE H7bsiglvt. &9, Aty 2 &

HAxHS -, ELISA-YA -Az2/mk$-2 al1B1 sfolBeEntE st A7t 9 w92~ ollB1,

| et 22 2389 Falstar, 7k allBl, a2B81 2 aloBlel thal] FH&El-2=8Y

o 154 =agde S, BEE 7S WSSk A9y stolHe e}

stolHekemtE Q17F 9wk o 11B19] o3 ELISAR &1k & JtRE Sofstal IgG
ojHente] Fa A A 7hH FAE AL sAT.
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allpl A AAFS a8 I golrg faddolE Agdr. o4
E X (A gzaZe] golrgE)dd mAE @d A& @A sPiE(schv) 39 2F 93
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ELISA

0.25 pg/mLe] F4 FAAEZE AZF B2 vhe-2 allBDS 4ToA WA 96-9 Zdo]Ed] Zdold 3.
ZYolEE A2oM AHEaL(0.1% Tween-20= 73+ PBS), 1AIZF B<F xpba}ar(2% BSA 2 0.05% Tween-
205 3k PBS) AolA A7 B A W9l A FEE Qo] dstdtt. oo, ZHoEES A
Skl 1:1000 3|14 $E Mol vl S E|IStE F-E7]/ubg-22/A3F 166G A AFHoldstar A-2olA 1A &
oF QltHe]dsteltt. ZHo]EE AAHe &, ~EEMY HRPE 84 s o] 1:20002 FH7helar A-eoA
A7 Ft o] dgitt. Ultra TMB ELISA 712 &H& H7tela FHo]EE EHlolE 4o|AdA b <
Aot Fx &NE& 7t dof HIlete] whg& AAA7)AL ZHOIEE 450 nmoll Al 53T

FACS

CHO-K1°ll A3tat= 34

200,00070¢] AISE(oFAHE CHO-K1 AIE = 913F o118 WA sk= CHO-K1 Al3)E FACS 9394 Hale= v &
2 7+ gAeE A 4Tl 308 Fob AFHel . 2¥ e AES FACS gEAe R AFHEa 1:1000%
s|M gk 22k AL} A 4TolA 308 <t AFHlol A}, o]olx MEE AHFAL A2 208 <L PBS
Z 1% PFAR AN AT thA] AlF skl FACS k&l A EZ A 7oA =53k},

<
(2

HPE/MFe] A gtsle= 34

A7t ¥ AREAE(ScienCel)= T-150 ZebxZolA 806 $8F wrx fdd AGRAE AF wA
(ScienCell)oll A wiFE AT}, o} FEAS Algsleo] AXE At 8. AEE 4AT FGFolA 7,500

A AE/en' R T-150 Zebazo] AGalar 7247k 5ot wjFatAtt. olold AEE AHa: FY 7 WA
A 24X 7F Eob 7)o} AEE YLy, ol F, AE TGFB 1(R&D Systems) 2 72417 FoF A2latct, o}

EHAlE ALEEte] AEE et 96-9 953 nte EdolE A Y. d B3 dol & #H(Gibeo)
o2 MEE 4TA 30% &<t Addc. 29 o ‘1]4'3— 7Zh =rol] AW E &% d-all IAS} A 4
CTollA 308 F<oF Adfwlo)Agtt. <IgF d-all & (Creative BioLabs)7} ¥4 thx+3 A A3 g6 o] &€
d 24 dxaoz xFEIAT. AEXE F A AL AR T F-all A9 [g6 Fzol SolA <l PE
A 22k A} T 4TolA 30 &<t Aol APk, MEE 23] AHBIAL 1% PFACIA 30 St LA
Ak, Z+ &A2] FACS Verse(Benton Dickson) AgolM AEES 53, dd AES Aolgsla 7z AE
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3k PE 9o 71ekets Aot #33 FE(eFDE 2435k dolgE 243,
FG=E F%(SPR)

o1ZF al11B 19 thdt &= 9
ko] pH 7.6 2 25CoA] 3

¥

X}

13 u}. Biacore T200 7] ]% A}%

e
o

L

(r

o

f
o M
N

o O3
=
@

= e
odk
=
17

LAFA. HIS B17F 5 1 %3 ch 3
/b s Al FAZE A A allBlel d&Hem FeiEAY. slEE 1000 z J FYE s
oh F-HIS AR = A wwd dde] E9a F9S ARSEte] dHlolHE olF FxE bdth 1:1
Langmuir 5 dlolge] vyl sofsh A &5 2 sl s FAUG. FaaEe] 3= (F9 e
A woddt sl s s A AR vl Ateit. 9 Abel25 Abelell pil 15914 10 ml
=2Eals Fdstel allp1t A3 FAE AAAH

AE FE oA

0.6 x 107] AE/MLE ¥ WA 7 Ash 7 37°ColA 2058 F<k AFMol AP, Aol ¥A] 100
ng/mL §3 [ F&4 == PBSE F® % E-Plate VIEW 96 PET ZH|o]EE 2204 3% BSAoIA 1 dF§-2= Aot
k. ZHCEE PBSE A &, Mx 9 IA 2FES A Hrlsta FHo]EE xCelligence 7]Alo] ¥
ATk, AE F2Z2 6Akl AA ZIEHAT. A AlE 53 AES 2T vastr] 98 ARgskiT).

Y7 BAENA ZH 7 EAEZL] FHE(FUT)

A7F #A AFEAE(ScienCel ) 80% S5E wW7kAl &b AFRAE A% wiA(ScienCel )4 v &= Ak,
OFTEIAIE ARGt AEE Mt 3. AEE A AFEAE 278 wixolA 20,0007 AE/A=2
22 Mg AElE 969 EHolEd] AlFakglth. 24A13F -, AIEE MHSL F7F 2443F SF A A A
oA Zlop AElE Skl 71} &, AEE F-all A FFo #AIGle] TGFB-1(R&D Systems)=
Agatgint. e B7 -kt all 3AE P dxwez AT HEd (g6 0Bl WETk
F3E AT, 48A F, AEES F8 1A F3ssbal AlexaFluord88 FAE - aSMA(a-HEL o
) (Invitrogen) & FATE. FACS Verse(Benton Dickson)olA AEE FS53le] aSMAS] Wd =& AAY
G AEE Alelgstar 7 Al vigk FITC Aol 71skets dv 98 F=(alFDE 24ste] dHolHE
Ak, ZF AEel digh lFl= A=A &2 dizatel dal AarstEda A 6= FA E AT
FeHd 4 75 4%
24~ FHUPOIES PBS 20 BSAR 37ToIA WAl Abdsiglct. vad, FHolEE A4 AREsh] Aol PBS
2 33 AHBAT.  alls TdsE AFF CHO MX2FE 838l ExpiCHO & A (Gibco™ Cat# A291000
2)oll 1.25x10 0% A@EHATH,  ZepaA A LN 3 mg/ml A% Zepal #8 1(Gibco™ Collagen 1 Rat
Protein, Tail Cat# A1048301)< CHO MXE FHfralhs wiAolA 1 mg/nl=E 8]A]ate] Axgvt. & F4ks}
YEFS #7kstel piE F3pA71a 22k &< 400 pLE 24-9 Zeo]Ee] 7p o Hrtsiglvt. A7 2
27l A golo] 3w We] A9 CH) AEE 2.5x10 0% A% FAES ExpiCHO wjxIolA 2x HE Frw

-

fm

>

Hm;

Az 21 gg 25 FE /3 15 A7) Al Alxeh FAE 1R AT AS 37Tl 60
W oekh SIAIAT. ExpiCHO wiAlel FAIS H7FE v w5 A0 pL/d) fldl & olFdt. A 5
& AFgketr] Aol AL 37T 69 T Atulol AN, Image JE AFESte] Zb Ao o E 45t
A FEHg 7] A A Mg 24U

N

2}

ok F4 59
oF 100 mn'oll =W SES Loz zt7) gnield 7/ aRow ddstagth. 1w o nless o] 4d
iz =5 A mAb 79E3E3, 16E10 % 9G04(2 2 20 mg/kg)® & 73] &% Fob 39wt BAYE A 2lsA
U F 63 &F FF 4dnbtt 10 mg/kge] mAERAR Aok, Aol¥ oy 2 T A9 Ao #Ed it
AT 54 Abolel 2 WA 399 HAE Fa T Fu B ATE dFded 7 A 7S5k 209 ol AT

£ 44, e 2 olBd 2 FAH AY ee dAsE $% A% $F 2000 0 2ok FF 2
=l |

N
-

olr
o

O
-z

561}2]9] 9F7 C.B-17 SCID wh$-2ol A7e] wabz A549 A (5x10° AE/vh$-2)E HE
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»
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dde

A Ak 7 AE(PCLS) S AAE F AR HE AxH U | AFE7] Aol ek & 2Ed s 7)3bo)
Zapet = 24412t Fet ?ré‘% Hgok. PCLSE 100 pg/mL ozt FA(2HF 2 B 3 - vk [g62a BE E
7 1gG) EEE TGF-B1(3 ng/mL) % PDGF-B Bo =33 I <14 A (2F 1) glo] wiFH AT (50
ng/mL) (L& 2-10). PCLS¥® & 5 WX 10004 2 ©A] % &2(10 ¥ 100 pg/ml)oZ YA gz EE
A5t 9 AA(16E10, 79E3E3 2 9G05) 24 10 pM AlkSi(Z2F 4)9] A = 54 st wjgF= Ak, 107] =2
F 4zt = 9 ozt 7ho wRE] AW n=6 217+ PCLS7F X3, RE A @ 3ES ¥3hetE POLS
WA S 24717 AR gy Heta k. AE g AN (n=2/3 FS olF U)S 2443wt} 5
J

R
H5a g 2@l e el B4 FAYT. BE PUSE 96217k F3E A,

AR G2 ELAD) B ofaThEo] = Edsolu LA (AST)) B AL 715/ AEE (L))
24 Y $EE RE ARAA RE PRSI GG, R BuE pS $AY 2 759 vARA
ELISA®l <]3] “d=F3}= ith. RE&D Duoset ELISA 71EE AF&3ste] AE wlF A dox FabAl lal, IL-6, 3]
FEN 9 Tinp-19] £ES AFHA.

PCLSOl A A RNA &2 ZE MZoA =3}, RNeasy "lY 7]E(Qiagen)E RNA F=ol AF&3tt. RNAS
cDNAZ A A}e}aL gPCRo AFE3Fe] Collal, aSMA, TIMP-1, TGF-B1, IL-6 ¥ pB-o1€l/GAPDHS] HA} &2
=43,

§Y dg 27 2 (PKS)

PCKS®= o] AfA Qit A% A0 2HE AZHJD AFo] A7 Ao A & 2EHZ2 7|to] A3
Sts 24A7F B F2412 FHA.  PCKSE ALKSI(10 pM, A dixzd)e &4 == FA del T6F-B1(3
ng/mL) 2 PDGFB B (50 ng/mL)e} A wlY= A, d-allBl SAE 10 2 50 pg/mb)el A
A H2ESAY ©d n8FAA 1g6 tiE FAVE A= el Algstk. PCKS HH & wAE= F 379 Al
AellAl 24X 2wkt = 2HE R&D Duoset ELISA 71EE AR&3slo] 2z Mg A QA 2 §FF 1 «
1(collal) 9] &% Xé%kﬁ}@i\ﬂr. TAE ol ANOVA®F 2 39| Dunnett®] ths Bl AHE AREEle] FlE U

AN 1. allBld i AT GUEE 34 AAH 2 2 A= 2A

A AL Azd o7 111 HES B/ WAdssly npeAZ olzky) nfes 11p1 B5EE 1o
o FAHATE. 51789 AF F-7F allpl GUZE FA7F BRHATHEY 2470, HE 7] 2 npg
2 2070). ke 2 HE Ao e FH L A ha g IS AAE i, E7] Ao g AA
T4 9 A NEs A3

AET AZF allBlel oigh dee vps ddI2 FAo] ARl AFS BT ELISA A7 = 20
el git}. T 2pol] TAH ﬁ‘ﬁé 3709] mAbs®E wl$-2~ 1119 ZAdtalc),

18 ©

A= FA7E 011819 1 E=Wlell Agst=A] o585 A3 7] A8 dHelge ¢33, sk Add
11819 I =dHQle] AFEET. WE ZFE 79E3E3, SHEE9 2 6E5C11-S ELISAC] o)) ZAA = npe}l o] zhzt
S EF 2 e A%S vehdeh. w9~ 3] 10-F23, 10-L15, 7-08, 6-A12, 9-G05 2 9-E16 = E7
A 7-H12 2 2-D3% A8k~ AAE 111 I =wliglel tid A dis] AgEAY. = 3a ¥ = 3bE
A ARl mAbRF-E o] A7t HolHE dAets 22 E BolFt).

l

Q11B1E Zehl 584 Adel Sehul Juigom AgAe] ¥rh. uwebq, B wyel A% FAL a1B1,
a2B1 W/EE 10810 ta) FeE-AAe ST, E 2 T S84 U@ ax vy A%E £
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[ 2]
Agd vdEE FA9 dolg a%t
Az | w2 o)
ZED ullBlg allBl | &2 g ! ;gﬂ ng(_:gl ]55;}?5 MF FACS q%?;i(})_ FNT &3A] 22;‘;31
ELISA : ELISA =P
s | o A omo ol [ etde [obde [obde | ohde | ohe
[sne | @ e tge [ ebde | o [epde [ a ofie. ol ol
( 3-G5 o foﬂ/%?, ofr] 9. b e | ol | oo | oje | ope. ok 8.
| 23 ol pel/ste | obde | oide [ohqe |ove [opde | ohve | oive
[ 815 [ o Tope [ obde | oo | o [epe| o of El
[ sp20 | o | obie °M9 e [ o jede | o | ode | cYe
[10F23 | ol ek | ebe Ll o lete | <l b
‘ 08 | A | A/Re mj‘m) o d e | | she | oo
| Bl
l 8017 | e | oohde | (gl | ope | o epe | opde. of
| )
g{é [om16 | o | oo < L A “
Plos | A | A ohy e El ol epde | o ol <
| 10k10 o pell/stE | oobe | oetde | ope | ofe | d ohd . ofd &
| 6012 of | oolde | ele | oo |elye oo [eho | oo Rk
[ 6415 | o [el/de | obde [ obde [opge [obe [opde | ohde | oye
[ 6B21 | o | ol/de | obde [ obe [ohje [ebe oo | ohde | oiie
[ 6tz | o [el/#g | ohe g A [ebde | el B b2
| o8 | 4 ¢ ebde | obde | oo [ehue o |ohde | opde | ks
[ 6P | o | opde [ eobde | ebde | o el [ohe [ ok | ofie
[ o017 | e Jelisds | obds [ obde [ o [ebde | o | oo [ okde
[oB11 | o | ode | olqe o ol |epde | el o il o
[ 7nd [ o Poa/ss | oo | obde | el [ebge | a | ohde | ehie
l s | TR age [ aus | o leaue| a4 | oue | a o
( 40G10M11 o < o (RF) ohe B N/A N/A ff Cl
)l [1sE10r10 | el | epde | opde | ohe <l N/A N/A el il
| susto | 4 | obe [ oMe |ede [ A | NA [ NA Ll 4
[ oescil | el §oobde | obde | oo | NA | NA | ek | e L
| om0 | o [ eide | obie | omie | A [ome| 4 | @ Bl
[ 7oeses | | mu oh e ] a ode | 9 l oh Q. 4
[ o660 [ ol Jopde [ otde [ede | o Jepde | o | e [ e | o |
| Toro | e | oebde | obde | obds | W@ |ekds | o ) ohe
| 661 o [ obde | ebde | obde | o [olge | of o ohe
B [m EIRE obds. | ebde [ d [epds | 4 <l b
| ecr o [ epde | oije | ee | o [epje | ol ohe
E d johde | oe | ope | A [ole | d El ohH e
| si7 o [ ode | ode | eie [ o (oo | o ol oo
ET o | o ofde [ ofe | o Jopde | o ol ot
[se7 [ o [ e obe | oe | o Johje | o | ohde o ol e
N/A= A&l Al ekg
AeIIRE F77F A3, HRE FEAE AR o WHE ggor Ede] wid, ﬁﬁ FA7F AE E
a11B 1o Agsh=A FQsy] 98 A9e Fadnt. He F29 pl 299 WA oz HEsE CH-
K1 AlZ25= 17F a11(CHO-KL hu all)& A o2 B S 22hE ).

T 4a 2 % 4b= Q17F o 11B1(ELISAC] 9J&) A d=)o)| Adslar 3k CHO-K1 AlEe THoA 23 ol1p1
o] i3t A% TES =% H9E HE 2L ules pAbE BoFErth. X 1la ¥ X 11bE CHO AlE FWHolA
dE ql110 e A3 58S 4S5 A™gE 27, dE, v " Q7 mAbE RAFEY. FUIE, =
14+ CHO AE FEdolA By qllplel ozt 238 588 453 Add oA Q7 mAbE HojFt,
ey, 19 vER vk} o], ELISAY 93] allB1e] ZA¥slE Ao Yot A¥-2E ql11p1dE
At ke Y mAbzl AT

A ECspe CHO-KI hu allBl AZ® $39d 33 A AE EF(FACS) HolHE AMEslo] F=AZUAY. 2
I}= F 3o JeRiAT. A 6719 mAb F 4E Ee ynE W9 (8-P20, 8-G15, 8-J17, 8-114)°lA] ECs
ANE 7ML, YHMA 2709 mAbE BB SHA ZATH(9-G05 ¥ 9-E16; & EF [ E=dd uily).
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[

=]

3]

AH-2 mab ol W@ $4H CHO-K1 2F EC50

mAb %= (pg/ml) =+5E (o)
9-G05 21.03 140.2
8-P20 0.12 0.8
8-G15 0.22 1.5
8-J17 0.33 Bl
8-114 1.23 §.1
9-E16 42.80 285.3

%= 9o =AlE wke} o], &A] 16E10, 79E3E3, 9G05 E 1994_01_C070] HW Zep=i &

allBlol gk A3 eE AFPS ), o]5 Z+7t 48 pM, 10 pM, 2.85 nM 2 0.77 nM¢] KDE e},
EAE 16E10 B 1994 01_C072 al1B19] I =vQl T =g gl AgetA] ¢don, o=
BE A el et @A oHs] allBl 7]5S Ao RN drAHY o 2

S uEbdth 9605 B 79E3E3 I L=dQl(HRt= AjF mwljl)el Adstew ft= A F9E AA oAl
G Stk SPRE FAT allpl d=32 9 allBl T Z=wQlel] o Ao 243 =

=

Aggtd oz AdE dak A7F A F3d disk 2Fd = AFdHArt. AZF #H AFEAMEZMPF) 2 TGFR A
2 A3t AGEAZAAN ZAGEAZREY Hol(FND)E F%Edte] ZASEAZNR)E YA 7T,  HPFE=
allB1e TH3A LA WFE al FeHd 43 FEAA

7} HPFOl AFekA womAl WFel FeshA Ageks Aol B, @, ox-vA
S e 9-B162 o9lo]d.
_":IL

AAd 2. allple] oizgt 4l

o

GAdSE A B2 24
3 714 Bug FEEEE W 548 A /EE FaArE A ARS

o= G-ql11B1 &A= ALEs] MERATAA 2HGRALZ o
FeA A = A AF A 7 a

1 gAe] A 54

L
o o
fo
o
o
)
o
iu)

i}
L%
By
o (o N e
o o rfr
ok
> mil
2&, oL
fr o
w
X0,
o
il
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AL 2 y0 @ g
g T
Lo,
o 2 orlo iy o ok

In o £
ol
off
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oy}
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o
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R
=2

[Suliin)

Y o
o
o
Y
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ol
ol

r

=

=

o

s

APerehA) e mAb7h

CHO-K1 hu all AEFE A& #9 1 g
H7HPY. = 6aol] el ulel Zo], AdE 379
<] A]

oy
w

T

R

ol

A

)

2

S~

ofl ¥ & i

v A= ke A

Ak, BAE A ANOvASE 1

79E3E3E 9.4 nMe] IC500. = A RS st 4= it T8u, 40G10H11-S A=

A & Fepbal FEA(alBl, « 2 al0B1)oF mA} WA TE -l Bljle
k)

52
25
=
=
I

ol 09} o!
N
Y
9
2
i—‘, .
Hd
rlr
Ho
oft
iy
AL
N
o
i
o
o
X
52
2
o
3; -0,
= om
o 19 o >

By
M Xy ¢o XN o o

2 2

=
2
o 4

1

OFo}rl.  24F4G6S [-wd|olo] AdtalA|n @oki Zabzle] thEt AE RIS oA elA =

AlAPE W 971 mAb 5 &/W7F AEEA g e AE FES A 5

ZQl AFAR HAA FUTHE 6b).  wEHA, o]HF mAbe < =

T oallBl =W 23 4 k. = 6c= AEE vl pmAbe 5 S HoErh. 67 mAb F 3E
= AA (9-G05 & 9-E16)%] Aoz W3, 18,

5
NS

ofy L

7]

o

= A
A

2
e}
(o
)
-9,
I
g
=
=
o
bu £
T

o

o=
o

3 g A

fu)

X Bae s A9, LopAb F 20E -2
8-G15%= A2 F-zhe] g apdAlolA|wk [-mw|le] Al o= WA eFgrh. 8-P20, 8-J17 % 8-
4= 8 1 Fepaldd digk Ax 5285 2dsiA] &okrh. 959 Az mAbell disiA%E <12k CHO- a1l AXE7}
3 1 Fepale] Afste AS JAlsks s dis) Al@gvt. = 15a 2 &= 16boll YErd nko} o], BE
17k AbE tizdtol] Bis) AE F-2S oAstg e, 1994-01-C07& 3.3 M) I1C50% 7Hxith. ol# 3k vlolg
ols] A whel Pol(Ea & 1o oFH), I F-a1181 mAb: ELISA 2 FACSE Alg3S ol 27t all
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Blol A=Al Aesls Aow v AN BE A7 et FaAes A 4 s AL opvny. =
g, I-=dRlCallB1e] k= Ajf =)ol tigh A3k allpldt §3 1 el Fs8s Apdsis

o ZdashA] &2 ez e,
ol

1181 A7 AgRAZAA TAFEALZ Ao (FN)E A= A
é [

. FNT+=

(E)& st FFHA7I= T8 7158 7HA o] oA 3" il

AH 7ol o AojEs thadA o|MlEoe|tt, TGFRE o AL Zdlets 23 Az 5 dholn du) 3

S ARI(aMA) S AFEAEZ ZAFEAEZ WHolE AL v s F28 vfA F shhelth. aSMAY

EAQe AREAL $£5E F3sta AXY ve 2EE 23 2AFEAE FA3E okt aSMAE &
RAES Fo BA npAol7] wjEo] TGFB F% FMTAIA aSMA H&L Aet= At 3-allB1 mAbY %

H
o
&
o)
w
=
i
ek
o
0%
oy
ol

el vhe} o], 2709 THE mAb(40G10H11 2 24E4G6)E= oz ©
APA R, o= FAEZ [-=del vy old Aoz WAL, SAE 44
S ARl Fyddey.  ®3H, 40G10H11Ne] F8 1 =
A%, 7T9E3E3 mAbe [-EHQl wiRIEQl Aoz Waxlow FHapil

aSVA A (ZAFEAE PSS AT d&2)S HLATIA

= 74,
mAb: thZET3 Hldle] aSMA ©ES AEE] AARAT, o= FAE [-Evel nielns obd Aoz HE A
o}, 16E10S 7= A} FNT( aSMA A3 2o oA )& 2% dAets Aow wagAv, 1667 Il

AAstE Aom WA Feplle] g AE FEole TS WAA vt mpeR ) E 7col YER
vle} 7ol 6719] A|E R vk mAb F 5707 tERTtel HlE] aSMA TS s A8t
AN A (9-G05, 8-G15, 9-E16)%= Fehzlle] digh Al Fa& TAA7]E
G05, 9-E16)% 1 LwRlel A3}, whg-2 A g
ATt

AAld] 3. FEgA A AE W/ F£5& dAEte Ag9d FA T

D ==l 1T Ao Az w7} =52 ofdel allpl iz
allBl w7l 2B Aart A g5o] WAsh: o eerbdd Aos yebsth., Aded oAl &
= AE-vizlE 3D A FHE AAlshs sl sl AP E & s
of AfAow Ad%7] wZoltt.

rir
=
o,
rir
o,
A
o
ofr
i
o,
2,
>
_LL.4

o
ot
B

o
N

E 8o|A B 4 glE nvie} o], @E 79E3E3, mH$-2~ 9E16, 9G05 Z 8114, E7| 16E10 ¥ A7t
2004_04_B03, 2004_04_C12 % 1994_01_D12 &A= % CHO-hu a1l w7 Sghd A F=&%S A

ot 2
A2 Ur(mA2]) =304 = 5 %ol CHo-hu all A== TGFRE H7bshA fake e A& F5A14
] s &l

Kl

]_‘

Atk Zoltk. AL oA, Ax= Feb Aol TvujE AR A= H7EHA
ANOVASH 22 $-] Dunnett®] vz Bl A|@& At 3 HAT: Zhzbe] Ad =S vAY =
Aok EiEE SAH Fo8dS UEhlaL "ns"= Aol7F BAA R froshA] e yERiTH

ANG 4. FF olFolAW Ao A A48 FAY &% A

ofd ATl M= all FHok SCID vhg-2ofl A A549 A o]Fol 2] 7o
A= AoR Yeigtl. o] doAE mAbE allBl 715S JAlSHA o]Fo]a Aol oAHE=X Felstr
A A7 FRHAT. E 16 B F 494 & 5 dxo] mh-2 CAFellA a11B 1S Apdastd SCID mh-9-2=of
AQLJt. FAFSE, w2~ o111 wAf REEakE o] HEH7E $lE mAbSl 79E3E3
wete] FF A FEs] A v, vk alllol] A8k %= mAbdl 16E102 &

o
S
o
oft

o
=
Jo
[>
=2
=
o,
0%
ol
o,
ok

o ©

A ool Ao

oY I} o
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7T9E3E3 T 7tH 94
215 A] 2-FR1-CDR1-FR2-CDR2-FR3-CDR3-FR4

ATGGATTGGTTCTGGAACTTGCTATTCCTGATGGTAGTTGCCCAAAGTGCTCAAGCACAGATCCAGTTGGTACAGTCTGGACCTGAAGTAAAGAAGCCTGGA
GAGTCAGTGAAGATCTCCTGCAAGGCCTCTGGGTATACCTTCACAGACTATGCAATGAACTGGGTGAAACAGGCTCCAGGAAATGGCCTGAAGTGGATGGGC
TGGATCAACACCCAAACTGGAAAGCCAACATATGCGGATGATTTCAAACAACGGTTTGTCTTCTCTTTGGAAACTTCTGCCAGAACTACATATTTGCAGATC
AACAACCTCAATATTGAAGACACAGCTACATATTTCTGTACGAGATTGGGTACAGGTAATACGAAGGGGTTTGCTTACTGGGGCCAAGGCACTCTGGTCACT
GTCTCTTCA (SEQ ID NO: 1)

7T9E3E3 A 7t 94

ATGGAATCACAGACGCATGTCCTCATTTCCCTICTGCTCTGTGTATCAGGTACCTGTGGGEGACATTTTGATAAACCAGTCTCCAGCCTCTCTGACTGTGTCA
GCAGGAGAGAGGGTCACTATGAGCTGCAAGTCCAGTCAGAGTCTTCTATACAGTGAAAACAACCAGGACTATTTGGCTTGGTACCAGCAGAAACCAGGACAG
TTTCCTAAATTGCTTATCTATGGGGCATCCAACCGGCACACTGGGGTCCCTGATCGCTTCACAGGCAGTGGATCTGGGACAGACTTCACTCTGACCATCAGC
AGTGTGCAGGCTGAAGACCTGGCTGATTATTATTGTGAGCAGACCTACAGATATCCATTCACGTTCGGCTCAGGGACGAAGTTGGAAATAAAA  (SEQ 1D
NO: 2)

24F4G6 F4) 71H 99

ATGGAGTTGGAATTGAGCTTAATTTTTATTTTTTCTCTTTTAAAAGATGTCCAGTGTGAAGTACAGCTGGTGGAGTCTGGAGGAAGCTTGGTTCAACCTGGG
GGTTCTCTGAAACTCTCCTGTGTAGCCTCAGGATACACTTTCAGTAACTACTGGATGGACTGGGTTCGGCAGTCTCCTGGAAAGTCCCTGGAATGGATTGGA
GAGATTAACACGGATGGCAGAAGGACCAACTATGCACCATCCATAAAGGATCGATTCACAATCTCCAGAGACAATGCCAAGAGCACCCTGTATCTGCAGATG
AGCAATGTGAAATCAGATGACACAGCCATTTATTACTGTACCATACTACGGGTATACCCCCACTACTTTGATTACTGGGGCCAAGGAGTCATGGTCACAGTC
TCCTCA (SEQ ID NO: 3)

24E4G6 A4 7t¥ 99

ATGATGAGTCCTGCCCAGTTCCTGTTTCTGCTAATGCTCTGGATCCAGGAAGCCCGCGGAGATGTTGTGATGACCCAGACACCACCGTCTTTGTCGGTTGCC
ATTGGACAATCAGTCTCCATCTCTTGCAAGTCAAGTCAGAGCCTCGTATATAGTGATGGAGAGACATATTTGCATTGGT TTTTACAGAGTCCTGGCAGGTCT
CCGAAGCGCCTAATTTATCACGTGTCTAATCTGGGCTCTGGAGTCCCTGACAGGTTCAGTGGCACTGGATCACTGACAGATTTTACACTTAGAATCAGCAGA
GTGGAGGCTGAGGATTTGGGAGTTTATTACTGCGCGCAAACTACACATTTTCCTCCCACGTTTGGAGCTGGGACCAAGCTGGAACTGAAA (SEQ ID NO:
4)

8HBE9 T3l 7I®¥ <o

ATGGCTGTCCTGCTGCTGTTGCTCTGCCTGGTGACATTTCCAAGCTGTGCCCTGTCACAGGTGCAGTTGAAGGAGTCAGGACCTGGTCTGGTGCAGCCCTCA
CAGACCCTGTCCCTCACCTGCACTGTCTCTGGGTTCTCATTAACCAGCAATAGTGTTAGCTGGGT TCGCCAGGCTCCGGGAAAGGGTCTGGAGTGGATGGGA
GCAATATGGAGTGGTGGAAGCACAGATTATAATTCAGCTCTCAAATCCCGACTGAGCATCAGCAGGGACACCTCCAAGAGCCAAGTTTTCTTAAAAATGAAC
AGTCTGCAAACTGAAGACACAGCCATTTACTTCTGTACCAGATCTCACTGGGAGCCCTTTGATTACTGGGGCCAAGGAGTCATGGTCACAGTCTCCTCA
(SEQ ID NO: 5)

8HBE9 74 7t¥ <<

ATGGAATCACAAACTCAGGCCCTCATATCCCTGCTGCTCTGGGTATATGGTACCTGTGGAGACATTGTGATGACCCAGTCTCCATTCTCCCTGGCTGTGTCA
GAAGGAGAGATGGTCACTATAAACTGCAAGTCCAGTCAGGGTCTTTTATCCAGTGGAAACCAAAAGAACTACTTGGCCTGGTACCAGCAGAGACCAGGGCAG
TCTCCTAAACTACTGATCTACTATGCATCCACTAGGCAATCAGGGGTCCCTGATCGCTTCATAGGCGGTGGATCTGGGACAGACTTCACTCTGACCATCAGC
GATGTGCAGGCTGAAGACCTGGCAGATTATTACTGCCTGCAGCATTACAGCTATCCTCCCACGTTCGGTTCTGGGACCAAGCTGGAGATCAAA - (SEQ  ID
NO: 6)

6E5C11 T4 71¥ 99

ATGGCTGTCCTGCTGCTGTTGCTCTGCCTGGTGACATTTCCAAGCTGTGCCCTGTCACAGGTGCAGCTGAGGGAGT CAGGACCTGGTCTGGTGCAGCCCTCA
CAGACCCTGTCCCTCACCTGCACTGTCTCTGGGTTCTCATTGACCAGCAATAGTGTGACCTGGGTTCGCCAGCCTCCGGGAAAGGGTCTGGAGTGGATGGGA
GCGATATGGAGTGATGGAAGCACAGATTATAATTCAACTCTCAAATCCCGACTGAGCATCAGTAGGGACACCTCCAAGAGCCAAGT TTTCTTAAAAATGAGC
AGTCTGCAAACTGAAGACACAGCCATTTACTTCTGTACCAGATCCCACTGGGAGCCCTTTGATTACTGGGGCCAAGGAGTCATGGTCACAGTCTCCTCA
(SEQ ID NO: 7)

6E5C11 A4 7t¥ 99
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ATGGAATCACAAACTCAGGCCCTCATATCCCTGCTGCTCTGGGTATATGGTACCTGTGGAGACATTGTGATGACCCAGTCTCCACTCTCCCTGGCTGTGTCA
GAAGGAGAGACGGTCACTATGAACTGCAAGTCCAGTCAGAGTCTTTTTTCCAGTGGAAATCAAAAGAACTACTTGGCCTGGTACCAGCAGAAACCAGGGCAG
TCTCCTAAACTACTGATCTACTATGCATCCACTAGGCAATCAGGGGTCCCTGATCGCTTCATAGGCAGTGGATCTGGGACAGACTTCACTCTGACCATCAGC
GATGTGCAGACTGAAGACCTGGCAGATTATTACTGCCTGCAGCATTACAACTATCCTCCCACGTTCGGTTCTGGGACCAAGCTGGAGA  (SEQ ID NO:
8)

7D8B10 F 7t¥ 94

ATGGACTTGCGACTGACTTATGTCTTTATTGTTGCTATTTTAAAAGGTGTCTTGTG TGAGGTGAAACTGGAGGAATCTGGGGGAGGTTTGGTGCAACCTGGA
ATGTCCGTGAAACTCTCTTGTGCAACCTCTGGATTCATTTTCAGTGACTACTGGATGGAATGGGTCCGCCAGGCTCCAGGGAAGGGGCTAGAATGGGTAGCC
GAAATTAGAAACAAAGCTAATAATTATGCAACATACTATGGGAAGTCTATGAAAGGCAGATTCACCATCTCAAGAGATGATTCCAAAAGTATAGTCTACCTA
CAAGTGAACAGCATAAGATCTGAAGATACTGCTATTTATTACTGTGCACCGAATTTTGATTACTGGGGCCAAGGAGTCATGGTCACGGTCTCCTCA  (SEQ
ID NO: 9)

7D8B10 A 7t¥ 94

ATGAGTCCTGTCCAGTCCCTGTTTTTGCTATTGCTTTGGATTCTGGGAACCCATGGTGATGTTGTGCTGACCCAGACTCCACCCACTTTATCGGCTACCATT
GGACAATCAGTCTCTATCTCTTGCAGGTCAAGTCAGAGTCTCTTACATAGTACTGGAAACACCTATTTAAATTGGTTGCTACAGAGGCCAGGCCAACCTCCG
CAACTTCTAATTTATTTGGTTTCCAGACTGGAATCTGGGGTCCCCAACAGGTTCAGTGCCAGTGGGTCAGGAACTGATTTCACACTCAAAATCAGTGGAATA
GAGGCTGAGGATTTGGGGGTTTATTACTGCGTGCAAAGTTCCCATACTCCGTACACGT TTGGGACTGGGACCAAGCTGGAACTGAAA  (SEQ  ID  NO:
10)

18E10F10 <4 71 99

ATGGACATCAGGCTCAGCTTGGTTTTCCTTGTCCTTTTTATGAAAGGTGTCCAGTG TGAGGTGCAGTTGGTGGAGTCTGGGGGAGGCTTAGTGCAGCCTGGA
AGGTCCCTGAAACTCTCCTGTGCAGCCTCACGATTCACTTTTAGTGACTATAACATGGCCTGGGTCCGCCAGGCTCCAAAGAAGGGTCTGGAGTGGGTCGCA
ACCATTTATCATGATGATAGTGGTTCTTACTATCGAGACTCCGTGAAGGGCCGATTCACCATCTCCAGAAATAATGCAAAAAGCACTCTGTACCTGCAGATG
GACAGTCTGAGGTCTGAGGACATGGCCACTTATTACTGTGCAAGACATAACAATGGCTTTGATTACTGGGGCCAAGGAGTCATGGTCACAGTCGCCTCA
(SEQ ID NO: 11)

18E10F10 A4 71 99

ATGAAGTGGCCTCTTAGGCTGTTGGTGCTGTTCTICTGGATTCCTGCTTCCGGGGGTGATGTTGTGATGACACAAACTCCAGTCTCCCTGCCTGTCCGCCTT
GGAGGTCAAGCCTCTATCTCTTGCCGGTCAAGTCAGAGCCTGGTACACAGTAATGGAAACACCTACTTGCATTGGTACCTACAGAAGCCAGGCCAGTCTCCA
CAGCTCCTCATCAATCGGGTTTCCAACAGATTTTCTGGGGTGCCAGACAGGTTCAGTGGCAGTGGGTCAGGGACAGATTTCACCCTCAAGATCAACAGAGTA
GAGCCTGAGGACTTGGGAGATTATTACTGCTTACAAAGTACACATTTTCCACTCACGT TCGGTTCTGGGACCAAGCTGGAGACCAAA - (SEQ  ID  NO:
12)

40G10H11 Z=3) 719 99

ATGGACATCAGGCTCAGCTTGGGTTTCCTTGTCCTTTTCATAAAAGGTGACCAGTGTGCGGTGCAACTGGTGGAGTCTGGGGGAGGCTTAGTGCAGCCTGGA
AGGTCCCTGAAACTCTCCTGTGCAGCCTCAAGAATCACTTTCACTGACTATTACATGGCCTGGGTCCGCCAGGCTCCAACGAAGGGTCTGGAGTGGGTCGCA
ACCATTAGTTCTGATGGTGGTGACACTTTCTATCGAGACTCCGTGAAGGGCCGATTTACTATCTCCAGAGACAATGCAAAAAGCACCCTATATTTGCAAATG
GTCAGTCTGAGGTCTGAGGACACGGCCACTTATTACTGTTCAACAGATCGGGGAGCTCAGTTTGGTTACTGGGGCCAAGGCACTCTGGTCACTGTCTCTTCA
(SEQ ID NO: 13)

40G10H11 7)) 7F¥ 44

ATGGCTCCAGTCCAGCTCTTAGGGCTGCTGCTGATTTGGCTCCCAGCCATGAGA TG TGACATCCAGATGACCCAGTCTCCTTCATTCCTGTCTGCATCTGTG
GGAGACAGAGTCTCTATCAACTGCAAAGCAAGTCAGAATGTTCACGAGAACCTAAACTGGTATCAGCAAAAGCTTGGAGAAGCTCCCAAACGCCTGATATAT
AATACAAACAATTTGCAAACAGGCATCCCATCAAGGTTCAGTGGCAGTGGATCTGGTGCAGATTACACACTCACCATCAGCAGCCTGCAGCCTGAAGATTTT
GCCACATATTTCTGTTTGCAGCATAATGCTTTTCCGTACACGTTTGGACCTGGGACGAAGCTGGAACTGAAA (SEQ ID NO: 14)

o2 A mdp AY
9-G05 F3 7t¥ <49

GAGGTCCAGCTGCAACAGTCTGGACCTGAGCTGGTGAAGCCTGGGGCTTCAGTGAAGATACCCTGCAAGGCTTCTGGATACACATTCCCTGACTACAACATG
GACTGGGTGAAGCAGAGCCATGGAAAGAGCCTTGAGTGGATTGGATATATTAATCCTGACAATGGTGGTACTATCTACAACCAGAAGTTCAAGGGCAAGGCC
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[0210]

[0211]
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[0219]

[0220]
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ACATTGACTGTAGACAAGTCCTCCAGCACAGCCTACATGGAGCTCCGCAGCCTGACATCTGAGGACACTGCAGTCTATTACTGTGCAAGATTAGACAGCTCA
GGCTACGGTTACTATGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA (SEQ ID NO: 15)

9-G05 A 7t 949

GACATTGTGCTGACCCAATCTCCAGCTTCTTTGGCTGTGTCTCTAGGGCAGAGGGCCACCATCTCCTGCAGAGCCAGCGAAAGTGTTGATAATTATGGCATT
AGTTTTATGCACTGGTACCAGCAGAAACCAGGACAGCCACCCAAACTCCTCATCTATCGTGCATCCAACCTAGACTCTGAGATCCCTGCCAGGTTCAGTGGC
AGTGGGTCTAGGACAGACTTCACCCTCACCATTGATCCTGTGGAGACTGATGATGTTGCAACCTATTACTGTCAGCAAAGT TATAAGGATCCTCGGACGTTC
GGTGGAGGCACCAAGCTGGAAATCAAA (SEQ ID NO: 16)

8-P20 F 7hd 94

AAAGTGATGCTGGTGGAGTCTGGGGGAGCCTTAGTGAAGCCTGGAGGGTCCCTGAAACTCTCCTGTGTAGCCTCTGGATTCACTTTCAGTAACTATGCCATG
TCTTGGGTTCGCCAGACTCCAGAGAAGAGGCTGGAGTGGGTCGCAACCATTAGTAGTGGTGGTTATTACACTTACTATCCAGACAGTGTGAAGGGTCGATTC
ACCATCTCCAGAGACAATGCCAGGAACACCCTGTTCCTGCAAATGAGCAGTCTGAGGTCTGAGGACACGGCCATGTTTTACTGTGCAAGAGAGGATGATTAC
GGAAGATATTCCTATACTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA (SEQ ID NO: 17)

8-P20 44 7hd 9

GATGTTGTGATGACCCAAACTCCACTCTCCCTGCCTGTCAGTCTTGGAGATCAAGTCTCCATCTCTTGCAGATGTAGTCAGAGCCTTGTACACAGTAATGGA
AACACCTATTTACATTGGTACCTGCAGAAGCCAGGCCAGTCTCCACAGCTCCTGATCTACAAAATTTCCAACCGATTTTCTGGGGTCCCAGACAGGTTCAGT
GGCAGTGGATCAGGGACAGATTTCACACTCAAGATCAGCAGAGTGGAGGCTGAGGATCTGGGAGTTTATTTCTGCTCTCAAAGTACACATGTTCCGTACACG
TTCGGAGGGGGGACCGAGCTGGAAATAAAA (SEQ ID NO: 18)

8-G15 & 7kl g

GAGGTCCAGCTGCAGCAGTCTGGACCTGAGCTGGTAAAGCCTGGGGCTTCAGTGAGGATATCCTGCAAGGCTTCTGGATACACATTCACTGACTACTACATA
CACTGGGTGAAGCAGAAGCCTGGGCAGGGCCTTGAATGCATTGGAGAGATTTATCCTGGAACTGATAATACTTACTACAGTAAAAAATTCAGGGGCAAGGCC
ACACTGACTGCAGACAAATCCTCCGACACAGCCTACATGCAGCTCAGCAGCCTGACATCTGAGGACTCTGCAGTCTATTTCTGTGCAAGAGGAGACTACTAT
AGGGGGTACTTCGATGTCTGGGGCGCAGGGACCACGGTCACCGTCTCCTCA (SEQ ID NO: 19)

8-G15 A 7t 99

GATGTTGTGATGACTCAGACCTCACTCACTTTGTCGGTTACCATTGGACAACCAGCCTCCATCTCTTGCAAGTCAAGTCAGAGCCTCTTACATAGTAATGGA
AAGACATATTTGAATTGGTTATTACAGAGGCCAGGCCAGTCTCCAAAGTTCCTAATCTATCTGGTGTCTAAACTGGAATCTGGAGTCCCTGACAGGTTCAGT
GGCAGTGGATCAGGGACAGATTTCACACTGAAAATCAGCAGAGTGGAGGCTGAGGATTTGGGGGTTTATTACTGCTTGCAATCTACACATTTTCCTTGGACG
TTCGGTGGAGGCACCAAGCTGGAAATCAAA (SEQ ID NO: 20)

8114 54 7hel 9

GAGGTCCAGCTGCAGCAGTCTGGACCTGAGCTGGTAAAGCCTGGGGCTTCAGTGAAGAAATCCTGCAAGGCTTCTGGATACACATTCACTGACTACTACATG
CACTGGGTGAAGCAGAAGCCTGGGCAGGGCCTTGAGTGGATTGGAAAGATTTATCCTGGAAGTGGTAATACTCACTACAATGAGAAGTTCAAGGGCAAGGCC
ACACTGACTGCAGACAAATCCTCCAGCACAGCCTACATGCAGCTCAGCAGCCTGACATCTGAGGACTCTGCAGTCTATTTCTGTGCAACCAATTACTACGGC
TACAGGGCAATGAACTATTGGGGTCAAGGATCCTCAGTCACCGTCTCCTCA (SEQ ID NO: 21)

8-114 33} 7hd 4]

GACATCCATTTGACCCAGTCTCCATCCTCCTTATCTGCCTCTCTGGGAGAAAGAATCAGTCTCACTTGCCGGGCAAGTCAGGACATTTATATTAGCTTAAAC
TGGTTTCAGCAGAAACCAGATGGAACTATTAAACTCCTGATCTACGGCACATCCAGTTTAGATTCTGGTGTCCCCAAAAGGTTCAGTGGCAGTAGGTCTGGG
TCAGATTATTCTCTCACCATCAGCAGCCTTGAGTCTGAAGATTTTGCAGACTATTACTGTCTACAATATGCTAGTTCTCCGTACACGTTCGGAGGGGGGACC
AAGCTGGAAATAAAA (SEQ ID NO: 22)

9-E16 2 7hd 99

GAGGTCCAGCTGCAGCAGTCTGGACCTGAGCTGGTAAAGCCTGGGGCTTCAGTGAAGATATCCTGCAAGGCTTCTGGATACACATTCACTGACTACTACATG
CACTGGGTGAAGCAGAAGCCTGGGCAGGGCCTTGAGTGGATTGGAGAGATTTATCCTGGAAGTGGTAATCCTTACTACAATGAGAAGTTCAAGGGCAAGGCC
ACACTGACTGCAGACAAATCATCCAGCTCAGCCTACATGCAGCTCAGCAGCCTGACATCTGAGGACTCTGCAGTCTATTTCTGTGCAAGAACCTCCTACGGT
AGAGTAGGGACAGGGTTTGCTTACTGGGGCCAAGGGACTCTGGTCACTGTCTCTGCA (SEQ ID NO: 23)

9-£16 A4 7hd 9o
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AATTTTGTGATGACCCAAACTCCACTCTCCCTGCCTGTCAGTCTTGGAGATCAAGCCTCCATCTCTTGCAGATCTAGTCAGAGCCTTCTACACAGTAACGGA
AACACCTATTTACATTGGTACCTGCAGAAGCCAGGCCAGTCTCCAAAGCTCCTGATCTACAAAGTTTCCAACCGATTTTCTGGGGTCCCAGACAGGTTCAGT
GGCAGTGGATCAGGGACAGATTTCACACTCAAGATCAACAGAGTGGAGACTGAGGATCTGGGAATTTATTTCTGCTCTCAAAGTTCACATGTTCCCACGTTC
GGTGCTGGGACCAAGCTGGAGCTGAAA (SEQ ID NO: 24)

8-J17 F3 7I¥ 49

CAGGTCCAGCTGCAGCAGTCTGGGGCTGAACTGGCAAAACCTGGGGCCTCAGTGAAGATGTCCTGCAAGGCTTCTGGCTACACCTTTACTAACTACTGGATG
CACTGGGTAAAACAGAGGCCTGGACAGGGTCTGGAATGGATTGGATACATTAATCCTAACAATGGTTATACTGAGTACAATCAGCGATTCAAGGACAAGGCC
ACATTGACTGCAGACAGATCCTCCACCACAGCCTACATGCAACTAAGCAGCCTGACATCTGAGGACTCTGCAGTCTATTACTGTGCAAGATCCGATATCATT
ACGACAGACTACTGGGGCCAAGGCACCACTCTCACAGTCTCCTCA (SEQ ID NO: 25)

8-J17 74 7t¥ <44

GATGTTGTGATGACCCAAACTCCACTCTCCCTGCCTGTCAGTCTTGGAGATCAAGCCTCCATCTCTTGCAGATCTAGTCAGAGCCTTGTATATAGTAATGGA
AATACCTATTTACATTGGTACCTGCAGAAGCCAGGCCAGTCTCCAAAGCTCCTGATCTACAAAGTTTCCAACCGATTTTCTGGGGTCCCAGACAGGTTCAGT
GGCAGTGGATCAGGGACAGATTTCACACTCAAGATAAGCAGAGTGGAGGCTGAGGATCTGGGAGTTTATTTCTGCTCTCAAAGTACACATGTTCCGTGGACG
TTCGGTGGAGGCACCAAGCTGGAAATCAAA (SEQ ID NO: 26)

6-012 = 7t 949

GAAGTGAAGCTTGAGGAGTCTGGAGGAGGCTTGGTGCAACCTGGAGGATCCATGAAACTCTCTTGTGCTGCCTCTGGATTCACTTTTAGTGACGCCTGGATG
GACTGGGTCCGCCAGTCTCCAGAGGCGGGGCTTGAGTGGGTTGCTGAAATTAGAAACAAAGCTCATAATCCTGCAACATACTATGCTGAGTCTGTGAAAGGG
AGATTCACCATCTCAAGAGATGATTCCAAAAGTAGTGTCTACCTGCAAATGAACAGCTTAAGAGCTGAAGACACTGGCATTTATTACTGTACCTTAGTAGCC
CCTGATGCTATGGACTACTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA (SEQ ID NO: 27)

6-012 73 7t¥ 49

GACATTGTGATGTCACTGTCTCCATCCTCCCTAGCTGTGTCAGTTGGAGAGAAGGTTACTATGAGCTGCAAGTCCAGTCAGAGCCTTTTATATAGTCGCAAT
CAAAAGAACTACTTGGCCTGGTACCAGCAGAAACCAGGGCAGTCTCCTAAACTGCTGATTTACTGGGCATCCACTAGGGCATCTGGAGTCCCTGATCGCTTC
ACAGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCAGTGTGAAGGCTGAAGACCTGGCAGTTTATTACTGTCAGCAATATTATAGCTATCCGTAC
ACGTTCGGAGGGGGGACCAAGCTGGAAATAAAA (SEQ ID NO: 28)

10-L15 T2 7FH <

CAGGTCCAACTGCAGCAGTCTGGGCCTGAGCTGGTGAGGCCTGGGGCTTCAGTGAAGATGTCCTGCAAGGCTTCAGGCTATACCTTCACCAGCTACTGGATG
CACTGGGTGAAACAGAGGCCTGGACAAGGCCTTGAGTGGATTGGCATGATTGATCCTTCCAATAGTGAAACTTGGTTAAATCAGAAGTTCAAGGACAAGGCC
ACATTGAATGTAGACAAATCCTCCAACACAGCCTACATGCAGCTCAGCAGCCTGACATCTGAGGACTCTGCAGTCTATTACTGTGCAAGATATGATGGTTAC
TACGACTACTGGGGCCAAGGCACCACTCTCACAGTCTCCTCA (SEQ ID NO: 29)

10-L15 4 7F 949

AACATTGTGCTGACCCAATCTCCAGCTTCTTTGGCTGTGTCTCTAGGGCAGAGGGCCACCATATCCTGCAGAGCCAGTGAAAGTGTTGATAGTTATGGCAAT
AGTTTTATGCACTGGTACCAGCAGAAACCAGGACAGCCACCCAAACTCCTCATCTATCTTGCATCCAACGTAGAATCTGGGGTCCCTGCCAGGTTCAGTGGC
AGTGGGTCTAGGACAGACTTCACCCTCACCATTGATCCTGTGGAGGCTGATGATGCTGCAACCTATTACTGTCAGCAAAATAATGAGGATCCGTGGACGTTC
GGTGGAGGCACCAAGCTGGAAATCAAA (SEQ ID NO: 30)

7-H14 F2 7} 949

CAGGTCCAACTGCAGCAGCCTGGGGCTGAGCTGGTGAGGCCTGGGGCTTCAGTGAAGCTGTCCTGCAAGCCTTCTGGCTACACCTTCACCAGCTACTGGATG
AACTGGGTGAAGCAGAGGCCTGGACAAGGCCTTGAATGGATTGGTATGATTGATCCTTCAGACAGTGAAACTCACTACAATCAAATGTTCAAGGACAAGGCC
ACATTGACTGTTGACAAATCCTCCAACACAGCCTACATGCAGCTCAGCAGCCTGACATCTGAGGACTCTGCGGTCTATTACTGTGCGCAGATCTACTATGCT
TACGACAAGGCTTACTGGGGCCAAGGGACTCTGGTCACTGTCTCTGCA (SEQ ID NO: 31)

7-H14 74 7t 949

GACATTGTGATGTCACAGTCTCCATCCTCCCTAGCTGTGTCAGTTGGAGAGAAGGTTACTATGAGCTGCAAGTCCAGTCAGAGCCTTTTATATAGTAGCCAT
CAAAAGAACTACTTGGCCTGGTACCAGCAGAAACCAGGGCAGTCTCCTAAACTGCTGATTTACTGGGCATCCACTAGGGAATCTGGGGTCCCTGATCGCTTC
ACAGGCAGTGGATCTGGGACAGATTTCAGTCTCACCATCAGCAGTGTGAAGGCTGAAGACCTGGCAGTTTATTACTGTCAGGAATATTATAGCTGGACGTTC
GGTGGAGGCACCAAGCTGGAAATCAAA (SEQ ID NO: 32)
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6-B21 F 71 99

GAGGTCCAGCTGCAACAATCTGGACCTGAGCTGGTGAAGCCTGGGGCTTCAGTGAAGATATCCTGTAAGGCTTCTGGATACACGTTCACTGACTACTACATG
AACTGGGTGAAGCAGAGCCATGGAAAGAGCCTTGAGTGGATTGGAGATATTAATCCTCACAATGGTGGTACTAGCTTCATCCAGAAGTTCAAGGGCAAGGCC
ACATTGACTGTAGACAAGTCCTCCAGCACAGCCTACATGGAGCTCCGCAGCCTGACATCTGAGGACTCTGCAGTCTATTATTGTGCCCCTCTGGGACGAAAG
GAGGGGTTTGCTTACTGGGGCCAAGGGACTCTGGTCACTGTCTCTGCA (SEQ ID NO: 33)

6-B21 73 7t¥ <d

GACACTGTGCTGACACAGTCTCCTGCTTCCTTAGTTGTATCTCTGGGGCAGAGGGCCACCATCTCATGCAGGGCCAGCAAAAGTGTCAGTACATCTGGCTAT
AGTTATATGCACTGGTACCAACAGAAACCAGGACAGCCACCCAAACTCCTCATCTATCTTGCATCCAACCTAGAATCTGGGGTCCCTGCCAGGTTCAGTGGC
AGTGGGTCTGGGACAGCCTTCACCCTCAACATCCATCCTGTGGAGGAGGAGGATGCTGCAACCTATTACTGTCAGCACAGTAGGGAGCTTCCGTACACGTTC
GGAGGGGGGACCAAGCTGGAAATAAAA (SEQ ID NO: 34)

10-F23 =4 714 949

CAGGTTACTCTGAAAGAGTCTGGCCCTGGGATATTGCAGCCCTCCCAGACCCTCAGTCTGACTTGTTCTTTCTCTGGGTTTTCACTGAGCACTTTTGCTATG
GGTGTAGGCTGGATTCGTCAGCCTTCAGGGAAGGGTCTGGAGTGGCTGGCACACATTTGGTGGGATGATGATAAGTACTATAACCCAGCCCTGAAGAGCCGG
CTCACAATCTCCAAGGATACCTCCAAAAACCATGTATTCCTCAAGATCGCCAATGTGGACACTGCAGATACTGCCACATACTACTGTGCTCGAATGCCGCTA
ACTTTCTACTTTGACTACTGGGGCCAAGGCACCACTCTCACAGTCTCCTCA (SEQ ID NO: 35)

10-F23 A4 7t 99

GATGTTTTGCTGACCCAAACTCCACTCTCCCTGCCTGTCAGTCTTGGAGATCAAGCCTCCATCTCTTGCAGATCTAGTCAGAGCATTGTACATAGTAATGGA
CACACCTATTTAGAATGGTACCTGCAGAAACCAGGCCAGTCTCCAAAGCTCCTGATCTACAAAGTTTCCAACCGATTTTCTGGGGTCCCAGACAGGTTCAGT
GGCAGTGGATCAGGGACAGATTTCACACTCAAGATCAGCAGAGTGGAGGCTGAGGATCTGGGAGTTTATTACTGCTTTCAAGGTTCACATGTTCCGTTCACG
TTCGGAGGGGGGACCAAGCTGGAAATAAAA (SEQ ID NO: 36)

6-A12 F 7t 99

CAGGTTACTCTGAAAGAGTCTGGCCCTGGGATATTGCAGCCCTCCCAGACCCTCAGTCTGACTTGTTCTTTCTCTGGGTTTTCACTGAGAACTTTTGCTATG
GGTGTAGGCTGGATTCGTCAGCCTTCAGGGAAGGGTCTGGAGTGGCTGGCACACATTTGGTGGGATGATGATAAGTACTATAACCCAGCCCTGAAGAGCCGG
CTCACAATCTCCAAGGATACCTCCAAAAACCAGGTATTCCTCAAGATCGCCAATGTGGACACTGCAGATACTGCCACATACTACTGTGCTCGAATGCCGCTA
ACTTTCTACTTTGACTACTGGGGCCAAGGCACCACTCTCACAGTCTCCTCA (SEQ ID NO: 37)

6-A12 7 7} g

GATGTTTTGATGACCCAAACTCCACTCTCCCTGCCTGTCAGTCTTGGAGATCAAGCCTCCATCTCTTGTAGATCTAGTCAGAGCATTGTACATAGTAATGGA
AACACCTATTTAGAATGGTACCTGCAGAAACCAGGCCAGTCTCCAAAGCTCCTGATCTACAAAGTTTCCACCCGATTTTCTGGGGTCCCAGACAGGTTCAGT
GGCAGTGGATCAGGGACAGATTTCACACTCAAGATCAGCAGAGTGGAGGCTGAGGATCTGGGAGTTTATTACTGCTTTCAAGGTTCACATGTTCCGTTCACG
TTCGGAGGGGGGACCAAGCTGGAAATAAAA (SEQ ID NO: 38)

6-M8 4 71 94

CAGGTCCAACTGCAGCAGCCTGGGGCTGAACTTGTGATGCCTGGGGCTTCAGTGAAGCTGTCCTGCAAGGCTTCTGGCTACACCTTCACCAACTACTGGATG
CACTGGGTGAAACAGAGGCCTGGACAAGGCCTTGAGTGGATCGGAGAGATTGATCCTTCTGATAGTTATACTAACTACAATCAAAAGTTCAAGGGCAAGGCC
ACATTGACTGTAGACAAATCCTCCAGCACAGCCTACATGCAGCTCAGCAGCCTGACATCTGAGGACTCTGCGGTCTATTACTGTACAAGACAGGGTAGTACC
TACGCGTGGGGTCAAGGAACCTCAGTCACCGTCTCCTCA (SEQ ID NO: 39)

6-M8 4l 7w g

GATATTGTGATGACGCAGGCTGCATTCTCCAATCCAGTCACTCTTGGAACATCAGCTTCCATCTCCTGCAGGTCTAGTAAGAGTCTCCTACATAGTAATGGC
ATCACTTATTTGTATTGGTATCTGCAGAAGCCAGGCCAGTCTCCTCAGCTCCTGATTTATCAGATGTCCAACCTTGCCTCAGGAGTCCCAGACAGGTTCAGT
AGCAGTGGGTCAGGAACTGATTTCACACTGAGAATCAGCAGAGTGGAGGCTGAGGATGTGGGTGTTTATTACTGTGCTCAAAATCTAGAACTTCCTCCGACG
TTOGGTGGAGGCACCAAGCTGGAAATCAAA (SEQ ID NO: 40)

2-A3 F4) 71 g4

GAGGTCCAGCTGCAACAATCTGGACCTGAGCTGGTGAAGCCTGGGGCTTCAGTGAAGATGTCCTGTAAGGCTTCTGGATACACATTCACTGACTACTACATG
ATGTGGGTGAAGCAGAGTCATGGAAAGAGCCTTGAGTGGATTGGAGATATTAATCCTTACAATGGTGGTTCTAGCTACAACCCGAAGTTCAAGGGCAGGGCC
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ACATTGACTGTAGACAAATCCTCCAGCACAGCCTACATGCAGCTCAACAGCCTGACATCTGAGGACTCTGCAGTCTATTACTGTGCAAGAGGGACTTACTGG
GGCCAAGGGACTCTGGTCACTGTCTCTGCA (SEQ ID NO: 41)

2-A3 74 7hi 99

GATGTTGTGATGACCCAGACTCCACTCACTTTGTCGGTTACCATTGGACAACCAGCCTCCATCTCTTGCAAGTCAAGTCAGAGCCTCTTAGATAGTGCTGGA
AAGACATATTTGAATTGGTTGTTACAGAGGCCAGGCCAGTCTCCAAAGCGCCTAATGTATCTGGTGTCTAAACTGGACTCTGGAGTCCCTGACAGGTTCACT
GGCAGCGGATCAGGGACAGATTTCACACTGAAAATCAGCAGAGTGGAGGCTGAGGATTTGGGAGTTTATTATTGCTGGCAAGGTACACATTTTCCGTACACG
TTCGGAGGGGGGACCAAGCTGGAAATAAAA (SEQ ID NO: 42)

6-017 F 7hd 99

CAGGTCCAACTGCAGCAGCCTGGGGCTGAGCTTGTGAAGCCTGGGGCTTCAGTGAAGT TGTCCTGCAAGGCTTCTGGCTACACCTTCACCAGCTACTGGATG
CACTGGATAAAGCAGAGACCTGGACAAGGCCTTGAGTGGATTGGAGAGATTAACCCTAGCAATGGTGGTTCTAACTACAATGAGAAGT TCAAGAGCAAGGCC
ACACTGACTGTAGACAAATCCTCCAGCACAGCCTACATGCAACTCAGCAGCCTGACATCTGAGGACTCTGCGGTCTATCACTGTAAAAGCAGAGGCTACTGG
GGCCAAGGCACCACTCTCACAGTCTCCTCA (SEQ ID NO: 43)

6-017 A 7t 949

GATGTTGTGATGACCCAGACTCCACTCACTTTGTCGGTTACCATTGGACAACCAGCCTCCATCTCTTGCAAGTCAAGTCAGAGCCTCTTAGATAGTTATGGA
AAGACATATTTGAATTGGTTGTTACAGCGGCCAGGCCAGTCTCCAAAGCGCCTAATCTATCTGGTGTCTAAATTGGACTCTGGAGTCCCTGACAGGTTCACT
GGCAGTGGATCAGGGACAGATTTCACACTGAAAATCAGCAGAGTGGAGGCTGAGGATTTGGGAATTTATTATTGCTGGCAAGGTACACATTTTCCTCACACG
TTOGGCTCGGGGACAAAGTTGGAAATAAAA (SEQ ID NO: 44)

3-65 F4) 7h 4

CAGGTTCAGCTGCAGCAGTCTGGAGCTGAGCTGGCGAGGCCTGGGGCTTCAGTGAAACTGTCCTGCAAGGCTTCTGGCTACACCTTCACAAGCTATGGTATA
AGCTGGGTGAAACAGAGAACTGGACAGGGCCTTGAGTGGATTGGAGAGATTTTTCCTAGAAGTAGTAATACTTACTATAATGAGAAGT TCAAGGGCAAGGCC
ACACTGACTGCAGACAAGTCCTCCAGCACAGTGTACATGGAGTTCCGCAGCCTGACATCTGAGGACTCTGCGGTCTATTTCTGTGCAAGAGAGGGGGGCCTG
GCCTGGTTTGCTTACTGGGGCCAAGGGACTCTGGTCACTGTCTCTGCA (SEQ ID NO: 45)

3-G5 B4 7Hi 9

GATGTTGTGATGACCCAGACTCCACTCACTTTGTCGGTTACCATTGGACAACCAGCTTCCATCTCTTGCAAGTCAAGTCAGAGCCTCTTATATACTAATGGA
AACACCTATTTGAATTGGTTATTACAGAGGCCAGGCCAGTCTCCAAAACGCCTAATCTATCTGGTGTCTAAATTGGACTCTGGAATCCCTGACAGGTTCAGT
GGCAGTGGATCAGGGACAGATTTCACACTGAGAATCAGCAGAGTGGAGGCTGAGGATTTGGGAGTTTATTACTGCTTGCAGAGTACACATTTTCCATTCACG
TTCGGCTCGGGGACAAAGTTGGAAATAAAA (SEQ ID NO: 46)

6-A15 T2 7hH 99

GAGGTCCAGCTGCAACAATCTGGACCTGAGCTGGTGAAGCCTGGGGCTTCAGTGAAGATGTCCTGTAAGGCTTCTGGATACACAATCACTGACTACTACATG
ATGTGGTTGAAGCAGAGTCATGGAAAGAGCCTTGAATGGATTGGAGATATTAATCCTTACACTGGTGGTACTAGCTACAACCAGAAGTTCAAGGGCAAGGCC
ACATTGACTGTAGACAAATCCTCCAGCACAGCCTACCTGCAGCTCCACAGCCTGACATCTGAGGACTCTGCAGTCTATTACTGTGCAAGAGGGGCCTACTGG
GGCCAAGGCACCACTCTCACAGTCTCCTCA (SEQ ID NO: 47)

6-A15 A4 7hd 9o

GATGTTGTGATGACCCAGACTCCACTCACTTTGTCGGTTACCATTGGACAACCAGCCTCCATCTCTTGCAAGTCAAGTCAGAGCCTCTTAGATAGTGATGGA
AAGACATATTTGAATTGGTTGTTACAGAGGCCAGGCCAGTCTCCAAAGCGCCTAATCTATCTGGTGTCTAAACTGGACTCTGGAGTCCCTGACAGGTTCACT
GGCAGTGGATCAGGGACAGATTTCACACTGAAAATCAGCAGAGTGGAGGCTGAGGATTTGGGAGTTTATTATTGCTGGCAAGGTACACATTTTCCGTACACG
TTCGGAGGGGGGACCAAGCTGGAAATAAAA (SEQ ID NO: 48)

10-K10 =2l 718 94

GAGGTCCAGCTGCAACAATCTGGACCTGAGCTGGTGAAGCCTGGGGCTTCAGTGAAGATGTCCTGTAAGGCTTCTGGATACACAATCACTGACTACTACATG
ATGTGGTTGAAGCAGAGTCATGGAAAGAGCCTTGAATGGATTGGAGATATTAATCCTTACACTGGTGGTACTAGCTACAACCAGAAGTTCAAGGGCAAGGCC
ACATTGACTGTAGACAAATCCTCCAGCACAGCCTACATGCAGCTCAACAGCCTGACATCTGAGGACTCTGCAGTCTATTACTGTGCAAGAGGGGCCTACTGG
GGCCAAGGCACCACTCTCACAGTCTCCTCA (SEQ ID NO: 49)

10-K10 22} 7b3 <]
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GATGTTGTGATGACCCAGACTCCACTCACTTTGTCGGTTACCATTGGACAACCAGCCTCCATCTCTTGCAAGTCAAGTCAGAGCCTCTTAGATAGTGATGGA
AAGACATATTTGAATTGGTTGTTACAGAGGCCAGGCCAGTCTCCAAAGCGCCTAATCTATCTGGTGTCTAAACTGGACTCTGGAGTCCCTGACAGGTTCACT
GGCAGTGGATCAGGGACAGATTTCACACTGAAAATCAGCAGAGTGGAGGCTGAGGATTTGGGAGTTTATTATTGCTGGCAAGGTACACATTTTCCGTACACG
TTCGGAGGGGGGACCAAGCTGGAAATAAAA (SEQ ID NO: 50)

6-P20 = 7P 9

GAGGTCCAGCTGCAACAATCTGGACCTGAGCTGGTGAAGCCTGGGGCTTCAGTGAAGATATCCTGTAAGGCTTCTGGATACACGTTCACTGACTACTACATG
AACTGGGTGAAGCAGAGCCATGGCAGGAGCCTTGAGTTGATTGGAGATATTAATCCTAACAATGGTGGTTCTAACTTCAACCAGAAGTTCAGGGGCAAGGCC
ACATTGACTGTAGACAAGTCCTCCAGCACAGCCTATATGGAGCTCCGCAGCCTGACATCTGAGGACTCTGCAATCTATTACTGTGCAAGAATGGGTTACTGG
GGCCAAGGGACTCTGGTCACTGTCTCTGCA (SEQ ID NO: 51)

6-P20 A4 7hH 3

GATGTTGTGATGACCCAGACTCCACTCACTTTGTCGGTTACCATTGGACAACCAGCCTCCATCTCTTGCAAGTCAAGTCAGAGCCTCTTACATAGTGATGGA
AAGACATATTTGAATTGGATGTTCCAGAGGCCAGGCCAGTCTCCAAAGCGCCTAATCTATCTGGTGTCTAAACTGGACTCTGGAGTCCCTTACAGGTTCACT
GGCGGTGGATCAGGGACAGATTTCACACTGCAAATCAGCAGAGTGGAGACTGAGGATTTGGGAGTTTATTATTGCTGGCAAGGTACACATTTTCCTCGGACG
TTCGGTGGAGGCACCAAGCTGGAAATCAAA (SEQ ID NO: 52)

7-08 =3 7t 99

GAGGTCCAGCTGCAGCAGTCTGGACCTGAACTGGTCAAGCCTGGGGCTTCAGTGAAGATGTCCTGCAAGGCTTCTGGATACACATTCACTGACTACTACATA
CACTGGGTGAAGCAGAAGCCTGGGCAGGGCCTTGAGTACATTGGAGAGATTTATCCTGGAAGTGGTAATACTTACTACAATGGGAAGTTCAGGGGCAAGGCC
ACACTGACTGCAGACAAGTCCTCCAGCACAGCCTACATGCAGCTCAGCAGCCTGACATCTGAGGACTCTGCAGTCTATTTCTGTGGTAGTGGCTACTTTGAC
TACTGGGGCCAAGGCACCACTCTCACAGTCTCCTCA (SEQ ID NO: 53)

7-08 B 7hi G

GATGTTGTGATGACCCAGACTCCACTCACTTTGTCTGTTACCATTGGACAGCCAGCTTCCATTTCTTGCAAGTCAAGTCAGAGCCTCTTATATAGTAATGGA
AAAACCTATTTGAATTGGTTATTACAGAGTCCAGGCCAGTCTCCAAAGCTCCTAATCTATCTGGTGTCTAAACTGGAATCTGGAGTCCCTGACAGATTCAGT
GGCAGTGGATCAGGGACAGATTTTACACTGAAACTCAGCAGAGTGGAGGCTGAGGATTTGGGAGTATATTACTGCGTGCAAGGTACACATTTCCCATTCACG
TTCGGCTCGGGGACAAAGTTGGAAATAAAA (SEQ ID NO: 54)

E7] mdb AY
A11B1_16G7 =4

ATGGAGACTGGGCTGCGCTGGCTTCTCCTGGTCGCTGTGTTCAAAGGTGTCCAGTGTCAGGAGCAACTGGTGGAGTCCGGGGGAGACCTGGTCAAGCCTGGG
GCATCCCTGACACTCACCTGCACAGCCTCTGGATTCTCCTTCAATAAGAATTATTGGATGTGCTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGATC
GGATGCATTTATAATGGTGATGGCAACACATACTACGCGAGCTGGGTGAATGGCCGATTCACCATCTCCAAAACCTCGTCGACCACGGTGACTCTGCAAATG
ACCAGTCTGACAGTCGCGGACACGGCCATCTATTTCTGTGCGAGACTACTTAATATGTGGGGCCCAGGCACCCTGGTCACCGTCTCCTCAGGGCAACCTAAG
GCTCCATCAGTCTTCCCACTGGCCCCCTGCTGCGGGGACACACCCAGCTCCACGGTGACCCTGGGCTGCCTGGTCAAAGGCTACCTCCCGGAGCCAGTGACC
GTGACCTGGAACTCGGGCACCCTCACCAATGGGGTACGCACCTTCCCGTCCGTCCGGCAGTCCTCAGGCCTCTACTCGCTGAGCAGCGTGGTGAGCGTGACC
TCAAGCAGCCAGCCCGTCACCTGCAACGTGGCCCACCCAGCCACCAACACCAAAGTGGACAAGACCGTTGCGCCCTCGACATGCAGCAAGCCCATGTGCCCA
CCCCCTGAACTCCCGGGGGGACCGTCTGTCTTCATCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCACGCACCCCCGAGGTCACATGCGTGGTGGTG
GACGTGAGCCAGGATGACCCCGAGGTGCAGTTCACATGGTACATAAACAACGAGCAGGTGCGCACCGCCCGGCCGCCGCTACGGGAGCAGCAGTTCAACAGC
ACGATCCGCGTGGTCAGCACCCTCCCCATCGCGCACCAGGACTGGCTGAGGGGCAAGGAGTTCAAGTGCAAAGTCCACAACAAGGCACTCCCGGCCCCCATC
GAGAAAACCATCTCCAAAGCCAGAGGGCAGCCCCTGGAGCCGAAGGTCTACACCATGGGCCCTCCCCGGGAGGAGCTGAGCAGCAGGTCGGTCAGCCTGACC
TGCATGATCAACGGCTTCTACCCTTCCGACATCTCGGTGGAGTGGGAGAAGAACGGGAAGGCAGAGGACAACTACAAGACCACGCCGACCGTGCTGGACAGC
GACGGCTCCTACTTCCTCTACAGCAAGCTCTCAGTGCCCACGAGTGAGTGGCAGCGGGGCGACGTCTTCACCTGCTCCGTGATGCACGAGGCCTTGCACAAC
CACTACACGCAGAAGTCCATCTCCCGCTCTCOGG GTAAATAG (SEQ ID NO: 55)

A11B1_16G7 74

ATGGACACGAGGGCCCCCACTCAGCTGCTGGGGCTCCTACTGCTCTGGCTCCCAGGTGCCAGATGTGCTGACATTGTGATGACCCAGACTCCAGCCTCCGTG
GAGGCAGCTGTGGGAGGCACAGTCACCATCAAGTGCCAGGCCAGTGAGAGCATTGGCAATGCATTAGCCTGGTATCAGCAGAAACCAGGGCAGCCTCCCAAG
CTCCTGATCTATACTGCAGCCACTCTGGCATCTGGGGTCCCATCGCGGTTCAGCGGCAGTGGATCTGGGACAGAGTTCACTCTCACCATCAGTGGCGTGCAG
TGTGACGATGCTGCCACTTACTACTGTCAAAGCTATTATTTTACTAGTGTTAGTAGT TATGGCAATGCTTTCGGCGGAGGGACCGAGGTGGTGGTCAAAGGT
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GATCCAGTTGCACCTACTGTCCTCATCTTCCCACCAGCTGCTGATCAGGTGGCAACTGGAACAGTCACCATCGTGTGTGTGGCGAATAAATACTTTCCCGAT
GTCACCGTCACCTGGGAGGTGGATGGCACCACCCAAACAACTGGCATCGAGAACAGTAAAACACCGCAGAATTCTGCAGATTGTACCTACAACCTCAGCAGC
ACTCTGACACTGACCAGCACACAGTACAACAGCCACAAAGAGTACACCTGCAAGGTGACCCAGGGCACGACCTCAGTCGTCCAGAGCTTCAATAGGGGTGAC
TGTTAG (SEQ ID NO: 56)

A11B1_16E10 =3

ATGGAGACTGGGCTGCGCTGGCTTCTCCTGGTCGCTGTGCTCAAAGGTGTCCAGTGTCAGTCGTTGGAGGAGTCCGGGGGAGACCTGGTCAAGCCTGGGGCA
TCCCTGACACTCACCTGCAGAGTCTCTGGATTCTCCTTCAGTAGCAGT TATTATATGTGTTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAATGGATCGCA
TGTATTGGTACTACTCGTGGTAGCACTTACTACGCGACCTGGGCGAAAGGCCGATTCACCATTTCTAAAATCTCGTCGACCACGGTGACTCTACAAATGACC
AGTCTGACAGACGCGGACACGGCCACCTATTTCTGTGCGAGAGATGCTACTGGTTATAGGATTAACACGATTGGCCTCTATTTTAATTTGTGGGGCCCAGGC
ACCCTGGTCACCGTCTCCTCAGGGCAACCTAAGGCTCCATCAGTCTTCCCACTGGCCCCCTGCTGCGGGGACACACCCAGCTCCACGGTGACCCTGGGCTGE
CTGGTCAAAGGCTACCTCCCGGAGCCAGTGACCGTGACCTGGAACTCGGGCACCCTCACCAATGGGGTACGCACCTTCCCGTCCGTCCGGCAGTCCTCAGGC
CTCTACTCGCTGAGCAGCGTGGTGAGCGTGACCTCAAGCAGCCAGCCCGTCACCTGCAACGTGGCCCACCCAGCCACCAACACCAAAGTGGACAAGACCGTT
GCGCCCTCGACATGCAGCAAGCCCATGTGCCCACCCCCTGAACTCCCGGGGGGACCGTCTGTCTTCATCTTCCCCCCAAAACCCAAGGACACCCTCATGATC
TCACGCACCCCCGAGGTCACATGCGTGGTGGTGGACGTGAGCCAGGATGACCCCGAGGTGCAGTTCACATGGTACATAAACAACGAGCAGGTGCGCACCGCC
CGGCCGCCGCTACGGGAGCAGCAGTTCAACAGCACGATCCGCGTGGTCAGCACCCTCCCCATCGCGCACCAGGACTGGCTGAGGGGCAAGGAGTTCAAGTGC
AAAGTCCACAACAAGGCACTCCCGGCCCCCATCGAGAAAACCATCTCCAAAGCCAGAGGGCAGCCCCTGGAGCCGAAGGTCTACACCATGGGCCCTCCCCGG
GAGGAGCTGAGCAGCAGGTCGGTCAGCCTGACCTGCATGATCAACGGCTTCTACCCTTCCGACATCTCGGTGGAGTGGGAGAAGAACGGGAAGGCAGAGGAC
AACTACAAGACCACGCCGACCGTGCTGGACAGCGACGGCTCCTACTTCCTCTACAGCAAGCTCTCAGTGCCCACGAGTGAGTGGCAGCGGGGCGACGTCTTC
ACCTGCTCCGTGATGCACGAGGCCTTGCACAACCACTACACGCAGAAGTCCATCTCCCGCTCTCCGGGTAAATAG (SEQ ID NO: 57)

A11B1_16E10 73}

ATGGACACGAGGGCCCCCACTCAGCTGCTGGGGCTCCTGCTGCTCTGGCTCCCAGGTGCCAGATGTGCGTTCGAATTGACCCAGACTCCATCCTCCGTGGAG
GCTGCTGTGGGAGGCACGCCCACCATCAAGTGCCAGGCCAGTCAGACCATTTACAGT TACTTATCCTGGTATCAGCAGAAACCAGGGCAGCCTCCCAAGCTC
CTGATCTATGAAGCGTCCAAACTGGCCTCTGGGGTCCCATCGCGGTTCAGCGGCAGTGGATCTGGGACAGACTACACTCTCACCATCAGCGACCTGGAGTGT
GCCGATGCTGCCACTTACTACTGTCAAAGCTATCATGGTACTGCTAGTACTGAATATAATACTTTCGGCGGGGGGACCGAGGTGGTGGTCAGAGGTGATCCA
GTTGCACCTACTGTCCTCATCTTCCCACCAGCTGCTGATCAGGTGGCAACTGGAACAGTCACCATCGTGTGTGTGGCGAATAAATACTTTCCCGATGTCACC
GTCACCTGGGAGGTGGATGGCACCACCCAAACAACTGGCATCGAGAACAGTAAAACACCGCAGAATTCTGCAGATTGTACCTACAACCTCAGCAGCACTCTG
ACACTGACCAGCACACAGTACAACAGCCACAAAGAGTACACCTGCAAGGTGACCCAGGGCACGACCTCAGTCGTCCAGAGCTTCAATAGGGGTGACTGTTAG
(SEQ ID NO: 58)

A11B1_15G10 =3

ATGGAGACTGGGCTGCGCTGGCTTCTCCTGGTCGCTGTGCTCAAAGGTGTCCAGTGTCAGCAGCAGCTGGTGGAGTCCGGGGGAGGCCTGGTCAAGCCTGGG
GCAGCCCTGACATTCACCTGCACAGCCTCTGGATTCTCCTTCAGTGGCAATTATTGGATATGCTGGGTCCGCCAGGCTCCAGGGAAGGGGTTGGAGTGGATC
GCGTGCATTGGTACTATTACTAGTAGGACATACTACGCGAGCTGGGCGAAAGGCCGATTCACCATTTCCAAAACCTCGTCGACCACGGTGACTCTGCAAATG
ACCAGTCTGACAGCCGCGGACACGGCCACGTATTTCTGTGCGAGAGGTGCGGTTGTTAGTAGTGGTAATGCTCCCTACTACTTTACCTTGTGGGGCCCAGGC
ACCCTGGTCACCGTCTCCTCAGGGCAACCTAAGGCTCCATCAGTCTTCCCACTGGCCCCCTGCTGCGGGGACACACCCAGCTCCACGGTGACCCTGGGCTGE
CTGGTCAAAGGCTACCTCCCGGAGCCAGTGACCGTGACCTGGAACTCGGGCACCCTCACCAATGGGGTACGCACCTTCCCGTCCGTCCGGCAGTCCTCAGGC
CTCTACTCGCTGAGCAGCGTGGTGAGCGTGACCTCAAGCAGCCAGCCCGTCACCTGCAACGTGGCCCACCCAGCCACCAACACCAAAGTGGACAAGACCGTT
GCGCCCTCGACATGCAGCAAGCCCATGTGCCCACCCCCTGAACTCCCGGGGGGACCGTCTGTCTTCATCTTCCCCCCAAAACCCAAGGACACCCTCATGATC
TCACGCACCCCCGAGGTCACATGCGTGGTGGTGGACGTGAGCCAGGATGACCCCGAGGTGCAGTTCACATGGTACATAAACAACGAGCAGGTGCGCACCGCC
CGGCCGCCGCTACGGGAGCAGCAGTTCAACAGCACGATCCGCGTGGTCAGCACCCTCCCCATCGCGCACCAGGACTGGCTGAGGGGCAAGGAGTTCAAGTGC
AAAGTCCACAACAAGGCACTCCCGGCCCCCATCGAGAAAACCATCTCCAAAGCCAGAGGGCAGCCCCTGGAGCCGAAGGTCTACACCATGGGCCCTCCCCGG
GAGGAGCTGAGCAGCAGGTCGGTCAGCCTGACCTGCATGATCAACGGCTTCTACCCTTCCGACATCTCGGTGGAGTGGGAGAAGAACGGGAAGGCAGAGGAC
AACTACAAGACCACGCCGACCGTGCTGGACAGCGACGGCTCCTACTTCCTCTACAGCAAGCTCTCAGTGCCCACGAGTGAGTGGCAGCGGGGCGACGTCTTC
ACCTGCTCCGTGATGCACGAGGCCTTGCACAACCACTACACGCAGAAGTCCATCTCCCGCTCTCCGGGTAAATAG (SEQ ID NO: 59)

A11B1_15G10 7}

ATGGACACGAGGGCCCCCACTCAGCTGCTGGGGCTCCTGCTGCTCTGGCTCCCAGGTGCCAGATGTGCATTCGAATTGACGCAGACTCCATCCTCCGTGGAG
GCAGCTGTGGGAGGCACAGTCACCATCAAGTGCCAGGCCAGTCAGAGCATTAGTAGTTACTTATCCTGGTATCAGCAGAAACCAGGGCAGCCTCCCAAGCTC
CTGATCTACAGGGCATCCACTCTGGAATCTGGGGTCCCATCGCGGTTTAAAGGCAGTGGATCTGGGACAGAGTTCACTCTCACCATCAGCGACCTGGAGTGT
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GCCGATGCTGCCACTTACTTCTGTCAAAGCTATTATGGTGTTACTTTTAGTGGTTTTGCTTTCGGCGGAGGGACCGAGGTGGTGGTCAAAGGTGATCCAGTT
GCACCTACTGTCCTCATCTTCCCACCAGCTGCTGATCAGGTGGCAACTGGAACAGTCACCATCGTGTGTGTGGCGAATAAATACTTTCCCGATGTCACCGTC
ACCTGGGAGGTGGATGGCACCACCCAAACAACTGGCATCGAGAACAGTAAAACACCGCAGAATTCTGCAGATTGTACCTACAACCTCAGCAGCACTCTGACA
CTGACCAGCACACAGTACAACAGCCACAAAGAGTACACCTGCAAGGTGACCCAGGGCACGACCTCAGTCGTCCAGAGCTTCAATAGGGGTGACTGTTAG
(SEQ ID NO: 60)

A11B1_14H1 =3

ATGGAGACTGGGCTGCGCTGGCTTCTCCTGGTCGCTGTGCTCAAAGGTGTCCAGTGTCAGTCGTTGGAGGAGTCCGGGGGAGACCTGGTCAAGCCTGGGGCA
TCCCTGACACTCACCTGCAAAGCCTCTGGAATCGACTTCAATAACTATTGGATAACCTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGATCGCATGC
ATTTATGTTGGAATTACCGGCCGCACATGGTACGCGAACTGGGCGAAAGGCCGATTCACCATCTCCAAGGCCTCGAGCACGGTGGATCTGAAAATGACCAGT
CTGACAGCCGCGGACACGGCCACCTATTTCTGTGCGAGGAATGGTGATGGTGGTATTTATGCTCTTAACTTGTGGGGCCCAGGCACCCTGGTCACCGTCTCC
TCAGGGCAACCTAAGGCTCCATCAGTCTTCCCACTGGCCCCCTGCTGCGGGGACACACCCAGCTCCACGGTGACCCTGGGCTGCCTGGTCAAAGGCTACCTC
CCGGAGCCAGTGACCGTGACCTGGAACTCGGGCACCCTCACCAATGGGGTACGCACCTTCCCGTCCGTCCGGCAGTCCTCAGGCCTCTACTCGCTGAGCAGC
GTGGTGAGCGTGACCTCAAGCAGCCAGCCCGTCACCTGCAACGTGGCCCACCCAGCCACCAACACCAAAGTGGACAAGACCGTTGCGCCCTCGACATGCAGC
AAGCCCATGTGCCCACCCCCTGAACTCCCGGGGGGACCGTCTGTCTTCATCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCACGCACCCCCGAGGTC
ACATGCGTGGTGGTGGACGTGAGCCAGGATGACCCCGAGGTGCAGTTCACATGGTACATAAACAACGAGCAGGTGCGCACCGCCCGGCCGCCGCTACGGGAG
CAGCAGTTCAACAGCACGATCCGCGTGGTCAGCACCCTCCCCATCGCGCACCAGGACTGGCTGAGGGGCAAGGAGTTCAAGTGCAAAGTCCACAACAAGGCA
CTCCCGGCCCCCATCGAGAAAACCATCTCCAAAGCCAGAGGGCAGCCCCTGGAGCCGAAGGTCTACACCATGGGCCCTCCCCGGGAGGAGCTGAGCAGCAGG
TCGGTCAGCCTGACCTGCATGATCAACGGCTTCTACCCTTCCGACATCTCGGTGGAGTGGGAGAAGAACGGGAAGGCAGAGGACAACTACAAGACCACGCCG
ACCGTGCTGGACAGCGACGGCTCCTACTTCCTCTACAGCAAGCTCTCAGTGCCCACGAGTGAGTGGCAGCGGGGCGACGTCTTCACCTGCTCCGTGATGCAC
GAGGCCTTGCACAACCACTACACGCAGAAGTCCATCTCCCGCTCTCCGGGTAAATAG (SEQ ID NO: 61)

A11B1_14H1 72

ATGGACACGAGGGCCCCCACTCAGCTGCTGGGGCTCCTGCTGCTCTGGCTCCCAGGTGCCACATTTGCACAAGTGCTGACCCAGACTGCATCGTCCGTGTCT
GCAGCTGTGGGAGGCACAGTCACCATCAGTTGCCAGTCCAGTCAGAGTGTTTATAATAATAATTGGTTAGCCTGGTATCAGCAGAAACCAGGGCAGCCTCCC
AAGCTCCTGATCTACAGGGCATCCACTCTGACATCTGGGGTCCCATCGCGGTTCAAAGGCAGTGGATCTGGGACACAGT TCACTCTCACCATCAGCGACCTG
GAGTGTGACGATGCTGCCACTTACTACTGTGCAGGCGGTTATAGTGGTAATATTTACGTAAATGATTTCGGCGGAGGGACCGAGGTGGTGGTCAAAGGTGAT
CCAGTTGCACCTACTGTCCTCATCTTCCCACCAGCTGCTGATCAGGTGGCAACTGGAACAGTCACCATCGTGTGTGTGGCGAATAAATACTTTCCCGATGTC
ACCGTCACCTGGGAGGTGGATGGCACCACCCAAACAACTGGCATCGAGAACAGTAAAACACCGCAGAATTCTGCAGATTGTACCTACAACCTCAGCAGCACT
CTGACACTGACCAGCACACAGTACAACAGCCACAAAGAGTACACCTGCAAGGTGACCCAGGGCACGACCTCAGTCGTCCAGAGCTTCAATAGGGGTGACTGT
TAG (SEQ ID NO: 62)

A11B1_13G4 =3

ATGGAGACTGGGCTGCGCTGGCTTCTCCTGGTCGCTGTGCTCAAAGGTGTCCAGTGTCAGGAGCAGCTGGAGGAGTCCGGGGGAGACCTGGTCAAGCCTGGG
GGATCCCTGACACTCACCTGCAAAGCCTCTGGATTCTCCTTCAGTAATACCTACTGGGCATGCTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGATC
GCATGCATGAATCCTGCTAGTAGTGGTAGCTCTTACTACGCGAGCTGGGCGAAAGGCCGATTCACCATCTCCAAAACCTCGTCGACCACGGTGACTCTGCAC
ATGCCCAGTCTGACAGCCGCGGACACGGCCACCTATTTCTGTGCGAAATGGGATACTGCTTTCGATGTGTGGGGCCCAGGCACCCTGGTCACCGTCTCCTCA
GGGCAACCTAAGGCTCCATCAGTCTTCCCACTGGCCCCCTGCTGCGGGGACACACCCAGCTCCACGGTGACCCTGGGCTGCCTGGTCAAAGGCTACCTCCCG
GAGCCAGTGACCGTGACCTGGAACTCGGGCACCCTCACCAATGGGGTACGCACCTTCCCGTCCGTCCGGCAGTCCTCAGGCCTCTACTCGCTGAGCAGCGTG
GTGAGCGTGACCTCAAGCAGCCAGCCCGTCACCTGCAACGTGGCCCACCCAGCCACCAACACCAAAGTGGACAAGACCGTTGCGCCCTCGACATGCAGCAAG
CCCATGTGCCCACCCCCTGAACTCCCGGGGGGACCGTCTGTCTTCATCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCACGCACCCCCGAGGTCACA
TGCGTGGTGGTGGACGTGAGCCAGGATGACCCCGAGGTGCAGTTCACATGGTACATAAACAACGAGCAGGTGCGCACCGCCCGGCCGCCGCTACGGGAGCAG
CAGTTCAACAGCACGATCCGCGTGGTCAGCACCCTCCCCATCGCGCACCAGGACTGGCTGAGGGGCAAGGAGTTCAAGTGCAAAGTCCACAACAAGGCACTC
CCGGCCCCCATCGAGAAAACCATCTCCAAAGCCAGAGGGCAGCCCCTGGAGCCGAAGGTCTACACCATGGGCCCTCCCCGGGAGGAGCTGAGCAGCAGGTCG
GTCAGCCTGACCTGCATGATCAACGGCTTCTACCCTTCCGACATCTCGGTGGAGTGGGAGAAGAACGGGAAGGCAGAGGACAACTACAAGACCACGCCGACC
GTGCTGGACAGCGACGGCTCCTACTTCCTCTACAGCAAGCTCTCAGTGCCCACGAGTGAGTGGCAGCGGGGCGACGTCTTCACCTGCTCCGTGATGCACGAG
GCCTTGCACAACCACTACACGCAGAAGTCCATCTCCCGCTCTCCGGGTAAATAG (SEQ ID NO: 63)

A11B1_13G4 7334

ATGGACACGAGGGCCCCCACTCAGCTGCTGGGGCTCCTGCTGCTCTGGCTCCCAGGTGCCAGATGTGCCGATGTTGTGATGACCCAGACTCCATCCTCCGTG
GAGGCAGCTGTGGGAGGCACAGTCACCATCAAGTGCCAGGCCAGTCAGAGCATTAGTAGCTACTTAGCCTGGTATCAGCAGAAACCAGGGCAGCCTCCCAAG
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CTCCTGATCTATGGTGCATCCAATCTGGAGTCTGGGGTCCCATCGCGGTTCAAAGGCAGTGGATCTGGGACAGAGTACACTCTCACCATCAGCGGCGTGCAG
TGTGACGATGCTGCCACTTACTACTGTCAAAACTATTATGCTATTGATACTTATGGTCATGCTTTCGGCGGAGGGACCGAGGTGGTGGTCAAAGGTGATCCA
GTTGCACCTACTGTCCTCATCTTCCCACCAGCTGCTGATCAGGTGGCAACTGGAACAGTCACCATCGTGTGTGTGGCGAATAAATACTTTCCCGATGTCACC
GTCACCTGGGAGGTGGATGGCACCACCCAAACAACTGGCATCGAGAACAGTAAAACACCGCAGAATTCTGCAGATTGTACCTACAACCTCAGCAGCACTCTG
ACACTGACCAGCACACAGTACAACAGCCACAAAGAGTACACCTGCAAGGTGACCCAGGGCACGACCTCAGTCGTCCAGAGCTTCAATAGGGGTGACTGTTAG
(SEQ ID NO: 64)

A11B1_13C3 =4

ATGGAGACTGGGCTGCGCTGGCTTCTCCTGGTCGCTGTGCTCAAAGGTGTCCAGTGTCAGGAGCAGCTGGAGGAGTCCGGGGGAGACCTGGTCAAGCCTGGG
GCATCCCTGACACTCACCTGCACAGCCTCTGGATTCTCCTTTAGTAGCAACTATCACATCTGCTGGGTCCGCCAGGCTCCAGGAAAGGGGCTGGAGTTGATC
GCATGCATTTATGTTGGTGATGGCAGCACATACTACGCGAGCTGGGCGAAAGGCCGATTCACCATCTCCAAATCCTCGTCGACCACGGTAGCTCTGCAAATG
ACCAGTCTGACAGCCGCGGACACGGCCACCTATTTCTGTGGGAGAATGTTTAACTTGTGGGGCCCAGGCACCCTGGTCACCGTCTCCTCAGGGCAACCTAAG
GCTCCATCAGTCTTCCCACTGGCCCCCTGCTGCGGGGACACACCCAGCTCCACGGTGACCCTGGGCTGCCTGGTCAAAGGCTACCTCCCGGAGCCAGTGACC
GTGACCTGGAACTCGGGCACCCTCACCAATGGGGTACGCACCTTCCCGTCCGTCCGGCAGTCCTCAGGCCTCTACTCGCTGAGCAGCGTGGTGAGCGTGACC
TCAAGCAGCCAGCCCGTCACCTGCAACGTGGCCCACCCAGCCACCAACACCAAAGTGGACAAGACCGTTGCGCCCTCGACATGCAGCAAGCCCATGTGCCCA
CCCCCTGAACTCCCGGGGGGACCGTCTGTCTTCATCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCACGCACCCCCGAGGTCACATGCGTGGTGGTG
GACGTGAGCCAGGATGACCCCGAGGTGCAGTTCACATGGTACATAAACAACGAGCAGGTGCGCACCGCCCGGCCGCCGCTACGGGAGCAGCAGTTCAACAGC
ACGATCCGCGTGGTCAGCACCCTCCCCATCGCGCACCAGGACTGGCTGAGGGGCAAGGAGT TCAAGTGCAAAGTCCACAACAAGGCACTCCCGGCCCCCATC
GAGAAAACCATCTCCAAAGCCAGAGGGCAGCCCCTGGAGCCGAAGGTCTACACCATGGGCCCTCCCCGGGAGGAGCTGAGCAGCAGGTCGGTCAGCCTGACC
TGCATGATCAACGGCTTCTACCCTTCCGACATCTCGGTGGAGTGGGAGAAGAACGGGAAGGCAGAGGACAACTACAAGACCACGCCGACCGTGCTGGACAGC
GACGGCTCCTACTTCCTCTACAGCAAGCTCTCAGTGCCCACGAGTGAGTGGCAGCGGGGCGACGTCTTCACCTGCTCCGTGATGCACGAGGCCTTGCACAAC
CACTACACGCAGAAGTCCATCTCCCGCTCTCOGGGTAAATAG (SEQ ID NO: 65)

A11B1_13C3 74}

ATGGACACGAGGGCCCCCACTCAGCTGCTGGGGCTCCTGCTGCTCTGGCTCCCAGGTGCCATATGTGACCCTGTGCTGACCCAGACTCCATCCTCCGTGTCT
GCGGCTGTGGGAGTCACAGTCACCATCAACTGCCAGTCCAGTCCGAGTGTTTATAGTAACTACTTATCCTGGTATCAGCAGAAACCAGGGCAGCCTCCCAAG
CTCCTCATCTATCTGGCATCTACTCTGGCATCTGGGGTCCCATCGCGGTTCAAAGGCAGTGGATCTGGGACACAGTTCACTCTCACCATCAGCGACGTGCAG
TGTGACGATGCTGCCACTTACTACTGTGCAGGCACTTATAGTGGTAATATTTGGTCTTTCGGCGGAGGGACCGAGGTGGTGGTCAAAGGTGATCCAGTTGCA
CCTACTGTCCTCATCTTCCCACCAGCTGCTGATCAGGTGGCAACTGGAACAGTCACCATCGTGTGTGTGGCGAATAAATACTTTCCCGATGTCACCGTCACC
TGGGAGGTGGATGGCACCACCCAAACAACTGGCATCGAGAACAGTAAAACACCGCAGAATTCTGCAGATTGTACCTACAACCTCAGCAGCACTCTGACACTG
ACCAGCACACAGTACAACAGCCACAAAGAGTACACCTGCAAGGTGACCCAGGGCACGACCTCAGTCGTCCAGAGCTTCAATAGGGGTGACTGTTAG  (SEQ
ID NO: 66)

A11B1_12F2 =3

ATGGAGACTGGGCTGCGCTGGCTTCTCCTGGTCGCTGTGCTCAAAGGTGTCCAGTGTCAGCAGCAGCTGGTGGAGTCCGGGGGAGGCCTGGTCAAGCCTGGG
GCATCCCTGACACTCACCTGCACAGCCTCTGGATTCTCCTTCAGTAGCGGCTATCACATGTGCTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGATC
GCATGCTTTGGTGTTTATACTGGTACCACTACCTACGCGAGCTGGGCGAAAGGTCGATTCACCATCTCCAAAACCTCGTCGACCACGGTGACTCTACAAATG
ACCAGTCTAACAGTCGCGGACACGGCCACCTATTTCTGTGCGAGAATCAGTGCTGAAAATGGTGGGGACTTGTGGGGCCCAGGCACCCTGGTCACCGTCTCC
TCAGGGCAACCTAAGGCTCCATCAGTCTTCCCACTGGCCCCCTGCTGCGGGGACACACCCAGCTCCACGGTGACCCTGGGCTGCCTGGTCAAAGGCTACCTC
CCGGAGCCAGTGACCGTGACCTGGAACTCGGGCACCCTCACCAATGGGGTACGCACCTTCCCGTCCGTCCGGCAGTCCTCAGGCCTCTACTCGCTGAGCAGC
GTGGTGAGCGTGACCTCAAGCAGCCAGCCCGTCACCTGCAACGTGGCCCACCCAGCCACCAACACCAAAGTGGACAAGACCGTTGCGCCCTCGACATGCAGC
AAGCCCATGTGCCCACCCCCTGAACTCCCGGGGGGACCGTCTGTCTTCATCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCACGCACCCCCGAGGTC
ACATGCGTGGTGGTGGACGTGAGCCAGGATGACCCCGAGGTGCAGTTCACATGGTACATAAACAACGAGCAGGTGCGCACCGCCCGGCCGCCGCTACGGGAG
CAGCAGTTCAACAGCACGATCCGCGTGGTCAGCACCCTCCCCATCGCGCACCAGGACTGGCTGAGGGGCAAGGAGTTCAAGTGCAAAGTCCACAACAAGGCA
CTCCCGGCCCCCATCGAGAAAACCATCTCCAAAGCCAGAGGGCAGCCCCTGGAGCCGAAGGTCTACACCATGGGCCCTCCCCGGGAGGAGCTGAGCAGCAGG
TCGGTCAGCCTGACCTGCATGATCAACGGCTTCTACCCTTCCGACATCTCGGTGGAGTGGGAGAAGAACGGGAAGGCAGAGGACAACTACAAGACCACGCCG
ACCGTGCTGGACAGCGACGGCTCCTACTTCCTCTACAGCAAGCTCTCAGTGCCCACGAGTGAGTGGCAGCGGGGCGACGTCTTCACCTGCTCCGTGATGCAC
GAGGCCTTGCACAACCACTACACGCAGAAGTCCATCTCCCGCTCTCCGGGTAAATAG (SEQ ID NO: 67)

A11B1_12F2 72|

ATGGACACGAGGGCCCCCACTCAGCTGCTGGGGCTCCTGCTGCTCTGGCTCCCAGGTGCCAGATGTGATGTTGTGATGACCCAGACTCCAGCCTCCGTGGAG
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GCAGCTGTGGGAGGCACAGTCACCATCAAGTGCCAGGCCAGTCAGAGCATTAGCAACTACTTTTCTTGGTATCAGCAGAAACCAGGGCAGCCTCCCAAGCTC
CTGATCTACAGGGCGTCCACTCTGGCATCTGGGGTCCCATCGCGGTTCAGCGGCAGTGGATCTGGGACAGAGT TCACTCTCACCATCAGCGACCTGGAGTGT
GCCGATTCTGCCACTTACTACTGTCAGTGCACTTATGGTAGTAGTAGTACTGGTTTTGGTTTCGGCGGAGGGACCGAGGTGGTGGTCAAAGGTGATCCAGTT
GCACCTACTGTCCCCATCTTCCCACCAGCTGCTGATCAGGTGGCAACTGGAACAGTCACCATCGTGTGTGTGGCGAATAAATACTTTCCCGATGTCACCGTC
ACCTGGGAGGTGGATGGCACCACCCAAACAACTGGCATCGAGAACAGTAAAACACCGCAGAATTCTGCAGATTGTACCTACAACCTCAGCAGCACTCTGACA
CTGACCAGCACACAGTACAACAGCCACAAAGAGTACACCTGCAAGGTGACCCAGGGCACGACCTCAGTCGTCCAGAGCTTCAATAGGGGTGACTGTTAG
(SEQ ID NO: 68)

AT1B1_11D10 =3

ATGGAGACTGGGCTGCGCTGGCTTCTCCTGGTCGCTGTGCTCAAAGGTGTCCAGTGTCAGTCGTTGGAGGAGTCCGGGGGAGACCTGGTCAAGCCTGGGGCA
TCCCTGACACTCACCTGCATGGCCTCTGGAATCGACTTCAGTAGCGGCTACGGCATGTGGTGGGTCCGCCAGGCTCCAGGGAAGGGACTGGAGTATATCGGA
TACATTGATACTGGTGATGATAACACATACTACGCGAACTGGGCGAAAGGCCGATTCACCATCTCCAAAACCTCGTCGACCACGGTGACTCTGCAAATGACC
AGTCTGACAGTCGCGGACACGGCCACCTATTTCTGTGCGAAAGGGGGCGCCATAGACCTCTGGGGCCCAGGGACCCTCGTCACCGTCTCTTCAGGGCAACCT
AAGGCTCCATCAGTCTTCCCACTGGCCCCCTGCTGCGGGGACACACCCAGCTCCACGGTGACCCTGGGCTGCCTGGTCAAAGGCTACCTCCCGGAGCCAGTG
ACCGTGACCTGGAACTCGGGCACCCTCACCAATGGGGTACGCACCTTCCCGTCCGTCCGGCAGTCCTCAGGCCTCTACTCGCTGAGCAGCGTGGTGAGCGTG
ACCTCAAGCAGCCAGCCCGTCACCTGCAACGTGGCCCACCCAGCCACCAACACCAAAGTGGACAAGACCGTTGCGCCCTCGACATGCAGCAAGCCCATGTGC
CCACCCCCTGAACTCCCGGGGGGACCGTCTGTCTTCATCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCACGCACCCCCGAGGTCACATGCGTGGTG
GTGGACGTGAGCCAGGATGACCCCGAGGTGCAGTTCACATGGTACATAAACAACGAGCAGGTGCGCACCGCCCGGCCGCCGCTACGGGAGCAGCAGTTCAAC
AGCACGATCCGCGTGGTCAGCACCCTCCCCATCGCGCACCAGGACTGGCTGAGGGGCAAGGAGTTCAAGTGCAAAGTCCACAACAAGGCACTCCCGGCCCCC
ATCGAGAAAACCATCTCCAAAGCCAGAGGGCAGCCCCTGGAGCCGAAGGTCTACACCATGGGCCCTCCCCGGGAGGAGCTGAGCAGCAGGTCGGTCAGCCTG
ACCTGCATGATCAACGGCTTCTACCCTTCCGACATCTCGGTGGAGTGGGAGAAGAACGGGAAGGCAGAGGACAACTACAAGACCACGCCGACCGTGCTGGAC
AGCGACGGCTCCTACTTCCTCTACAGCAAGCTCTCAGTGCCCACGAGTGAGTGGCAGCGGGGCGACGTCTTCACCTGCTCCGTGATGCACGAGGCCTTGCAC
AACCACTACACGCAGAAGTCCATCTCCCGCTCTCCGGGTAAATAG (SEQ ID NO: 69)

AT1B1_11D10 722

ATGGACACGAGGGCCCCCACTCAGCTGCTGGGACTCCTACTGCTCTGGCTCCCAGGTGCCAGATGTGCTGACATTGTGATGACCCAGACTCCAGCCTCCGTG
GAGGCAGCTGTGGGAGGCACAGTCACCATCAAGTGCCAGGCCAGTCAGAGCATTAGTAGT TACTTAGCCTGGTATCAGCAGAAACCAGGGCAGCGTCCCAAG
CTCCTGATCTACAGGGCATCCACTCTAAAATCTGGGGTCCCATCGCGGTTCAAAGGCAGTGGATCTGGGACAGAGTACACTCTCACCATCAGCGACCTGGAG
TGTGCCGATGCTGCCACTTATTATTGTCAAGCGTATTATCTTAGTAGTAGTATCAGT TATGGTAATACTTTCGGCGGAGGGACCGAGGTGGTGGTCAAAGGT
GATCCAGTTGCACCTACTGTCCTCATCTTCCCACCAGCTGCTGATCAGGTGGCAACTGGAACAGTCACCATCGTGTGTGTGGCGAATAAATACTTTCCCGAT
GTCACCGTCACCTGGGAGGTGGATGGCACCACCCAAACAACTGGCATCGAGAACAGTAAAACACCGCAGAATTCTGCAGATTGTACCTACAACCTCAGCAGC
ACTCTGACACTGACCAGCACACAGTACAACAGCCACAAAGAGTACACCTGCAAGGTGACCCAGGGCACGACCTCAGTCGTCCAGAGCTTCAATAGGGGTGAC
TGTTAG (SEQ ID NO: 70)

A11B1_10F9 =3

ATGGAGACTGGGCTGCGCTGGCTTCTCCTGGTCGCTGTGCTCAAAGGTGTCCAGTGTCAGTCGTTGGAGGAGTCCGGGGGAGACCTGGTCAAGCCTGGGGCG
TCCCTGACACTCACCTGCACAGCCTCTGGATTCTCCCTCAGTAGCGGGTATGGCATGTGCTGGGTCCGCCAGGCTCCAGGGAAGGGACTGGAGTGGATCGGA
TACACTGATACTGCTACTGGTACCATTCACTACGCGAGCTGGGCGAAAGGCCGATTCACCATCTCCAAAACCTCGTCGACCACGGTGACTCTGCAAATGACC
AGTCTGACAGCCGCGGACACGGCCACCTATTTCTGTGCGAAAGGGGGCGCCATGGACCTCTGGGGCCCAGGGACCCTCGTCACCGTCTCTTCAGGGCAACCT
AAGGCTCCATCAGTCTTCCCACTGGCCCCCTGCTGCGGGGACACACCCAGCTCCACGGTGACCCTGGGCTGCCTGGTCAAAGGCTACCTCCCGGAGCCAGTG
ACCGTGACCTGGAACTCGGGCACCCTCACCAATGGGGTACGCACCTTCCCGTCCGTCCGGCAGTCCTCAGGCCTCTACTCGCTGAGCAGCGTGGTGAGCGTG
ACCTCAAGCAGCCAGCCCGTCACCTGCAACGTGGCCCACCCAGCCACCAACACCAAAGTGGACAAGACCGTTGCGCCCTCGACATGCAGCAAGCCCATGTGC
CCACCCCCTGAACTCCCGGGGGGACCGTCTGTCTTCATCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCACGCACCCCCGAGGTCACATGCGTGGTG
GTGGACGTGAGCCAGGATGACCCCGAGGTGCAGTTCACATGGTACATAAACAACGAGCAGGTGCGCACCGCCCGGCCGCCGCTACGGGAGCAGCAGTTCAAC
AGCACGATCCGCGTGGTCAGCACCCTCCCCATCGCGCACCAGGACTGGCTGAGGGGCAAGGAGTTCAAGTGCAAAGTCCACAACAAGGCACTCCCGGCCCCC
ATCGAGAAAACCATCTCCAAAGCCAGAGGGCAGCCCCTGGAGCCGAAGGTCTACACCATGGGCCCTCCCCGGGAGGAGCTGAGCAGCAGGTCGGTCAGCCTG
ACCTGCATGATCAACGGCTTCTACCCTTCCGACATCTCGGTGGAGTGGGAGAAGAACGGGAAGGCAGAGGACAACTACAAGACCACGCCGACCGTGCTGGAC
AGCGACGGCTCCTACTTCCTCTACAGCAAGCTCTCAGTGCCCACGAGTGAGTGGCAGCGGGGCGACGTCTTCACCTGCTCCGTGATGCACGAGGCCTTGCAC
AACCACTACACGCAGAAGTCCATCTCCCGCTCTCCGGGTAAATAG (SEQ ID NO: 71)

A11B1_10F9 7}
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ATGGACACGAGGGCCCCCACTCAGCTGCTGGGGCTCCTACTGCTCTGGCTCCCAGGTGCCAGATGTGCTGACATTGTGATGACCCAGACTCCAGCCTCCGTG
GAGGCAGCTGTGGGAGGCACAGTCACCATCAAGTGCCAGGCCAGTCAGAGCATTAGTAGCTACTTAGCCTGGTATCAGCAGAAACCAGGGCAGCCTCCCAAG
CTCCTGATCTACAGGACATCCACTCTGGCATCTGGGGTCCCATCGCGGTTCAAAGGCAGTGGATCTGGGACAGAGTACACTCTCACCATCAGCGACCTGGAG
TGTGCCGATGCTGCCACTTACTATTGTCAAAGCTATGCTTATAGTAGTAGTAGCAGT TATGGTAATGCTTTCGGCGGAGGGACCGAGGTGGTGGTCAAAGGT
GATCCAGTTGCACCTACTGTCCTCATCTTCCCACCAGCTGCTGATCAGGTGGCAACTGGAACAGTCACCATCGTGTGTGTGGCGAATAAATACTTTCCCGAT
GTCACCGTCACCTGGGAGGTGGATGGCACCACCCAAACAACTGGCATCGAGAACAGTAAAACACCGCAGAATTCTGCAGATTGTACCTACAACCTCAGCAGC
ACTCTGACACTGACCAGCACACAGTACAACAGCCACAAAGAGTACACCTGCAAGGTGACCCAGGGCACGACCTCAGTCGTCCAGAGCTTCAATAGGGGTGAC
TGTTAG (SEQ ID NO: 72)

A11B1_7H12 =3

ATGGAGACTGGGCTGCGCTGGCTTCTCCTGGTCGCTGTGCTCAAAGGTGTCCAGTGTCAGTCGTTGGAGGAGTCCGGGGGAGACCTGGTCAAGCCTGGGGCA
TCCCTGACACTCACCTGCACAGGCTCTGGAATCGACTTCAGTAGCAGCTACTGGATATGCTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGATCGCA
TGCATCGATGGTAGTGATGGTAACACTTACTACGCGAGCTGGGCGAGAGGCCGATTCACCATCTCCAAAACCTCGTCGACCACGGTGACTCTGCAAATGGCC
AGTCTGACAGCCGCGGACACGGCCACCTATTTCTGTACGAGAGATCTCAGGTTGTGGGGCCCAGGCACCCTGGTCACCGTCTCCTCAGGGCAACCTAAGGCT
CCATCAGTCTTCCCACTGGCCCCCTGCTGCGGGGACACACCCAGCTCCACGGTGACCCTGGGCTGCCTGGTCAAAGGCTACCTCCCGGAGCCAGTGACCGTG
ACCTGGAACTCGGGCACCCTCACCAATGGGGTACGCACCTTCCCGTCCGTCCGGCAGTCCTCAGGCCTCTACTCGCTGAGCAGCGTGGTGAGCGTGACCTCA
AGCAGCCAGCCCGTCACCTGCAACGTGGCCCACCCAGCCACCAACACCAAAGTGGACAAGACCGTTGCGCCCTCGACATGCAGCAAGCCCATGTGCCCACCC
CCTGAACTCCCGGGGGGACCGTCTGTCTTCATCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCACGCACCCCCGAGGTCACATGCGTGGTGGTGGAC
GTGAGCCAGGATGACCCCGAGGTGCAGTTCACATGGTACATAAACAACGAGCAGGTGCGCACCGCCCGGCCGCCGCTACGGGAGCAGCAGTTCAACAGCACG
ATCCGCGTGGTCAGCACCCTCCCCATCGCGCACCAGGACTGGCTGAGGGGCAAGGAGT TCAAGTGCAAAGTCCACAACAAGGCACTCCCGGCCCCCATCGAG
AAAACCATCTCCAAAGCCAGAGGGCAGCCCCTGGAGCCGAAGGTCTACACCATGGGCCCTCCCCGGGAGGAGCTGAGCAGCAGGTCGGTCAGCCTGACCTGC
ATGATCAACGGCTTCTACCCTTCCGACATCTCGGTGGAGTGGGAGAAGAACGGGAAGGCAGAGGACAACTACAAGACCACGCCGACCGTGCTGGACAGCGAC
GGCTCCTACTTCCTCTACAGCAAGCTCTCAGTGCCCACGAGTGAGTGGCAGCGGGGCGACGTCTTCACCTGCTCCGTGATGCACGAGGCCTTGCACAACCAC
TACACGCAGAAGTCCATCTCCCGCTCTCCGGGTAAATAG (SEQ ID NO: 73)

A11B1_7H12 74

ATGGACACGAGGGCCCCCACTCAGCTGCTGGGGCTCCTGCTGCTCTGGCTCCCAGGTGCCAGATGTGCTGACATTGTGCTGACCCAGACTCCAGCCTCGGTG
TCTGCAGCTGTGGGAGGCACAGTCACCATCAACTGCCAGGCCAGTCAGAATGTTTATAGTAACAATGCCTTAGCCTGGCATCAGCAGAAACCAGGGCAGCGT
CCCAACCTCCTGATCTACAAGGCTTCCACTCTGGCATCTGGGGTCCCATCGCGGTTCAAAGGCAGTGGATCTGGGACACAGTTTACTCTCACCATCAGCGAC
GTGCAGTGTGACGATGCTGCCACTTACTACTGTCTAGGCGAATTTAGTTGTAGTAGTGGTGATTGTTTTGTTTTCGGCGGAGGGACCGAGGTGGTGGTCAAA
GGTGATCCAGTTGCACCTACTGTCCTCATCTTCCCACCAGCTGCTGATCAGGTGGCAACTGGAACAGTCACCATCGTGTGTGTGGCGAATAAATACTTTCCC
GATGTCACCGTCACCTGGGAGGTGGATGGCACCACCCAAACAACTGGCATCGAGAACAGTAAAACACCGCAGAATTCTGCAGATTGTACCTACAACCTCAGC
AGCACTCTGACACTGACCAGCACACAGTACAACAGCCACAAAGAGTACACCTGCAAGGTGACCCAGGGCACGACCTCAGTCGTCCAGAGCTTCAATAGGGGT
GACTGTTAG (SEQ ID NO: 74)

A11B1_7G12 =4

ATGGAGACTGGGCTGCGCTGGCTTCTCCTGGTCGCTGTGCTCAAAGGTGTCCAGTGTCAGTCGTTGGAGGAGTCCGGGGGAGACCTGGTCAAGCCTGGGGCA
TCCCTGACACTCACCTGCATGGCCTCTGGAATCGACTTCAGTAGCGGCTACGGCATGTGGTGGGTCCGCCAGGCTCCAGGGAAGGGACTGGAGTATATCGGA
TACATTGATACTGGTGATGATAACACATACTACGCGAACTGGGCGAAAGGCCGATTCACCATCTCCAAAACCTCGTCGACCACGGTGACTCTGCAAATGACC
AGTCTGACAGTCGCGGACACGGCCACCTATTTCTGTGCGAAAGGGGGCGCCATAGACCTCTGGGGCCCAGGGACCCTCGTCACCGTCTCTTCAGGGCAACCT
AAGGCTCCATCAGTCTTCCCACTGGCCCCCTGCTGCGGGGACACACCCAGCTCCACGGTGACCCTGGGCTGCCTGGTCAAAGGCTACCTCCCGGAGCCAGTG
ACCGTGACCTGGAACTCGGGCACCCTCACCAATGGGGTACGCACCTTCCCGTCCGTCCGGCAGTCCTCAGGCCTCTACTCGCTGAGCAGCGTGGTGAGCGTG
ACCTCAAGCAGCCAGCCCGTCACCTGCAACGTGGCCCACCCAGCCACCAACACCAAAGTGGACAAGACCGTTGCGCCCTCGACATGCAGCAAGCCCATGTGC
CCACCCCCTGAACTCCCGGGGGGACCGTCTGTCTTCATCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCACGCACCCCCGAGGTCACATGCGTGGTG
GTGGACGTGAGCCAGGATGACCCCGAGGTGCAGTTCACATGGTACATAAACAACGAGCAGGTGCGCACCGCCCGGCCGCCGCTACGGGAGCAGCAGTTCAAC
AGCACGATCCGCGTGGTCAGCACCCTCCCCATCGCGCACCAGGACTGGCTGAGGGGCAAGGAGTTCAAGTGCAAAGTCCACAACAAGGCACTCCCGGCCCCC
ATCGAGAAAACCATCTCCAAAGCCAGAGGGCAGCCCCTGGAGCCGAAGGTCTACACCATGGGCCCTCCCCGGGAGGAGCTGAGCAGCAGGTCGGTCAGCCTG
ACCTGCATGATCAACGGCTTCTACCCTTCCGACATCTCGGTGGAGTGGGAGAAGAACGGGAAGGCAGAGGACAACTACAAGACCACGCCGACCGTGCTGGAC
AGCGACGGCTCCTACTTCCTCTACAGCAAGCTCTCAGTGCCCACGAGTGAGTGGCAGCGGGGCGACGTCTTCACCTGCTCCGTGATGCACGAGGCCTTGCAC
AACCACTACACGCAGAAGTCCATCTCCCGCTCTCCGGGTAAATAG (SEQ ID NO: 75)
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A11B1_7G12 734}

ATGGACACGAGGGCCCCCACTCAGCTGCTGGGACTCCTACTGCTCTGGCTCCCAGGTGCCAGATGTGCTGACATTGTGATGACCCAGACTCCAGCCTCCGTG
GAGGCAGCTGTGGGAGGCACAGTCACCATCAAGTGCCAGGCCAGTCAGAGCATTAGTAGT TACTTAGCCTGGTATCAGCAGAAACCAGGGCAGCGTCCCAAG
CTCCTGATCTACAGGGCATCCACTCTAAAATCTGGGGTCCCATCGCGGTTCAAAGGCAGTGGATCTGGGACAGAGTACACTCTCACCATCAGCGACCTGGAG
TGTGCCGATGCTGCCACTTATTATTGTCAAGCGTATTATCTTAGTAGTAGTATCAGT TATGGTAATACTTTCGGCGGAGGGACCGAGGTGGTGGTCAAAGGT
GATCCAGTTGCACCTACTGTCCTCATCTTCCCACCAGCTGCTGATCAGGTGGCAACTGGAACAGTCACCATCGTGTGTGTGGCGAATAAATACTTTCCCGAT
GTCACCGTCACCTGGGAGGTGGATGGCACCACCCAAACAACTGGCATCGAGAACAGTAAAACACCGCAGAATTCTGCAGATTGTACCTACAACCTCAGCAGC
ACTCTGACACTGACCAGCACACAGTACAACAGCCACAAAGAGTACACCTGCAAGGTGACCCAGGGCACGACCTCAGTCGTCCAGAGCTTCAATAGGGGTGAC
TGTTAG (SEQ ID NO: 76)

A11B1_6G4 =34

ATGGAGACTGGGCTGCGCTGGCTTCTCCTGGTCGCTGTGCTCAAAGGTGTCCAGTGTCAGCAGCAGCTGGAGGAGTCCGGGGGAGGCCTGGTCAAGCCTGGA
GGAACCCTGACACTCACCTGCAAAGCCTCTGGAGTCGCCCTCAATCCCTACTACTATATGTGCTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGATC
GCATGCGTGGATGCTGATAGTAGTGGTAGCACTTACTACGCGAGCTGGGCGAAAGGCCGATTCACCATCTCCAAAACCTCGTCGACCACGGTGACTCTGAAA
ATGACCAGTCTGACAGCCGCGGACACGGCCACCTATTTCTGTGCGAGAGAATCGGTTGACTATAGTTCTGTTGGTATTGGCTATGTACATGGTACGGATGGC
TTGTGGGGCCCAGGCACCCTGGTCACCGTCTCCTCAGGGCAACCTAAGGCTCCATCAGTCTTCCCACTGGCCCCCTGCTGCGGGGACACACCCAGCTCCACG
GTGACCCTGGGCTGCCTGGTCAAAGGCTACCTCCCGGAGCCAGTGACCGTGACCTGGAACTCGGGCACCCTCACCAATGGGGTACGCACCTTCCCGTCCGTC
CGGCAGTCCTCAGGCCTCTACTCGCTGAGCAGCGTGGTGAGCGTGACCTCAAGCAGCCAGCCCGTCACCTGCAACGTGGCCCACCCAGCCACCAACACCAAA
GTGGACAAGACCGTTGCGCCCTCGACATGCAGCAAGCCCATGTGCCCACCCCCTGAACTCCCGGGGGGACCGTCTGTCTTCATCTTCCCCCCAAAACCCAAG
GACACCCTCATGATCTCACGCACCCCCGAGGTCACATGCGTGGTGGTGGACGTGAGCCAGGATGACCCCGAGGTGCAGTTCACATGGTACATAAACAACGAG
CAGGTGCGCACCGCCCGGCCGCCGCTACGGGAGCAGCAGTTCAACAGCACGATCCGCGTGGTCAGCACCCTCCCCATCGCGCACCAGGACTGGCTGAGGGGC
AAGGAGTTCAAGTGCAAAGTCCACAACAAGGCACTCCCGGCCCCCATCGAGAAAACCATCTCCAAAGCCAGAGGGCAGCCCCTGGAGCCGAAGGTCTACACC
ATGGGCCCTCCCCGGGAGGAGCTGAGCAGCAGGTCGGTCAGCCTGACCTGCATGATCAACGGCTTCTACCCTTCCGACATCTCGGTGGAGTGGGAGAAGAAC
GGGAAGGCAGAGGACAACTACAAGACCACGCCGACCGTGCTGGACAGCGACGGCTCCTACTTCCTCTACAGCAAGCTCTCAGTGCCCACGAGTGAGTGGCAG
CGGGGCGACGTCTTCACCTGCTCOGTGATGCACGAGGCCTTGCACAACCACTACACGCAGAAGTCCATCTCCCGCTCTCCGGGTAAATAG (SEQ ID NO:
77)

A11B1_6G4 72

ATGGACACGAGGGCCCCCACTCAGCTGCTGGGGCTCCTGCTGCTCTGGCTCCCAGGTGCCAGATGTGCCGACATCGTGGTGACCCAGACTCCATCCTCCGTG
TCTGCAGCTGTGGGAGGCACAGTCACCATCAAGTGCCAGGCCAGTCAGAGCATTAGCAACTACTTTTCTTGGTATCAGCAGAAACCAGGGCAGCCTCCCAAG
CTCCTGATCTACAGGGCGTCCACTCTGGCATCTGGGGTCCCATCGCGGTTCAAAGGCAGTGGATCTGGGACAGAGTTCACTCTCACCATCAGCGACCTGGAG
TGTGCCGATGCTGCCACTTACTACTGTCAATGCACTTACGGTAGAAGTAATAGTAATTTTTTTTATGGTTTCGGCGGAGGGACCGAGGTGGTGGTCAAAGGT
GATCCAGTTGCACCTACTGTCCTCATCTTCCCACCAGCTGCTGATCAGGTGGCAACTGGAACAGTCACCATCGTGTGTGTGGCGAATAAATACTTTCCCGAT
GTCACCGTCACCTGGGAGGTGGATGGCACCACCCAAACAACTGGCATCGAGAACAGTAAAACACCGCAGAATTCTGCAGATTGTACCTACAACCTCAGCAGC
ACTCTGACACTGACCAGCACACAGTACAACAGCCACAAAGAGTACACCTGCAAGGTGACCCAGGGCACGACCTCAGTCGTCCAGAGCTTCAATAGGGGTGAC
TGTTAG (SEQ ID NO: 78)

A11B1_6F9 <2

ATGGAGACTGGGCTGCGCTGGCTTCTCCTGGTCGCCGTGCTCAAAGGTGTCCAGTGTCAGTCGTTGGAGGAGTCCGGGGGAGACCTGGTCAAGCCTGGGGCC
TCCCTGACACTCACCTGCACAGCCTCTGGATCCTCCTTCAGTAGTACCTACTGGAACTGCTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGATCGCA
TGCATTAATGCTGGTAGTGGTACCACTTACTACGCGAGCTGGGCGAAAGGCCGATTCACCGTCTCCAAAACCTCGTCGACCACGGTGACTCTGCAAATGACC
AGTCTGACAGCCGCGGACACGGCCACCTATTTCTGTACGAGAGATAGTGATGGTCGTTTTAGTAGTGGCTACTATTTTAACTTGTGGGGCCCAGGCACCCTG
GTCACCGTCTCCTCAGGGCAACCTAAGGCTCCATCAGTCTTCCCACTGGCCCCCTGCTGCGGGGACACACCCAGCTCCACGGTGACCCTGGGCTGCCTGGTC
AAAGGCTACCTCCCGGAGCCAGTGACCGTGACCTGGAACTCGGGCACCCTCACCAATGGGGTACGCACCTTCCCGTCCGTCCGGCAGTCCTCAGGCCTCTAC
TCGCTGAGCAGCGTGGTGAGCGTGACCTCAAGCAGCCAGCCCGTCACCTGCAACGTGGCCCACCCAGCCACCAACACCAAAGTGGACAAGACCGTTGCGCCC
TCGACATGCAGCAAGCCCATGTGCCCACCCCCTGAACTCCCGGGGGGACCGTCTGTCTTCATCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCACGC
ACCCCCGAGGTCACATGCGTGGTGGTGGACGTGAGCCAGGATGACCCCGAGGTGCAGT TCACATGGTACATAAACAACGAGCAGGTGCGCACCGCCCGGLCG
CCGCTACGGGAGCAGCAGTTCAACAGCACGATCCGCGTGGTCAGCACCCTCCCCATCGCGCACCAGGACTGGCTGAGGGGCAAGGAGTTCAAGTGCAAAGTC
CACAACAAGGCACTCCCGGCCCCCATCGAGAAAACCATCTCCAAAGCCAGAGGGCAGCCCCTGGAGCCGAAGGTCTACACCATGGGCCCTCCCCGGGAGGAG
CTGAGCAGCAGGTCGGTCAGCCTGACCTGCATGATCAACGGCTTCTACCCTTCCGACATCTCGGTGGAGTGGGAGAAGAACGGGAAGGCAGAGGACAACTAC
AAGACCACGCCGACCGTGCTGGACAGCGACGGCTCCTACTTCCTCTACAGCAAGCTCTCAGTGCCCACGAGTGAGTGGCAGCGGGGCGACGTCTTCACCTGC
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TCOGTGATGCACGAGGCCTTGCACAACCACTACACGCAGAAGTCCATCTCCOGCTCTCCGGGTAAATAG (SEQ ID NO: 79)
A11B1_6F9 74

ATGGACACGAGGGCCCCCACTCAGCTGCTGGGGCTCCTGCTGCTCTGGCTCCCAGGTGCCACATTTGCCCAAGTGCTGACCCAGACTGCATCCCCTGTGTCT
GCAGCTGTGGGAGGCACAGTCACCATCAATTGTCAGTCCAGTCAGAGTGTTTATGATAACAACTGGTTAGCCTGGTATCAGCAAAAACCAGGGCAGCCTCCC
AAACTCTTGATCGACGATGCATCCAAATTGACATCTGGGGTCTCATCGCGGTTCAAAGGCAGTGGATCTGGGACGCAGT TCACTCTCACCATCAGCGGCGTG
CAGTGTGACGATGCTGCCACTTACTACTGTCAAGGCGCTTATTATAGTAGTGGTTGGTACTGGGCTTTCGGCGGAGGGACCGAGGTGGTGGTCAAAGGTGAT
CCAGTTGCACCTACTGTCCTCATCTTCCCACCAGCTGCTGATCAGGTGGCAACTGGAACAGTCACCATCGTGTGTGTGGCGAATAAATACTTTCCCGATGTC
ACCGTCACCTGGGAGGTGGATGGCACCACCCAAACAACTGGCATCGAGAACAGTAAAACACCGCAGAATTCTGCAGATTGTACCTACAACCTCAGCAGCACT
CTGACACTGACCAGCACACAGTACAACAGCCACAAAGAGTACACCTGCAAGGTGACCCAGGGCACGACCTCAGTCGTCCAGAGCTTCAATAGGGGTGACTGT
TAG (SEQ ID NO: 80)

A11B1_6C7 =4

ATGGAGACTGGGCTGCGCTGGCTTCTCCTGGTCGCTGTGCTCAAAGGTGTCCAGTGTCAGCAGCAGCTGGAGGAGTCCGGGGGAGGCCTGGTCAAGCCTGGA
GGAACCCTGACACTCACCTGCAAAGCCTCTGGAATCGACTTCAGTAGCTACTACTACATGTGTTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTTGATC
GTATGTATTTATACTAGTAGTGGTGGCACATGGTACGCGAGCTGGGTGAATGGCCGACTCACCATCTCCAGAAGCACCAGCCTAAACACGGTGGATCTGAAA
ATGACCAGTCTGACAGCCGCGGACACGGCCACCTATTTCTGTGCCAGAGGGGTTTATTCTGGTAGTAGTGATTATCCAACTCGGTTGGATCTCTGGGGCCAG
GGCACCCTGGTCACCGTCTCCTTAGGGCAACCTAAGGCTCCATCAGTCTTCCCACTGGCCCCCTGCTGCGGGGACACACCCAGCTCCACGGTGACCCTGGGE
TGCCTGGTCAAAGGCTACCTCCCGGAGCCAGTGACCGTGACCTGGAACTCGGGCACCCTCACCAATGGGGTACGCACCTTCCCGTCCGTCCGGCAGTCCTCA
GGCCTCTACTCGCTGAGCAGCGTGGTGAGCGTGACCTCAAGCAGCCAGCCCGTCACCTGCAACGTGGCCCACCCAGCCACCAACACCAAAGTGGACAAGACC
GTTGCGCCCTCGACATGCAGCAAGCCCATGTGCCCACCCCCTGAACTCCCGGGGGGACCGTCTGTCTTCATCTTCCCCCCAAAACCCAAGGACACCCTCATG
ATCTCACGCACCCCCGAGGTCACATGCGTGGTGGTGGACGTGAGCCAGGATGACCCCGAGGTGCAGTTCACATGGTACATAAACAACGAGCAGGTGCGCACC
GCCCGGCCGCCGCTACGGGAGCAGCAGTTCAACAGCACGATCCGCGTGGTCAGCACCCTCCCCATCGCGCACCAGGACTGGCTGAGGGGCAAGGAGTTCAAG
TGCAAAGTCCACAACAAGGCACTCCCGGCCCCCATCGAGAAAACCATCTCCAAAGCCAGAGGGCAGCCCCTGGAGCCGAAGGTCTACACCATGGGCCCTCCC
CGGGAGGAGCTGAGCAGCAGGTCGGTCAGCCTGACCTGCATGATCAACGGCTTCTACCCTTCCGACATCTCGGTGGAGTGGGAGAAGAACGGGAAGGCAGAG
GACAACTACAAGACCACGCCGACCGTGCTGGACAGCGACGGCTCCTACTTCCTCTACAGCAAGCTCTCAGTGCCCACGAGTGAGTGGCAGCGGGGCGACGTC
TTCACCTGCTCCGTGATGCACGAGGCCTTGCACAACCACTACACGCAGAAGTCCATCTCCCGCTCTCCGGGTAAATAG (SEQ ID NO: 81)

A11B1_6C7 74

ATGGACACGAGCACCTCCACTGCGCTCCTGGGGCTCCTGCTGCTCTGGCTCACAGGTGCCAGATGTGCCATCGAGATGACCCAGTCTCCACCCTCCCTGTCT
GCATCTGTGGGAGAAACTGTCAGGATTAGGTGCCTGGCCAGTGAGGACATTTACAGTGGTATATCCTGGTACCAACAGAAGCCAGAGAAACCTCCTACACTC
CTGATCTCTGGTGCATCCAATTTAGAATCTGGGGTCCCACCACGGTTCAGTGGCGGTGGATCCGGGACAGATTACACCCTCACCATCGGCGGCGTGCAGGCT
GAAGATGTTGCCACCTACTACTGTCTAGGCGGTTATAGTTTCAGTAGTACCGGTTTGACTTTTGGAGCTGGCACCAAGGTGGAAATCAAACGTGATCCAGTT
GCGCCTTCTGTCCTCCTCTTCCCACCATCTAAGGAGGAGCTGACAACTGGAACAGCCACCATCGTGTGTGTGGCGAATAAATACTTTCCCGATGTCACCGTC
ACCTGGGAGGTGGATGGCACCACCCAAACAACTGGCATCGAGAACAGTAAAACACCGCAGAATTCTGCAGATTGTACCTACAACCTCAGCAGCACTCTGACA
CTGACCAGCACACAGTACAACAGCCACAAAGAGTACACCTGCAAGGTGACCCAGGGCACGACCTCAGTCGTCCAGAGCTTCAATAGGGGTGACTGTTAG
(SEQ ID NO: 82)

A11B1_6B6 =3

ATGGAGACTGGGCTGCGCTGGCTTCTCCTGGTCGCTGTGCTCAAAGGTGTCCAGTGTCAGCAACATCTGGTGGAGTCCGGGGGAGGCCTGGTCAAGCCTGGG
GCATCCCTGACACTCACCTGCACAGCCTCTGGATTCTCCTTCACTACCGGCTATCACATGTGCTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGATC
GCATGTTTTGGTGTTTATACTAGTACCACTACCTACGCGAGCTGGGCGAAAGGTCGATTCACCATCTCCAAAACCTCGTCGACCACGGTGACTCTACAAATG
ACCAGTCTAACAGTCGCGGACACGGCCACCTATTTCTGTGCGAGAATCAGTGCTGAAGATGGTGGGGACTTGTGGGGCCCAGGCACCCTGGTCACCGTCTCC
TCAGGGCAACCTAAGGCTCCATCAGTCTTCCCACTGGCCCCCTGCTGCGGGGACACACCCAGCTCCACGGTGACCCTGGGCTGCCTGGTCAAAGGCTACCTC
CCGGAGCCAGTGACCGTGACCTGGAACTCGGGCACCCTCACCAATGGGGTACGCACCTTCCCGTCCGTCCGGCAGTCCTCAGGCCTCTACTCGCTGAGCAGC
GTGGTGAGCGTGACCTCAAGCAGCCAGCCCGTCACCTGCAACGTGGCCCACCCAGCCACCAACACCAAAGTGGACAAGACCGTTGCGCCCTCGACATGCAGC
AAGCCCATGTGCCCACCCCCTGAACTCCCGGGGGGACCGTCTGTCTTCATCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCACGCACCCCCGAGGTC
ACATGCGTGGTGGTGGACGTGAGCCAGGATGACCCCGAGGTGCAGTTCACATGGTACATAAACAACGAGCAGGTGCGCACCGCCCGGCCGCCGCTACGGGAG
CAGCAGTTCAACAGCACGATCCGCGTGGTCAGCACCCTCCCCATCGCGCACCAGGACTGGCTGAGGGGCAAGGAGTTCAAGTGCAAAGTCCACAACAAGGCA
CTCCCGGCCCCCATCGAGAAAACCATCTCCAAAGCCAGAGGGCAGCCCCTGGAGCCGAAGGTCTACACCATGGGCCCTCCCCGGGAGGAGCTGAGCAGCAGG
TCGGTCAGCCTGACCTGCATGATCAACGGCTTCTACCCTTCCGACATCTCGGTGGAGTGGGAGAAGAACGGGAAGGCAGAGGACAACTACAAGACCACGCCG
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ACCGTGCTGGACAGCGACGGCTCCTACTTCCTCTACAGCAAGCTCTCAGTGCCCACGAGTGAGTGGCAGCGGGGCGACGTCTTCACCTGCTCCGTGATGCAC
GAGGCCTTGCACAACCACTACACGCAGAAGTCCATCTCCCGCTCTCCGGGTAAATAG (SEQ ID NO: 83)

A11B1_6B6 74

ATGGACACGAGGGCCCCCACTCAGCTGCTGGGGCTCCTGCTGCTCTGGCTCCCAGGTGCCAGATGTGATGTTGTGATGACCCAGACTCCAGCCTCCGTGGAG
GCAGCTGTGGGAGGCACAGTCACCATCACGTGCCAGGCCAGTCAGAGCATTAGCAACTACTTTTCTTGGTATCAGCAGAAACCAGGGCAGCCTCCCAAGCTC
CTGATCTACAGGGCGTCCACTCTGGCATCTGGGGTCCCATCGCGGTTCAGCGGCAGTGGATCTGGGACACAGTTCACTCTCACCATCAGCGACCTGGAGTGT
GCCGATTCTGCCACTTACGCCTGTCAGTGCACTTATGGTAGTAGTAGTACTGGTTTTGGTTTCGGCGGAGGGACCGAGGTGGTGGTCAAAGGTGATCCAGTT
GCACCTACTGTCCTCATCTTCCCACCAGCTGCTGATCAGGTGGCAACTGGAACAGTCACCATCGTGTGTGTGGCGAATAAATACTTTCCCGATGTCACCGTC
ACCTGGGAGGTGGATGGCACCACCCAAACAACTGGCATCGAGAACAGTAAAACACCGCAGAATTCTGCAGATTGTACCTACAACCTCAGCAGCACTCTGACA
CTGACCAGCACACAGTACAACAGCCACAAAGAGTACACCTGCAAGGTGACCCAGGGCACGACCTCAGTCGTCCAGAGCTTCAATAGGGGTGACTGTTAG
(SEQ ID NO: 84)

A11B1_5F7 =4

ATGGAGACTGGGCTGCGCTGGCTTCTCCTGGTCGCTGTGCTCAAAGGTGTCCAGTGTCAGTCGTTGGAGGAGTCCGGGGGAGACCTGGTCAAGCCTGGGGCA
TCCCTGACACTCACCTGCAAAGCCTCTGGATTCTCCTTCAGTAGT TACTTCTGGATATGCTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGAGCGCA
TGCATCTATGGTGATAGTAGTGGTAGTAGT TACTACGCGAGCTGGGCGAAAGGCCGATTCACCATCTCCAAAACCTCGTCGACCACGGTGACTCTGCAAATG
ACCAGTCTGACAGCCGCGGACACGGCCACCTATTTCTGTGCGAGT TATGGTAGTAGTAGT TATTACTACTCTAATTTATGGGGCCCAGGCACCCTGGTCACC
GTCTCCTCAGGGCAACCTAAGGCTCCATCAGTCTTCCCACTGGCCCCCTGCTGCGGGGACACACCCAGCTCCACGGTGACCCTGGGCTGCCTGGTCAAAGGC
TACCTCCCGGAGCCAGTGACCGTGACCTGGAACTCGGGCACCCTCACCAATGGGGTACGCACCTTCCCGTCCGTCCGGCAGTCCTCAGGCCTCTACTCGCTG
AGCAGCGTGGTGAGCGTGACCTCAAGCAGCCAGCCCGTCACCTGCAACGTGGCCCACCCAGCCACCAACACCAAAGTGGACAAGACCGTTGCGCCCTCGACA
TGCAGCAAGCCCATGTGCCCACCCCCTGAACTCCCGGGGGGACCGTCTGTCTTCATCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCACGCACCCCC
GAGGTCACATGCGTGGTGGTGGACGTGAGCCAGGATGACCCCGAGGTGCAGTTCACATGGTACATAAACAACGAGCAGGTGCGCACCGCCCGGCCGCCGCTA
CGGGAGCAGCAGTTCAACAGCACGATCCGCGTGGTCAGCACCCTCCCCATCGCGCACCAGGACTGGCTGAGGGGCAAGGAGT TCAAGTGCAAAGTCCACAAC
AAGGCACTCCCGGCCCCCATCGAGAAAACCATCTCCAAAGCCAGAGGGCAGCCCCTGGAGCCGAAGGTCTACACCATGGGCCCTCCCOGGGAGGAGCTGAGC
AGCAGGTCGGTCAGCCTGACCTGCATGATCAACGGCTTCTACCCTTCCGACATCTCGGTGGAGTGGGAGAAGAACGGGAAGGCAGAGGACAACTACAAGACC
ACGCCGACCGTGCTGGACAGCGACGGCTCCTACTTCCTCTACAGCAAGCTCTCAGTGCCCACGAGTGAGTGGCAGCGGGGCGACGTCTTCACCTGCTCCGTG
ATGCACGAGGCCTTGCACAACCACTACACGCAGAAGTCCATCTCCOGCTCTCCGGGTAAATAG (SEQ ID NO: 85)

A11B1_5F7 74

ATGGACACGAGGGCCCCCACTCAGCTGCTGGGGCTCCTGCTGCTCTGGCTCCCAGGTGCCATATGTGACCCTGTGATGACCCAGACTCCATCTTCCACGTCT
GCGGCTGTGGGAGGCACAGTCACCATCAGTTGCCAGTCCAGTCAGAGTGTTTATAATAACAACTACTTAGCCTGGTATCAGCAGAAACCAGGGCAGCCTCCC
AAACGCCTGATCTACGAATCATCCAAACTGGCATCTGGGGTCCCATCGCGGTTCAGAGGCAGTGGATCTGGGGCACAGT TCACTCTCACCATCAGCGACCTG
GAGTGTGACGATGCTGCCACTTACTACTGTCTAGGCGCATATTATACTACTCTTGATTTCGGCGGAGGGACCGAGGTGGTGGTCAGAGGTGATCCAGTTGCA
CCTACTGTCCTCATCTTCCCACCAGCTGCTGATCAGGTGGCAACTGGAACAGTCACCATCGTGTGTGTGGCGAATAAATACTTTCCCGATGTCACCGTCACC
TGGGAGGTGGATGGCACCACCCAAACAACTGGCATCGAGAACAGTAAAACACCGCAGAATTCTGCAGATTGTACCTACAACCTCAGCAGCACTCTGACACTG
ACCAGCACACAGTACAACAGCCACAAAGAGTACACCTGCAAGGTGACCCAGGGCACGACCTCAGTCGTCCAGAGCTTCAATAGGGGTGACTGTTAG  (SEQ
ID NO: 86)

A11B1_5D7 =4

ATGGAGACTGGGCTGCGCTGGCTTCTCCTGGTCGCTGTGCTCAAAGGTGTCCAGTGTCAGGAGCAGTTGGTGGAGTCCGGGGGAGGCCTGGTCCAGCCTGAG
GGATCCCTGACACTCACCTGCAAAGCCTCTGGATTCGACTTCAGTAGCAATGCAATGTGCTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGATCGCA
TGCATTTATAATGGTGATGGCAGCACATACTACGCGAGCTGGGTGAATGGCCGATTCACCATCTCCAAGACCTCGTCGACCACGGTGACTCTGCAAATGACC
AGTCTGACAGCCGCGGACACGGCCACCTATTTCTGTGCGAGAGGTCTCTCTAATTGGAATAGGGATAACTTATGGGGCCCTGGCACCCTGGTCACCGTCTCC
TCAGGGCAACCTAAGGCTCCATCAGTCTTCCCACTGGCCCCCTGCTGCGGGGACACACCCAGCTCCACGGTGACCCTGGGCTGCCTGGTCAAAGGCTACCTC
CCGGAGCCAGTGACCGTGACCTGGAACTCGGGCACCCTCACCAATGGGGTACGCACCTTCCCGTCCGTCCGGCAGTCCTCAGGCCTCTACTCGCTGAGCAGC
GTGGTGAGCGTGACCTCAAGCAGCCAGCCCGTCACCTGCAACGTGGCCCACCCAGCCACCAACACCAAAGTGGACAAGACCGTTGCGCCCTCGACATGCAGC
AAGCCCATGTGCCCACCCCCTGAACTCCCGGGGGGACCGTCTGTCTTCATCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCACGCACCCCCGAGGTC
ACATGCGTGGTGGTGGACGTGAGCCAGGATGACCCCGAGGTGCAGTTCACATGGTACATAAACAACGAGCAGGTGCGCACCGCCCGGCCGCCGCTACGGGAG
CAGCAGTTCAACAGCACGATCCGCGTGGTCAGCACCCTCCCCATCGCGCACCAGGACTGGCTGAGGGGCAAGGAGTTCAAGTGCAAAGTCCACAACAAGGCA
CTCCCGGCCCCCATCGAGAAAACCATCTCCAAAGCCAGAGGGCAGCCCCTGGAGCCGAAGGTCTACACCATGGGCCCTCCCCGGGAGGAGCTGAGCAGCAGG
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TCGGTCAGCCTGACCTGCATGATCAACGGCTTCTACCCTTCCGACATCTCGGTGGAGTGGGAGAAGAACGGGAAGGCAGAGGACAACTACAAGACCACGCCG
ACCGTGCTGGACAGCGACGGCTCCTACTTCCTCTACAGCAAGCTCTCAGTGCCCACGAGTGAGTGGCAGCGGGGCGACGTCTTCACCTGCTCCGTGATGCAC
GAGGCCTTGCACAACCACTACACGCAGAAGTCCATCTCCCGCTCTCCGGGTAAATAG (SEQ ID NO: 87)

A11B1_5D7 74

ATGGACACGAGGGCCCCCACTCAGCTGCTGGGGCTCCTGCTGCTCTGGCTCCCAGGTGCCACATTTGCCCAAGTGCTGACCCAGACTCCATCCTCCGTGTCT
GCAGCTGTGGGAGGCACAGCCACCATCAACTGCCAGGCCAGTCAGAGTCTTTATAGTCCCAAGAATTTAGCCTGGTATCAGCAGACACCAGGGCAGCCTCCC
AAGCTCCTGATCTATTCTGCATCGAAACTGGCATCTGGGGTCCCATCGCGGTTCAAAGGCAGTGGATCTGGGACACAGT TCACTCTCACCATCAGCGGCGTG
CAGTGTGACGATGCTGCAATTTACTACTGTCAAGGCGAATTTAGTTGTACTACTGCTGCTTGTTTTGCTTTTGGCGGAGGGACCGAGGTGGTGGTCAAAGGT
GATCCAGTTGCACCTACTGTCCTCATCTTCCCACCAGCTGCTGATCAGGTGGCAACTGGAACAGTCACCATCGTGTGTGTGGCGAATAAATACTTTCCCGAT
GTCACCGTCACCTGGGAGGTGGATGGCACCACCCAAACAACTGGCATCGAGAACAGTAAAACACCGCAGAATTCTGCAGATTGTACCTACAACCTCAGCAGC
ACTCTGACACTGACCAGCACACAGTACAACAGCCACAAAGAGTACACCTGCAAGGTGACCCAGGGCACGACCTCAGTCGTCCAGAGCTTCAATAGGGGTGAC
TGTTAG (SEQ ID NO: 88)

A11B1_5A7 =4

ATGGAGACTGGGCTGCGCTGGCTTCTCCTGGTCGCTGTGCTCAAAGGTGTCCAGTGTCAGTCTTTGGAGGAGTCCGGGGGAGGCCTGGTCCAGCCTGAGGGA
TCCCTGACACTCGCCTGCACAGCTTCGGGATTCTCCTTCAGTAGCTACTACTACATCTGCTGGGTCCGCCAGGCTCCAGGGACGGGGCTGGAGTGGATCGGA
TGCATTAATACTGGTAGTGATGACACTCACTACGCGAGCTGGTTGAAAGGCCGATTCACCTTCTCCAAGGCCTCGTCGACCACGTTGACTCTGCAAATGACC
AGTCTGACAGCCGCGGACACGGCCACCTATTTCTGTGCGAGATCATCTGGTAGTAGTGATGATGCTTATGATCTCTGGGGCCCAGGCACCCTGGTCACTGTC
TCCTCAGGGCAACCTAAGGCTCCATCAGTCTTCCCACTGGCCCCCTGCTGCGGGGACACACCCAGCTCCACGGTGACCCTGGGCTGCCTGGTCAAAGGCTAC
CTCCCGGAGCCAGTGACCGTGACCTGGAACTCGGGCACCCTCACCAATGGGGTACGCACCTTCCCGTCCGTCCGGCAGTCCTCAGGCCTCTACTCGCTGAGC
AGCGTGGTGAGCGTGACCTCAAGCAGCCAGCCCGTCACCTGCAACGTGGCCCACCCAGCCACCAACACCAAAGTGGACAAGACCGTTGCGCCCTCGACATGC
AGCAAGCCCATGTGCCCACCCCCTGAACTCCCGGGGGGACCGTCTGTCTTCATCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCACGCACCCCCGAG
GTCACATGCGTGGTGGTGGACGTGAGCCAGGATGACCCCGAGGTGCAGTTCACATGGTACATAAACAACGAGCAGGTGCGCACCGCCCGGCCGCCGCTACGG
GAGCAGCAGTTCAACAGCACGATCCGCGTGGTCAGCACCCTCCCCATCGCGCACCAGGACTGGCTGAGGGGCAAGGAGT TCAAGTGCAAAGTCCACAACAAG
GCACTCCCGGCCCCCATCGAGAAAACCATCTCCAAAGCCAGAGGGCAGCCCCTGGAGCCGAAGGTCTACACCATGGGCCCTCCCCGGGAGGAGCTGAGCAGC
AGGTCGGTCAGCCTGACCTGCATGATCAACGGCTTCTACCCTTCCGACATCTCGGTGGAGTGGGAGAAGAACGGGAAGGCAGAGGACAACTACAAGACCACG
CCGACCGTGCTGGACAGCGACGGCTCCTACTTCCTCTACAGCAAGCTCTCAGTGCCCACGAGTGAGTGGCAGCGGGGCGACGTCTTCACCTGCTCCGTGATG
CACGAGGCCTTGCACAACCACTACACGCAGAAGTCCATCTCCCGCTCTCCGGGTAAATAG (SEQ ID NO: 89)

A11B1_5A7 74

ATGGACACGAGGGCCCCCACTCAGCTGCTGGGGCTCCTGCTGCTCTGGCTCCCAGGTGCCAGATGTGATGTTGTGATGACCCAGACTCCAGCCTCCGTGTCT
GAACCTGTGGGAGGCGCAGTCACCATCAAGTGCCAGGCCAGTCAGAGCATTGGTAGTAATTTAGCCTGGTATCAGCACAAACCAGGGCAGCCTCCCAAGCTC
CTGATCTATTTTGCATCCAGCCTGGCATCTGGGGTCTCGTCGCGGTTCAAGGGCGGTAGATCTGGGACACAGTTCACTCTCACCATCAGCGACCTGGAGTGT
GCCGATGCTGCCACTTACTACTGTCACTGTACTTATTATCCTCTTAGT TATGTTACTTTCGGCGGAGGGACCGAGGTGGTGGTCAAAGGTGATCCAGTTGCA
CCTACTGTCCTCATCTTCCCACCAGCTGCTGATCAGGTGGCAACTGGAACAGTCACCATCGTGTGTGTGGCGAATAAATACTTTCCCGATGTCACCGTCACC
TGGGAGGTGGATGGCACCACCCAAACAACTGGCATCGAGAACAGTAAAACACCGCAGAATTCTGCAGATTGTACCTACAACCTCAGCAGCACTCTGACACTG
ACCAGCACACAGTACAACAGCCACAAAGAGTACACCTGCAAGGTGACCCAGGGCACGACCTCAGTCGTCCAGAGCTTCAATAGGGGTGACTGTTAG  (SEQ
ID NO: 90)

A11B1_4E1 =4

ATGGAGACTGGGCTGCGCTGGCTTCTCCTGGTCGCTGTGCTCAAAGGTGTCCAGTGTCAGTCGTTGGAGGAGTCCGGGGGAGACCTGGTCAAGCCTGGGACA
TCCCTGACACTCTCCTGCACAGCCTCTGGATTCTCCTTCGGTAGCTATTATTATATGTGCTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGATCGCA
TGCATTGATGTTGGTAGTAGTGGTGACACATACTACGCGAGCTGGGTGAATGGCCGATTCACCATCTCCAAAACCTCGTCGACCACGGTGACTCTGCAAATG
ACCAGTCTGACAGCCGCGGACACGGCCACCTATTTCTGTGCGAGAGATGATACTGCTGCTGGTGGTTTTGGTAATTTGGAATTGTGGGGCCCAGGCACCCTG
GTCACCGTCTCCTCAGGGCAACCTAAGGCTCCATCAGTCTTCCCACTGGCCCCCTGCTGCGGGGACACACCCAGCTCCACGGTGACCCTGGGCTGCCTGGTC
AAAGGCTACCTCCCGGAGCCAGTGACCGTGACCTGGAACTCGGGCACCCTCACCAATGGGGTACGCACCTTCCCGTCCGTCCGGCAGTCCTCAGGCCTCTAC
TCGCTGAGCAGCGTGGTGAGCGTGACCTCAAGCAGCCAGCCCGTCACCTGCAACGTGGCCCACCCAGCCACCAACACCAAAGTGGACAAGACCGTTGCGCCC
TCGACATGCAGCAAGCCCATGTGCCCACCCCCTGAACTCCCGGGGGGACCGTCTGTCTTCATCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCACGC
ACCCCCGAGGTCACATGCGTGGTGGTGGACGTGAGCCAGGATGACCCCGAGGTGCAGTTCACATGGTACATAAACAACGAGCAGGTGCGCACCGCCCGGLLG
CCGCTACGGGAGCAGCAGTTCAACAGCACGATCCGCGTGGTCAGCACCCTCCCCATCGCGCACCAGGACTGGCTGAGGGGCAAGGAGTTCAAGTGCAAAGTC
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CACAACAAGGCACTCCCGGCCCCCATCGAGAAAACCATCTCCAAAGCCAGAGGGCAGCCCCTGGAGCCGAAGGTCTACACCATGGGCCCTCCCCGGGAGGAG
CTGAGCAGCAGGTCGGTCAGCCTGACCTGCATGATCAACGGCTTCTACCCTTCCGACATCTCGGTGGAGT GGGAGAAGAACGGGAAGGCAGAGGACAACTAC
AAGACCACGCCGACCGTGCTGGACAGCGACGGCTCCTACTTCCTCTACAGCAAGCTCTCAGTGCCCACGAGTGAGTGGCAGCGGGGCGACGTCTTCACCTGC
TCOGTGATGCACGAGGCCTTGCACAACCACTACACGCAGAAGTCCATCTCCOGCTCTCCGGGTAAATAG (SEQ ID NO: 91)

A11B1_4E1 A4

ATGGACACGAGGGCCCCCACTCAGCTGCTGGGGCTCCTGCTGCTCTGGCTCCCAGGTGCCAGATGTGCATTCGAATTGACCCAGACTCCATCCTCCGTGTCT
GAACCTGTGGGAGGCACAGTCACCATCAAGTGCCAGGCCAGTCAGAGCATTTACAGCTACTTTTCCTGGTATCAGCAGAAACCAGGGCAGCCTCCCAAGCGC
CTGATTTACCAGGCATCCACTCTGGCTTCTGGGGTCCCATCGCGGTTCAAAGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCGACCTGGAGTGT
GCCGATGCTGCCACTTACTACTGTCAAAACAATTATGGTAGGGGTAGTGGTAGTTATTTTTTTGGT TTCGGCGGAGGGACCGAGGTGGTGGTCAAAGGTGAT
CCAGTTGCACCTACTGTCCTCATCTTCCCACCAGCTGCTGATCAGGTGGCAACTGGAACAGTCACCATCGTGTGTGTGGCGAATAAATACTTTCCCGATGTC
ACCGTCACCTGGGAGGTGGATGGCACCACCCAAACAACTGGCATCGAGAACAGTAAAACACCGCAGAATTCTGCAGATTGTACCTACAACCTCAGCAGCACT
CTGACACTGACCAGCACACAGTACAACAGCCACAAAGAGTACACCTGCAAGGTGACCCAGGGCACGACCTCAGTCGTCCAGAGCTTCAATAGGGGTGACTGT
TAG (SEQ ID NO: 92)

A11B1_3H9 =4

ATGGAGACTGGGCTGCGCTGGCTTCTCCTGGTCGCTGTGCTCAAAGGTGTCCAGTGTCAGTCGTTGGAGGAGTCCGGGGGAGACCTGGTCAAGCCTGGGGCA
TCCCTGACACTCACCTGCAAAGCCTCTGGAATCGACTTCAGTAGCGGCTACGGCATGTGGTGGGTCCGCCAGGCTCCAGGGAAGGGACTGGAGTATATCGGA
TACATTGATACTGGTAGTGGTAGCACTTACTACGCGAACTGGGCGAAAGGCCGATTCACCATCTCCAAAACCTCGTCGACCATGGTGACTCTGCAAATGACC
AGTCTGACAGTCGCGGACACGGCCACCTATTTCTGTGCGAAAGGGGGCGCCATAGACCTCTGGGGCCCAGGGACCCTCGTCACCGTCTCTTCAGGGCAACCT
AAGGCTCCATCAGTCTTCCCACTGGCCCCCTGCTGCGGGGACACACCCAGCTCCACGGTGACCCTGGGCTGCCTGGTCAAAGGCTACCTCCCGGAGCCAGTG
ACCGTGACCTGGAACTCGGGCACCCTCACCAATGGGGTACGCACCTTCCCGTCCGTCCGGCAGTCCTCAGGCCTCTACTCGCTGAGCAGCGTGGTGAGCGTG
ACCTCAAGCAGCCAGCCCGTCACCTGCAACGTGGCCCACCCAGCCACCAACACCAAAGTGGACAAGACCGTTGCGCCCTCGACATGCAGCAAGCCCATGTGC
CCACCCCCTGAACTCCCGGGGGGACCGTCTGTCTTCATCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCACGCACCCCCGAGGTCACATGCGTGGTG
GTGGACGTGAGCCAGGATGACCCCGAGGTGCAGTTCACATGGTACATAAACAACGAGCAGGTGCGCACCGCCCGGCCGCCGCTACGGGAGCAGCAGTTCAAC
AGCACGATCCGCGTGGTCAGCACCCTCCCCATCGCGCACCAGGACTGGCTGAGGGGCAAGGAGTTCAAGTGCAAAGTCCACAACAAGGCACTCCCGGCCCCC
ATCGAGAAAACCATCTCCAAAGCCAGAGGGCAGCCCCTGGAGCCGAAGGTCTACACCATGGGCCCTCCCCGGGAGGAGCTGAGCAGCAGGTCGGTCAGCCTG
ACCTGCATGATCAACGGCTTCTACCCTTCCGACATCTCGGTGGAGTGGGAGAAGAACGGGAAGGCAGAGGACAACTACAAGACCACGCCGACCGTGCTGGAC
AGCGACGGCTCCTACTTCCTCTACAGCAAGCTCTCAGTGCCCACGAGTGAGTGGCAGCGGGGCGACGTCTTCACCTGCTCCGTGATGCACGAGGCCTTGCAC
AACCACTACACGCAGAAGTCCATCTCCCGCTCTCCGGGTAAATAG (SEQ ID NO: 93)

A11B1_3H9 74

ATGGACACGAGGGCCCCCACTCAGCTGCTGGGACTCCTACTGCTCTGGCTCCCAGGTGCCAGATGTGCTGACATTGTGATGACCCAGACTCCAGCCTCCGTG
GAGGCAGCTGTGGGAGGCACAGTCACCATCAAGTGCCAGGCCAGTCAGAGCATTAGTAGT TACTTAGCCTGGTATCAGCAGAAACCAGGGCAGCGTCCCAAG
CTCCTGATCTACAGGGCATCCACTCTGGCATCTGGGGTCCCATCGCGGTTCAAAGGCAGTGGATCTGGGACAGACTACACTCTCACCATCAGCGACCTGGAG
TGTGCCGATGCTGCCACTTATTATTGTCATACCTATTATCTTAGTAGTAGTATCAGT TATGGTAATACTTTCGGCGGAGGGACCGAGGTGGTGGTCAAAGGT
GATCCAGTTGCACCTACTGTCCTCATCTTCCCACCAGCTGCTGATCAGGTGGCAACTGGAACAGTCACCATCGTGTGTGTGGCGAATAAATACTTTCCCGAT
GTCACCGTCACCTGGGAGGTGGATGGCACCACCCAAACAACTGGCATCGAGAACAGTAAAACACCGCAGAATTCTGCAGATTGTACCTACAACCTCAGCAGC
ACTCTGACACTGACCAGCACACAGTACAACAGCCACAAAGAGTACACCTGCAAGGTGACCCAGGGCACGACCTCAGTCGTCCAGAGCTTCAATAGGGGTGAC
TGTTAG (SEQ ID NO: 94)

A11B1_3G2 =4}

ATGGAGACTGGGCTGCGCTGGCTTCTCCTGGTCGCTGTGCTCAAAGGTGTCCAGTGTCAGGAGCAGCTGGAGGAGTCCGGGGGAGACCTGGTCAAGCCTGAG
GGATCCCTGACACTCACCTGCAAAGCCTCTGGATTCTCCTTCAGTAGCATCTACTGGATTTGCTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGATC
GCATGCACTACTGTTGTCAAAAGTGGTAGAACTTACTACGCGAACTGGGCGAAAGGCCGATTCACCATCTCCAAAACCTCGTCGACCACGGTGACTCTGCAA
ATGACCAGTCTGACAGCCGCGGACACGGCCACCTATTTCTGTGCGAGAGAATTTGTTGATGGTGGTGGTAGTAGTGGTAGGGACTTGTGGGGCCCAGGCACC
CTGGTCACCGTCTCCTCAGGGCAACCTAAGGCTCCATCAGTCTTCCCACTGGCCCCCTGCTGCGGGGACACACCCAGCTCCACGGTGACCCTGGGCTGCCTG
GTCAAAGGCTACCTCCCGGAGCCAGTGACCGTGACCTGGAACTCGGGCACCCTCACCAATGGGGTACGCACCTTCCCGTCCGTCCGGCAGTCCTCAGGCCTC
TACTCGCTGAGCAGCGTGGTGAGCGTGACCTCAAGCAGCCAGCCCGTCACCTGCAACGTGGCCCACCCAGCCACCAACACCAAAGTGGACAAGACCGTTGCG
CCCTCGACATGCAGCAAGCCCATGTGCCCACCCCCTGAACTCCCGGGGGGACCGTCTGTCTTCATCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCA
CGCACCCCCGAGGTCACATGCGTGGTGGTGGACGTGAGCCAGGATGACCCCGAGGTGCAGTTCACATGGTACATAAACAACGAGCAGGTGCGCACCGCCCGG
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[0366]

[0367]

[0368]

[0369]

[0370]

[0371]

[0372]
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CCGCCGCTACGGGAGCAGCAGTTCAACAGCACGATCCGCGTGGTCAGCACCCTCCCCATCGCGCACCAGGACTGGCTGAGGGGCAAGGAGTTCAAGTGCAAA
GTCCACAACAAGGCACTCCCGGCCCCCATCGAGAAAACCATCTCCAAAGCCAGAGGGCAGCCCCTGGAGCCGAAGGTCTACACCATGGGCCCTCCCCGGGAG
GAGCTGAGCAGCAGGTCGGTCAGCCTGACCTGCATGATCAACGGCTTCTACCCTTCCGACATCTCGGTGGAGTGGGAGAAGAACGGGAAGGCAGAGGACAAC
TACAAGACCACGCCGACCGTGCTGGACAGCGACGGCTCCTACTTCCTCTACAGCAAGCTCTCAGTGCCCACGAGTGAGTGGCAGCGGGGCGACGTCTTCACC
TGCTCOGTGATGCACGAGGCCTTGCACAACCACTACACGCAGAAGTCCATCTCCOGCTCTCCGGGTAAATAG (SEQ ID NO: 95)

A11B1_3G2 A4

ATGGACACGAGGGCCCCCACTCAGCTGCTGGGGCTCCTGCTGCTCTGGCTCCCAGGTGCCAGATGTGCCTATGATATGACCCAGACTCCAGCCTCCGTGGAG
GCAGCTGTGGGAGGCACAGTCACCATCAAGTGCCAGGCCAGTCAGAGCATTAGTAGGGACTTATCCTGGTATCAGCAGAAACCTGGACAGCCTCCCAAGCGC
CTAATCTACAAGGCATCCACTCTGGCATCTGGGGTCCCATCGCGGTTCAAAGGCAGTGGATCTGGGACAGATTTCACTCTCACCATCAGCGACCTGGAGTGT
GCCGATGCTGCCACTTACTACTGTCAACAGGGTTATAGTAGTATTGATGT TGATAATGATTTCGGCGGAGGGACCGAGGTGGTGGTCAAAGGTGATCCAGTT
GCACCTACTGTCCTCATCTTCCCACCAGCTGCTGATCAGGTGGCAACTGGAACAGTCACCATCGTGTGTGTGGCGAATAAATACTTTCCCGATGTCACCGTC
ACCTGGGAGGTGGATGGCACCACCCAAACAACTGGCATCGAGAACAGTAAAACACCGCAGAATTCTGCAGATTGTACCTACAACCTCAGCAGCACTCTGACA
CTGACCAGCACACAGTACAACAGCCACAAAGAGTACACCTGCAAGGTGACCCAGGGCACGACCTCAGTCGTCCAGAGCTTCAATAGGGGTGACTGTTAG
(SEQ ID NO: 96)

A11B1_3B1 =4

ATGGAGACTGGGCTGCGCTGGCTTCTCCTGGTCGCTGTGCTCAAAGGTGTCCAGTGTCAGGAGCAGCTGGAGGAGTCCGGGGGAGGCCTGGTCAAGCCTGAG
GGATCCCTGACACTCACCTGCAAAGCCTCTGGATTCGACCTCAGTAGCGGCTATGACATGTGCTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGATC
GCATGCATTTATGCTGATTATAGTGGTAGCACATACTACGCGAGCTGGGTGAATGGCCGATTCACCATCTCCAGCAGCACCAGCCTAAACACGGTGGATCTG
AAAATGACCAGTCTGACAGCCGCGGACACGGCCACCTATTTCTGTGCCAGAGGGGCTACTGGTAATGGTGGTTATGGATACTACTTTAACTTGTGGGGCCCA
GGCACCCTGGTCACCGTCTCCTCAGGGCAACCTAAGGCTCCATCAGTCTTCCCACTGGCCCCCTGCTGCGGGGACACACCCAGCTCCACGGTGACCCTGGGE
TGCCTGGTCAAAGGCTACCTCCCGGAGCCAGTGACCGTGACCTGGAACTCGGGCACCCTCACCAATGGGGTACGCACCTTCCCGTCCGTCCGGCAGTCCTCA
GGCCTCTACTCGCTGAGCAGCGTGGTGAGCGTGACCTCAAGCAGCCAGCCCGTCACCTGCAACGTGGCCCACCCAGCCACCAACACCAAAGTGGACAAGACC
GTTGCGCCCTCGACATGCAGCAAGCCCATGTGCCCACCCCCTGAACTCCCGGGGGGACCGTCTGTCTTCATCTTCCCCCCAAAACCCAAGGACACCCTCATG
ATCTCACGCACCCCCGAGGTCACATGCGTGGTGGTGGACGTGAGCCAGGATGACCCCGAGGTGCAGTTCACATGGTACATAAACAACGAGCAGGTGCGCACC
GCCCGGCCGCCGCTACGGGAGCAGCAGTTCAACAGCACGATCCGCGTGGTCAGCACCCTCCCCATCGCGCACCAGGACTGGCTGAGGGGCAAGGAGTTCAAG
TGCAAAGTCCACAACAAGGCACTCCCGGCCCCCATCGAGAAAACCATCTCCAAAGCCAGAGGGCAGCCCCTGGAGCCGAAGGTCTACACCATGGGCCCTCCC
CGGGAGGAGCTGAGCAGCAGGTCGGTCAGCCTGACCTGCATGATCAACGGCTTCTACCCTTCCGACATCTCGGTGGAGTGGGAGAAGAACGGGAAGGCAGAG
GACAACTACAAGACCACGCCGACCGTGCTGGACAGCGACGGCTCCTACTTCCTCTACAGCAAGCTCTCAGTGCCCACGAGTGAGTGGCAGCGGGGCGACGTC
TTCACCTGCTCCGTGATGCACGAGGCCTTGCACAACCACTACACGCAGAAGTCCATCTCCCGCTCTCCGGGTAAATAG (SEQ ID NO: 97)

A11B1_3B1 A4

ATGGACACGAGGGCCCCCACTCAGCTGCTGGGGCTCCTACTGCTCTGGCTCCCAGGTGCCAGATGTGCTGACATTGTGATGACCCAGACTCCAGCCTCCGTG
TCTGAACCTGTGGGAGGCACAGTCACCATCAAGTGTCAGGCCAGTCAGAACATTAATAGCGGCTTAGCCTGGTATCAGCAGAAACCAGGGCAGCCTCCCAAG
CTCCTGATCTACAAGGCATCCACTCTGGCATCTGGGGTCTCATCGCGGTTCAAAGGCAGTGGATCTGGGACAGAATTCACTCTCACCATCAGCGACCTGGAG
TGTGCCGATGCTGCCACTTACTACTGTCAAACCTATTATTATAGTAGTAGTAGTAGTGATAATGCTTTCGGCGGAGGGACCGAGGTGGTGGTCAAAGGTGAT
CCAGTTGCACCTACTGTCCTCATCTTCCCACCAGCTGCTGATCAGGTGGCAACTGGAACAGTCACCATCGTGTGTGTGGCGAATAAATACTTTCCCGATGTC
ACCGTCACCTGGGAGGTGGATGGCACCACCCAAACAACTGGCATCGAGAACAGTAAAACACCGCAGAATTCTGCAGATTGTACCTACAACCTCAGCAGCACT
CTGACACTGACCAGCACACAGTACAACAGCCACAAAGAGTACACCTGCAAGGTGACCCAGGGCACGACCTCAGTCGTCCAGAGCTTCAATAGGGGTGACTGT
TAG (SEQ ID NO: 98)

A11B1_2D3 =4

ATGGAGACTGGGCTGCGCTGGCTTCTCCTGGTCGCTGTGCTCAAAGGTGTCCAGTGTCAGTCGTTGGAGGAGTCCGGGGGAGACCTGGTCAAGCCTGGGGCA
TCCCTGACACTCACCTGCACAGCTTCTGGATTCTCCTTCAGTAGCAGT TATTGGATATGCTGGGTCCGCCAGGCTCCAGGGAAGGGGCTGGAGTGGATCGCA
TGTATTTATGGTGGTAGTAGTGGTAACATTGCCTACGCGAGCTGGGCGAAAGGCCGATTCACCATCTCCAAAACCTCGTCGACCACGGTGACTCTACAAATG
ACCAGTCTGACAGCCGCGGACACGGCCACCTATTTCTGTGCGAGAGATATTCCTAGTGATGCTTTCACCTTAGACTTGTGGGGCCCAGGCACCCTGGTCACC
GTCTCCTCAGGGCAACCTAAGGCTCCATCAGTCTTCCCACTGGCCCCCTGCTGCGGGGACACACCCAGCTCCACGGTGACCCTGGGCTGCCTGGTCAAAGGC
TACCTCCCGGAGCCAGTGACCGTGACCTGGAACTCGGGCACCCTCACCAATGGGGTACGCACCTTCCCGTCCGTCCGGCAGTCCTCAGGCCTCTACTCGCTG
AGCAGCGTGGTGAGCGTGACCTCAAGCAGCCAGCCCGTCACCTGCAACGTGGCCCACCCAGCCACCAACACCAAAGTGGACAAGACCGTTGCGCCCTCGACA
TGCAGCAAGCCCATGTGCCCACCCCCTGAACTCCCGGGGGGACCGTCTGTCTTCATCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCACGCACCCCC
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GAGGTCACATGCGTGGTGGTGGACGTGAGCCAGGATGACCCCGAGGTGCAGTTCACATGGTACATAAACAACGAGCAGGTGCGCACCGCCCGGCCGCCGCTA
CGGGAGCAGCAGTTCAACAGCACGATCCGCGTGGTCAGCACCCTCCCCATCGCGCACCAGGACTGGCTGAGGGGCAAGGAGTTCAAGTGCAAAGTCCACAAC
AAGGCACTCCCGGCCCCCATCGAGAAAACCATCTCCAAAGCCAGAGGGCAGCCCCTGGAGCCGAAGGTCTACACCATGGGCCCTCCCCGGGAGGAGCTGAGC
AGCAGGTCGGTCAGCCTGACCTGCATGATCAACGGCTTCTACCCTTCCGACATCTCGGTGGAGTGGGAGAAGAACGGGAAGGCAGAGGACAACTACAAGACC
ACGCCGACCGTGCTGGACAGCGACGGCTCCTACTTCCTCTACAGCAAGCTCTCAGTGCCCACGAGTGAGTGGCAGCGGGGCGACGTCTTCACCTGCTCCGTG
ATGCACGAGGCCTTGCACAACCACTACACGCAGAAGTCCATCTCCOGCTCTCCGGGTAAATAG (SEQ ID NO: 99)

A11B1_2D3 A 4)

ATGGACACGAGGGCCCCCACTCAGCTGCTGGGGCTCCTGCTGCTCTGGCTCCCAGGTGCCACATTTGCCCAAGTGCTGACCCAGACTCCATCCTCCGTGTCT
GCAGCTGTGGGAAGCACAGTCACCATCAATTGCCAGGCCAGTCAGAGTGTTTATAAAGACAACAATTTAGCCTGGTATCAGCAGAAACCAGGGCAGCCTCCC
AAGCTCCTGATCTACAAGGCTTCCACTCTGGCATCTGGGGTCCCATCGCGGTTCAAAGGCAGTGGATCTGGGACACAGT TCACTCTCACCATCAGCGGCGTG
CAGTGTGAAGATGCTGCCACTTACTACTGTCAAGGCGAATTCAGTTGTGGTAGTGCTGATTGTATTGCTTTCGGCGGAGGGACCGAGGTGGTGGTCAAAGGT
GATCCAGTTGCACCTACTGTCCTCATCTTCCCACCAGCTGCTGATCAGGTGGCAACTGGAACAGTCACCATCGTGTGTGTGGCGAATAAATACTTTCCCGAT
GTCACCGTCACCTGGGAGGTGGATGGCACCACCCAAACAACTGGCATCGAGAACAGTAAAACACCGCAGAATTCTGCAGATTGTACCTACAACCTCAGCAGC
ACTCTGACACTGACCAGCACACAGTACAACAGCCACAAAGAGTACACCTGCAAGGTGACCCAGGGCACGACCTCAGTCGTCCAGAGCTTCAATAGGGGTGAC
TGTTAG (SEQ ID NO: 100)

A11B1_2A7 =4

ATGGAGACTGGGCTGCGCTGGCTTCTCCTGGTCGCTGTGCTCAAAGGTGTCCAGTGTCAGTCGTTGGAGGAGTCCGGGGGAGACCTGGTCAAGCCTGGGGCA
TCCCTGACACTCACCTGCAAAGGCTCTGGAATCGACTTCAGTAGCGGCTACGGCATGTGGTGGGTCCGCCAGGCTCCAGGGAAGGGACTGGAGTATATCGGA
TACATTGATACTGGTTATGGTAGCACTTACTACGCGAGCTGGGCGAAAGGCCGATTCACCATCTCCAAGACCTCGTCGACCACGGTGACTCTGCAAATGACC
AGTCTGACAGTCGCGGACACGGCCACCTATTTCTGTGCGAAAGGGGGCGCCATAGACCTCTGGGGCCCAGGGACCCTCGTCACCGTCTCTTCAGGGCAACCT
AAGGCTCCATCAGTCTTCCCACTGGCCCCCTGCTGCGGGGACACACCCAGCTCCACGGTGACCCTGGGCTGCCTGGTCAAAGGCTACCTCCCGGAGCCAGTG
ACCGTGACCTGGAACTCGGGCACCCTCACCAATGGGGTACGCACCTTCCCGTCCGTCCGGCAGTCCTCAGGCCTCTACTCGCTGAGCAGCGTGGTGAGCGTG
ACCTCAAGCAGCCAGCCCGTCACCTGCAACGTGGCCCACCCAGCCACCAACACCAAAGTGGACAAGACCGTTGCGCCCTCGACATGCAGCAAGCCCATGTGC
CCACCCCCTGAACTCCCGGGGGGACCGTCTGTCTTCATCTTCCCCCCAAAACCCAAGGACACCCTCATGATCTCACGCACCCCCGAGGTCACATGCGTGGTG
GTGGACGTGAGCCAGGATGACCCCGAGGTGCAGTTCACATGGTACATAAACAACGAGCAGGTGCGCACCGCCCGGCCGCCGCTACGGGAGCAGCAGTTCAAC
AGCACGATCCGCGTGGTCAGCACCCTCCCCATCGCGCACCAGGACTGGCTGAGGGGCAAGGAGTTCAAGTGCAAAGTCCACAACAAGGCACTCCCGGCCCCC
ATCGAGAAAACCATCTCCAAAGCCAGAGGGCAGCCCCTGGAGCCGAAGGTCTACACCATGGGCCCTCCCCGGGAGGAGCTGAGCAGCAGGTCGGTCAGCCTG
ACCTGCATGATCAACGGCTTCTACCCTTCCGACATCTCGGTGGAGTGGGAGAAGAACGGGAAGGCAGAGGACAACTACAAGACCACGCCGACCGTGCTGGAC
AGCGACGGCTCCTACTTCCTCTACAGCAAGCTCTCAGTGCCCACGAGTGAGTGGCAGCGGGGCGACGTCTTCACCTGCTCCGTGATGCACGAGGCCTTGCAC
AACCACTACACGCAGAAGTCCATCTCCCGCTCTCOGGGTAAATAG (SEQ ID NO: 101)

A11B1_2A7 74

ATGGACACGAGGGCCCCCACTCAGCTGCTGGGGCTCCTGCTGCTCTGGCTCCCAGGTGCCACATTTGCAGCCGTGCTGACCCAGACTCCGGCTTCCACGTCT
GCAGCTGTGGGAGGCACAGTCACCATCAATTGTCAGTCCAGTCAGAGCGTGTATCGTAGCAACTGGTTAGCCTGGTATCAGCAGAAACCAGGGCAGCCTCCC
AAGCTCCTGATCTATGATGTATTTAATTTGGCATCTGGGGTCCCATCCCGGTTCAAGGGCAGTGGATCTGGGACACAGT TCACTCTCACCATCAGCGGCGTG
CAGTGTGCCGATGCTGCCACTTACTACTGTCAAGGCAGT TATTATAGTGGTAATTGGTACAGTGCTTTCGGCGGAGGGACCGAGGTGGTGGTCAAAGGTGAT
CCAGTTGCACCTACTGTCCTCATCTTCCCACCAGCTGCTGATCAGGTGGCAACTGGAACAGTCACCATCGTGTGTGTGGCGAATAAATACTTTCCCGATGTC
ACCGTCACCTGGGAGGTGGATGGCACCACCCAAACAACTGGCATCGAGAACAGTAAAACACCGCAGAATTCTGCAGATTGTACCTACAACCTCAGCAGCACT
CTGACACTGACCAGCACACAGTACAACAGCCACAAAGAGTACACCTGCAAGGTGACCCAGGGCACGACCTCAGTCGTCCAGAGCTTCAATAGGGGTGACTGT
TAG (SEQ ID NO: 102)

F-allpl GLSE FAY 9d HE

#E mAdb A E

2% %] E] =-FR1-CDR1-FR2-CDR2-FR3-CDR3-FR4
79E3E3 T 7F¥ 94

MDWLWNLLFLMVVAQSAQAQIQLVQSGPEVKKPGESVKI SCKASGYTFTDYAMNWVKQAPGNGLKWMGW INTQTGKPTYADDFKQRE VF SLETSARTTYLQI
NNLNIEDTATYFCTRLGTGNTKGFAYWGQGTLVIVSS (SEQ ID NO: 145)
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7T9E3E3 A 7tH 94

MESQTHVL ISLLLCVSGTCGDILINQSPASLTVSAGERVIMSCKSSQSLLYSENNQDYLAWYQQKPGQFPKLL I YGASNRHTGVPDRFTGSGSGTDFTLTIS
SVQAEDLADYYCEQTYRYPFTFGSGTKLEIK (SEQ ID NO: 146)

24E4G6 F4) 71¥ 99

MELELSL IFIFSLLEDVQCEVQLVESGGSLVQPGGSLKLSCVASGYTFSNYWMDWVRQSPGKSLEWIGEINTDGRRTNYAPSIKDRET I SRDNAKSTLYLQM
SNVKSDDTATYYCTILRVYPHYFDYWGQGVMVTVSS (SEQ ID NO: 147)

24E4G6 A4 71H 99

MMSPAQFLELLMLIVIQEARGDVVMTQTPPSLSVAIGQSVSISCKSSQSLVYSDGETYLHWFLQSPGRSPKRL I YHVSNLGSGVPDRF SGTGSLTDFTLRISR
VEAEDLGVYYCAQTTHFPPTFGAGTKLELK (SEQ ID NO: 148)

8HBE9 F3l 7I®¥ <o

MAVLVLLLCLVTFPSCALQVQLKESGPGLVQPSQTLSLTCTVSGE SLTSNSVSWVRQAPGKGLEWMGATWSGGSTDYNSALKSRLS I SRDTSKSQVFLKMN
SLQTEDTATYFCTRSHWEPFDYWGQGVMVTVSS (SEQ ID NO: 149)

8HBE9 74 7t¥ <<

MESQTQAL ISLLLIWVYGTCGDIVMTQSPFSLAVSEGEMVT INCKSSQGLLSSGNQKNYLAWYQQRPGQSPKLL IYYASTRQSGVPDRF IGGGSGTDFTLTIS
DVQAEDLADYYCLQHYSYPPTFGSGTKLEIK (SEQ ID NO: 150)

6E5C1L &) 7F¥ o

MAVLVLLLCLVTFPSCALSQVQLRESGPGLVQPSQTLSLTCTVSGE SLTSNSVIWVRQPPGKGLEWMGATWSDGSTDYNSTLKSRLS I SRDTSKSQVFLKMS
SLQTEDTATYFCTRSHWEPFDYWGQGVMVTVSS (SEQ ID NO: 151)

6ESC11 A4 71¥ 99

MESQTQAL ISLLLIWVYGTCGDIVMTQSPLSLAVSEGETVIMNCKSSQSLFSSGNQKNYLAWYQQKPGQSPKLL IYYASTRQSGVPDRF IGSGSGTDFTLTIS
DVQTEDLADYYCLQHYNYPPTFGSGTKLEIK (SEQ ID NO: 152)

7D8B10 F 7t¥ 94

MDLRLTYVFIVAILKGVLCEVKLEESGGGLVQPGMSVKLSCATSGF IFSDYWMEWVRQAPGKGLEWVAETRNKANNYATYYGKSMKGRFTISRDDSKSIVYL
QVNSIRSEDTAIYYCAPNFDYWGQGVMVTVSS (SEQ ID NO: 153)

7D8B10 A 7t¥ 94

MSPVQSLFLLLLWILGTHGVVLTQTPPTLSATIGQSVSISCRSSQSLLHSTGNTYLNWLLQRPGQPPQLL I YLVSRLESGVPNRF SASGSGTDFTLKISGI
EAEDLGVYYCVQSSHTPYTFGTGTKLELK (SEQ ID NO: 154)

18E10F10 <4 71 99

MDIRLSLVELVLFMKGVQCEVQLVESGGGLVQPGRSLKLSCAASRETFSDYNMAWVRQAPKKGLEWVATTYHDDSGSYYRDSVKGRET I SRNNAKSTLYLQM
DSLRSEDMATYYCARHNNGFDYWGQGVMVTVAS (SEQ ID NO: 155)

18E10F10 4| 71H 99

MEWPVRLLVLFFWIPASGEDVVMTQTPVSLPVRLGGQASTSCRSSQSLVHSNGNTYLHWYLQKPGQSPQLL INRVSNRFSGVPDRE SGSGSGTDFTLKINRV
EPEDLGDYYCLQSTHFPLTFGSGTKLETK (SEQ ID NO: 156)

40G10H11 Z=3f 71 99

MDIRLSLGFLVLFIKGDQCAVQLVESGGGLVQPGRSLKLSCAASRITFTDYYMAWVRQAPTKGLEWVATISSDGGDTFYRDSVKGRET I SRDNAKSTLYLQM
VSLRSEDTATYYCSTDRGAQFGYWGQGTLVTVSS (SEQ ID NO: 157)

40G10H11 7)) 7F¥ 44

MAPVQLLGLLL IWLPAMR(DIQMTQSPSFLSASVGDRVS INCKASQNVHENLNWYQQKLGEAPKRL I YNTNNLQTGIPSRFSGSGSGADYTLT I SSLQPEDF
ATYFCLQHNAFPYTFGPGTKLELK (SEQ ID NO: 158)
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o2 A mdp A1Y
FR1-CDR1-FR2-CDR2-FR3-CDR3-FR4
9-G05 F3 7t¥ <49

EVQLQQSGPELVKPGASVK IPCKASGYTFPDYNMDWVKQSHGKSLEWIGY INPDNGGT I YNQKFKGKATLTVDKSSSTAYMELRSLTSEDTAVYYCARLDSS
GYGYYAMDYWGQGTSVTVSS (SEQ ID NO: 103)

9-Go5 A3 7t¥ <49

DIVLTQSPASLAVSLGQRATISCRASESVDNYGISFMHWYQQKPGQPPKLL I YRASNLDSE IPARFSGSGSRTDFTLTIDPVETDDVATYYCQQSYKDPRTF
GGGTKLEIK (SEQ ID NO: 104)

8-P20 = 7P 9

KVMLVESGGALVKPGGSLKLSCVASGFTFSNYAMSWVRQTPEKRLEWVATISSGGYYTYYPDSVKGRETI SRONARNTLFLQMSSLRSEDTAMFYCAREDDY
GRYSYTMDYWGQGTSVTVSS (SEQ ID NO: 105)

8-P20 74 7t¥ 4

DVVMTQTPLSLPVSLGDQVSISCRCSQSLVHSNGNTYLHWYLQKPGQSPQLL I YKISNRFSGVPDRF SGSGSGTDFTLKISRVEAEDLGVYFCSQSTHVPYT
FGGGTELEIK (SEQ ID NO: 106)

8-G15 =4 71 949

EVQLQQSGPELVKPGASVRISCKASGYTFTDYY IHWVKQKPGQGLECIGETYPGTDNTYY SKKFRGKATLTADKSSDTAYMQLSSLTSEDSAVYFCARGDYY
RGYFDVWGAGTTVTVSS (SEQ ID NO: 107)

8-G15 A4 7I¥ 49

DVVMTQTSLTLSVTIGQPASISCKSSQSLLHSNGKTYLNWLLQRPGQSPKFL I YLVSKLESGVPDRF SGSGSGTDFTLKISRVEAEDLGVYYCLQSTHFPWT
FGGGTKLEIK (SEQ ID NO: 108)

8-114 =4 71 o9

EVQLQQSGPELVKPGASVKKSCKASGYTFTDYYMHWVKQKPGQGLEW I GKIYPGSGNTHYNEKFKGKATLTADKSSSTAYMQLSSLTSEDSAVYFCATNYYG
YRAMNYWGQGSSVTVSS (SEQ ID NO: 109)

8-114 A 7} <

DIHLTQSPSSLSASLGERISLTCRASQDIYISLNWFQQKPDGTIKLL I YGTSSLDSGVPKRFSGSRSGSDYSLTISSLESEDFADYYCLQYASSPYTFGGGT
KLEIK (SEQ ID NO: 110)

9-E16 = 7t 99

EVQLQQSGPELVKPGASVK I SCKASGYTFTDY YMHWVKQKPGQGLEW I GETYPGSGNPYYNEKFKGKATLTADKSSSSAYMQLSSLTSEDSAVYFCARTSYG
RVGTGFAYWGQGTLVTVSA (SEQ ID NO: 111)

9-E16 7 7ha g

NFVMTQTPLSLPVSLGDQASISCRSSQSLLHSNGNTYLHWYLQKPGQSPKLL I YKVSNRESGVPDRFSGSGSGTDFTLKINRVETEDLG I YFCSQSSHVPTE
GAGTKLELK (SEQ ID NO: 112)

8-J17 F4 7t 949

QVQLQQSGAELAKPGASVKMSCKASGYTFTNYWMHWVKQRPGQGLEW IGY INPNNGYTEYNQRFKDKATLTADRSSTTAYMQLSSLTSEDSAVYYCARSDI I
TTDYWGQGTTLTVSS (SEQ ID NO: 113)

8-J17 744 7t 949

DVVMTQTPLSLPVSLGDQASTSCRSSQSLVYSNGNTYLHWYLQKPGQSPKLL I YKVSNRF SGVPDRESGSGSGTDFTLK I SRVEAEDLGVYFCSQSTHVPWT
FGGGTKLEIK (SEQ ID NO: 114)

9-B11 = 7t 99
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[0437]

[0438]

[0439]

[0440]
[0441]

[0442]

[0443]

[0444]

[0445]

[0446]

[0447]

[0448]

[0449]

[0450]

[0451]

[0452]

[0453]

[0454]

[0455]

[0456]

[0457]

[0458]

[0459]

[0460]

[0461]

[0462]

SIHES 10-2023-0121831
QVQLQQPGAELVRPGTSVKLSCKASGYTFTSYWMHWVQQRPGQGLEW LGV IDPSDSYTNYNQKFKGKATL TVDTSSSSAYMQLSSLTSEDSAVYYCARDDVA
MDYWGQGTSVTVSS (SEQ ID NO: 115)
9-B11 A3 7I¥ <d 9

DIVVTQSPASLAVSLGQRATISCRASESVDSYGNSF IHWYQQKPGQPPKLL I YRASNLKSGIPARFSGSGSRTDFTLTINPVEADDVATYYCQQSNEDPYTF
GGGTKLEIK (SEQ ID NO: 116)

SEQ ID NO: 117-1449] 7%-, CDR3> #A| W=o] Z1ojx HAERZ FAEU.
6-012 =2 7} <

EVKLEESGGGLVQPGGSMKLSCAASGFTFSDAWMDWVRQSPEAGLEWVAE TRNKAHNPATYYAESVKGRET I SRDDSKSSVYLQMNSLRAEDTGIYYCTLVA
PDAMDYWGQGTSVTVSS (SEQ ID NO: 117)

6-012 A3 7I¥ <9

DIVMSLSPSSLAVSVGEKVIMSCKSSQSLLYSRNQKNYLAWYQQKPGQSPKLL IYWASTRASGVPDRFTGSGSGTDFTLT I SSVKAEDLAVYYCQQYYSYPY
TFGGGTKLEIK (SEQ ID NO: 118)

10-L15 =4 714 949

QVQLQQSGPELVRPGASVKMSCKASGYTFTSYWMHWVKQRPGQGLEW I GMIDPSNSETWLNQKFKDKATLNVDKSSNTAYMQLSSLTSEDSAVYYCARYDGY
YDYWGQGTTLTVSS (SEQ ID NO: 119)

10-L15 A4 7Fd 949

NIVLTQSPASLAVSLGQRATISCRASESVDSYGNSFMHWYQQKPGQPPKLL I YLASNVESGVPARFSGSGSRTDFTLTIDPVEADDAATYYCQONNEDPWTF
GGGTKLEIK (SEQ ID NO: 120)

7-H14 F2 7t 94 Y

QVQLQQPGAELVRPGASVKLSCKPSGYTFTSYWMNWVKQRPGQGLEWIGMIDPSDSETHYNQMFKDKATLTVDKSSNTAYMQLSSLTSEDSAVYYCAQIYYA
YDKAYWGQGTLVTVSA (SEQ ID NO: 121)

7-H14 73 7t¥ o

DIVMSQSPSSLAVSVGEKVIMSCKSSQSLLYSSHQKNYLAWYQQKPGQSPKLL IYWASTRESGVPDRFTGSGSGTDFSLTISSVKAEDLAVYYCQEYYSWTF
GGGTKLEIK (SEQ ID NO: 122)

6-B21 F 7t 949

EVQLQQSGPELVKPGASVKISCKASGYTFTDYYMNWVKQSHGKSLEW IGD INPHNGGTSF IQKFKGKATLTVDKSSSTAYMELRSLTSEDSAVYYCAPLGRK
EGFAYWGQGTLVTVSA (SEQ ID NO: 123)

6-B21 73 7t¥ d o

DTVLTQSPASLVVSLGQRATISCRASKSVSTSGY SYMHWYQQKPGQPPKLL I YLASNLESGVPARF SGSGSGTAFTLNIHPVEEEDAATYYCQHSRELPYTF
GGGTKLEIK (SEQ ID NO: 124)

10-F23 =4 714 949

QVTLKESGPGILQPSQTLSLTCSFSGFSLSTFAMGVGWIRQPSGKGLEWLAHIWWDDDKYYNPALKSRLT I SKDTSKNHVFLKIANVDTADTATYYCARMPL
TFYFDYWGQGTTLTVSS (SEQ ID NO: 125)

10-F23 44 7t4 949

DVLLTQTPLSLPVSLGDQASISCRSSQSIVHSNGHTYLEWYLQKPGQSPKLLIYKVSNRFSGVPDRFSGSGSGTDFTLKISRVEAEDLGVYYCFQGSHVPFT
FGGGTKLEIK (SEQ ID NO: 126)

6-A12 F3 7t 99

QVTLKESGPGILQPSQTLSLTCSFSGFSLRTFAMGVGWIRQPSGKGLEWLAHIWWDDDKYYNPALKSRLT I SKDTSKNQVFLKIANVDTADTATYYCARMPL
TFYFDYWGQGTTLTVSS (SEQ ID NO: 127)
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[0463]

[0464]

[0465]

[0466]

[0467]

[0468]

[0469]

[0470]

[0471]

[0472]

[0473]

[0474]

[0475]

[0476]

[0477]

[0478]

[0479]

[0480]

[0481]

[0482]

[0483]

[0484]

[0485]

[0486]

[0487]

[0488]

ZIHSd 10-2023-0121831

6-A12 73 7t¥ o

DVLMTQTPLSLPVSLGDQASISCRSSQSIVHSNGNTYLEWYLQKPGQSPKLLIYKVSTRFSGVPDRFSGSGSGTDFTLKISRVEAEDLGVYYCFQGSHVPFT
FGGGTKLEIK (SEQ ID NO: 128)

6-M8 =3 7Hd 99

QVQLQQPGAELVMPGASVKLSCKASGYTFTNYWMHWVKQRPGQGLEWIGE IDPSDSYTNYNQKFKGKATLTVDKSSSTAYMQLSSLTSEDSAVYYCTRQGST
YAWGQGTSVTVSS (SEQ ID NO: 129)

6-M8 73 7hd 94

DIVMTQAAFSNPVTLGTSASISCRSSKSLLHSNGI TYLYWYLQKPGQSPQLL I'YQMSNLASGVPDRFSSSGSGTDFTLRISRVEAEDVGVYYCAQNLELPPT
FGGGTKLEIK (SEQ ID NO: 130)

2-A3 F4f 7hd 9

EVQLQQSGPELVKPGASVKMSCKASGYTFTDYYMMWVKQSHGKSLEW I GD INPYNGGSSYNPKFKGRATLTVDKSSSTAYMQLNSLTSEDSAVYYCARGTYW
GQGTLVTVSA (SEQ ID NO: 131)

2-A3 B 7hd 9

DVVMTQTPLTLSVTIGQPASISCKSSQSLLDSAGKTYLNWLLQRPGQSPKRLMYLVSKLDSGVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCWQGTHFPYT
FGGGTKLEIK (SEQ ID NO: 132)

6-017 =3 7I¥ <49

QVQLQQPGAELVKPGASVKLSCKASGYTFTSYWMHW IKQRPGQGLEW I GE INPSNGGSNYNEKFKSKATLTVDKSSSTAYMQLSSLTSEDSAVYHCKSRGYW
GQGTTLTVSS (SEQ ID NO: 133)

6-017 73 7I¥ <d 9

DVVMTQTPLTLSVTIGQPASISCKSSQSLLDSYGKTYLNWLLQRPGQSPKRL IYLVSKLDSGVPDRFTGSGSGTDFTLKISRVEAEDLGIYYCWQGTHFPHT
FGSGTKLEIK (SEQ ID NO: 134)

3-G5 T3 7ha 9

QVQLQQSGAELARPGASVKLSCKASGYTFTSYGI SWVKQRTGQGLEWIGEIFPRSSNTYYNEKFKGKATLTADKSSSTVYMEFRSLTSEDSAVYFCAREGGL
AWFAYWGQGTLVTVSA (SEQ ID NO: 135)

3-G5 A4 7hd 9

DVVMTQTPLTLSVTIGQPASISCKSSQSLLYTNGNTYLNWLLQRPGQSPKRL IYLVSKLDSGIPDRFSGSGSGTDFTLRISRVEAEDLGVYYCLQSTHFPFT
FGSGTKLEIK (SEQ ID NO: 136)

6-A15 T3 7t¥ 49

EVQLQQSGPELVKPGASVKMSCKASGYTITDYYMMWLKQSHGKSLEWIGD INPYTGGTSYNQKFKGKATLTVDKSSSTAYLQLHSLTSEDSAVYYCARGAYW
GQGTTLTVSS (SEQ ID NO: 137)

6-A15 73 7t¥ <9

DVVMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRL IYLVSKLDSGVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCWQGTHFPYT
FGGGTKLEIK (SEQ ID NO: 138)

10-K10 =4 714 949

EVQLQQSGPELVKPGASVKMSCKASGYTITDYYMMWLKQSHGKSLEWIGD INPYTGGTSYNQKFKGKATLTVDKSSSTAYMQLNSLTSEDSAVYYCARGAYW
GQGTTLTVSS (SEQ ID NO: 139)

10-K10 44 7t¥ 949

DVVMTQTPLTLSVTIGQPASISCKSSQSLLDSDGKTYLNWLLQRPGQSPKRL IYLVSKLDSGVPDRFTGSGSGTDFTLKISRVEAEDLGVYYCWQGTHFPYT
FGGGTKLEIK (SEQ ID NO: 140)
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[0489]

[0490]

[0491]

[0492]

[0493]

[0494]

[0495]

[0496]

[0497]
[0498]

[0499]

[0500]

[0501]

[0502]

[0503]

[0504]

[0505]

[0506]

[0507]

[0508]

[0509]

ZIHSdl 10-2023-0121831

6-P20 = 7P 94

EVQLQQSGPELVKPGASVK I SCKASGYTETDY YMNWVKQSHGRSLEL IGDINPNNGGSNFNQKFRGKATLTVDKSSSTAYMELRSLTSEDSATYYCARMGYW
GQGTLVTVSA (SEQ ID NO: 141)

6-P20 A4 71 49
DVVMTQTPLTLSVTIGQPASTSCKSSQSLLHSDGKTYLNFMFQRPGQSPKRL I YLVSKLDSGVPYRFTGGGSGTDFTLQISRVETEDLGYYYCWQGTHFPRT
FGGGTKLEIK (SEQ ID NO: 142)

7-08 T 7 G
EVQLQQSGPELVKPGASVKMSCKASGYTETDYY THWVKQKPGQGLEY IGETYPGSGNTYYNGKFRGKATLTADKSSSTAYMQLSSLTSEDSAVYFCGSGYFD
YWGQGTTLTVSS (SEQ ID NO: 143)

7-08 B 7hd 9

DVVMTQTPLTLSVTIGQPAST SCKSSQSLLYSNGKTYLNWLLQSPGQSPKLL I YLVSKLESGVPDRFSGSGSGTDFTLKLSRVEAEDLGVYYCVQGTHFPET
FGSGTKLEIK (SEQ ID NO: 144)

E7] mAb MY

A11B1_16G7 %4}

METGLRWLLLVAVFKGVQCQEQLVESGGDLVKPGASLTLTCTASGEF SENKNYWMCWVRQAPGKGLEWIGCIYNGDGNTYYASWVNGRFTISKTSSTTVTLQM
TSLTVADTATYFCARLLNMWGPGTLVTVSSGQPKAPSVFPLAPCCGDTPSSTVTLGCLVKGYLPEPVTVIWNSGTLTNGVRTFPSVRQSSGLYSLSSVVSVT
SSSQPVTCNVAHPATNTKVDKTVAPSTCSKPMCPPPELPGGPSVE IFPPKPKDTLMI SRTPEVTCVVVDVSQDDPEVQFTWY INNEQVRTARPPLREQQFNS
TIRVVSTLPTAHQDWLRGKEFKCKVHNKALPAPIEKT I SKARGQPLEPKVYTMGPPREELSSRSVSLTCMINGEFYPSDI SVEWEKNGKAEDNYKTTPTVLDS
DGSYFLYSKLSVPTSEWQRGDVFTCSVMHEALHNHYTQKSISRSPGK=* (SEQ ID NO: 159)

A11B1_16G7 74

MDTRAPTQLLGLLLLWLPGARCADIVMTQTPASVEAAVGGTVT IKCQASESIGNALAWYQQKPGQPPKLL I'YTAATLASGVPSRFSGSGSGTEFTLTISGVQ
CDDAATYYCQSYYFTSVSSYGNAFGGGTEVVVKGDPVAPTVL IFPPAADQVATGTVTIVCVANKYFPDVTVIWEVDGTTQTTGIENSKTPQNSADCTYNLSS
TLTLTSTQYNSHKEYTCKVTQGTTSVVQSFNRGDC+ (SEQ ID NO: 160)

A11B1_16E10 Z=2)

METGLRWLLLVAVLKGVQCQSLEESGGDLVKPGASLTLTCRVSGEFSFSSSYYMCWVRQAPGKGLEWIACIGTTRGSTYYATWAKGRFTISKISSTTVTLQMT
SLTDADTATYFCARDATGYRINTIGLYFNLWGPGTLVTVSSGQPKAPSVFPLAPCCGDTPSSTVTLGCLVKGYLPEPVTVTWNSGTLTNGVRTFPSVRQSSG
LYSLSSVVSVTSSSQPVTCNVAHPATNTKVDKTVAPSTCSKPMCPPPELPGGPSVE IFPPKPKDTLMI SRTPEVTCVVVDVSQDDPEVQFTWY INNEQVRTA
RPPLREQQFNSTIRVVSTLPIAHQDWLRGKEFKCKVHNKALPAPIEKT I SKARGQPLEPKVYTMGPPREELSSRSVSLTCMINGEFYPSDISVEWEKNGKAED
NYKTTPTVLDSDGSYFLYSKLSVPTSEWQRGDVFTCSVMHEALHNHYTQKSISRSPGK= (SEQ ID NO: 161)

A11B1_16E10 733}

MDTRAPTQLLGLLLLWLPGARCAFELTQTPSSVEAAVGGTPTIKCQASQTIYSYLSWYQQKPGQPPKLL I YEASKLASGVPSRFSGSGSGTDYTLTISDLEC
ADAATYYCQSYHGTASTEYNTFGGGTEVVVRGDPVAPTVL IFPPAADQVATGTVTIVCVANKYFPDVTVIWEVDGTTQTTGIENSKTPQNSADCTYNLSSTL
TLTSTQYNSHKEYTCKVTQGTTSVVQSFNRGDC+ (SEQ ID NO: 162)

A11B1_15G10 &2

METGLRWLLLVAVLKGVQCQQQLVESGGGLVKPGAALTFTCTASGEF SFSGNYWICWVRQAPGKGLEWIACIGT ITSRTYYASWAKGRFTISKTSSTTVTLQM
TSLTAADTATYFCARGAVVSSGNAPYYFTLWGPGTLVTVSSGQPKAPSVFPLAPCCGDTPSSTVILGCLVKGYLPEPVTVTWNSGTLTNGVRTFPSVRQSSG
LYSLSSVVSVTSSSQPVTCNVAHPATNTKVDKTVAPSTCSKPMCPPPELPGGPSVE IFPPKPKDTLMI SRTPEVTCVVVDVSQDDPEVQETWY INNEQVRTA
RPPLREQQFNSTIRVVSTLPIAHQDWLRGKEFKCKVHNKALPAPIEKT I SKARGQPLEPKVYTMGPPREELSSRSVSLTCMINGEFYPSDISVEWEKNGKAED
NYKTTPTVLDSDGSYFLYSKLSVPTSEWQRGDVFTCSVMHEALHNHYTQKSTSRSPGK=* (SEQ ID NO: 163)

A11B1_15G10 72}

MDTRAPTQLLGLLLLWLPGARCAFELTQTPSSVEAAVGGTVT IKCQASQSISSYLSWYQQKPGQPPKLLIYRASTLESGVPSRFKGSGSGTEFTLTISDLEC
ADAATYFCQSYYGVTFSGFAFGGGTEVVVKGDPVAPTVL IFPPAADQVATGTVTIVCVANKYFPDVTVIWEVDGTTQTTGIENSKTPQNSADCTYNLSSTLT
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[0510]

[0511]

[0512]

[0513]

[0514]

[0515]

[0516]

[0517]

[0518]

[0519]

[0520]

[0521]

[0522]

[0523]

[0524]

[0525]

[0526]

[0527]

SIHS31 10-2023-0121831

LTSTQYNSHKEYTCKVTQGTTSVVQSFNRGDC+ (SEQ ID NO: 164)
A11B1_14H1 =3

METGLRWLLLVAVLKGVQCQSLEESGGDLVKPGASLTLTCKASGIDFNNYWITWVRQAPGKGLEWIACIYVGITGRTWYANWAKGRET I SKASSTVDLKMTS
LTAADTATYFCARNGDGGIYALNLWGPGTLVTVSSGQPKAPSVFPLAPCCGDTPSSTVTLGCLVKGYLPEPVTVTWNSGTLTNGVRTFPSVRQSSGLYSLSS
VVSVTSSSQPVTCNVAHPATNTKVDKTVAPSTCSKPMCPPPELPGGPSVF IFPPKPKDTLMI SRTPEVTCVVVDVSQDDPEVQETWY INNEQVRTARPPLRE
QQFNSTIRVVSTLPTAHQDWLRGKEFKCKVHNKALPAPTEKT I SKARGQPLEPKVYTMGPPREELSSRSVSLTCMINGFYPSDI SVEWEKNGKAEDNYKTTP
TVLDSDGSYFLYSKLSVPTSEWQRGDVFTCSVMHEALHNHYTQKSTSRSPGK= (SEQ ID NO: 165)

A11B1_14H1 A4

MDTRAPTQLLGLLLLWLPGATFAQVLTQTASSVSAAVGGTVTISCQSSQSVYNNNWLAWYQQKPGQPPKLL IYRASTLTSGVPSRFKGSGSGTQFTLTISDL
ECDDAATYYCAGGYSGNIYVNDFGGGTEVVVKGDPVAPTVLIFPPAADQVATGTVTIVCVANKYFPDVTVIWEVDGTTQTTGIENSKTPQNSADCTYNLSST
LTLTSTQYNSHKEYTCKVIQGTTSVVQSFNRGDC+ (SEQ ID NO: 166)

A11B1_13G4 =3

METGLRWLLLVAVLKGVQCQEQLEESGGDLVKPGGSLTLTCKASGF SFSNTYWACWVRQAPGKGLEW I ACMNPASSGSSYYASWAKGRFTISKTSSTTVTLH
MPSLTAADTATYFCAKWDTAFDVWGPGTLVTVSSGQPKAPSVFPLAPCCGDTPSSTVTLGCLVKGYLPEPVTVIWNSGTLTNGVRTFPSVRQSSGLYSLSSV
VSVISSSQPVTCNVAHPATNTKVDKTVAPSTCSKPMCPPPELPGGPSVF IFPPKPKDTLMI SRTPEVTCVVVDVSQDDPEVQETWY INNEQVRTARPPLREQ
QFNSTIRVVSTLPTAHQDWLRGKEFKCKVHNKALPAPTEKT I SKARGQPLEPKVYTMGPPREELSSRSVSLTCMINGFYPSDI SVEWEKNGKAEDNYKTTPT
VLDSDGSYFLYSKLSVPTSEWQRGDVFTCSVMHEALHNHYTQKSISRSPGK= (SEQ ID NO: 167)

A11B1_13G4 72

MDTRAPTQLLGLLLLWLPGARCADVVMTQTPSSVEAAVGGTVT IKCQASQSISSYLAWYQQKPGQPPKLL IYGASNLESGVPSRFKGSGSGTEYTLTISGVQ
CDDAATYYCQNYYAIDTYGHAFGGGTEVVVKGDPVAPTVLIFPPAADQVATGTVTIVCVANKYFPDVTVIWEVDGTTQTTGIENSKTPQNSADCTYNLSSTL
TLTSTQYNSHKEYTCKVTQGTTSVVQSFNRGDC= (SEQ ID NO: 168)

A11B1_13C3 =4

METGLRWLLLVAVLKGVQCQEQLEESGGDLVKPGASLTLTCTASGEFSFSSNYHICWVRQAPGKGLEL TACTYVGDGSTYYASWAKGRETISKSSSTTVALQM
TSLTAADTATYFCGRMENLWGPGTLVTVSSGQPKAPSVEPLAPCCGDTPSSTVTLGCLVKGYLPEPVTVIWNSGTLTNGVRTFPSVRQSSGLYSLSSVVSVT
SSSQPVTCNVAHPATNTKVDKTVAPSTCSKPMCPPPELPGGPSVF IFPPKPKDTLMI SRTPEVTCVVVDVSQDDPEVQETWY INNEQVRTARPPLREQQFNS
TIRVVSTLPTAHQDWLRGKEFKCKVHNKALPAPIEKT I SKARGQPLEPKVYTMGPPREELSSRSVSLTCMINGFYPSDISVEWEKNGKAEDNYKTTPTVLDS
DGSYFLYSKLSVPTSEWQRGDVFTCSVMHEALHNHYTQKSISRSPGK= (SEQ ID NO: 169)

A11B1_13C3 74}

MDTRAPTQLLGLLLLWLPGAICDPVLTQTPSSVSAAVGVTVTINCQSSPSVYSNYLSWYQQKPGQPPKLL IYLASTLASGVPSRFKGSGSGTQFTLTISDVQ
CDDAATYYCAGTYSGNIWSFGGGTEVVVKGDPVAPTVLIFPPAADQVATGTVTIVCVANKYFPDVTVIWEVDGTTQTTGIENSKTPQNSADCTYNLSSTLTL
TSTQYNSHKEYTCKVTQGTTSVVQSFNRGDC+ (SEQ ID NO: 170)

A11B1_12F2 =3

METGLRWLLLVAVLKGVQCQQQLVESGGGLVKPGASLTLTCTASGF SFSSGYHMCWVRQAPGKGLEWIACFGVYTGTTTYASWAKGRETISKTSSTTVTLQM
TSLTVADTATYFCARI SAENGGDLWGPGTLVTVSSGQPKAPSVFPLAPCCGDTPSSTVTLGCLVKGYLPEPVTVIWNSGTLTNGVRTFPSVRQSSGLYSLSS
VVSVTSSSQPVTCNVAHPATNTKVDKTVAPSTCSKPMCPPPELPGGPSVF IFPPKPKDTLMI SRTPEVTCVVVDVSQDDPEVQETWY INNEQVRTARPPLRE
QQFNSTIRVVSTLPTAHQDWLRGKEFKCKVHNKALPAPTEKT I SKARGQPLEPKVYTMGPPREELSSRSVSLTCMINGFYPSDI SVEWEKNGKAEDNYKTTP
TVLDSDGSYFLYSKLSVPTSEWQRGDVFTCSVMHEALHNHYTQKSTSRSPGK= (SEQ ID NO: 171)

A11B1_12F2 72

MDTRAPTQLLGLLLLWLPGARCDVVMTQTPASVEAAVGGTVTIKCQASQSISNYFSWYQQKPGQPPKLL I YRASTLASGVPSRESGSGSGTEFTLTISDLEC
ADSATYYCQCTYGSSSTGFGFGGGTEVVVKGDPVAPTVPIFPPAADQVATGTVTIVCVANKYFPDVTVIWEVDGTTQTTGIENSKTPQNSADCTYNLSSTLT
LTSTQYNSHKEYTCKVTQGTTSVVQSFNRGDC+ (SEQ ID NO: 172)

AT1B1_11D10 =3

METGLRWLLLVAVLKGVQCQSLEESGGDLVKPGASLTLTCMASGIDFSSGYGMWWVRQAPGKGLEY IGY IDTGDDNTYYANWAKGRETISKTSSTTVTLQMT
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[0528]

[0529]

[0530]

[0531]

[0532]

[0533]

[0534]

[0535]

[0536]

[0537]

[0538]

[0539]

[0540]

[0541]

[0542]

[0543]

SIHS31 10-2023-0121831

SLTVADTATYFCAKGGAIDLWGPGTLVTVSSGQPKAPSVFPLAPCCGDTPSSTVTLGCLVKGYLPEPVTVTWNSGTLTNGVRTFPSVRQSSGLYSLSSVVSV
TSSSQPVTCNVAHPATNTKVDKTVAPSTCSKPMCPPPELPGGPSVF IFPPKPKDTLMI SRTPEVTCVVVDVSQDDPEVQFTWY INNEQVRTARPPLREQQFN
STIRVVSTLPTAHQDWLRGKEFKCKVHNKALPAPTEKT I SKARGQPLEPKVYTMGPPREELSSRSVSLTCMINGEFYPSDISVEWEKNGKAEDNYKTTPTVLD
SDGSYFLYSKLSVPTSEWQRGDVFTCSVMHEALHNHYTQKSTSRSPGK=+ (SEQ ID NO: 173)

AT1B1_11D10 72}

MDTRAPTQLLGLLLLWLPGARCADIVMTQTPASVEAAVGGTVT IKCQASQSISSYLAWYQQKPGQRPKLLIYRASTLKSGVPSRFKGSGSGTEYTLTISDLE
CADAATYYCQAYYLSSSISYGNTFGGGTEVVVKGDPVAPTVL IFPPAADQVATGTVTIVCVANKYFPDVTVIWEVDGTTQTTGIENSKTPQNSADCTYNLSS
TLTLTSTQYNSHKEYTCKVTQGTTSVVQSFNRGDC=+ (SEQ ID NO: 174)

A11B1_10F9 =3

METGLRWLLLVAVLKGVQCQSLEESGGDLVKPGASLTLTCTASGFSLSSGYGMCWVRQAPGKGLEWIGYTDTATGT THYASWAKGRETISKTSSTTVTLQMT
SLTAADTATYFCAKGGAMDLWGPGTLVTVSSGQPKAPSVFPLAPCCGDTPSSTVTLGCLVKGYLPEPVTVTWNSGTLTNGVRTFPSVRQSSGLYSLSSVVSV
TSSSQPVTCNVAHPATNTKVDKTVAPSTCSKPMCPPPELPGGPSVF IFPPKPKDTLMI SRTPEVTCVVVDVSQDDPEVQFTWY INNEQVRTARPPLREQQFN
STIRVVSTLPTAHQDWLRGKEFKCKVHNKALPAPTEKT I SKARGQPLEPKVYTMGPPREELSSRSVSLTCMINGEFYPSDISVEWEKNGKAEDNYKTTPTVLD
SDGSYFLYSKLSVPTSEWQRGDVFTCSVMHEALHNHYTQKSTSRSPGK= (SEQ ID NO: 175)

A11B1_10F9 7}

MDTRAPTQLLGLLLLWLPGARCADIVMTQTPASVEAAVGGTVT IKCQASQSISSYLAWYQQKPGQPPKLLIYRTSTLASGVPSRFKGSGSGTEYTLTISDLE
CADAATYYCQSYAYSSSSSYGNAFGGGTEVVVKGDPVAPTVL IFPPAADQVATGTVTIVCVANKYFPDVTVIWEVDGTTQTTGIENSKTPQNSADCTYNLSS
TLTLTSTQYNSHKEYTCKVTQGTTSVVQSFNRGDC+ (SEQ ID NO: 176)

A11B1_7H12 =3

METGLRWLLLVAVLKGVQCQSLEESGGDLVKPGASLTLTCTGSGIDFSSSYWICWVRQAPGKGLEWIACIDGSDGNTYYASWARGRETISKTSSTTVTLQMA
SLTAADTATYFCTRDLRLWGPGTLVTVSSGQPKAPSVFPLAPCCGDTPSSTVTLGCLVKGYLPEPVTVIWNSGTLTNGVRTFPSVRQSSGLYSLSSVVSVTS
SSQPVTCNVAHPATNTKVDKTVAPSTCSKPMCPPPELPGGPSVF IFPPKPKDTLMI SRTPEVTCVVVDVSQDDPEVQETWY INNEQVRTARPPLREQQFNST
IRVVSTLPTAHQDWLRGKEFKCKVHNKALPAPTEKTI SKARGQPLEPKVYTMGPPREELSSRSVSLTCMINGFYPSDI SVEWEKNGKAEDNYKTTPTVLDSD
GSYFLYSKLSVPTSEWQRGDVFTCSVMHEALHNHYTQKSISRSPGK= (SEQ ID NO: 177)

A11B1_7H12 74}

MDTRAPTQLLGLLLLWLPGARCADIVLTQTPASVSAAVGGTVTINCQASQNVY SNNALAWHQQKPGQRPNLL I YKASTLASGVPSRFKGSGSGTQFTLTISD
VQCDDAATYYCLGEFSCSSGDCFVFGGGTEVVVKGDPVAPTVL IFPPAADQVATGTVTIVCVANKYFPDVTVIWEVDGTTQTTGIENSKTPQNSADCTYNLS
STLTLTSTQYNSHKEYTCKVTQGTTSVVQSFNRGDC+ (SEQ ID NO: 178)

A11B1_7G12 =3

METGLRWLLLVAVLKGVQCQSLEESGGDLVKPGASLTLTCMASGIDFSSGYGMWWVRQAPGKGLEY IGY IDTGDDNTYYANWAKGRETISKTSSTTVTLQMT
SLTVADTATYFCAKGGAIDLWGPGTLVTVSSGQPKAPSVFPLAPCCGDTPSSTVTLGCLVKGYLPEPVTVTWNSGTLTNGVRTFPSVRQSSGLYSLSSVVSV
TSSSQPVTCNVAHPATNTKVDKTVAPSTCSKPMCPPPELPGGPSVF IFPPKPKDTLMI SRTPEVTCVVVDVSQDDPEVQFTWY INNEQVRTARPPLREQQFN
STIRVVSTLPTAHQDWLRGKEFKCKVHNKALPAPTEKT I SKARGQPLEPKVYTMGPPREELSSRSVSLTCMINGEFYPSDISVEWEKNGKAEDNYKTTPTVLD
SDGSYFLYSKLSVPTSEWQRGDVFTCSVMHEALHNHYTQKSTSRSPGK=+ (SEQ ID NO: 179)

A11B1_7G12 7 )

MDTRAPTQLLGLLLLWLPGARCADIVMTQTPASVEAAVGGTVT IKCQASQSISSYLAWYQQKPGQRPKLL IYRASTLKSGVPSRFKGSGSGTEYTLTISDLE
CADAATYYCQAYYLSSSISYGNTFGGGTEVVVKGDPVAPTVL IFPPAADQVATGTVTIVCVANKYFPDVTVIWEVDGTTQTTGIENSKTPQNSADCTYNLSS
TLTLTSTQYNSHKEYTCKVTQGTTSVVQSFNRGDC+ (SEQ ID NO: 180)

A11B1_6G4 =3}

METGLRWLLLVAVLKGVQCQQQLEESGGGLVKPGGTLTLTCKASGVALNPYYYMCWVRQAPGKGLEWIACVDADSSGSTYYASWAKGRETISKTSSTTVTLK
MTSLTAADTATYFCARESVDYSSVGIGYVHGTDGLWGPGTLVTVSSGQPKAPSVFPLAPCCGDTPSSTVTLGCLVKGYLPEPVTVTWNSGTLTNGVRTFPSV
RQSSGLYSLSSVVSVTSSSQPVTCNVAHPATNTKVDKTVAPSTCSKPMCPPPELPGGPSVE TFPPKPKDTLMISRTPEVTCVVVDVSQDDPEVQETWY INNE
QVRTARPPLREQQFNSTIRVVSTLPIAHQDWLRGKEFKCKVHNKALPAPIEKTI SKARGQPLEPKVYTMGPPREELSSRSVSLTCMINGFYPSDISVEWEKN
GKAEDNYKTTPTVLDSDGSYFLYSKLSVPTSEWQRGDVFTCSVMHEALHNHYTQKSISRSPGK= (SEQ ID NO: 181)
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A11B1_6G4 7344

MDTRAPTQLLGLLLLWLPGARCADIVVTQTPSSVSAAVGGTVTIKCQASQSTSNYFSWYQQKPGQPPKLL IYRASTLASGVPSRFKGSGSGTEFTLTISDLE
CADAATYYCQCTYGRSNSNFFYGFGGGTEVVVKGDPVAPTVL IFPPAADQVATGTVTIVCVANKYFPDVTVIWEVDGTTQTTGIENSKTPQNSADCTYNLSS
TLTLTSTQYNSHKEYTCKVTQGTTSVVQSFNRGDC+ (SEQ ID NO: 182)

A11B1_6F9 =32}

METGLRWLLLVAVLKGVQCQSLEESGGDLVKPGASLTLTCTASGSSFSSTYWNCWVRQAPGKGLEWIACINAGSGTTYYASWAKGREFTVSKTSSTTVTLQMT
SLTAADTATYFCTRDSDGRFSSGYYFNLWGPGTLVTVSSGQPKAPSVFPLAPCCGDTPSSTVILGCLVKGYLPEPVTVTWNSGTLTNGVRTFPSVRQSSGLY
SLSSVVSVTSSSQPVTCNVAHPATNTKVDKTVAPSTCSKPMCPPPELPGGPSVE TFPPKPKDTLMI SRTPEVTCVVVDVSQDDPEVQFTWY INNEQVRTARP
PLREQQFNSTIRVVSTLPTAHQDWLRGKEFKCKVHENKALPAPIEKT I SKARGQPLEPKVYTMGPPREELSSRSVSLTCMINGFYPSDISVEWEKNGKAEDNY
KTTPTVLDSDGSYFLYSKLSVPTSEWQRGDVFTCSVMHEALHNHYTQKSISRSPGK+ (SEQ ID NO: 183)

A11B1_6F9 72}

MDTRAPTQLLGLLLLWLPGATFAQVLTQTASPVSAAVGGTVTINCQSSQSVYDNNWLAWYQQKPGQPPKLL IDDASKLTSGVSSRFKGSGSGTQFTLTISGV
QCDDAATYYCQGAYYSSGWYWAFGGGTEVVVKGDPVAPTVL IFPPAADQVATGTVTIVCVANKYFPDVTVIWEVDGTTQTTGIENSKTPQNSADCTYNLSST
LTLTSTQYNSHKEYTCKVTQGTTSVVQSFNRGDC+ (SEQ ID NO: 184)

A11B1_6C7 =3

METGLRWLLLVAVLKGVQCQQQLEESGGGLVKPGGTLTLTCKASGIDFSSYYYMCWVRQAPGKGLEL IVCIYTSSGGTWYASWVNGRLTISRSTSLNTVDLK
MTSLTAADTATYFCARGVYSGSSDYPTRLDLWGQGTLVTVSLGQPKAPSVFPLAPCCGDTPSSTVILGCLVKGYLPEPVTVTWNSGTLTNGVRTFPSVRQSS
GLYSLSSVVSVTSSSQPVTCNVAHPATNTKVDKTVAPSTCSKPMCPPPELPGGPSVE IFPPKPKDTLMI SRTPEVTCVVVDVSQDDPEVQETWY INNEQVRT
ARPPLREQQFNSTIRVVSTLP I AHQDWLRGKEFKCKVHNKALPAPIEKT I SKARGQPLEPKVYTMGPPREELSSRSVSLTCMINGEFYPSDISVEWEKNGKAE
DNYKTTPTVLDSDGSYFLYSKLSVPTSEWQRGDVFTCSVMHEALHNHYTQKSISRSPGK= (SEQ ID NO: 185)

A11B1_6C7 74}

MDTSTSTALLGLLLLWLTGARCATEMTQSPPSLSASVGETVRIRCLASEDIYSGISWYQQKPEKPPTLL I SGASNLESGVPPRFSGGGSGTDYTLTIGGVQA
EDVATYYCLGGYSFSSTGLTFGAGTKVEIKRDPVAPSVLLFPPSKEELTTGTATIVCVANKYFPDVTVIWEVDGTTQTTGIENSKTPQNSADCTYNLSSTLT
LTSTQYNSHKEYTCKVTQGTTSVVQSFNRGDC+ (SEQ ID NO: 186)

A11B1_6B6 =3

METGLRWLLLVAVLKGVQCQQHLVESGGGLVKPGASLTLTCTASGEF SFTTGYHMCWVRQAPGKGLEWIACFGVYTSTTTYASWAKGRFTISKTSSTTVTLQM
TSLTVADTATYFCARISAEDGGDLWGPGTLVTVSSGQPKAPSVFPLAPCCGDTPSSTVTLGCLVKGYLPEPVTVIWNSGTLTNGVRTFPSVRQSSGLYSLSS
VVSVTSSSQPVTCNVAHPATNTKVDKTVAPSTCSKPMCPPPELPGGPSVE IFPPKPKDTLMI SRTPEVTCVVVDVSQDDPEVQEFTWY INNEQVRTARPPLRE
QQFNSTIRVVSTLPIAHQDWLRGKEFKCKVHNKALPAPTEKT I SKARGQPLEPKVYTMGPPREELSSRSVSLTCMINGEYPSDI SVEWEKNGKAEDNYKTTP
TVLDSDGSYFLYSKLSVPTSEWQRGDVFTCSVMHEALHNHYTQKSTSRSPGK= (SEQ ID NO: 187)

A11B1_6B6 72

MDTRAPTQLLGLLLLWLPGARCDVVMTQTPASVEAAVGGTVT ITCQASQSISNYFSWYQQKPGQPPKLLIYRASTLASGVPSRFSGSGSGTQFTLTISDLEC
ADSATYACQCTYGSSSTGFGFGGGTEVVVKGDPVAPTVL IFPPAADQVATGTVTIVCVANKYFPDVTVIWEVDGTTQTTGIENSKTPQNSADCTYNLSSTLT
LTSTQYNSHKEYTCKVTQGTTSVVQSFNRGDC+ (SEQ ID NO: 188)

A11B1_5F7 &3

METGLRWLLLVAVLKGVQCQSLEESGGDLVKPGASLTLTCKASGF SFSSYFWICWVRQAPGKGLEWSACIYGDSSGSSYYASWAKGRFTISKTSSTTVTLQM
TSLTAADTATYFCASYGSSSYYYSNLWGPGTLVTVSSGQPKAPSVFPLAPCCGDTPSSTVTLGCLVKGYLPEPVTVIWNSGTLTNGVRTFPSVRQSSGLYSL
SSVVSVTSSSQPVTCNVAHPATNTKVDKTVAPSTCSKPMCPPPELPGGPSVE IFPPKPKDTLMI SRTPEVTCVVVDVSQDDPEVQETWY INNEQVRTARPPL
REQQFNSTIRVVSTLPTAHQDWLRGKEFKCKVHNKALPAPIEKT I SKARGQPLEPKVY TMGPPREELSSRSVSLTCMINGEFYPSDISVEWEKNGKAEDNYKT
TPTVLDSDGSYFLYSKLSVPTSEWQRGDVFTCSVMHEALHNHYTQKSISRSPGK=+ (SEQ ID NO: 189)

A11B1_5F7 A

MDTRAPTQLLGLLLLWLPGAICDPVMTQTPSSTSAAVGGTVT ISCQSSQSVYNNNYLAWYQQKPGQPPKRL IYESSKLASGVPSRFRGSGSGAQFTLTISDL
ECDDAATYYCLGAYYTTLDFGGGTEVVVRGDPVAPTVLIFPPAADQVATGTVTIVCVANKYFPDVTVIWEVDGTTQTTGIENSKTPQNSADCTYNLSSTLTL
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TSTQYNSHKEYTCKVTQGTTSVVQSFNRGDC* (SEQ ID NO: 190)
A11B1_5D7 =4

METGLRWLLLVAVLKGVQCQEQLVESGGGLVQPEGSLTLTCKASGFDFSSNAMCWVRQAPGKGLEWIACTYNGDGSTYYASWVNGRETISKTSSTTVTLQMT
SLTAADTATYFCARGLSNWNRDNLWGPGTLVTVSSGQPKAPSVFPLAPCCGDTPSSTVTLGCLVKGYLPEPVTVTWNSGTLTNGVRTFPSVRQSSGLYSLSS
VVSVTSSSQPVTCNVAHPATNTKVDKTVAPSTCSKPMCPPPELPGGPSVF IFPPKPKDTLMI SRTPEVTCVVVDVSQDDPEVQETWY INNEQVRTARPPLRE
QQFNSTIRVVSTLPTAHQDWLRGKEFKCKVHNKALPAPTEKT I SKARGQPLEPKVYTMGPPREELSSRSVSLTCMINGFYPSDI SVEWEKNGKAEDNYKTTP
TVLDSDGSYFLYSKLSVPTSEWQRGDVFTCSVMHEALHNHYTQKSTSRSPGK= (SEQ ID NO: 191)

A11B1_5D7 74

MDTRAPTQLLGLLLLWLPGATFAQVLTQTPSSVSAAVGGTATINCQASQSLYSPKNLAWYQQTPGQPPKLL I'YSASKLASGVPSRFKGSGSGTQFTLTISGV
QCDDAATYYCQGEFSCTTAACFAFGGGTEVVVKGDPVAPTVL IFPPAADQVATGTVTIVCVANKYFPDVTVIWEVDGTTQTTGIENSKTPQNSADCTYNLSS
TLTLTSTQYNSHKEYTCKVTQGTTSVVQSFNRGDC+ (SEQ ID NO: 192)

A11B1_5A7 =4

METGLRWLLLVAVLKGVQCQSLEESGGGLVQPEGSLTLACTASGFSFSSYYY ICWVRQAPGTGLEWIGCINTGSDDTHYASWLKGRETFSKASSTTLTLQMT
SLTAADTATYFCARSSGSSDDAYDLWGPGTLVTVSSGQPKAPSVFPLAPCCGDTPSSTVTLGCLVKGYLPEPVTVTWNSGTLTNGVRTFPSVRQSSGLYSLS
SVVSVTSSSQPVTCNVAHPATNTKVDKTVAPSTCSKPMCPPPELPGGPSVF IFPPKPKDTLMI SRTPEVTCVVVDVSQDDPEVQFTWY INNEQVRTARPPLR
EQQFNSTIRVVSTLPTAHQDWLRGKEFKCKVHNKALPAPTEKT I SKARGQPLEPKVYTMGPPREELSSRSVSLTCMINGFYPSDI SVEWEKNGKAEDNYKTT
PTVLDSDGSYFLYSKLSVPTSEWQRGDVFTCSVMHEALHNHYTQKSTSRSPGK= (SEQ ID NO: 193)

A11B1_5A7 74

MDTRAPTQLLGLLLLWLPGARCDVVMTQTPASVSEPVGGAVTIKCQASQSIGSNLAWYQHKPGQPPKLL I YFASSLASGVSSRFKGGRSGTQFTLTISDLEC
ADAATYYCHCTYYPLSYVTFGGGTEVVVKGDPVAPTVLIFPPAADQVATGTVTIVCVANKYFPDVTVIWEVDGTTQTTGIENSKTPQNSADCTYNLSSTLTL
TSTQYNSHKEYTCKVTQGTTSVVQSFNRGDC+ (SEQ ID NO: 194)

A11B1_4E1 =4

METGLRWLLLVAVLKGVQCQSLEESGGDLVKPGTSLTLSCTASGFSFGSYYYMCWVRQAPGKGLEWIACIDVGSSGDTYYASWVNGRETISKTSSTTVTLQM
TSLTAADTATYFCARDDTAAGGFGNLELWGPGTLVTVSSGQPKAPSVFPLAPCCGDTPSSTVILGCLVKGYLPEPVTVTWNSGTLTNGVRTFPSVRQSSGLY
SLSSVVSVTSSSQPVTCNVAHPATNTKVDKTVAPSTCSKPMCPPPELPGGPSVE TFPPKPKDTLMISRTPEVTCVVVDVSQDDPEVQETWY INNEQVRTARP
PLREQQFNSTIRVVSTLPTAHQDWLRGKEFKCKVHNKALPAPIEKT I SKARGQPLEPKVYTMGPPREELSSRSVSLTCMINGFYPSDISVEWEKNGKAEDNY
KTTPTVLDSDGSYFLYSKLSVPTSEWQRGDVFTCSVMHEALHNHYTQKSTSRSPGK+ (SEQ ID NO: 195)

A11B1_4E1 A 4)

MDTRAPTQLLGLLLLWLPGARCAFELTQTPSSVSEPVGGTVTIKCQASQSIYSYFSWYQQKPGQPPKRL IYQASTLASGVPSRFKGSGSGTDFTLTISDLEC
ADAATYYCQNNYGRGSGSYFFGFGGGTEVVVKGDPVAPTVLIFPPAADQVATGTVTIVCVANKYFPDVTVIWEVDGTTQTTGIENSKTPQNSADCTYNLSST
LTLTSTQYNSHKEYTCKVTQGTTSVVQSFNRGDC+ (SEQ ID NO: 196)

A11B1_3H9 =4

METGLRWLLLVAVLKGVQCQSLEESGGDLVKPGASLTLTCKASGIDFSSGYGMWWVRQAPGKGLEY IGY IDTGSGSTYYANWAKGRETISKTSSTMVTLQMT
SLTVADTATYFCAKGGA IDLWGPGTLVTVSSGQPKAPSVFPLAPCCGDTPSSTVTLGCLVKGYLPEPVTVTWNSGTLTNGVRTFPSVRQSSGLYSLSSVVSV
TSSSQPVTCNVAHPATNTKVDKTVAPSTCSKPMCPPPELPGGPSVF IFPPKPKDTLMI SRTPEVICVVVDVSQDDPEVQFTWY INNEQVRTARPPLREQQFN
STIRVVSTLPTAHQDWLRGKEFKCKVHNKALPAPTEKT I SKARGQPLEPKVYTMGPPREELSSRSVSLTCMINGEFYPSDISVEWEKNGKAEDNYKTTPTVLD
SDGSYFLYSKLSVPTSEWQRGDVFTCSVMHEALHNHYTQKSTSRSPGK= (SEQ ID NO: 197)

A11B1_3H9 74

MDTRAPTQLLGLLLLWLPGARCADIVMTQTPASVEAAVGGTVTIKCQASQSTSSYLAWYQQKPGQRPKLL IYRASTLASGVPSRFKGSGSGTDYTLTISDLE
CADAATYYCHTYYLSSSISYGNTFGGGTEVVVKGDPVAPTVL IFPPAADQVATGTVTIVCVANKYFPDVTVIWEVDGTTQTTGIENSKTPQNSADCTYNLSS
TLTLTSTQYNSHKEYTCKVTQGTTSVVQSFNRGDC+ (SEQ ID NO: 198)

A11B1_3G2 =4}

METGLRWLLLVAVLKGVQCQEQLEESGGDLVKPEGSLTLTCKASGFSFSSIYWICWVRQAPGKGLEWIACTTVVKSGRTYYANWAKGRETISKTSSTTVTLQ
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MTSLTAADTATYFCAREFVDGGGSSGRDLWGPGTLVTVSSGQPKAPSVEPLAPCCGDTPSSTVILGCLVKGYLPEPVTVTWNSGTLTNGVRTFPSVRQSSGL
YSLSSVVSVTSSSQPVTCNVAHPATNTKVDKTVAPSTCSKPMCPPPELPGGPSVF IFPPKPKDTLMI SRTPEVTCVVVDVSQDDPEVQFTWY INNEQVRTAR
PPLREQQFNSTIRVVSTLPTAHQDWLRGKEFKCKVHNKALPAP IEKT I SKARGQPLEPKVYTMGPPREELSSRSVSLTCMINGEYPSDISVEWEKNGKAEDN
YKTTPTVLDSDGSYFLYSKLSVPTSEWQRGDVFTCSVMHEALHNHYTQKSTSRSPGK= (SEQ ID NO: 199)

A11B1_3G2 74

MDTRAPTQLLGLLLLWLPGARCAYDMTQTPASVEAAVGGTVTIKCQASQSISRDLSWYQQKPGQPPKRL I YKASTLASGVPSRFKGSGSGTDFTLTISDLEC
ADAATYYCQQGYSSIDVDNDFGGGTEVVVKGDPVAPTVLIFPPAADQVATGTVTIVCVANKYFPDVTVIWEVDGTTQTTGIENSKTPQNSADCTYNLSSTLT
LTSTQYNSHKEYTCKVTQGTTSVVQSFNRGDC+ (SEQ ID NO: 200)

A11B1_3B1 =4

METGLRWLLLVAVLKGVQCQEQLEESGGGLVKPEGSLTLTCKASGFDLSSGYDMCWVRQAPGKGLEWIACTYADYSGSTYYASWVNGRFTISSSTSLNTVDL
KMTSLTAADTATYFCARGATGNGGYGYYFNLWGPGTLVTVSSGQPKAPSVFPLAPCCGDTPSSTVILGCLVKGYLPEPVTVIWNSGTLTNGVRTFPSVRQSS
GLYSLSSVVSVTSSSQPVTCNVAHPATNTKVDKTVAPSTCSKPMCPPPELPGGPSVF IFPPKPKDTLMI SRTPEVTCVVVDVSQDDPEVQETWY INNEQVRT
ARPPLREQQFNSTIRVVSTLPIAHQDWLRGKEFKCKVHNKALPAPIEKT I SKARGQPLEPKVYTMGPPREELSSRSVSLTCMINGFYPSDISVEWEKNGKAE
DNYKTTPTVLDSDGSYFLYSKLSVPTSEWQRGDVFTCSVMHEALHNHYTQKSISRSPGK= (SEQ ID NO: 201)

A11B1_3B1 # 4

MDTRAPTQLLGLLLLWLPGARCADIVMTQTPASVSEPVGGTVTIKCQASQNINSGLAWYQQKPGQPPKLL I YKASTLASGVSSRFKGSGSGTEFTLTISDLE
CADAATYYCQTYYYSSSSSDNAFGGGTEVVVKGDPVAPTVLIFPPAADQVATGTVTIVCVANKYFPDVTVIWEVDGTTQTTGIENSKTPQNSADCTYNLSST
LTLTSTQYNSHKEYTCKVTQGTTSVVQSFNRGDC+ (SEQ ID NO: 202)

A11B1_2D3 =4

METGLRWLLLVAVLKGVQCQSLEESGGDLVKPGASLTLTCTASGFSFSSSYWICWVRQAPGKGLEWIACTYGGSSGNIAYASWAKGRETISKTSSTTVTLQM
TSLTAADTATYFCARDIPSDAFTLDLWGPGTLVTVSSGQPKAPSVFPLAPCCGDTPSSTVTLGCLVKGYLPEPVTVTWNSGTLTNGVRTFPSVRQSSGLYSL
SSVVSVTSSSQPVTCNVAHPATNTKVDKTVAPSTCSKPMCPPPELPGGPSVF IFPPKPKDTLMI SRTPEVTCVVVDVSQDDPEVQETWY INNEQVRTARPPL
REQQFNSTIRVVSTLPIAHQDWLRGKEFKCKVHNKALPAPIEKT I SKARGQPLEPKVYTMGPPREELSSRSVSLTCMINGFYPSDI SVEWEKNGKAEDNYKT
TPTVLDSDGSYFLYSKLSVPTSEWQRGDVFTCSVMHEALHNHYTQKSISRSPGK= (SEQ ID NO: 203)

A11B1_2D3 7 4)

MDTRAPTQLLGLLLLWLPGATFAQVLTQTPSSVSAAVGSTVT INCQASQSVYKDNNLAWYQQKPGQPPKLL I YKASTLASGVPSRFKGSGSGTQFTLTISGV
QCEDAATYYCQGEFSCGSADCIAFGGGTEVVVKGDPVAPTVL IFPPAADQVATGTVTIVCVANKYFPDVTVIWEVDGTTQTTGIENSKTPQNSADCTYNLSS
TLTLTSTQYNSHKEYTCKVTQGTTSVVQSFNRGDC= (SEQ ID NO: 204)

A11B1_2A7 =4

METGLRWLLLVAVLKGVQCQSLEESGGDLVKPGASLTLTCKGSGIDFSSGYGMWWVRQAPGKGLEY IGY IDTGYGSTYYASWAKGRETISKTSSTTVTLQMT
SLTVADTATYFCAKGGA IDLWGPGTLVTVSSGQPKAPSVFPLAPCCGDTPSSTVTLGCLVKGYLPEPVTVTWNSGTLTNGVRTFPSVRQSSGLYSLSSVVSV
TSSSQPVTCNVAHPATNTKVDKTVAPSTCSKPMCPPPELPGGPSVF IFPPKPKDTLMI SRTPEVTCVVVDVSQDDPEVQFTWY INNEQVRTARPPLREQQFN
STIRVVSTLPTAHQDWLRGKEFKCKVHNKALPAPTEKT I SKARGQPLEPKVYTMGPPREELSSRSVSLTCMINGEFYPSDISVEWEKNGKAEDNYKTTPTVLD
SDGSYFLYSKLSVPTSEWQRGDVFTCSVMHEALHNHYTQKSTSRSPGK= (SEQ ID NO: 205)

A11B1_2A7 7 4)

MDTRAPTQLLGLLLLWLPGATFAAVLTQTPASTSAAVGGTVTINCQSSQSVYRSNWLAWYQQKPGQPPKLL IYDVENLASGVPSRFKGSGSGTQFTLTISGV
QCADAATYYCQGSYYSGNWY SAFGGGTEVVVKGDPVAPTVLIFPPAADQVATGTVTIVCVANKYFPDVTVIWEVDGTTQTTGIENSKTPQNSADCTYNLSST
LTLTSTQYNSHKEYTCKVTQGTTSVVQSFNRGDC+ (SEQ ID NO: 206)

QIZF mAb A1 E
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4 2 G o gl A
2004_04_B03
=4 FR1 QVQLVESGGGVVQPGRSLRLSCAAS (SEQ ID NO: 208)
%3 CDRL GFTFSNYG (SEQ ID NO: 209)
23 FR2 MNWVRQAPGKGLEWVSY (SEQ ID NO: 210)
231 CDR2 [SSSGSTV (SEQ ID NO: 211)
%3 FR3 YYADSVKGRETISRDNAKNSLYLQMNSLRDEDTAVYYCAS (SEQ ID NO: 212)
%2 CDR3 GQLDTSDAFDI (SEQ ID NO: 213)
Z2 FR4 WGQGTLVTVSS (SEQ ID NO: 214)
Z VAR o
Al ﬁHUETr i IGHV3-48
73 FR1 DIEMTQSPSSPSASVGDRVTITCRAS (SEQ ID NO: 215)

[

CDR1

QSISSY (SEQ ID NO: 216)

FR2

LNWYQQKPGKAPKLLIY (SEQ ID NO: 217)

CDR2

AAS (SEQ ID NO: 218)

ot o |edt e
by

FR3

SLQSGVPSRESGSGSGTDFTLTISSLQPEDFATYYC
(SEQ ID NO: 219)

733l CDR3 QQSYSTPLT (SEQ ID NO: 220)
7 31 FR4 FGGGTKVEIK (SEQ ID NO: 221)
BV 5AA . T AT

A E 1GKV1-39; IGKV1D-39

o

(e

AN AR

=

2004_05_A06
Z3) FR1 EVOLLESGGGVVQSGRSLRVSCAAS (SEQ ID NO: 222)
Z 3 CDR1 GFSFSSYG (SEQ ID NO: 223)
%3] FR2 MHWVRQAPGKGLEWVSY (SEQ ID NO: 224)
=3 CDR2 ISSSGSTI (SEQ ID NO: 225)
Z2 FR3 YYADSVKGRFTTSRDNAENSLYLQMNSLRAEDTAVYYCAR (SEQ ID NO: 226)
Z3) CDR3 DLGHFDSGSSYFDY (SEQ ID NO: 442)
= FR4 WGQGTLVIVSS (SEQ ID NO: 214)
= 2 L2 S 3 [ o
fﬂlﬂné e A% 1GHV3-48
A4 FR1 DIQMTQSPSSLSASVGDRVTITCRAS (SEQ ID NO: 227)
73] CDR1 QGISNY (SEQ ID NO: 228)
A4 FR2 LAWYQQKPGKVPKLLIY (SEQ ID NO: 229)
73 CDR2 AAS (SEQ ID NO: 218)
7 4l FR3 TLQSGVPSRFSGSGSGTDFTLTISSLQPEDFATYYC
(SEQ ID NO: 230)
72 CDR3 QQSYSTPLT (SEQ ID NO: 220)
7 3) FR4 FGGGTKVEVK (SEQ ID NO: 231)
PR .
iy @Er I1GKV1-27
R st
2004_04_C12
=3 FRL EVQLLESGGGVVQPGRSLRLSCAAS (SEQ ID NO: 232)
Z24) CDRL GFTFSNYG (SEQ ID NO: 209)
%3] FR2 MNWVRQAPGKGLEWVSY (SEQ ID NO: 210)
=2 CDR2 ISSSSSTI (SEQ ID NO: 233)
=4 FR3 YYADSVKGRFTISRDNAKNSLYLQMNSLRDEDTAVYYCAS (SEQ ID NO: 212)
%24 CDR3 GQXDXSDAFDI (SEQ ID NO: 234)
Z3) R4 WGQGTLVIVSS (SEQ ID NO: 214)
=4 VAR
gié E“ Az IGHV30R16-8
73 FRL DIEMTQSPSSPSASVGDRVTITCRAS (SEQ ID NO: 215)
73 CDR1 QSISSY (SEQ ID NO: 216)
7 A FR2 LNXYQQKPGKAPKLLXY (SEQ ID NO: 235)
72 CDR2 XAS (SEQ ID NO: 236)
74 FR3 SLQSGVPSRFSGSGSGTDFTLTISSLAPEDXATYYC
(SEQ ID NO: 237)
7 A CDR3 QQSYSTPLT (SEQ ID NO: 220)
72 FR4 FGGGXKXEIK (SEQ ID NO: 238)
2 7 O
ﬁiégﬁx} IGKV1-39; IGKV1D-39
R 7t
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[0599]

[0600]

[0601]

ZIHSd 10-2023-0121831

2002_02_B07

o3 FR1 EVQLLESGGGVVQPGRSLRLSCAAS (SEQ ID NO: 232)

o2 CDR1 GETFSTYG (SEQ ID NO: 436)

4l FR2 MHWVRQAPGKGLEWVSY (SEQ ID NO: 224)

%2l CDR2 ISSSGSTI (SEQ ID NO: 225)

<3l FR3 YYADSVKGRFATSRDNAKNTLYLQMNSLRAEDTALYYCAK (SEQ ID NO: 239)
%2l CDR3 ATRYDILTGYSDGVDYFDY (SEQ ID NO: 240)

3l FR4 WGQGTLVTVSS (SEQ ID NO: 214)

3V A

IGHV3-48

A 1HE
73] FR1 DIQNTQSPSSLSASVGDRVTITCRAS (SEQ ID NO: 227)
713] CDR1 QSISSY (SEQ ID NO: 216)
73 FR2 LNWYQQKPGKAPKLLIY (SEQ ID NO: 217)
73] CDR2 AAS (SEQ ID NO: 218)
73 FR3 SLQSGYPSRESGSGSGTDFTLTISSLQPEDFATYYC
(SEQ ID NO: 219)
73 CDR3 HQSYSTPYT (SEQ ID NO: 241)
73 FR4 FGQGTKLEIK (SEQ ID NO: 242)
73 A 7 O
ﬁié;ix} 1GKV1-39; IGKV1D-39
B RS 7k
2004_05_B04
=4 FR1 QVQLVESGGGLVQPGGSLRLSCAAS (SEQ ID NO: 243)
=2} CDR1 GFTFSSYW (SEQ ID NO: 437)
=2 FR2 MSWVRQAPGKGLEWVAN (SEQ ID NO: 244)
=3} CDR2 IKQDGSEK (SEQ ID NO: 245)
=3} FR3 YYVDSVKGRFT I SRDNAKNSLYLQMNSLRAEDTAVYYCAR (SEQ ID NO: 246)
=4 CDR3 VTSPHAFDI (SEQ ID NO: 247)
=2 FR4 WGRGTLVIVSS (SEQ ID NO: 248)
FHV a AR T
AadE IGHV3-7
A4 FR1 DIQNTQSPSAMSASVGDRVTITCRAS (SEQ ID NO: 249)
72 CDR1 QGISNY (SEQ ID NO: 228)
73 FR2 LAWFQQKPGKVPKRLIY (SEQ ID NO: 250)
73] CDR2 AAS (SEQ ID NO: 218)
73 FR3 SLQSGYPSRFSGSGSGTDFTLTISSLQPEDFATYYC
(SEQ ID NO: 219)

73 CDR3 QQSYSTPLT (SEQ ID NO: 220)
7 3 FR4 FGGGTKVEVK (SEQ ID NO: 231)

2] 7 O
j‘iié ET"ZLW IGKV1-39; IGKV1D-17; IGKV1D-39
FEREE 7t
2003_03_E12
=3 FR1 QVOLVESGGGVVRPGGSLRLSCAAS (SEQ ID NO: 251)
3§ CDR1 GFTFDDYG (SEQ ID NO: 438)
Z4) FR2 )MSWVRQAPGKGLENVSG (SEQ ID NO: 252)
=2 CDR2 INWNGGST (SEQ ID NO: 253)
=2 FR3 GYADSVKGRFTISRDNSENTLYLQMNSLRGEDTAVYYCVT (SEQ ID NO: 254)
=2 CDR3 QGSAFDI (SEQ ID NO: 255)
3§ FR4 WGRGTLVIVSS (SEQ ID NO: 248)
FAV A4

&
Im

IGHV3-20

N S

FR1

SYELTQPPSLSVSPGQTARITCSGD (SEQ ID NO: 256)

CDR1

ALAKQY (SEQ ID NO: 257)

FR2

AYYQQTPGQAPVLVIY (SEQ ID NO: 258)

CDR2

KDT (SEQ ID NO: 259)

ol,| o, [ oX | oY, | o,

FR3

ERPSGIPERFSGSSSGITVILTISGVQAEDEVDYYC
(SEQ ID NO: 260)

743 CDR3 QSTDSSGTYQV (SEQ ID NO: 261)
783} FR4 FGGGTKLTVL (SEQ ID NO: 262)
ZEREE s

HaHE TGLV3-2¢

B f AR i)
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[0602]

[0603]

[0604]

ZIHSd 10-2023-0121831

1994_01_C07

=3l FR1 QVQLVQSGAEVKKPGASVKVSCKAS (SEQ ID NO: 263)

3l CDR1 GYTFTSYG (SEQ ID NO: 439)

<3l FR2 ISWYRQAPGQGLEWMGW (SEQ ID NO: 264)

3 CDR2 ISAYNGNT (SEQ ID NO: 265)

=3 FR3 NYAQKLQGRVIMTTDTSTSTAYMELRSLRSDDTAAYYCAR (SEQ ID NO: 266)
-3 CDR3 VIGITGTTIDP (SEQ ID NO: 267)

=3} FR4 WGQGTMVTVSS (SEQ ID NO: 268)

SV R
AIHE

IGHV1-18

74 FR1 DIQMTQSPSSLSASVGDRVTITCRAS (SEQ ID NO: 227)
73] CDR1 QSISSY (SEQ ID NO: 216)
732} TR2 LNWYQQKPGKAPKLLIY (SEQ ID NO: 217)
71 3] CDR2 DAS (SEQ ID NO: 269)
74 FR3 SLESGVPSRFSGSGSGTEFTLTTSSLQPDDFAVYYC
(SEQ ID NO: 270)
714 CDR3 QQYNNWPQT (SEQ ID NO: 271)
733 FR4 FGQGTKVEIK (SEQ ID NO: 272)
jﬁi&;xﬂ IGKV1-13; TGRVID-13
R =
1995_01_G07
=4 FR1 (VQLVESGGGLVKPGGSLRLSCAAS (SEQ ID NO: 273)
=4 CDR1 GFTFSSYA (SEQ ID NO: 440)
=4 FR2 MSWVRQAPGKGLEWVSA (SEQ ID NO: 274)
=4 CDR2 I1SGSGGST (SEQ ID NO: 275)
=2 FR3 YYADSVKGRFTTSRDNSKNTLYLQMNSLRAEDTAVYYCAR (SEQ ID NO: 276)
=2 CDR3 DYGGYDGVYFDY (SEQ ID NO: 277)
%4 FR4 WGRGTLVIVSS (SEQ ID NO: 248)
=V X ST
Hd Er ¥ IGHV3-23
73] FR1 SYELTQDPAVSVALGQTVRITCQGD (SEQ ID NO: 278)

7320 CDR1 SLRSYY (SEQ ID NO: 279)

734 FR2 ASWYQQKPGQAPYLVIY (SEQ ID NO: 280)

733} CDR2 GKN (SEQ ID NO: 281)

733 FR3 NRPSGIPDRFSGSSSGNTASLTITGAQAEDEADYYC
(SEQ ID NO: 282)

73 CDR3 NSRDSSGNHVV (SEQ ID NO: 283)

743 FR4 FGGGTKVTVL (SEQ ID NO: 284)

AV AX .

A JHU_ Er A% 1GLV3-19

43 HaAF o

1995_01_G05

=2 FR1 EVQLLESGGGLVKPGGSLRLSCAAS (SEQ ID NO: 285)

%3] CDR1 GFTFSSYA (SEQ ID NO: 440)

=2 FR2 MHWVRQAPGKGLEWVAV (SEQ ID NO: 286)

=2} CDR2 ISYDGSNK (SEQ ID NO: 287)

=2 FR3 YYADSVKGRFAISRDNSKNTLYLQMNSLRAEDTAVYYCAR (SEQ ID NO: 288)

=3 CDR3 DRDVGPTYYYYGMDV (SEQ ID NO: 289)

%) FR4 WGQGTMVTVSS (SEQ ID NO: 268)

3V FAA

Aﬂ e I1GHV3-30

7 FR1 SYELTQPPSLSVSPGQTARITCSGH (SEQ ID NO: 290)

OJH CDR1 ALPKQY (SEQ ID NO: 291)

72 FR2 AYWYQQTPGQAPVLVIY (SEQ ID NO: 258)

734 CDR2 KDT (SEQ ID NO: 259)

734} FR3 ERPSGIPERFSGSSSGTTVILTISGVQAEDEADYYC
(SEQ ID NO: 292)

732} CDR3 QSADSSGPYQV (SEQ ID NO: 293)

72 FR4 FGGGTQLTVL (SEQ ID NO: 294)

R I b . _

Aade IGLV3-25

FE R gk
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[0605]

[0606]

[0607]

ZIHSd 10-2023-0121831

2004_03_G10
=2 FR1 EVQLLESGGGVVOPGRSLRLSCAAS (SEQ ID NO: 232)

=4 CDR1 GFTFSSYA (SEQ ID NO: 440)

=) FR2 MSWVRQAPGKGLEWVSA (SEQ ID NO: 274)

=4 CDR2 ISGSGGST (SEQ ID NO: 275)

=2 FR3 YYADSVKGRFTI SRDNSKNTLYLOMNSLRAEDTAVYYCAK (SEQ ID NO: 295)
=4 CDR3 DREYIAVAADY (SEQ ID NO: 296)

=2)) FR4 WGQGTTVIVSS (SEQ ID NO: 297)

= V SAX ]

fﬂlﬂ wE ¥ IGHV3-23

74 FR1 DIOMTQSPSSLSASVGDTISITCRAS (SEQ ID NO: 298)

74 CDR1 QSISSY (SEQ ID NO: 216)

A4 FR2 LNWYQOKPGKAPELLIY (SEQ ID NO: 217)

24 CDR2 AAS (SEQ ID NO: 218)

A4 FR3 SLOSGVPSRFSGSGSRTDFTLTISSVQPEDFATYYC

(SEQ ID NO: 299)

74 COR3 QQSYSTPFT (SEQ ID NO: 300)

A4 FR4 FGPGTKVEIE (SEQ ID NO: 301)

o Lt

;3] 1“ D_: ; a7 IGKV1-39; IGKVID-39

AA AR 7hst

2002_02_B05

=3 FR1 EVQLLESGGGVVQPGRSLRLSCAAS (SEQ ID NO: 232)
%3] CDR1 GFTFSTYG (SEQ ID NO: 436)

Z2] FR2 MHWVRQAPGKGLEWVSY (SEQ ID NO: 224)

%3] CDR2 I1SSSGSTI (SEQ ID NO: 225)

=3 FR3 YYADSVEGRFATSRDNAKNTLYLQMNSLRAEDTALYYCAK (SEQ ID NO: 239)
22 CDR3 ATRYDILTGYSDGVDYFDY (SEQ ID NO: 240)

%3] FR4 WGQGTLVIVSS (SEQ ID NO: 214)

= V AR

fﬂ:ﬁuﬂ ; t 1GHV3-48

74 FR1 DIQMTQSPSSLSASVGDRVTITCRAS (SEQ ID NO: 227)
74 CDR1 QSISSY (SEQ ID NO: 216)

73] FR2 LNWYQQKPGKAPKLLIY (SEQ ID NO: 217)

73] CDR2 AAS (SEQ ID NO: 218)

g

23 FR3

SLQSGVPSRFSGSGSGTDFTLTISSLQPEDFATYYC
(SEQ ID NO: 219)

>
=L

OHE

735} CDR3 QQSYSTPET (SEQ ID NO: 300)
723} FR4 FGPGTKVEIK (SEQ ID NO: 301)
28V FaA

IGKV1-39: IGKV1D-39

IR RA

o,
159
R

7t}

2003_03_F05
Z3]] FR1 EVQLVESGAEVKKPGASVKVSCKAS (SEQ ID NO: 302)
=4 CDR1 GYTFTRYY (SEQ ID NO: 441)
=2 FR2 MHWVRQAPGOGLEWMGI (SEQ ID NO: 303)
Z3) CDR2 INPSGGST (SEQ ID NO: 304)
=3 FR3 TYAQKFQGRVIMTRDTSTSTVYMELSSLRSEDTAVYYCAR (SEQ ID NO: 305)
=3 CDR3 SLRDGYNYIGSLGY (SEQ ID NO: 306)
=3 FR4 WGQGTLVTVSS (SEQ ID NO: 214)
F34 VAR N,
A Er ] 1GHV1-46
3 FR1 QSELTQPPSASGTPGQRVTISCSGS (SEQ ID NO: 307)

| od,

SSNIGSNY (SEQ ID NO: 308)

ot o
|8y
>
=5
<

VYWYQQLPGTAPKLLIY (SEQ ID NO: 309)

RNN (SEQ ID NO: 310)

73 51 CDR2
741 FR3 QRPSGVPDRFSGSKSGTSASLATRGLQSEDEAGYYC
(SEQ ID NoO: 311)
7321 CDR3 AAWDDSLNGLNWV _(SEQ ID NO: 207)
FENY FGGGTQLTVL (SEQ ID NO: 294)
A 7 i
:f]jli ;ﬁx} IGLV1-44; 1GLV1-47
3 AAAE st
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[0608]

[0609]

[0610]

ZIHSd 10-2023-0121831

1994_01_A07

=4 FR1 QVQLVESGGGLVQPGGSLRLSCAAS (SEQ ID NO: 243)

%31 CDR1 GFTFDDYA (SEQ ID NO: 312)

Z 3 FR2 MHWVRQAPGKGLEWVSG (SEQ ID NO: 313)

F3) CDR2 [SWNSGST (SEQ ID NO: 314)

Z 34 FR3 YYADSVEGRFT I SRONSENTLYLQMNSLRAEDTAVYYCAG (SEQ ID NO: 315)
=31l CDR3 GSRRYDSSGYYYESFDY (SEQ ID NO: 316)

Z ) FR4 WGQGTTVIVSS (SEQ ID NO: 297)

734 FR1 DIQMTQSPSSLSASVGDRVTITCRAS (SEQ ID NO: 227)

24 CDR1 QSISSY (SEQ ID NO: 216)

23 FR2 LNWYQQKPGKAPKLLIY (SEQ ID NO: 217)

24 CDRZ DAS (SEQ ID NO: 269)

733 FR3 NLETGVPSRFSGSGSGIDFTLTISSLQPEDFATYYC (SEQ ID NO: 317)
23 CDR3 QQSYHTPYT (SEQ ID NO: 318)

734 FR4 FGQGTKVEIK (SEQ ID NO: 272)

FEEE!

7t

1994_01_A09

=3 FR1 QMQLVQSGAEVEKPGSSVKVSCKAS (SEQ ID NO: 319)

%2 CDR1 GGTFSSYA (SEQ ID NO: 320)

3] FR2 ISWVRQAPGQGLEWMGR (SEQ ID NO: 321)

=3 CDR2 TTPILGIA (SEQ ID NO: 322)

=3 FR3 NYAQKFQGRVT ITADKSTSTAYMELSSLRSEDTAVYYCAR (SEQ ID NO: 323)
2] CDR3 DINRYNWNFRAFDI (SEQ ID NO: 324)

%3y FR4 WGQGTLVIVSS (SEQ ID NO: 214)

73] FR1 DIVMTQSPDSLAVSLGERATINCKSS (SEQ ID NO: 435)

7 3} CDR1 QSVLYSSNNKNY (SEQ ID NO: 325)

7 3 FR2 LAWYQQKPRQPPKLLIY (SEQ ID NO: 326)

73} CDR2 WAS (SEQ ID NO: 327)

73 3 FR3 TRESGVPDRFSGNGSGTDFTLTISSLQAEDVAAYYC (SEQ ID NO: 328)
734 CDR3 QQHYSTPLT (SEQ ID NO: 329)

7 3| FR4 FGPGTKVEIK (SEQ ID NO: 301)

FERRRE 7t}

1994_01_D12

%2 FR1 QVQLVQSGAEVKKPGSSVKVSCKAS (SEQ ID NO: 330)

=3 CDR1 GYTFTSYG (SEQ ID NO: 439)

=2 FR2 ISWVRQAPGQGLEWMGY (SEQ ID NO: 264)

=2 CDR2 ISAYNGNT (SEQ ID NO: 265)

=) FR3 NYAQKLQGRVIMTTNTSTSTAYMELRSLRSDDTAVYYCAR (SEQ ID NO: 331)
=2y CDR3 VIGITGITIDP (SEQ ID NO: 267)

=2 FR4 WGQGILVTVSS (SEQ ID NO: 214)

74 FR1 DIQMTQSPSSLSASVGDRVTITCRAS (SEQ ID NO: 227)

72 (DR1 QSISSY (SEQ ID NO: 216)

73 FR2 LNWYRQKPGKAPKLLIY (SEQ ID NO: 332)

74 CDR2 AAS (SEQ ID NO: 218)

73 FR3 SLQSGVPSRFSGSGSGTDFILTISSLQPEDAATYYC (SEQ ID NO: 333)
73 CDR3 QQYDSQSGT (SEQ ID NO: 334)

73 FR4 FGQGTKLEIK (SEQ ID NO: 242)

PER R

7ot
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[0611]

[0612]

[0613]

ZIHSd 10-2023-0121831

1995_01_F05

%3 FR1 EVQLVESGGGVVQPGRSLRLSCAAS (SEQ ID NO: 335)
%31 CDR1 GFTFSSYA (SEQ ID NO: 440)

53l FR2 MHWVRQAPGKGLEWVAV (SEQ ID NO: 286)

53l CDR2

ISYDGVKK (SEQ ID NO: 336)

>

§ FR3

5

YYADSVKGRETISRDNSKSTLYLQMNSLRVDDTAVYYCAK (SEQ ID NO: 337)

CDR3

DLGWQNDY (SEQ ID NO: 338)

WGQGTLVTVSS (SEQ ID NO: 214)

QSVLTQPASVSGSPGQSITISCTGT DLGWQNDY (SEQ ID NO: 339)

SSDVGGHNY (SEQ ID NO: 340)

VSWYQQHPGKAPKLMIY (SEQ ID NO: 341)

DVS (SEQ ID NO: 342)

NRPSGVSNRFSGSKSGNTASLTISGLQAEDEADYYC (SEQ ID NO: 343)

SSYTSSSPWV (SEQ ID NO: 344)

W | O | e ] o | o | o | o | B | e

EEIEEEI e e e e
Iy
=
Do

FGGGTKLTVLG (SEQ ID NO: 345)

o | o | o, | ol | odt | oxt | oxt [ o [ ofN | ofN | of | of

S
Ho
2
>
Y

gt

1995_01_F09

=3} FR1 EVQLVESGGGLVQPGGSLRLSCAAS (SEQ ID NO: 346)

223 CDR1 GFTFSSYA (SEQ ID NO: 440)

Z3) FR2 MSWVRQAPGKGLEWVSA (SEQ ID NO: 274)

=2 CDR2 ISGSGGST (SEQ ID NO: 275)

=3} FR3 YYADSVKGRFT I SRDNSKNALYLQMNSLRAEDTAVYYCRG (SEQ ID NO: 347)
%2 CDR3 YCSSTSCYGRRGAFDI (SEQ ID NO: 348)

=2 FR4 SGQGTLVTVSS (SEQ ID NO: 349)

73 FR1 QAVLTQPPSASGTPGQRVTISCSGR (SEQ ID NO: 350)

744 CDR1 NSNIGSNN (SEQ ID NO: 351)

724 FR2 VNWYQHLPGTAPKLLIY (SEQ ID NO: 352)

734 CDR2 SNN (SEQ ID NO: 353)

73] FR3 QRPSGVPDRFSASKSGTSASLAISGLQSEDEADYYC (SEQ ID NO: 354)
73 3] CDR3 AAWDDRMNGPYV (SEQ ID NO: 355)

74 FR4 IGGGTKVTVLG (SEQ ID NO: 356)

Bl AR =}

1996_01_H07

=3 FR1 QVQLVESGGGLVQPGGSLRLSCAAS (SEQ ID NO: 243)

%3 CDR1 GFTFSSYW (SEQ ID NO: 437)

=34 FR2 MHWVRQAPAKGLVWVSR (SEQ ID NO: 357)

=3 CDR2 INSDGSST (SEQ ID NO: 358)

%3} FR3 SYADSVKGRFT ISRDNSKNTLYLQMNSLRAEDTAVYYCAR (SEQ ID NO: 359)
%3} CDR3 DEWSGRPYYYYMDV (SEQ ID NO: 360)

=3} FR4 WGQGTTVTVSS (SEQ ID NO: 297)

73 FR1 DIQMTQSPSSLSASVGDRVTITCRAS (SEQ ID NO: 227)

73 CDR1 QDIGDD (SEQ ID NO: 361)

733 FR2 LAWFQQKPGKAPKRLIY (SEQ ID NO: 362)

734 CDR2 AAS (SEQ ID NO: 218)

7 3 FR3 TLQGGVPSRFSGSGSGIDETLTISSLQPEDFATYYC (SEQ ID NO: 363)
7 4} CDR3 QQSYSTPRT (SEQ ID NO: 364)

743 FR4 FGPGTKVEIK (SEQ ID NO: 301)

FE R 7}sh
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[0614]

[0615]

[0616]

ZIHSd 10-2023-0121831

1997_02_B01

=2) FR1 EVQLVESGGGVVQPGRSLRLSCAAS (SEQ ID NO: 335)

%2 CDR1 GFTFSSYA (SEQ ID NO: 440)

=2) FR2 MHWVRQAPGKGLEWVAV (SEQ ID NO: 286)

=3 CDR2 ISYDGSNK (SEQ ID NO: 287)

=3 FR3 YYADSVKGRET I SRDNSKNTLYLQMNSRRAEDTAVYYCAR (SEQ ID NO: 365)
3 CDR3 WGIVAARPNYYYGMDV (SEQ ID NO: 366)

=2) FR4 WGQGTLVIVSS (SEQ ID NO: 214)

72 FR1 QSALTQPRSVSGSPGQSVTISCTGT (SEQ ID NO: 367)

73 CDR1 SSDVGGYNY (SEQ ID NO: 368)

74 FR2 VSWYQQHPGKAPKLMIY (SEQ ID NO: 341)

74 CDR2 DVS (SEQ ID NO: 342)

7 2 FR3 KRPSGVPDRFSGSKSGNTASLTISGLQAEDEADYHC (SEQ ID NO: 443)
72 CDR3 SSYANNSPWV (SEQ ID NO: 369)

72 FR4 FGGGTKVIVLG (SEQ ID NO: 370)

A3 FEA ot

2002_02_F01

=3) FR1 QVQLVQSGAEVRKPGASVKVSCKAS (SEQ ID NO: 371)

%3] CDR1 GYTFTSYG (SEQ ID NO: 439)

=2 FR2 ISWVRQAPGQGLEWMGW (SEQ ID NO: 264)

2] CDR2 TSAYNGNT (SEQ ID NO: 265)

3 FR3 NYAQKLQGRVIMTTDTSTSTAYMELRSLRSDDTAVYYCAR (SEQ ID NO: 372)
%3 CDR3 VIGITGTTIDP (SEQ ID NO: 267)

=3} FR4 WGQGTLVTVSS (SEQ ID NO: 214)

73] FR1 DIQMTQSPSSLSASVGDRVTITCQAS (SEQ ID NO: 373)

7 2] CDR1 QDISNY (SEQ ID NO: 374)

734 FR2 LNWYQQKPGKAPKLLIY (SEQ ID NO: 217)

712 CDR2 DAS (SEQ ID NO: 269)

712 FR3 NLETGVPSRFSGSGSGTDFTFTISSLQPEDIATYYC (SEQ ID NO: 375)
744 CDR3 QQYANLPLT (SEQ ID NO: 376)

734 FR4 FGGGTKVEIK (SEQ ID NO: 221)

R R 7}

2002_02_G11

4 FR1 EVQLVESGGGLVQPGGSLRLSCAAS (SEQ ID NO: 346)

3 CDR1 GFTVSSNY (SEQ ID NO: 377)

%3) FR2 MSWVRQAPGKGLEWVSV (SEQ ID NO: 378)

24 CDR2 IYSGGST (SEQ ID NO: 379)

Z31 FR3

YYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCAR (SEQ ID NO: 276)

%44 CDR3

GGLTGDDAFDI (SEQ ID NO: 380)

7‘.’\‘]% FR4 WGQGTLVIVSS (SEQ ID NO: 214)

723 FR1 DIQMTQSPSSLSASVGDRVTITCRAS (SEQ ID NO: 227)

745} CDR1 QSISSF (SEQ ID NO: 381)

724 FR2 LNWYQQKPGTAPKLLIY (SEQ ID NO: 382)

7334 CDR2 TTS (SEQ ID NO: 383)

34 FR3 SLQSGVPSRFSGSGSGTDFTLTISSLQPEDFATYYC (SEQ ID NO: 219)
7341 CDR3 QQGNSLPLT (SEQ ID NO: 384)

735 FR4 FGGGTKVEIK (SEQ ID NO: 221)

A AR 7
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[0617]

[0618]

[0619]

ZIHSd 10-2023-0121831

2003_03_A09

3 FR1 QVQLVESGGGVVQPGRSLRLSCAAS (SEQ ID NO: 208)

31 CDR1 GFTFSSYA (SEQ ID NO: 440)

=3 FR2 MHWVRQAPGKGLEWVAV (SEQ ID NO: 286)

=3 CDR2 ISYDGSNK (SEQ ID NO: 287)

=3l FR3 YYADSVEGRFT I SRONSKNTLYLQMNSLRAEDTAVYYCAR (SEQ ID NO: 276)
<3 CDR3 DKELSY (SEQ ID NO: 385)

<30 FR4 WGQGTLVIVSS (SEQ ID NO:- 214)

A4 FR1 QSGLTQPASVSGSPGQSITISCTGT (SEQ ID NO: 386)

733 CDR1 SSDVGGYNY (SEQ ID NO: 368)

73 s FR2 VSIWYQQHPGKAPKLMIY (SEQ ID NO: 341)

743 CDR2 EVS (SEQ ID NO: 387)

441 FR3 NRPSGVPDRFSGSKSGNTASLTISGLQAEDEADYYC (SEQ ID NO: 388)
733 CDR3 SSYTSSSPWV (SEQ ID NO: 344)

A3 FR4 FGGGTKLTVLG (SEQ ID NO: 345)

B fAA Fot

2004_04_D03

%3 FR1 QVQLVESGGGVVQPGRSLRLSCAAS (SEQ ID NO: 208)

%3 CDR1 GFTFSNYG (SEQ ID NO: 209)

=3 FR2 MNWVRQAPGKGLEWVSY (SEQ ID NO: 210)

=3 CDR2 ISSSSSTI (SEQ ID NO: 233)

%3 FR3 YYADSVKGRFTISRDNAKNSLYLQMNSLRDEDTAVYYCAS (SEQ ID NO: 212)
%3 CDR3 GQLDTSDAFDI (SEQ ID NO: 213)

=23 Fr4 WGQGTTVIVSS (SEQ ID NO: 297)

733 FR1 DIQMTQSPSSLSASVGDRVTITCRAS (SEQ ID NO: 227)

734 CDR1 QSISSY (SEQ ID NO: 216)

73 8 FR2 LNWYQQKPGKAPKLLIY (SEQ ID NO: 217)

73 ) CDR2 KTS (SEQ ID NO: 389)

73 & FR3 NLQSGVPSRFSGSGSGIDFTLTISSLQPEDFATYYC (SEQ ID NO: 390)
744 CDR3 QQSYSTPLT (SEQ ID NO: 220)

734 FR4 FGGGTKVEIK (SEQ ID NO: 221)

B FAAR 73}

2004_04_F01

%3l FR1 EVQLVESGGGLVQPGGSLRLSCAAS (SEQ ID NO: 346)

3l CDR1 GFTFSSYA (SEQ ID NO: 440)

%2 FR2 MSWVRQAPAKGLEWVSA (SEQ ID NO: 391)

4 CDR2 ISGSGGST (SEQ ID NO: 275)

4 FR3 YYADSVKGRFTISRDNSKNTLYLQMNSLRAEDTAVYYCAK (SEQ ID NO: 295)

%31 CDR3 DRPYSYGKNDAFDI (SEQ ID NO: 392)

=3l FR4 WGQGTTVTVSS (SEQ ID NO: 297)

7441 FR1 DIQMTQSPSSLSASVGDRVTITCQAS (SEQ ID NO: 373)

734l CDR1 QDVSNY (SEQ ID NO: 393)

743 FR2 LNWYRQKPGKAPKLLIY (SEQ ID NO: 332)

7J 4l CDR2 AAS (SEQ ID NO: 218)

734l FR3 SLQSGVPSRFSGSGSGTDFTLTISSLQPEDFATYYC (SEQ ID NO: 219)
%) 4 CDR3 QQSYSTPLT (SEQ ID NO: 220)

7J 3} FR4 FGGGTKLEIK (SEQ ID NO: 394)

R Fht

_64_



ZIHSdl 10-2023-0121831

2005_05_E05
54 FR1 EVQLVQSGAEVKKPGASVKVSCKAS (SEQ ID NO: 395)
=3 CDR1 GYTFTSYY (SEQ ID NO: 396)
=2 FR2 MHWVRQAPGQGLEWMGI (SEQ ID NO: 303)
<4 CDR2 INPSGGST (SEQ ID NO: 304)
=4 FR3 SYAQKFQGRVIMTRDTSTSTVYMELSSLRSEDTAVYYCAR (SEQ ID NO: 397)
=3 CDR3 SPWLITFGGVIAMGY (SEQ ID NO: 402)
=3 FR4 WGQGTLVTVSS (SEQ ID NO: 214)
733 FR1 QSVLTQPPSASGTPGQRVTISCSGS (SEQ ID NO: 403)
734 CDR1 SSNIGSNY (SEQ ID NO: 308)
73 FR2 VYWYQQLPGTAPKLLIY (SEQ ID NO: 309)
732 CDR2 RNN (SEQ ID NO: 310)
7430 FR3 QRPSGVPDRFSGSKSGTSASLATISGLRSEDEADYYC (SEQ ID NO: 404)
733 CDR3 AAWDDSLSGVV (SEQ ID NO: 405)
714 FR4 FGGGTQLTVLG (SEQ ID NO: 406)
e gt
[0620]
1994_01_D04
%3] FRL QVQLVQSGAEVRKPGASVKVSCKAS (SEQ ID NO: 371)
=2} CDRL GYTFTSYG (SEQ ID NO: 439)
=3 FR2 ISWVRQAPGQGLEWMGN (SEQ ID NO: 264)
=2} CDR2 ISAYNGNT (SEQ ID NO: 265)
=2} FR3 NYAQKLQGRVTMTTDTSTSTAYMELRSLRSDDTAVYYCAR (SEQ ID NO: 372)
=3 CDR3 VIGITGTTIDP (SEQ ID NO: 267)
%3} FR4 WGQGTLVIVSS (SEQ ID NO: 214)
743 FR1 DIVMTQSPSSLSASVGDRVTITCRAS (SEQ ID NO: 407)
73] CDR1 QSISSY (SEQ ID NO: 216)
73 FR2 LNWYQQKPGKAPKLLIY (SEQ ID NO: 217)
73] CDR2 DAS (SEQ ID NO: 269)
73 FR3 NLETGVPSRFSGSGSGIDFTLTISSLQPEDFATYYC (SEQ ID NO: 317)
743 CDR3 QQFNNYPLT (SEQ ID NO: 408)
74 FR4 FGGGTKLEIK (SEQ ID NO: 394)
(06211 FER R 7t
1997_02_B03
%3 FR1 QVQLVESGAEVKKPGASVKVSCKAS (SEQ ID NO: 409)
3§ CDR1 GYTFTSYY (SEQ ID NO: 396)
=3 FR2 MHWVRQAPGQGLEWMGI (SEQ ID NO: 303)
%2 CDR2 INPSGGST (SEQ ID NO: 304)
=2 FR3 SYAQKFQGRVIMTRDTSTSTVYMELSSLRSEDTAVYYCAR (SEQ ID NO: 397)
<-4 CDR3 AGGYYYYYMDV (SEQ ID NO: 398)
=2 FR4 WGQGTLVTVSS (SEQ ID NO: 214)
7331 FR1 QSGLTQPPSASGTPGQRVTISCSGS (SEQ ID NO: 399)
734 CDR1 GPNIGNNY (SEQ ID NO: 400)
7331 FR2 VYWYQQLPGTAPKLLMY (SEQ ID NO: 401)
71 2) CDR2 RNN (SEQ ID NO: 310)
%31 FR3 QRPSGYPDRFSGSKSGTSASLAISGLQSEDEADYYC (SEQ ID NO: 410)
7331 CDR3 AAWDDSLNGYV (SEQ ID NO: 411)
73} FR4 FGTGTKLTVLG (SEQ ID NO: 412)
e I
[0622]
[0623] oI17F3l mAb A1 ¥
[0624] C17t3}¥ 79E3E3 T4 7P Y
[0625] QIQLVQSGAEVKKPGESLK I SCKASGYTFTDYAIGWVRQMPGKGLEWMGI INTQTGKPKYSPSFQGQF IFSLDTSINTTYLQWSSLKASDTAIYFCTRLGTG
NTKGFAYWGQGTTVTVSS (SEQ ID NO: 413)
[0626] o17vsl¥l 79E3E3 A 7MW 3
[0627] DIQITQSPSSLSASLGDKVTITCRSSQSLLYSENNQDYLAWYQQKPGKAPKLL I YGASNLQSGVPSRFSGRGSGTDFTLT I SSLQPEDFATYYCEQTYRYPF
TFGPGTKVDIKR (SEQ ID NO: 414)
[0628] ol17kslE 9-G05 =4 VH_1
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[0629]

[0630]

[0631]
[0632]

[0633]

[0634]
[0635]

[0636]

[0637]
[0638]

[0639]

[0640]
[0641]

[0642]

[0643]
[0644]

[0645]

[0646]

[0647]

[0648]

[0649]

ZIHSdl 10-2023-0121831

#r] A] E-VH-hlgGICH-AA] FE==*

MGWSCI ILFLVATATGVHSQVQLVQSGAEVKKPGASVKVSCKASGY TFPDYNMDWVRQAPGQRLEWMGY INPDNGGT IYNQKFKGRVTLTVDTSASTAYMEL
SSLRSEDTAVYYCARLDSSGYGYYAMDYWGQGTSVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSIWNSGALTSGVHTFPAVLQSSGLY
SLSSVVIVPSSSLGTQTY ICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVICVVVDVSHEDPEVKENWY VDGV
EVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESN
GQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK* (SEQ ID NO: 415)

e17k38be 9-G05 =4 VH_2

#r] A] E-VH-hlgGICH-AA] FE==*

MGWSCI ILFLVATATGVHSQVQLVQSGAEVKKPGASVKVSCKASGY TFPDYNMDWVRQAPGQRLEW I GY INPDNGGT IYNQKFKGRVTLTVDTSASTAYMEL
SSLRSEDTAVYYCARLDSSGYGYYAMDYWGQGTSVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSINSGALTSGVHTFPAVLQSSGLY
SLSSVVIVPSSSLGTQTY ICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKFNWY VDGV
EVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESN
GQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK* (SEQ ID NO: 416)

e17ksbE 9-G05 =4 VH_3

#r] A] E-VH-hlgGICH-AA] FE==*

MGWSCI ILFLVATATGVHSQVQLVQSGAEVKKPGASVKVSCKASGY TFPDYNMDWVRQAPGQRLEWMGY INPDNGGT IYNQKFKGRATLTVDTSASTAYMEL
SSLRSEDTAVYYCARLDSSGYGYYAMDYWGQGTSVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSINSGALTSGVHTFPAVLQSSGLY
SLSSVVIVPSSSLGTQTY ICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWY VDGV
EVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESN
GQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK* (SEQ ID NO: 417)

e17k38bEl 9-G05 =) VH_4

#r] A] E-VH-hlgGICH-AA] FE==*

MGWSCI ILFLVATATGVHSQVQLVQSGAEVKKPGASVKVSCKASGY TFPDYNMDWVRQAPGQSLEWIGY INPDNGGT IYNQKFKGRATLTVDTSASTAYMEL
SSLRSEDTAVYYCARLDSSGYGYYAMDYWGQGTSVTVSSASTKGPSVFPLAPSSKSTSGGTAALGCLVKDYFPEPVTVSINSGALTSGVHTFPAVLQSSGLY
SLSSVVIVPSSSLGTQTY ICNVNHKPSNTKVDKKVEPKSCDKTHTCPPCPAPELLGGPSVFLFPPKPKDTLMISRTPEVTCVVVDVSHEDPEVKENWY VDGV
EVHNAKTKPREEQYASTYRVVSVLTVLHQDWLNGKEYKCKVSNKALPAPIEKTISKAKGQPREPQVYTLPPSRDELTKNQVSLTCLVKGFYPSDIAVEWESN
GQPENNYKTTPPVLDSDGSFFLYSKLTVDKSRWQQGNVFSCSVMHEALHNHYTQKSLSLSPGK* (SEQ ID NO: 418)

Q17k8hEl 9-G05 A3 VL_1

2/ 4] G-VL-hIgkCL-AA] Z==*

MGWSCI ILFLVATATGVESDTVMTQSPDSLAVSLGERAT INCRASESVDNYG I SEMHWYQQKPGQPPKLL I YRASNLDSGVPDRFSGSGSGTDFTLTISSLQ
AEDVATYYCQQSYKDPRTFGGGTKLE IKRTVAAPSVF I FPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTL
SKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC* (SEQ ID NO: 419)

Q1 7k8bEl 9-G05 A3 VL_2

2/ 4] G-VL-hIgkCL-AA] Z==*

MGWSCI ILFLVATATGVHSDIVLTQSPASLAVSPGQRAT I TCRASESVDNYG I SFMHWYQQKPGQPPKLL I YRASNLDSEVPARFSGSGSRTDFTLTINPVE
ANDTATYYCQQSYKDPRTFGGGTKLE IKRTVAAPSVF I FPPSDEQLKSGTASVVCLLNNFYPREAKVQWKVDNALQSGNSQESVTEQDSKDSTYSLSSTLTL
SKADYEKHKVYACEVTHQGLSSPVTKSFNRGEC* (SEQ ID NO: 420)

16E10 =3 71 99

QSLEESGGDLVKPGASLTLTCRVSGFSFSSSYYMCWVRQAPGKGLEWIACIGTTRGSTYYATWAKGRETISK ISSTTVILQMTSLTDADTATYFCARDATGY
RINTIGLYFNLWGPGILVTVSS (SEQ ID NO: 421)

S17kstE 16E10 2 7 39 VH_1

QSLLESGGGLVKPGGSLRLSCAVSGEFSFSSSYYMCWVRQAPGKGLEWVSCIGTTRGSTYYADSAKGRFT I SKISKNTVYLQMTSLRAEDTAVYFCARDATGY
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[0650]

[0651]

[0652]

[0653]

[0654]

[0655]

[0656]

[0657]

[0658]

[0659]

[0660]

[0661]

[0662]

[0663]

[0664]

[0665]

[0666]

[0667]

[0668]

[0669]

[0670]

[0671]

[0672]

[0673]

[0674]

[0675]

SIHS31 10-2023-0121831

RINTIGLYFNLWGPGTLVTVSS (SEQ ID NO: 422)
CI17t3}¥ 16E10 T4f 7FH 99 VH 2

EVQLLESGGGLVKPGGSLRLSCAVSGFSFSSSYYMCWVRQAPGKGLEWVSCIGTTRGSTYYADSAKGRET I SKDNSKNTVYLQMTSLRAEDTAVYFCARDAT
GYRINTIGLYFNLWGQGTLVTVSS (SEQ ID NO: 423)

Q1Zksle 16E10 T2l 7FH 94 VH_3

QSLLESGGGLVKPGGSLRLSCAVSGFSFSSSYYMCWVRQAPGKGLEWVSCIGTTRGSTYYADSAKGRFT I SKESKNTVYLQMSSLRAEDTAVYFCARDATGY
RINTIGLYFNLWGPGTLVTVSS (SEQ ID NO: 424)

Q1Ztshe 16E10 T2l 7HH 94 VH_4

EVQLLESGGGLVKPGGSLRLSCAVSGFSFSSSYYMCWVRQAPGKGLEWVSCIGTTRGSTYYADSAKGRET I SKDNSKNTVYLQMSSLRAEDTAVYFCARDAT
GYRINTIGLYFNLWGQGTLVTVSS (SEQ ID NO: 425)

Q1Zkshe 16E10 T2l 7FH 94 VH5

QSLLESGGGLVKPGGSLRLSCAVSGFSFSSSYYMCWVRQAPGKGLEWVSCIGTTRGSTYYADSAKGRFT I SKESKNTVYLQMSSLRAEDTAVYFCARDATGY
RIQTIGLYFNLWGPGTLVTVSS (SEQ ID NO: 426)

Q1Zkshe 16E10 T2l 7HH 94 VH_6

EVQLLESGGGLVKPGGSLRLSCAVSGFSFSSSYYMCWVRQAPGKGLEWVSCIGTTRGSTYYADSAKGRET I SKDNSKNTVYLQMSSLRAEDTAVYFCARDAT
GYRIQTIGLYFNLWGQGTLVTVSS (SEQ ID NO: 427)

16E10 A 4] 71 44

ELTQTPSSVEAAVGGTPTIKCQASQTIYSYLSWYQQKPGQPPKLL IYEASKLASGVPSRFSGSGSGTDYTLTISDLECADAATYYCQSYHGTASTEYNTFGG
GTEVVVK (SEQ ID NO: 428)

Q1Zkshe 16E10 2 7FH 99 VL_1

QLTQSPSSLSASVGDRVTITCQASQTIYSYLSWYQQKPGKPPKLL IYEASKLASGVPSRFSGSGSGTDYTLTISSLQPEDFATYYCQSYHGTASTEYNTFGG
GTKVEIK (SEQ ID NO: 429)

QIZkshe 16E10 72l 7FH 94 VL 2

DIQLTQSPSSLSASVGDRVTITCQASQTIYSYLSWYQQKPGKPPKLL IYEASKLASGVPSRESGSGSGTDYTLTISSLQPEDFATYYCQSYHGTASTEYNTF
GGGTKVEIK (SEQ ID NO: 430)

QI1Zkshe 16E10 72 7HH 94 VL_3

QLTQSPSSLSASVGDRVTITCQASQTIYSYLSWYQQKPGKPPKLL IYEASKLASGVPSRFSGSGSGTDYTLTISSLQPEDTATYYCQSYHGTASTEYNTFGG
GTKVEIK (SEQ ID NO: 431)

QIZksle 16E10 72l 7HH 94 VL 4

DIQLTQSPSSLSASVGDRVTITCQASQTIYSYLSWYQQKPGKPPKLL I YEASKLASGVPSRESGSGSGTDYTLTISSLQPEDTATYYCQSYHGTASTEYNTF
GGGTKVEIK (SEQ ID NO: 432)

QI1Zksle 16E10 72 7FH 94 VL5

QLTQSPSSLSASVGDRVTITCQASQTIYSYLSWYQQKPGKPPKLL IYEASKLASGVPSRFSGSGSGTDYTLTISSLQPEDTATYYCQSYHGTASTEYQTFGG
GTKVEIK (SEQ ID NO: 433)

QI1Zksle 16E10 72 7HH 94 VL_6

DIQLTQSPSSLSASVGDRVTITCQASQTIYSYLSWYQQKPGKPPKLL I YEASKLASGVPSRESGSGSGTDYTLTISSLQPEDTATYYCQSYHGTASTEYQTF
GGGTKVEIK (SEQ ID NO: 434)

!
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SEQUENCE LISTING

<110> JANSSEN BIOTECH, INC.

<120> ANTIBODIES AGAINST INTEGRIN ALPHA 11 BETA 1

<130> MPI6002WOPCT1
<140>

<141>

<150> 63/213,973
<151> 2021-06-23
<150> 63/127,849
<151> 2020-12-18
<160> 443

<170> PatentIn version 3.5
<210> 1

<211> 417

<212> DNA

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polynucleotide"

<400> 1

atggattggt tgtggaactt gctattcctg atggtagttg cccaaagtgce tcaagcacag

atccagttgg tacagtctgg acctgaagta aagaagcctg gagagtcagt gaagatctcc
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tgcaaggcct ctgggtatac cttcacagac tatgcaatga actgggtgaa acaggctcca
ggaaatggcc tgaagtggat gggctggatc aacacccaaa ctggaaagcc aacatatgeg
gatgatttca aacaacggtt tgtcttctct ttggaaactt ctgccagaac tacatatttg
cagatcaaca acctcaatat tgaagacaca gctacatatt tctgtacgag attgggtaca
ggtaatacga aggggtttgce ttactggggce caaggcactc tggtcactgt ctcttca
<210> 2

<211> 399

<212> DNA

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polynucleotide"

<400> 2

atggaatcac agacgcatgt cctcatttcc cttectgetet gtgtatcagg tacctgtggg

gacattttga taaaccagtc tccagcctct ctgactgtgt cagcaggaga gagggtcact

atgagctgca agtccagtca gagtcttcta tacagtgaaa acaaccagga ctatttggcet

tggtaccagc agaaaccagg acagtttcct aaattgctta tctatgggge atccaaccgg

cacactgggg tccctgatcg cttcacagge agtggatctg ggacagactt cactctgacc

atcagcagtg tgcaggctga agacctggcet gattattatt gtgagcagac ctacagatat

ccattcacgt tcggctcagg gacgaagttg gaaataaaa

<210> 3

<211> 414

<212> DNA

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polynucleotide"

<400> 3

atggagttgg aattgagctt aatttttatt ttttctcttt taaaagatgt ccagtgtgaa

gtacagctgg tggagtctgg aggaagcttg gttcaacctg ggggttctct gaaactctcece

tgtgtagcct caggatacac tttcagtaac tactggatgg actgggttcg gcagtctcect

ggaaagtccc tggaatggat tggagagatt aacacggatg gcagaaggac caactatgca
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ccatccataa aggatcgatt cacaatctcc agagacaatg ccaagagcac cctgtatctg 300
cagatgagca atgtgaaatc agatgacaca gccatttatt actgtaccat actacgggta 360
tacccccact actttgatta ctggggccaa ggagtcatgg tcacagtctc ctca 414
<210> 4

<211> 396

<212> DNA

<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 4

atgatgagtc ctgcccagtt cctgtttctg ctaatgectcect ggatccagga agceccgcegga 60
gatgttgtga tgacccagac accaccgtct ttgtcggttg ccattggaca atcagtctcc 120
atctcttgca agtcaagtca gagcctcgta tatagtgatg gagagacata tttgcattgg 180
tttttacaga gtcctggcag gtctccgaag cgectaattt atcacgtgtce taatctggge 240
tctggagtcc ctgacaggtt cagtggcact ggatcactga cagattttac acttagaatc 300
agcagagtgg aggctgagga tttgggagtt tattactgeg cgcaaactac acattttcect 360
cccacgtttg gagctgggac caagctggaa ctgaaa 396
<210> 5

<211> 405

<212> DNA

<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 5

atggctgtcc tggtgetgtt getctgectg gtgacatttc caagetgtge cctgtceccag 60
gtgcagttga aggagtcagg acctggtctg gtgcagcecct cacagaccct gtccctcacce 120
tgcactgtct ctgggttctc attaaccagc aatagtgtta gctgggttcg ccaggetcecg 180
ggaaagggtc tggagtggat gggagcaata tggagtggtg gaagcacaga ttataattca 240
gctctcaaat cccgactgag catcagcagg gacacctcca agagccaagt tttcttaaaa 300
atgaacagtc tgcaaactga agacacagcc atttacttct gtaccagatc tcactgggag 360
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ccctttgatt actggggcecca aggagtcatg gtcacagtct cctcea

<210> 6
<211> 399

<212> DNA

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"
<400> 6
atggaatcac aaactcaggc
gacattgtga tgacccagtc
ataaactgca agtccagtca
tggtaccagc agagaccagg

caatcagggg tccctgatcg

atcagcgatg tgcaggctga
cctceccacgt tcggttetgg
<210> 7

<211> 405

<212> DNA

cctcatatce
tccattctcee
gggtctttta
gcagtctcect

cttcataggc

agacctggca

gaccaagctg

<213> Artificial Sequence

<220><221> source

ctgctgetct gggtatatgg tacctgtggg

ctggctgtgt cagaaggaga gatggtcact

tccagtggaa accaaaagaa ctacttggcc

aaactactga tctactatgc atccactagg

ggtggatctg ggacagactt cactctgacc

gattattact gcctgcagca ttacagctat

gagatcaaa

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"
<400> 7
atggctgtcc tggtgetgtt
gtgcagctga gggagtcagg

tgcactgtct ctgggttctce

ggaaagggtc tggagtggat
actctcaaat cccgactgag
atgagcagtc tgcaaactga
ccctttgatt actggggeca

<210> 8

gctetgectg
acctggtctg

attgaccagc

gggagcgata
catcagtagg

agacacagcc

aggagtcatg

gtgacatttc
gtgcagcecect

aatagtgtga

tggagtgatg
gacacctcca
atttacttct

gtcacagtct

caagctgtge cctgtcccag
cacagaccct gtccctcacce

cctgggttcg ccagectecg

gaagcacaga ttataattca
agagccaagt tttcttaaaa
gtaccagatc ccactgggag

ccteca
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<211> 394

<212> DNA

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 8

atggaatcac aaactcaggc cctcatatcc ctgetgetcet gggtatatgg tacctgtggg 60
gacattgtga tgacccagtc tccactctcc ctggetgtgt cagaaggaga gacggtcact 120
atgaactgca agtccagtca gagtcttttt tccagtggaa atcaaaagaa ctacttggcc 180
tggtaccagc agaaaccagg gcagtctcct aaactactga tctactatgce atccactagg 240
caatcagggg tccctgatcg cttcatagge agtggatctg ggacagactt cactctgacc 300
atcagcgatg tgcagactga agacctggca gattattact gcctgcageca ttacaactat 360
cctcecacgt tcggttcectgg gaccaagetg gaga 394
<210> 9

<211> 402

<212> DNA

<213> Artificial Sequence

<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 9

atggacttgc gactgactta tgtctttatt gttgctattt taaaaggtgt cttgtgtgag 60
gtgaaactgg aggaatctgg gggaggtttg gtgcaacctg gaatgtccgt gaaactctct 120
tgtgcaacct ctggattcat tttcagtgac tactggatgg aatgggtccg ccaggcetcca 180
gggaaggggc tagaatgggt agccgaaatt agaaacaaag ctaataatta tgcaacatac 240
tatgggaagt ctatgaaagg cagattcacc atctcaagag atgattccaa aagtatagtc 300
tacctacaag tgaacagcat aagatctgaa gatactgcta tttattactg tgcaccgaat 360
tttgattact ggggccaagg agtcatggtc acggtctcct ca 402
<210> 10

<211> 393

<212> DNA
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<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 10

atgagtcctg tccagtccect gtttttgeta ttgetttgga ttctgggaac ccatggtgat 60
gttgtgctga cccagactcc acccacttta tcggcectacca ttggacaatc agtctctatce 120
tcttgcaggt caagtcagag tctcttacat agtactggaa acacctattt aaattggttg 180
ctacagaggc caggccaacc tccgcaactt ctaatttatt tggtttccag actggaatct 240
ggggtcccca acaggttcag tgccagtggg tcaggaactg atttcacact caaaatcagt 300
ggaatagagg ctgaggattt gggggtttat tactgegtge aaagttccca tactccgtac 360
acgtttggga ctgggaccaa gctggaactg aaa 393
<210> 11

<211> 405

<212> DNA

<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 11

atggacatca ggctcagett ggttttectt gtecttttta tgaaaggtgt ccagtgtgag 60
gtgcagttgg tggagtctgg gggaggctta gtgcagectg gaaggtccct gaaactctcec 120
tgtgcagcct cacgattcac ttttagtgac tataacatgg cctgggtccg ccaggcetcca 180
aagaagggtc tggagtgggt cgcaaccatt tatcatgatg atagtggttc ttactatcga 240
gactccgtga agggccgatt caccatctcc agaaataatg caaaaagcac tctgtacctg 300
cagatggaca gtctgaggtc tgaggacatg gccacttatt actgtgcaag acataacaat 360
ggctttgatt actggggcca aggagtcatg gtcacagtcg cctca 405
<210> 12

<211> 393

<212> DNA

<213> Artificial Sequence

<220><221> source
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<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 12

atgaagtggc ctgttaggcet gttggtgetg ttettcectgga ttectgette cgggggtgat 60
gttgtgatga cacaaactcc agtctccctg cctgtecgee ttggaggtca agectctatce 120
tcttgecggt caagtcagag cctggtacac agtaatggaa acacctactt gcattggtac 180
ctacagaagc caggccagtc tccacagctc ctcatcaatc gggtttccaa cagattttct 240
ggggtgccag acaggttcag tggcagtggg tcagggacag atttcaccct caagatcaac 300
agagtagagc ctgaggactt gggagattat tactgcttac aaagtacaca ttttccactc 360
acgttcggtt ctgggaccaa gctggagacc aaa 393
<210> 13

<211> 408

<212> DNA

<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 13

atggacatca ggctcagett gggtttcctt gtcecttttca taaaaggtga ccagtgtgceg 60
gtgcaactgg tggagtctgg gggaggctta gtgcagectg gaaggtccect gaaactctcec 120
tgtgcagcct caagaatcac tttcactgac tattacatgg cctgggtccg ccaggcetcca 180
acgaagggtc tggagtgggt cgcaaccatt agttctgatg gtggtgacac tttctatcga 240
gactccgtga agggccgatt tactatctcc agagacaatg caaaaagcac cctatatttg 300
caaatggtca gtctgaggtc tgaggacacg gccacttatt actgttcaac agatcgggga 360
gctcagtttg gttactgggg ccaaggcact ctggtcactg tctcttca 408
<210> 14

<211> 378

<212> DNA

<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"
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<400> 14
atggctccag tccagcetcett
atccagatga cccagtctcc

aactgcaaag caagtcagaa

gaagctccca aacgcctgat
ttcagtggca gtggatctgg
gattttgcca catatttctg
acgaagctgg aactgaaa
<210> 15

<211> 366

<212> DNA

agggctgcetg
ttcattcctg

tgttcacgag

atataataca
tgcagattac

tttgcagcat

<213> Artificial Sequence

<220><221> source

ctgatttgge tcccageccat gagatgtgac
tctgcatctg tgggagacag agtctctatc

aacctaaact ggtatcagca aaagcttgga

aacaatttgc aaacaggcat cccatcaagg
acactcacca tcagcagcct gcagcctgaa

aatgcttttc cgtacacgtt tggacctggg

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"
<400> 15

gaggtccagc tgcaacagtc

ccctgcaagg cttctggata

tggacctgag

cacattccct

catggaaaga gccttgagtg gattggatat

aaccagaagt tcaagggcaa ggccacattg

atggagctcc gcagcectgac
agctcaggcet acggttacta
tcctea

<210> 16

<211> 333

<212> DNA

atctgaggac

tgctatggac

<213> Artificial Sequence

<220><221> source

ctggtgaage ctggggcttc agtgaagata

gactacaaca tggactgggt gaagcagagc
attaatcctg acaatggtgg tactatctac
actgtagaca agtcctccag cacagcctac
actgcagtct attactgtgc aagattagac

tactggggtc aaggaacctc agtcaccgtc

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 16

gacattgtgc tgacccaatc tccagcttct ttggetgtgt ctctagggca gagggccacc
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atctcctgca gagccagecga aagtgttgat aattatggceca ttagttttat gcactggtac
cagcagaaac caggacagcc acccaaactc ctcatctatc gtgcatccaa cctagactct
gagatccctg ccaggttcag tggcagtggg tctaggacag acttcaccct caccattgat
cctgtggaga ctgatgatgt tgcaacctat tactgtcagc aaagttataa ggatcctcgg

acgttcggtg gaggcaccaa gcectggaaatc aaa

<210> 17

<211> 366

<212> DNA

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polynucleotide"

<400> 17

aaagtgatgc tggtggagtc tgggggagec ttagtgaagce ctggagggtc cctgaaactc

tcctgtgtag cctctggatt cactttcagt aactatgcca tgtcecttgggt tcgcecagact

ccagagaaga ggctggagtg ggtcgcaacc attagtagtg gtggttatta cacttactat

ccagacagtg tgaagggtcg attcaccatc tccagagaca atgccaggaa caccctgttce

ctgcaaatga gcagtctgag gtctgaggac acggccatgt tttactgtge aagagaggat

gattacggaa gatattccta tactatggac tactggggtc aaggaacctc agtcaccgtc

tcctea

<210> 18

<211> 336

<212> DNA

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polynucleotide"

<400> 18

gatgttgtga tgacccaaac tccactctcc ctgectgtca gtcttggaga tcaagtctcc

atctcttgca gatgtagtca gagccttgta cacagtaatg gaaacaccta tttacattgg

tacctgcaga agccaggcca gtctccacag ctcctgatct acaaaatttc caaccgattt

tctggggtcc cagacaggtt cagtggcagt ggatcaggga cagatttcac actcaagatc

_88_

120
180
240
300

333

60
120
180
240

300

360

366

60
120

180

240

ZIHSdl 10-2023-0121831



agcagagtgg aggctgagga tctgggagtt tatttctget ctcaaagtac acatgttccg

tacacgttcg gaggggggac cgagctggaa ataaaa
<210> 19

<211> 357

<212> DNA

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"
<400> 19
gaggtccagce tgcagcagtc tggacctgag ctggtaaagce

tcctgcaagg cttctggata cacattcact gactactaca

ctggggcttc agtgaggata

tacactgggt gaagcagaag

cctgggcagg gecttgaatg cattggagag atttatcctg gaactgataa tacttactac

agtaaaaaat tcaggggcaa ggccacactg actgcagaca
atgcagctca gcagcctgac atctgaggac tctgcagtcet
tactataggg ggtacttcga tgtctgggge gcagggacca
<210> 20

<211> 336

<212> DNA

<213> Artificial Sequence

<220><221> source

aatcctccga cacagcectac
atttctgtgc aagaggagac

cggtcaccgt ctcctcea

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"
<400> 20

gatgttgtga tgactcagac ctcactcact ttgtcggtta

atctcttgca agtcaagtca gagcctctta catagtaatg gaaagacata tttgaattgg

ttattacaga ggccaggcca gtctccaaag ttcctaatct
tctggagtcc ctgacaggtt cagtggcagt ggatcaggga
agcagagtgg aggctgagga tttgggggtt tattactgcet
tggacgttcg gtggaggcac caagctggaa atcaaa
<210> 21

<211> 357

<212> DNA

ccattggaca accagcctcc

atctggtgtc taaactggaa
cagatttcac actgaaaatc

tgcaatctac acattttcct
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<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 21
gaggtccagce tgcagcagtc tggacctgag ctggtaaage ctggggettc agtgaagaaa 60
tcctgcaagg cttctggata cacattcact gactactaca tgcactgggt gaagcagaag 120
cctgggcagg gecttgagtg gattggaaag atttatcctg gaagtggtaa tactcactac 180
aatgagaagt tcaagggcaa ggccacactg actgcagaca aatcctccag cacagcectac 240
atgcagctca gcagcctgac atctgaggac tctgcagtct atttctgtge aaccaattac 300
tacggctaca gggcaatgaa ctattggggt caaggatcct cagtcaccgt ctcctca 357
<210> 22
<211>

321
<212> DNA

<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 22

gacatccatt tgacccagtc tccatcctcee ttatctgect ctctgggaga aagaatcagt 60
ctcacttgcc gggcaagtca ggacatttat attagcttaa actggtttca gcagaaacca 120
gatggaacta ttaaactcct gatctacggc acatccagtt tagattctgg tgtccccaaa 180
aggttcagtg gcagtaggtc tgggtcagat tattctctca ccatcagcag ccttgagtct 240
gaagattttg cagactatta ctgtctacaa tatgctagtt ctccgtacac gttcggaggg 300
gggaccaagc tggaaataaa a 321
<210> 23

<211> 363

<212> DNA

<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"
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<400> 23

gaggtccagce tgcagcagtc tggacctgag ctggtaaage ctggggettc agtgaagata

tcctgcaagg cttctggata cacattcact gactactaca tgcactgggt gaagcagaag

cctgggcagg gecttgagtg gattggagag atttatcctg gaagtggtaa tccttactac

aatgagaagt tcaagggcaa ggccacactg actgcagaca aatcatccag ctcagcectac

atgcagctca gcagcctgac atctgaggac tctgcagtct atttctgtge aagaacctcc

tacggtagag tagggacagg gtttgcttac tggggccaag ggactctggt cactgtctcet

gca
<210> 24
<211> 333

<212> DNA

<213> Artificial Sequence

<220><221>

source

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 24
aattttgtga

atctcttgca

tacctgcaga
tctggggtcce
aacagagtgg
acgttcggtg
<210> 25

<211> 351

<212> DNA

tgacccaaac

gatctagtca

agccaggceca
cagacaggtt
agactgagga

ctgggaccaa

tccactctcce

gagccttcta

gtctccaaag
cagtggcagt
tctgggaatt

gctggagetg

<213> Artificial Sequence

<220><221>

source

ctgcctgtca gtcttggaga tcaagcctcec

cacagtaacg gaaacaccta tttacattgg

ctcctgatct acaaagtttc caaccgattt
ggatcaggga cagatttcac actcaagatc
tatttctgct ctcaaagttc acatgttccc

aaa

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 25

caggtccagec tgcagcagtc tggggctgaa ctggcaaaac ctggggectc agtgaagatg

tcctgcaagg cttcectggeta cacctttact aactactgga tgcactgggt aaaacagagg
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cctggacagg gtctggaatg gattggatac attaatccta acaatggtta tactgagtac

aatcagcgat tcaaggacaa ggccacattg actgcagaca gatcctccac cacagcectac

atgcaactaa gcagcctgac atctgaggac tctgcagtct attactgtge aagatccgat

atcattacga cagactactg gggccaaggc accactctca cagtctccte a

<210> 26

<211> 336

<212> DNA

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 26

gatgttgtga tgacccaaac tccactctcc ctgectgtca gtcttggaga tcaagcectcce

atctcttgca gatctagtca gagccttgta tatagtaatg gaaataccta tttacattgg

tacctgcaga agccaggcca gtctccaaag ctcectgatct acaaagtttc caaccgattt

tctggggtcc cagacaggtt cagtggcagt ggatcaggga cagatttcac actcaagata

agcagagtgg aggctgagga tctgggagtt tatttctget ctcaaagtac
tggacgttcg gtggaggcac caagctggaa atcaaa
<210> 27
<211>
357
<212> DNA
<213> Artificial Sequence

<220><221> source

acatgttccg

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"
<400> 27
gaagtgaagc ttgaggagtc tggaggaggce ttggtgcaac ctggaggatc
tcttgtgetg cctcetggatt cacttttagt gacgectgga tggactgggt
ccagaggcgg ggcttgagtg ggttgetgaa attagaaaca aagctcataa
tactatgctg agtctgtgaa agggagattc accatctcaa gagatgattc

gtctacctgc aaatgaacag cttaagagct gaagacactg gcatttatta

gtagccectg atgctatgga ctactggggt caaggaacct cagtcaccgt
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<210> 28

<211> 339

<212> DNA

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 28

gacattgtga tgtcactgtc tccatcctcecc ctagetgtgt cagttggaga gaaggttact 60
atgagctgca agtccagtca gagcctttta tatagtcgca atcaaaagaa ctacttggcec 120
tggtaccagc agaaaccagg gcagtctcct aaactgctga tttactggge atccactagg 180
gcatctggag tccctgatcg cttcacagge agtggatctg ggacagattt cactctcacc 240
atcagcagtg tgaaggctga agacctggca gtttattact gtcagcaata ttatagctat 300
ccgtacacgt tcggaggggg gaccaagcetg gaaataaaa 339
<210> 29

<211> 348

<212> DNA

<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 29

caggtccaac tgcagcagtc tgggcctgag ctggtgagge ctggggcettc agtgaagatg 60
tcctgcaagg cttcaggeta taccttcacc agctactgga tgcactgggt gaaacagagg 120
cctggacaag gccttgagtg gattggecatg attgatcctt ccaatagtga aacttggtta 180
aatcagaagt tcaaggacaa ggccacattg aatgtagaca aatcctccaa cacagcctac 240
atgcagctca gcagcectgac atctgaggac tctgcagtct attactgtge aagatatgat 300
ggttactacg actactgggg ccaaggcacc actctcacag tctcctca 348
<210> 30

<211> 333

<212> DNA

<213> Artificial Sequence

<220><221> source
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<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 30

aacattgtgc tgacccaatc tccagecttct ttggectgtgt ctctagggca gagggcecacce 60
atatcctgca gagccagtga aagtgttgat agttatggca atagttttat gcactggtac 120
cagcagaaac caggacagcc acccaaactc ctcatctatc ttgcatccaa cgtagaatct 180
ggggtccctg ccaggttcag tggcagtggg tctaggacag acttcaccct caccattgat 240
cctgtggagg ctgatgatge tgcaacctat tactgtcage aaaataatga ggatccgtgg 300
acgttcggtg gaggcaccaa gctggaaatc aaa 333
<210> 31

<211> 354

<212> DNA

<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 31

caggtccaac tgcagcagcc tggggetgag ctggtgagge ctggggettc agtgaagetg 60
tcctgcaagce cttcectggeta caccttcacc agctactgga tgaactgggt gaagcagagg 120
cctggacaag gceccttgaatg gattggtatg attgatcctt cagacagtga aactcactac 180
aatcaaatgt tcaaggacaa ggccacattg actgttgaca aatcctccaa cacagcctac 240
atgcagctca gcagectgac atctgaggac tctgeggtcect attactgtge gcagatctac 300
tatgcttacg acaaggctta ctggggccaa gggactctgg tcactgtcte tgca 354
<210> 32

<211> 333

<212> DNA

<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"
<400> 32

gacattgtga tgtcacagtc tccatcctcc ctagetgtgt cagttggaga gaaggttact 60
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atgagctgca agtccagtca gagcctttta tatagtagec atcaaaagaa ctacttggcec
tggtaccagc agaaaccagg gcagtctcct aaactgctga tttactggge atccactagg
gaatctgggg tccctgatcg cttcacagge agtggatctg ggacagattt cagtctcacc
atcagcagtg tgaaggctga agacctggca gtttattact gtcaggaata ttatagetgg
acgttcggtg gaggcaccaa gcectggaaatc aaa
<210> 33
<211>

354
<212> DNA

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 33

gaggtccagc tgcaacaatc tggacctgag ctggtgaage ctggggettc agtgaagata
tcctgtaagg cttctggata cacgttcact gactactaca tgaactgggt gaagcagagce
catggaaaga gccttgagtg gattggagat attaatcctc acaatggtgg tactagcttc
atccagaagt tcaagggcaa ggccacattg actgtagaca agtcctccag cacagcectac

atggagctcc gcagectgac atctgaggac tctgcagtct attattgtge ccctetggga

cgaaaggagg ggtttgetta ctggggceccaa gggactctgg tcactgtcte tgca

<210> 34

<211> 333

<212> DNA

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polynucleotide"

<400> 34

gacactgtgc tgacacagtc tcctgecttcece ttagttgtat ctctggggeca gagggccacc

atctcatgca gggccagcaa aagtgtcagt acatctgget atagttatat gcactggtac

caacagaaac caggacagcc acccaaactc ctcatctatc ttgcatccaa cctagaatct

ggggtccctg ccaggttcag tggcagtggg tctgggacag ccttcaccct caacatccat

cctgtggagg aggaggatge tgcaacctat tactgtcagce acagtaggga gcttcecgtac
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acgttcggag gggggaccaa gcetggaaata
<210> 35

<211> 357

<212> DNA

<213> Artificial Sequence

<220><221> source

aaa

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"
<400> 35
caggttactc tgaaagagtc tggccctggg
acttgttctt tctctgggtt ttcactgage

cagccttcag ggaagggtct ggagtggcetg

tataacccag ccctgaagag ccggctcaca
ttcctcaaga tcgccaatgt ggacactgcea
ccgctaactt tctactttga ctactgggge
<210> 36

<211> 336

<212> DNA

<213> Artificial Sequence

<220><221> source

atattgcagc cctcccagac cctcagtcectg
acttttgcta tgggtgtagg ctggattcgt

gcacacattt ggtgggatga tgataagtac

atctccaagg atacctccaa aaaccatgta
gatactgcca catactactg tgctcgaatg

caaggcacca ctctcacagt ctcctca

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"
<400> 36
gatgttttgc tgacccaaac tccactctcc

atctcttgca gatctagtca gagcattgta

tacctgcaga aaccaggcca gtctccaaag
tctggggtcc cagacaggtt cagtggcagt
agcagagtgg aggctgagga tctgggagtt
ttcacgttcg gaggggggac caagctggaa
<210> 37

<211> 357

<212> DNA

<213> Artificial Sequence

ctgcctgtca gtcttggaga tcaagcctcec

catagtaatg gacacaccta tttagaatgg

ctcctgatct acaaagtttc caaccgattt
ggatcaggga cagatttcac actcaagatc
tattactgct ttcaaggttc acatgttccg

ataaaa
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<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"
<400> 37

caggttactc tgaaagagtc tggccctggg

acttgttctt tctctgggtt ttcactgaga
cagccttcag ggaagggtct ggagtggcetg
tataacccag ccctgaagag ccggctcaca
ttcctcaaga tcgccaatgt ggacactgcea
ccgctaactt tctactttga ctactgggge
<210> 38

<211> 336

<212> DNA

<213> Artificial Sequence

<220><221> source

atattgcagc cctcccagac cctcagtcectg

acttttgcta tgggtgtagg ctggattcgt
gcacacattt ggtgggatga tgataagtac
atctccaagg atacctccaa aaaccaggta
gatactgcca catactactg tgctcgaatg

caaggcacca ctctcacagt ctcctca

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 38
gatgttttga tgacccaaac tccactctcc
atctcttgta gatctagtca gagcattgta
tacctgcaga aaccaggcca gtctccaaag
tctggggtcc cagacaggtt cagtggcagt
agcagagtgg aggctgagga tctgggagtt
ttcacgttcg gaggggggac caagctggaa
<210> 39
<211>

345
<212> DNA
<213> Artificial Sequence

<220><221> source

ctgcctgtca gtcttggaga tcaagcectcec
catagtaatg gaaacaccta tttagaatgg
ctcctgatct acaaagtttc cacccgattt
ggatcaggga cagatttcac actcaagatc
tattactgct ttcaaggttc acatgttccg

ataaaa

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 39
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caggtccaac tgcagcagcc tggggctgaa
tcctgecaagg cttctggeta caccttcacc
cctggacaag gcecttgagtg gatcggagag
aatcaaaagt tcaagggcaa ggccacattg

atgcagctca gcagcctgac atctgaggac

agtacctacg cgtggggtca aggaacctca
<210> 40

<211> 336

<212> DNA

<213> Artificial Sequence

<220><221> source

cttgtgatgc
aactactgga
attgatcctt
actgtagaca

tctgeggtct

gtcaccgtct

ctggggcttc agtgaagctg
tgcactgggt gaaacagagg
ctgatagtta tactaactac
aatcctccag cacagcectac

attactgtac aagacagggt

cctca

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"
<400> 40
gatattgtga tgacgcaggce tgcattctcc
atctcctgca ggtctagtaa gagtctccta
tatctgcaga agccaggcca gtctcctcag

tcaggagtcc cagacaggtt cagtagcagt

agcagagtgg aggctgagga tgtgggtgtt
ccgacgttcg gtggaggcac caagctggaa
<210> 41

<211> 336

<212> DNA

<213> Artificial Sequence

<220><221> source

aatccagtca

ctcttggaac atcagcttcc

catagtaatg gcatcactta tttgtattgg

ctcctgattt

gggtcaggaa

atcagatgtc caaccttgcc

ctgatttcac actgagaatc

tattactgtg ctcaaaatct agaacttcct

atcaaa

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 41

gaggtccagc tgcaacaatc tggacctgag ctggtgaage ctggggettc agtgaagatg

tcctgtaagg cttctggata cacattcact gactactaca tgatgtgggt gaagcagagt

catggaaaga gccttgagtg gattggagat attaatcctt acaatggtgg ttctagctac

aacccgaagt tcaagggcag ggccacattg actgtagaca aatcctccag cacagcectac
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atgcagctca acagcctgac atctgaggac tctgcagtct attactgtgce aagagggact

tactggggcc aagggactct ggtcactgtc tctgca
<210> 42

<211> 336

<212> DNA

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 42

gatgttgtga tgacccagac tccactcact ttgtcggtta ccattggaca accagcctcc

atctcttgca agtcaagtca gagcctctta gatagtgctg gaaagacata tttgaattgg

ttgttacaga ggccaggcca gtctccaaag cgectaatgt atctggtgtce taaactggac

tctggagtcc ctgacaggtt cactggcagc ggatcaggga cagatttcac actgaaaatc

agcagagtgg aggctgagga tttgggagtt tattattget ggcaaggtac acattttcecg

tacacgttcg gaggggggac caagctggaa ataaaa
<210> 43

<211> 336

<212> DNA

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 43

caggtccaac tgcagcagcc tggggetgag cttgtgaage ctggggcettce

tcctgcaagg cttcectggeta caccttcacc agcectactgga tgcactggat

cctggacaag gcecttgagtg gattggagag attaacccta gcaatggtgg

aatgagaagt tcaagagcaa ggccacactg actgtagaca aatcctccag

atgcaactca gcagcctgac atctgaggac tctgeggtct atcactgtaa

tactggggcc aaggcaccac tctcacagtc tcctca
<210> 44
<211> 336

<212> DNA
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<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 44
gatgttgtga tgacccagac tccactcact ttgtcggtta ccattggaca accagcctcc 60
atctcttgca agtcaagtca gagcctctta gatagttatg gaaagacata tttgaattgg 120
ttgttacagc ggccaggceca gtctccaaag cgectaatct atctggtgtce taaattggac 180
tctggagtcc ctgacaggtt cactggcagt ggatcaggga cagatttcac actgaaaatc 240
agcagagtgg aggctgagga tttgggaatt tattattget ggcaaggtac acattttcct 300
cacacgttcg gctcggggac aaagttggaa ataaaa 336
<210> 45
<211>

354
<212> DNA

<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 45

caggttcagc tgcagcagtc tggagctgag ctggcecgagge ctggggcettc agtgaaactg 60
tcctgcaagg cttcectggeta caccttcaca agcectatggta taagetgggt gaaacagaga 120
actggacagg gccttgagtg gattggagag atttttccta gaagtagtaa tacttactat 180
aatgagaagt tcaagggcaa ggccacactg actgcagaca agtcctccag cacagtgtac 240
atggagttcc gcagcctgac atctgaggac tctgeggtcet atttctgtge aagagagggg 300
ggcctggect ggtttgetta ctggggeccaa gggactctgg tcactgtcte tgca 354
<210> 46

<211> 336

<212> DNA

<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"
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<400> 46

gatgttgtga
atctcttgca
ttattacaga

tctggaatcc

agcagagtgg
ttcacgttcg
<210> 47
<211> 336

<212> DNA

tgacccagac
agtcaagtca

ggccaggeca

ctgacaggtt

aggctgagga

gcteggggac

tccactcact
gagcctctta
gtctccaaaa

cagtggcagt

tttgggagtt

aaagttggaa

<213> Artificial Sequence

<220><221>

source

ttgtcggtta

ccattggaca accagcttcc

tatactaatg gaaacaccta tttgaattgg

cgcctaatct

ggatcaggga

tattactgct

ataaaa

atctggtgtc taaattggac

cagatttcac actgagaatc

tgcagagtac acattttcca

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 47
gaggtccagce
tcctgtaagg

catggaaaga

aaccagaagt
ctgcagctcc
tactggggcc
<210> 48

<211> 336

<212> DNA

tgcaacaatc
cttctggata

gccttgaatg

tcaagggcaa
acagcctgac

aaggcaccac

tggacctgag

cacaatcact

gattggagat

ggccacattg
atctgaggac

tctcacagtc

<213> Artificial Sequence

<220><221>

source

ctggtgaagc
gactactaca

attaatcctt

actgtagaca
tctgcagtct

tccteca

ctggggcttc agtgaagatg
tgatgtggtt gaagcagagt

acactggtgg tactagctac

aatcctccag cacagcectac

attactgtgc aagaggggcc

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 48

gatgttgtga tgacccagac tccactcact ttgtcggtta ccattggaca accagcctcc

atctcttgca agtcaagtca gagcctctta gatagtgatg gaaagacata tttgaattgg

ttgttacaga ggccaggcca gtctccaaag cgectaatct atctggtgtc taaactggac
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tctggagtcc ctgacaggtt cactggcagt ggatcaggga cagatttcac actgaaaatc 240
agcagagtgg aggctgagga tttgggagtt tattattget ggcaaggtac acattttcecg 300
tacacgttcg gaggggggac caagctggaa ataaaa 336
<210> 49

<211> 336

<212> DNA

<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 49

gaggtccagce tgcaacaatc tggacctgag ctggtgaage ctggggettc agtgaagatg 60
tcctgtaagg cttctggata cacaatcact gactactaca tgatgtggtt gaagcagagt 120
catggaaaga gccttgaatg gattggagat attaatcctt acactggtgg tactagctac 180
aaccagaagt tcaagggcaa ggccacattg actgtagaca aatcctccag cacagcctac 240
atgcagctca acagcctgac atctgaggac tctgcagtct attactgtge aagaggggcec 300
tactggggcc aaggcaccac tctcacagtc tcctca 336
<210> 50

<211> 336

<212> DNA

<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 50

gatgttgtga tgacccagac tccactcact ttgtcggtta ccattggaca accagcctcc 60
atctcttgca agtcaagtca gagcctctta gatagtgatg gaaagacata tttgaattgg 120
ttgttacaga ggccaggcca gtctccaaag cgectaatct atctggtgtc taaactggac 180
tctggagtcc ctgacaggtt cactggcagt ggatcaggga cagatttcac actgaaaatc 240
agcagagtgg aggctgagga tttgggagtt tattattget ggcaaggtac acattttccg 300
tacacgttcg gaggggggac caagctggaa ataaaa 336
<210> 51

<211>

- 102 -



ZIHSdl 10-2023-0121831

336
<212> DNA
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 51

gaggtccagc tgcaacaatc tggacctgag ctggtgaage ctggggettc agtgaagata 60
tcctgtaagg cttctggata cacgttcact gactactaca tgaactgggt gaagcagagce 120
catggcagga gccttgagtt gattggagat attaatccta acaatggtgg ttctaacttc 180
aaccagaagt tcaggggcaa ggccacattg actgtagaca agtcctccag cacagcectat 240
atggagctcc gcagectgac atctgaggac tctgcaatct attactgtge aagaatgggt 300
tactggggcc aagggactct ggtcactgtc tctgca 336
<210> 52

<211> 336

<212> DNA

<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 52

gatgttgtga tgacccagac tccactcact ttgtcggtta ccattggaca accagcctcc 60
atctcttgca agtcaagtca gagcctctta catagtgatg gaaagacata tttgaattgg 120
atgttccaga ggccaggcecca gtctccaaag cgectaatct atctggtgtce taaactggac 180
tctggagtcc cttacaggtt cactggeggt ggatcaggga cagatttcac actgcaaatc 240
agcagagtgg agactgagga tttgggagtt tattattget ggcaaggtac acattttcct 300
cggacgttcg gtggaggcac caagctggaa atcaaa 336
<210> 53

<211> 342

<212> DNA

<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
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polynucleotide"

<400> 53

gaggtccagce tgcagcagtc tggacctgaa ctggtcaage ctggggettc agtgaagatg 60
tcctgcaagg cttctggata cacattcact gactactaca tacactgggt gaagcagaag 120
cctgggcagg gecttgagta cattggagag atttatcctg gaagtggtaa tacttactac 180
aatgggaagt tcaggggcaa ggccacactg actgcagaca agtcctccag cacagectac 240
atgcagctca gcagcectgac atctgaggac tctgcagtct atttctgtgg tagtggctac 300
tttgactact ggggccaagg caccactctc acagtctcct ca 342
<210> 54

<211> 336

<212> DNA

<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 54

gatgttgtga tgacccagac tccactcact ttgtctgtta ccattggaca gccagcttce 60
atttcttgca agtcaagtca gagcctctta tatagtaatg gaaaaaccta tttgaattgg 120
ttattacaga gtccaggcca gtctccaaag ctcctaatct atctggtgtc taaactggaa 180
tctggagtcc ctgacagatt cagtggcagt ggatcaggga cagattttac actgaaactc 240
agcagagtgg aggctgagga tttgggagta tattactgeg tgcaaggtac acatttccca 300
ttcacgttcg gctcggggac aaagttggaa ataaaa 336
<210> 55

<211> 1368

<212> DNA

<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 55
atggagactg ggctgcgetg gettctectg gtegetgtgt tcaaaggtgt ccagtgtcag 60
gagcaactgg tggagtccgg gggagacctg gtcaagectg gggcatccect gacactcacc 120
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tgcacagcct
Ccagggaagg
gcgagetggg
caaatgacca
atgtggggcc

ttcccactgg

gtcaaaggct
ggggtacgcea
gtgagcgtga
accaaagtgg
gaactcccegg
atctcacgca

gtgcagttca

gagcagcagt
tggctgaggg
gagaaaacca
ccteeeceggg
tacccttcceg
accacgccga

cccacgagtg

cacaaccact
<210> 56
<211> 720

<212> DNA

ctggattctc
ggctggagtg
tgaatggccg
gtctgacagt
caggcaccct

cceeectgetg

acctcccgga
cctteeegtce
cctcaagcag
acaagaccgt
ggggaccgtce
cccecgaggt

catggtacat

tcaacagcac
gcaaggagtt
tctccaaagc
aggagctgag
acatctcggt
ccgtgetgga

agtggcagcg

acacgcagaa

cttcaataag
gatcggatgc
attcaccatc
cgcggacacg
ggtcaccgtc

cggggacaca

gccagtgacce
cgtcecggcag
ccagcccegtce
tgcgeecteg
tgtcttcatc
cacatgcgtg

aaacaacgag

gatccgegtg
caagtgcaaa
Cagagggcag
cagcaggtcg
ggagtgggag
cagcgacggce

gggcgacgtc

gtccatctcce

<213> Artificial Sequence

<220><221>

source

aattattgga
atttataatg
tccaaaacct
gccatctatt
tcctcaggge

cccagctcca

gtgacctgga
tcctcaggec
acctgcaacg
acatgcagca
ttceecccaa
gtggtggacg

caggtgcgca

gtcagcaccce
gtccacaaca
ccectggage
gtcagcctga
aagaacggga
tcctacttee

ttcacctgct

cgctetecgg

tgtgectgggt
gtgatggcaa
cgtcgaccac
tctgtgcgag
aacctaaggc

cggtgaccct

actcgggcac
tctactcgct
tggcccaccce
agcccatgtg
aacccaagga
tgagccagga

ccgececeggcece

tccecatcege
aggcactccc
cgaaggtcta
cctgcatgat
aggcagagga
tctacagcaa

ccgtgatgca

gtaaatag

ccgccaggct
cacatactac
ggtgactctg
actacttaat
tccatcagtc

gggetgectg

cctcaccaat
gagcagegtg
agccaccaac
cccaccccect
caccctcatg
tgaccccgag

gcegetacgg

gcaccaggac
ggccceccatce
caccatgggce
caacggcttc
caactacaag
gctctcagtg

cgaggccttg

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 56

atggacacga gggcccccac tcagetgetg gggcetcectac tgetcectgget cccaggtgec

agatgtgctg acattgtgat gacccagact ccagcctccg tggaggcage tgtgggaggce

acagtcacca tcaagtgcca ggccagtgag agcattggca atgcattage ctggtatcag
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180
240
300
360
420

480

540
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660
720
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960
1020
1080
1140
1200
1260

1320

1368

60
120

180
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cagaaaccag

gtcccatcege
gtgcagtgtg
agttatggca
cctactgtcc
gtgtgtgtgg
acccaaacaa

aacctcagca

tgcaaggtga
<210> 57
<211> 1401

<212> DNA

ggcagcctcece

ggttcagegg
acgatgctgc
atgctttcgg
tcatcttcce
cgaataaata
ctggcatcga

gcactctgac

cccagggcac

caagctcctg

cagtggatct
cacttactac
cggagggacc
accagctgct
ctttcccgat
gaacagtaaa

actgaccagc

gacctcagtc

<213> Artificial Sequence

<220><221>

source

atctatactg

gggacagagt
tgtcaaagct
gaggtggtgg
gatcaggtgg
gtcaccgtca
acaccgcaga

acacagtaca

gtccagagct

cagccactct

tcactctcac
attattttac
tcaaaggtga
caactggaac
cctgggaggt
attctgcaga

acagccacaa

tcaatagggg

ggcatctggg

catcagtggce
tagtgttagt
tccagttgca
agtcaccatc
ggatggcacc
ttgtacctac

agagtacacc

tgactgttag

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 57

atggagactg
tcgttggagg
agagtctctg

888aaggesc

acctgggega
atgaccagtc
tataggatta
gtctectcag
acacccagct
accgtgacct

cagtcctcag

gtcacctgca
tcgacatgca

atcttcccce

ggctgegetg
agtccggggg

gattctectt

tggaatggat

aaggccgatt
tgacagacgc
acacgattgg
ggcaacctaa
ccacggtgac
ggaactcggg

gcctcetactce

acgtggccca
gcaagcccat

Caaaacccaa

gcttetectg
agacctggtc
cagtagcagt

cgcatgtatt

caccatttct
ggacacggcec
cctctatttt
ggctccatca
cctgggetge
caccctcacc

gctgagcagce

cccagcecacce
gtgcccaccce

ggacaccctce

gtcgetgtge
aagcctgggg
tattatatgt

ggtactactc

aaaatctcgt
acctatttct
aatttgtggg
gtcttcecac
ctggtcaaag
aatggggtac

gtggtgageg

aacaccaaag
cctgaactcc

atgatctcac

tcaaaggtgt
catccctgac
gttgggtcecg

gtggtagcac

cgaccacggt
gtgcgagaga
gcccaggeac
tggcccectg
gctacctcecce
gcaccttccce

tgacctcaag

tggacaagac

cggggggacce

gcacceecga

ccagtgtcag
actcacctgc
ccaggctcca

ttactacgcg

gactctacaa
tgctactggt
cctggtcacc
ctgeggggac
ggagccagtg
gtcegteegg

cagccagecce

cgttgcgcecc
gtctgtettce

ggtcacatgc
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300
360
420
480
540
600

660

720

60
120
180
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420
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720
780
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gtggtggtgg
gagcaggtgc
gtggtcagca

aaagtccaca

cagccectgg
tcggtcagcec
gagaagaacg
ggctcectact
gtcttcacct
tcecegetcetce
<210> 58
<211> 714

<212> DNA

acgtgagcca
gcaccgececg
ccctecccat

acaaggcact

agccgaaggt
tgacctgcat
ggaaggcaga
tcctcectacag
gctcecegtgat

cgggtaaata

ggatgacccce
gcegecgeta
cgcgcaccag

cceggecece

ctacaccatg
gatcaacggc
ggacaactac
caagctctca
gcacgaggcc

g

<213> Artificial Sequence

<220><221>

source

gaggtgcagt
cgggagcage
gactggctga

atcgagaaaa

ggccecteece
ttctaccctt
aagaccacgc
gtgcccacga

ttgcacaacc

tcacatggta
agttcaacag

ggggcraagga

ccatctccaa

gggaggagct
ccgacatctc
cgaccgtgct
gtgagtggca

actacacgca

cataaacaac
cacgatccgce
gttcaagtgc

agccagagesg

gagcagcagg
ggtggagtgg
ggacagcgac
gcggeggcegac

gaagtccatc

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 58

atggacacga
agatgtgcgt
cccaccatca
aaaccagggc
ccatcgeggt

gagtgtgcecg

tataatactt
gtcctceatcet
gtggcgaata
acaactggca
agcagcactc
gtgacccagg
<210> 59

<211> 1401

gggceccccac
tcgaattgac
agtgccaggc
agcctcccaa
tcagcggcag

atgctgccac

tcggeggggeg
tcccaccage
aatactttcc
tcgagaacag
tgacactgac

gcacgacctc

tcagctgctg
ccagactcca
cagtcagacc
gctcectgatce
tggatctggg

ttactactgt

gaccgaggtg
tgctgatcag
cgatgtcacc
taaaacaccg
cagcacacag

agtcgtccag

gggctcctge
tcecteegtgg
atttacagtt
tatgaagcgt
acagactaca

caaagctatc

gtggtcagag
gtggcaactg
gtcacctggg
cagaattctg
tacaacagcc

agcttcaata

tgctetgget
aggctgcetgt
acttatcctg
ccaaactggc
ctctcaccat

atggtactgc

gtgatccagt
gaacagtcac
aggtggatgg
cagattgtac
acaaagagta

ggggtgactg
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cccaggtgcec
gggaggcacg
gtatcagcag
ctctggggte
cagcgacctg

tagtactgaa

tgcacctact
catcgtgtgt
caccacccaa
ctacaacctc
cacctgcaag

ttag

900
960
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<212> DNA

<213> Artificial Sequence

<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 59

atggagactg ggctgegetg gettctectg gtegetgtge tcaaaggtgt ccagtgtcag 60
cagcagctgg tggagtccgg gggaggectg gtcaagectg gggecagecct gacattcacce 120
tgcacagcct ctggattctc cttcagtgge aattattgga tatgetgggt ccgceccaggcet 180
ccagggaagg ggttggagtg gatcgegtge attggtacta ttactagtag gacatactac 240
gcgagetggg cgaaaggecg attcaccatt tccaaaacct cgtcgaccac ggtgactcetg 300
caaatgacca gtctgacagc cgcggacacg geccacgtatt tctgtgcgag aggtgeggtt 360
gttagtagtg gtaatgctcc ctactacttt accttgtggg gcccaggcecac cctggtcacce 420
gtctcctcag ggcaacctaa ggctccatca gtctteccac tggeccectg ctgeggggac 480
acacccagct ccacggtgac cctgggetge ctggtcaaag gctacctccec ggagecagtg 540
accgtgacct ggaactcggg caccctcacc aatggggtac gcaccttcece gtcegteegg 600
cagtcctcag gectctacte getgagcage gtggtgageg tgacctcaag cagcecagcecc 660
gtcacctgca acgtggecca cccagceccacc aacaccaaag tggacaagac cgttgegecce 720
tcgacatgca gcaagcccat gtgcccaccce cctgaactcec cggggggacce gtetgtcette 780
atcttcccece caaaacccaa ggacaccctc atgatctcac gcacccccga ggtcacatge 840
gtggtggtgg acgtgagcca ggatgacccc gaggtgcagt tcacatggta cataaacaac 900
gagcaggtgc gcaccgeccg gecgecgeta cgggagcecage agttcaacag cacgatccge 960
gtggtcagca ccctccccat cgegecaccag gactggetga ggggcaagga gttcaagtge 1020
aaagtccaca acaaggcact cccggecccc atcgagaaaa ccatctccaa agccagaggg 1080
cagccectgg agccgaaggt ctacaccatg ggecctcccce gggaggaget gagcagcagg 1140
tcggtcagee tgacctgeat gatcaacgge ttctaccctt ccgacatctc ggtggagtgg 1200
gagaagaacg ggaaggcaga ggacaactac aagaccacgce cgaccgtget ggacagcgac 1260
ggctectact tcctctacag caagctctca gtgeccacga gtgagtggea geggggegac 1320
gtcttcacct getcegtgat gecacgaggece ttgcacaacc actacacgeca gaagtccatc 1380
tccegetcte cgggtaaata g 1401
<210> 60
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<211> 711

<212> DNA

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 60

atggacacga gggcccccac tcagetgetg gggetectge tgetcetgget cccaggtgec 60
agatgtgcat tcgaattgac gcagactcca tcctccgtgg aggcagetgt gggaggcaca 120
gtcaccatca agtgccaggce cagtcagagc attagtagtt acttatcctg gtatcagcag 180
aaaccagggc agcctcccaa getcctgatc tacagggecat ccactctgga atctggggtce 240
ccatcgcecggt ttaaaggcag tggatctggg acagagttca ctctcaccat cagcgacctg 300
gagtgtgccg atgcectgccac ttacttctgt caaagctatt atggtgttac ttttagtggt 360
tttgctttcg gecggagggac cgaggtggtg gtcaaaggtg atccagttge acctactgtce 420
ctcatcttcc caccagectge tgatcaggtg gcaactggaa cagtcaccat cgtgtgtgtg 480
gcgaataaat actttcccga tgtcaccgtc acctgggagg tggatggcecac cacccaaaca 540
actggcatcg agaacagtaa aacaccgcag aattctgcag attgtaccta caacctcagce 600
agcactctga cactgaccag cacacagtac aacagccaca aagagtacac ctgcaaggtg 660
acccagggca cgacctcagt cgtccagage ttcaataggg gtgactgtta g 711
<210> 61

<211> 1383

<212> DNA

<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 61

atggagactg ggctgegetg gettctectg gtegetgtge tcaaaggtgt ccagtgtcag 60
tcgttggagg agtccggggg agacctggtc aagectgggg catccectgac actcacctge 120
aaagcctctg gaatcgactt caataactat tggataacct gggtccgcca ggctccaggg 180
aaggggctgg agtggatcge atgcatttat gttggaatta ccggecgcac atggtacgeg 240
aactgggcga aaggccgatt caccatctcc aaggcecctcga gcacggtgga tctgaaaatg 300
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accagtctga
atttatgctc

aaggctccat

accctgggct
ggcaccctca
tcgctgagca
cacccagcca
atgtgcccac
aaggacaccc

caggatgacc

cggeegeege
atcgcgcacc
ctceceggecc
gtctacacca
atgatcaacg
gaggacaact

agcaagctct

atgcacgagg
tag

<210> 62
<211> 717

<212> DNA

cagccgegga
ttaacttgtg

cagtcttccc

gccetggtcaa
ccaatggggt
gegtggtgag
ccaacaccaa
ccectgaact
tcatgatctc

ccgaggtgca

tacgggagca
aggactggct
ccatcgagaa
tgggccectcec
gcttctacce
acaagaccac

cagtgcccac

ccttgcacaa

cacggccace

gggceceeagge

actggccccc

aggctacctc
acgcaccttc
cgtgacctca
agtggacaag
cccgggeegga
acgcaccccce

gttcacatgg

gcagttcaac
gaggggcaag
aaccatctcc
CCgggagegag
ttccgacatc
gccgacegtg

gagtgagtgg

ccactacacg

<213> Artificial Sequence

<220><221>

source

tatttctgtg
accctggtca

tgetgegggg

ccggagccag
ccgtecegtcec
agcagccagce
accgttgcegce
ccgtetgtcet
gaggtcacat

tacataaaca

agcacgatcc
gagttcaagt
aaagccagag
ctgagcagca
tcggtggagt
ctggacagcg

cagcggescsg

cagaagtcca

cgaggaatgg
ccgtcetectce

acacacccag

tgaccgtgac
ggcagtcctce
ccgtcacctg
cctcgacatg
tcatcttcce
gegtggtggt

acgagcaggt

gegtggtcag
gcaaagtcca
ggcagccecct
ggtcggtcag
gggagaagaa
acggctccta

acgtcttcac

tctceegetce

tgatggtggt
agggcaacct

ctccacggtg

ctggaactcg
aggcctctac
caacgtggcc
cagcaagccc
cccaaaaccce
ggacgtgagce

gcgeaccgec

caccctcecec
caacaaggca
ggagccgaag
cctgacctgce
Cgggaaggca
cttcctctac

ctgcteegtg

tccgggtaaa

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 62

atggacacga gggcccccac tcagetgetg gggetectge tgetcetgget cccaggtgec

acatttgcac aagtgctgac ccagactgca tcgtccgtgt ctgcagetgt gggaggcaca

gtcaccatca gttgccagtc cagtcagagt gtttataata ataattggtt agcctggtat

cagcagaaac cagggcagcc tcccaagetc ctgatctaca gggcatccac tctgacatct
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ggggtcccat
gacctggagt
tacgtaaatg
actgtcctca
tgtgtggega

caaacaactg

ctcagcagca
aaggtgaccc
<210> 63

<211> 1380

<212> DNA

cgcggttcaa
gtgacgatgc
atttcggegg
tctteccace
ataaatactt

gcatcgagaa

ctctgacact

agggcacgac

aggcagtgga
tgccacttac
agggaccgag
agctgctgat
tccegatgtce

cagtaaaaca

gaccagcaca

ctcagtcgtc

<213> Artificial Sequence

<220><221>

source

tctgggacac
tactgtgcag
gtggtggtca
caggtggcaa
accgtcacct

ccgcagaatt

cagtacaaca

cagagcttca

agttcactct
gcggttatag
aaggtgatcc
ctggaacagt
gggaggtgga

ctgcagattg

gccacaaaga

ataggggtga

caccatcagc
tggtaatatt
agttgcacct
caccatcgtg
tggcaccacc

tacctacaac

gtacacctgc

ctgttag

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 63
atggagactg
gagcagctgg

tgcaaagcct

CCagggaagg
tacgcgagct
ctgcacatgc
actgctttcg
gctccatcag
ctgggcetgee

accctcacca

ctgagcagcg
ccagccacca
tgcccaccce
gacaccctca
gatgaccccg

ccgecegetac

ggctgegetg
aggagtccgg

ctggattctc

ggctggagtg
gggCgaaagg
ccagtctgac
atgtgtgggg
tctteccact
tggtcaaagg

atggggtacg

tggtgagegt
acaccaaagt
ctgaactccc
tgatctcacg
aggtgcagtt

gggagcagcea

gcttetectg

gggagacctg

cttcagtaat

gatcgcatgc
ccgattcacc
agccgeggac
cccaggcacc
ggcccecectge
ctacctccceg

caccttccceg

gacctcaagc
ggacaagacc
ggggggaccg
cacccccgag
cacatggtac

gttcaacagc

gtcgetgtge
gtcaagcctg

acctactggg

atgaatcctg
atctccaaaa
acggccacct
ctggtcaccg
tgcggggaca
gagccagtga

tcegteegge

agccagceccg
gttgcgecect
tctgtcttca
gtcacatgcg
ataaacaacg

acgatccgceg

tcaaaggtgt
ggggatccct

catgctgggt

ctagtagtgg
cctegtcegac
atttctgtgc
tctcctcagg
cacccagctc
ccgtgacctg

agtcctcagg

tcacctgcaa
cgacatgcag
tcttececccce
tggtggtgga
agcaggtgceg

tggtcagcac
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ccagtgtcag
gacactcacc

ccgccaggct

tagctcttac
cacggtgact
gaaatgggat
gcaacctaag
cacggtgacc
gaactcgggc

cctctactcg

cgtggcccac
caagcccatg
aaaacccaag
cgtgagccag
caccgcecegg

cctececcatce

300
360
420
480
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600
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gcgcaccagg

ccggeeccca
tacaccatgg
atcaacggct
gacaactaca
aagctctcag
cacgaggcct
<210> 64

<211> 714

<212> DNA

actggctgag

tcgagaaaac
gcecteeeceg
tctaccctte
agaccacgcc
tgcccacgag

tgcacaacca

gggcaaggag

catctccaaa
ggaggagctg
cgacatctcg
gaccgtgetg
tgagtggcag

ctacacgcag

<213> Artificial Sequence

<220><221>

source

ttcaagtgca

gccagagggc
agcagcaggt
gtggagtggg
gacagcgacg
cggggcegacg

aagtccatct

aagtccacaa

agccecctgga
cggtcagcect
agaagaacgg
gctectactt
tcttcacctg

ccegetcetcec

caaggcactc

gccgaaggtce
gacctgcatg
gaaggcagag
cctctacagce
ctccgtgatg

gggtaaatag

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 64

atggacacga
agatgtgccg
acagtcacca
cagaaaccag
gtcccatcege

gtgcagtgtg

ggtcatgcett
gtcctceatcet
gtggcgaata
acaactggca
agcagcactc
gtgacccagg
<210> 65

<211> 1368

<212> DNA

gggceccecac
atgttgtgat
tcaagtgcca
ggcagcectcece
ggttcaaagg

acgatgctgc

tcggeggagg
tcccaccage
aatactttcc
tcgagaacag
tgacactgac

gcacgacctc

tcagctgctg
gacccagact
ggccagtcag
caagctcctg
cagtggatct

cacttactac

gaccgaggtg
tgctgatcag
cgatgtcacc
taaaacaccg
cagcacacag

agtcgtccag

<213> Artificial Sequence

gggctcctge
ccatcctcceg
agcattagta
atctatggtg
gggacagagt

tgtcaaaact

gtggtcaaag
gtggcaactg
gtcacctggg
cagaattctg
tacaacagcc

agcttcaata

tgctetgget
tggaggcagc
gctacttage
catccaatct
acactctcac

attatgctat

gtgatccagt
gaacagtcac
aggtggatgg
cagattgtac
acaaagagta

ggggtgactg

- 112 -

cccaggtgec
tgtgggaggc
ctggtatcag
ggagtctggg
catcagcggce

tgatacttat

tgcacctact
catcgtgtgt
caccacccaa
ctacaacctc
cacctgcaag

ttag

1020

1080
1140
1200
1260
1320

1380

60
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420
480
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<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 65

atggagactg ggctgegetg gettctectg gtegetgtge tcaaaggtgt ccagtgtcag 60
gagcagctgg aggagtccgg gggagacctg gtcaagectg gggcatccect gacactcacc 120
tgcacagcct ctggattctc ctttagtage aactatcaca tctgetgggt ccgecaggcet 180
ccaggaaagg ggctggagtt gatcgcatgce atttatgttg gtgatggcag cacatactac 240
gcgagetggg cgaaaggecg attcaccatc tccaaatcct cgtcgaccac ggtagcetcetg 300
caaatgacca gtctgacagc cgcggacacg geccacctatt tctgtgggag aatgtttaac 360
ttgtggggcce caggcaccct ggtcaccgtc tcctcagggce aacctaagge tccatcagtce 420
ttcccactgg cccectgetg cggggacaca cccagetcca cggtgaccet gggetgectg 480
gtcaaaggct acctcccgga gecagtgacc gtgacctgga actcgggcecac cctcaccaat 540
ggggtacgca ccttceegte cgtecggeag tcctcaggece tctacteget gagcagegtg 600
gtgagcgtga cctcaagcag ccagceccgtce acctgcaacg tggcccaccce agcecaccaac 660
accaaagtgg acaagaccgt tgcgccctcg acatgcagceca ageccatgtg cccacccecect 720
gaactccecgg ggggaccgte tgtcecttcate ttccccecccaa aacccaagga caccctcatg 780
atctcacgca cccccgaggt cacatgegtg gtggtggacg tgagceccagga tgaccccgag 840
gtgcagttca catggtacat aaacaacgag caggtgcgca ccgcccggec gecgcetacgg 900
gagcagcagt tcaacagcac gatccgcecgtg gtcagcacce tccccatcge gcaccaggac 960
tggctgaggg gcaaggagtt caagtgcaaa gtccacaaca aggcactccc ggceccccatce 1020
gagaaaacca tctccaaagc cagagggcag cccctggage cgaaggtcta caccatggge 1080
ccteeceecggg aggagetgag cagcaggtceg gtcagectga cctgecatgat caacggette 1140
tacccttccg acatctcggt ggagtgggag aagaacggga aggcagagga caactacaag 1200
accacgccga ccgtgetgga cagegacgge tcectacttcee tctacagcaa getctcagtg 1260
cccacgagtg agtggcageg gggegacgte ttcacctget ccgtgatgeca cgaggecttg 1320
cacaaccact acacgcagaa gtccatctcc cgctctcecgg gtaaatag 1368
<210> 66

<211> 708

<212> DNA

<213> Artificial Sequence

<220><221> source
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<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 66

atggacacga gggcccccac tcagetgetg gggetectge tgetcetgget cccaggtgec 60
atatgtgacc ctgtgctgac ccagactcca tcctecegtgt ctgeggetgt gggagtcaca 120
gtcaccatca actgccagtc cagtccgagt gtttatagta actacttatc ctggtatcag 180
cagaaaccag ggcagcctcce caagctcectce atctatctgg catctactct ggcatctggg 240
gtcccatcecge ggttcaaagg cagtggatct gggacacagt tcactctcac catcagcgac 300
gtgcagtgtg acgatgctge cacttactac tgtgcaggca cttatagtgg taatatttgg 360
tctttcggeg gagggaccga ggtggtggtc aaaggtgatc cagttgcacce tactgtcectce 420
atcttcccac cagctgetga tcaggtggceca actggaacag tcaccatcgt gtgtgtggceg 480
aataaatact ttcccgatgt caccgtcacc tgggaggtgg atggcaccac ccaaacaact 540
ggcatcgaga acagtaaaac accgcagaat tctgcagatt gtacctacaa cctcagcagce 600
actctgacac tgaccagcac acagtacaac agccacaaag agtacacctg caaggtgacc 660
cagggcacga cctcagtcgt ccagagcttc aataggggtg actgttag 708
<210> 67

<211> 1383

<212> DNA

<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 67

atggagactg ggctgegetg gettctectg gtegetgtge tcaaaggtgt ccagtgtcag 60
cagcagctgg tggagtccgg gggaggectg gtcaagectg gggcatccect gacactcacce 120
tgcacagcct ctggattctc cttcagtage ggctatcaca tgtgetgggt ccgccagget 180
ccagggaagg ggctggagtg gatcgecatge tttggtgttt atactggtac cactacctac 240
gcgagetggg cgaaaggtcg attcaccatc tccaaaacct cgtcgaccac ggtgactcta 300
caaatgacca gtctaacagt cgcggacacg gccacctatt tctgtgcgag aatcagtgcet 360
gaaaatggtg gggacttgtg gggcccagge accctggtca ccgtetecte agggcaacct 420
aaggctccat cagtcttcce actggecccece tgetgegggg acacacccag ctccacggtg 480
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accctgggct

ggcaccctca
tcgctgagca
cacccagcca
atgtgcccac
aaggacaccc
caggatgacc

cggeegeege

atcgcgcacc
ctceceggecc
gtctacacca
atgatcaacg
gaggacaact
agcaagctct

atgcacgagg

tag
<210> 68
<211> 711

<212> DNA

gccetggtcaa

ccaatggggt
gegtggtgag
ccaacaccaa
cccctgaact
tcatgatctc
ccgaggtgcea

tacgggagca

aggactggct
ccatcgagaa
tgggccectcec
gcttctacce
acaagaccac
cagtgcccac

ccttgcacaa

aggctacctc

acgcaccttc
cgtgacctca
agtggacaag
cccgggeegga
acgcaccccce
gttcacatgg

gcagttcaac

gaggggcaag
aaccatctcc
CCgggagegag
ttccgacatc
gccgacegtg
gagtgagtgg

ccactacacg

<213> Artificial Sequence

<220><221>

source

ccggagccag

ccgtecegtcec
agcagccagce
accgttgege
ccgtetgtcet
gaggtcacat
tacataaaca

agcacgatcc

gagttcaagt
aaagccagag
ctgagcagca
tcggtggagt
ctggacagcg
€cagcggeecg

cagaagtcca

tgaccgtgac

ggcagtcctce
ccgtcacctg
cctcgacatg
tcatcttcce
gegtggtggt
acgagcaggt

gegtggtcag

gcaaagtcca
ggcagcccct
ggtcggtcag
gggagaagaa
acggctccta
acgtcttcac

tctceegcetce

ctggaactcg

aggcctctac
caacgtggcc
cagcaagccc
cccaaaaccce
ggacgtgagce
gcgceaccgcec

caccctcececce

caacaaggca
ggagccgaag
cctgacctgce
Cgggaaggca
cttcctctac
ctgcteegtg

tccgggtaaa

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 68

atggacacga
agatgtgatg
gtcaccatca

aaaccaggsgc

ccatcgcggt

gagtgtgeceg

tttggtttcg

gggcececccac
ttgtgatgac
agtgccaggc

agcctcccaa

tcagcggcag
attctgccac

gcggaggegac

tcagctgctg
ccagactcca
cagtcagagc

gctcectgatce

tggatctggg

ttactactgt

cgaggtggtg

gggctcctge
gceceteecgtgg

attagcaact

tacagggcegt

acagagttca
cagtgcactt

gtcaaaggtg

tgctctgget
aggcagctgt
acttttcttg

ccactctggce

ctctcaccat

atggtagtag

atccagttgc

cccaggtgcec
gggaggcaca
gtatcagcag

atctggggtc

cagcgacctg
tagtactggt

acctactgtc
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cccatcttcece
gcgaataaat
actggcatcg

agcactctga

acccagggea
<210> 69
<211> 1371

<212> DNA

caccagctge tgatcaggtg gcaactggaa cagtcaccat cgtgtgtgtg

actttcccga tgtcaccgtc acctgggagg tggatggcac cacccaaaca

agaacagtaa aacaccgcag aattctgcag attgtaccta caacctcagce

cactgaccag cacacagtac aacagccaca aagagtacac ctgcaaggtg

cgacctcagt cgtccagagc ttcaataggg gtgactgtta g

<213> Artificial Sequence

<220><221>

source

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 69

atggagactg
tcgttggagg
atggcctctg

gggaagggac

aactgggcga
atgaccagtc
gacctctggg
gtcttcecac
ctggtcaaag
aatggggtac

gtggtgageg

aacaccaaag
cctgaactcc
atgatctcac
gaggtgcagt
cgggagcage
gactggctga

atcgagaaaa

ggctgegetg
agtccggggg
gaatcgactt

tggagtatat

aaggccgatt
tgacagtcgc
gcccagggac
tggcccectg
gctacctcecce
gcaccttcce

tgacctcaag

tggacaagac
cgggggegace
gcacccecga
tcacatggta
agttcaacag

ggggcraagga

ccatctccaa

gcttetectg
agacctggtc
cagtagcggc

cggatacatt

caccatctcc
ggacacggcec
cctegtcacc
ctgeggggac
ggagccagtg
gtcegteegg

cagccagcecce

cgttgcgcecc
gtctgtettce
ggtcacatgc
cataaacaac
cacgatccgc
gttcaagtgc

agccagages

gtcgetgtge
aagcctgggg

tacggcatgt

gatactggtg

aaaacctcgt
acctatttct
gtctcttcag
acacccagct
accgtgacct
cagtcctcag

gtcacctgca

tcgacatgca
atcttccccee
gtggtggtgg
gagcaggtgc
gtggtcagca
aaagtccaca

cagccectgg

tcaaaggtgt
catccctgac

ggtgggtceceg

atgataacac

cgaccacggt
gtgcgaaagg
ggcaacctaa
ccacggtgac
ggaactcggg
gcctcetactce

acgtggccca

gcaagcccat
caaaacccaa
acgtgagcca
gcaccgececg
ccctecccat
acaaggcact

agccgaaggt

ccagtgtcag
actcacctgc
ccaggctcca

atactacgcg

gactctgcaa
gggcgccata
ggctccatca
cctgggetgce
caccctcacc
gctgagcage

CcCcagccacc

gtgcccaccce
ggacaccctce
ggatgacccce
gcegecgeta
cgcgcaccag
cccggeeece

ctacaccatg
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ggcccteece gggaggaget gagcagcagg tcggtcagece tgacctgecat gatcaacgge

ttctaccctt ccgacatctc ggtggagtgge gagaagaacg ggaaggcaga ggacaactac

aagaccacgc cgaccgtgcet ggacagcegac ggctcctact tcctctacag caagectctca

gtgcccacga gtgagtggceca geggggegac gtcttcacct getccgtgat gcacgaggec

ttgcacaacc actacacgca gaagtccatc tcccgetcte cgggtaaata g

<210> 70
<211> 720

<212> DNA

<213> Artificial Sequence

<220><221>

source

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 70

atggacacga
agatgtgctg
acagtcacca
cagaaaccag
gtcccatcege
ctggagtgtg

agttatggta

cctactgtcc
gtgtgtgtgg
acccaaacaa
aacctcagca
tgcaaggtga
<210> 71

<211> 1371

<212> DNA

gggceccecac
acattgtgat
tcaagtgcca
ggcagcegtcce
ggttcaaagg
ccgatgetgce

atactttcgg

tcatcttcce
cgaataaata
ctggcatcga
gcactctgac

cccagggcac

tcagctgctg
gacccagact
ggccagtcag
caagctcctg
cagtggatct
cacttattat

cggagggacc

accagctgct
ctttcccgat
gaacagtaaa
actgaccagc

gacctcagtc

<213> Artificial Sequence

<220><221>

source

ggactcctac
ccagcctceceg
agcattagta
atctacaggg
gggacagagt
tgtcaagcgt

gaggtggtgg

gatcaggtgg
gtcaccgtca
acaccgcaga
acacagtaca

gtccagagct

tgctetggcet
tggaggcagc
gttacttagc
catccactct
acactctcac
attatcttag

tcaaaggtga

caactggaac
cctgggaggt
attctgcaga
acagccacaa

tcaatagggg

cccaggtgcec
tgtgggaggc
ctggtatcag
aaaatctggg
catcagcgac
tagtagtatc

tccagttgca

agtcaccatc
ggatggcacc
ttgtacctac
agagtacacc

tgactgttag

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"
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<400> 71

atggagactg
tcgttggagg
acagcctctg
gggaagggac
agctgggega
atgaccagtc

gacctctggg

gtcttcecac
ctggtcaaag
aatggggtac
gtggtgageg
aacaccaaag
cctgaactcc

atgatctcac

gaggtgcagt
cgggagcage
gactggctga
atcgagaaaa
ggccecteece
ttctaccctt

aagaccacgc

gtgcccacga
ttgcacaacc
<210> 72

<211> 720

<212> DNA

ggctgegetg
agtccggggg
gattctccect
tggagtggat
aaggccgatt
tgacagccgc

gcccagggac

tggcececectg
gctacctcecce
gcaccttcecce
tgacctcaag
tggacaagac
cgggggegace

gcacceecga

tcacatggta
agttcaacag
ggggcaagga
ccatctccaa
gggaggagct
ccgacatctc

cgaccgtgct

gtgagtggca

actacacgca

gcttetectg
agacctggtc
cagtagcggg
cggatacact
caccatctcc
ggacacggcec

cctegtcacc

ctgeggggac
ggagccagtg
gtcegteegg
cagccagccc
cgttgegcecc
gtctgtettce

ggtcacatgc

cataaacaac
cacgatccgc
gttcaagtgc
agccagageg
gagcagcagg
ggtggagtgg

ggacagcgac

gcggggcegac

gaagtccatc

<213> Artificial Sequence

<220><221>

source

gtcgetgtge
aagcctgggg
tatggcatgt
gatactgcta
aaaacctcgt
acctatttct

gtctcttcag

acacccagct
accgtgacct
cagtcctcag
gtcacctgca
tcgacatgca
atcttccccee

gtggtggtgg

gagcaggtgc
gtggtcagca
aaagtccaca
cagccectgg
tcggtcagcec
gagaagaacg

ggctcectact

gtcttcacct

tcecegetcete

tcaaaggtgt
cgtcectgac
gctgggteeg
ctggtaccat
cgaccacggt
gtgcgaaagg

ggcaacctaa

ccacggtgac
ggaactcggg
gcectctactce
acgtggccca
gcaagcccat
caaaacccaa

acgtgagcca

gcaccgeccg
ccctecccat
acaaggcact
agccgaaggt
tgacctgcat
ggaaggcaga

tcctctacag

gctcegtgat

cgggtaaata

ccagtgtcag
actcacctgc
ccaggctcca
tcactacgcg
gactctgcaa
gggegecatg

ggctccatca

cctgggcetge
caccctcacc
gctgagcage
cccagcecacce
gtgcccacce
ggacaccctce

ggatgacccce

gcegecgeta
cgcgcaccag
cccggeeece
ctacaccatg
gatcaacggc
ggacaactac

caagctctca

gcacgaggcc

g

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 72
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atggacacga

agatgtgctg

acagtcacca

cagaaaccag
gtcccatcege
ctggagtgtg
agttatggta
cctactgtcc
gtgtgtgtgg

aCccaaacaa

aacctcagca
tgcaaggtga
<210> 73

<211> 1365

<212> DNA

gggcececccac
acattgtgat

tcaagtgcca

ggcagcctcec
ggttcaaagg
ccgatgetgce
atgctttcgg
tcatcttcce
cgaataaata

ctggcatcga

gcactctgac

cccagggcac

tcagctgctg
gacccagact

ggccagtcag

caagctcctg
cagtggatct
cacttactat
cggagggacc
accagctgct
ctttcccgat

gaacagtaaa

actgaccagc

gacctcagtc

<213> Artificial Sequence

<220><221>

source

gggctcctac
ccagcectceceg

agcattagta

atctacagga
gggacagagt
tgtcaaagct
gaggtggtgg
gatcaggtgg
gtcaccgtca

acaccgcaga

acacagtaca

gtccagagct

tgctetggcet

tggaggcagce

gctacttage

catccactct
acactctcac
atgcttatag
tcaaaggtga
caactggaac
cctgggaggt

attctgcaga

acagccacaa

tcaatagggg

cccaggtgcec

tgtgggagge

ctggtatcag

ggcatctggg
catcagcgac
tagtagtagc
tccagttgca
agtcaccatc
ggatggcacc

ttgtacctac

agagtacacc

tgactgttag

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 73
atggagactg
tcgttggagg

acaggctctg

g88gaagggec
agctgggega
atggccagtc
tggggcccag
ccactggccc
aaaggctacc

gtacgcacct

agcgtgacct

ggctgegetg
agtccggggg

gaatcgactt

tggagtggat
gaggccgatt
tgacagccgc
gcaccctggt
cctgetgegg
tceceggagece

tccegteegt

caagcagcca

gcttetectg
agacctggtc

cagtagcagc

cgcatgcatc
caccatctcc
ggacacggcec
caccgtctcc
ggacacaccce
agtgaccgtg

ccggcagtcc

gcecgtceacce

gtcgetgtge
aagcctgggg

tactggatat

gatggtagtg
aaaacctcgt
acctatttct
tcagggcaac
agctccacgg
acctggaact

tcaggcctct

tgcaacgtgg

tcaaaggtgt
catccctgac

gectgggtcecg

atggtaacac
cgaccacggt
gtacgagaga
ctaaggctcc
tgaccctggg
cgggcaccct

actcgctgag

cccacccage

ccagtgtcag
actcacctgc

ccaggctcca

ttactacgcg
gactctgcaa
tctcaggttg
atcagtcttc
ctgecectggtce
caccaatggg

cagcgtggtg

caccaacacc
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aaagtggaca
ctcceggggg
tcacgcaccc
cagttcacat
cagcagttca

ctgaggggca

aaaaccatct
ccccggegagg
ccttecgaca
acgccgaccg
acgagtgagt
aaccactaca
<210> 74

<211> 723

<212> DNA

agaccgttgc
gaccgtcectgt
ccgaggtcac
ggtacataaa
acagcacgat

aggagttcaa

ccaaagccag
agctgagcag
tctcggtgga
tgctggacag
ggcageggeg

cgcagaagtc

gcectcegaca
cttcatcttce
atgegtggtg
caacgagcag
ccgegtggte

gtgcaaagtc

agggcagccc
caggtcggtce
gtgggagaag
cgacggctcc
cgacgtcttc

catctcccge

<213> Artificial Sequence

<220><221>

source

tgcagcaagc
cccccaaaac
gtggacgtga
gtgcgcaccg
agcaccctcc

cacaacaagg

ctggagccga
agcctgacct
aacgggaagg
tacttcctct
acctgctccg

tctccgggta

ccatgtgccc
ccaaggacac
gccaggatga
cccggecgece
ccatcgcgca

cactcceggce

aggtctacac
gcatgatcaa
cagaggacaa
acagcaagct
tgatgcacga

aatag

accccctgaa
cctcatgatc
ccccgaggtg
gctacgggag
ccaggactgg

ccccatcgag

catgggccect
cggcttctac
ctacaagacc
ctcagtgccc

ggccttgeac

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 74

atggacacga
agatgtgctg
acagtcacca
catcagcaga
tctggggtcece

agcgacgtgce

agtggtgatt
gcacctactg
atcgtgtgtg
accacccaaa
tacaacctca

acctgcaagg

gggceccecac
acattgtgct
tcaactgcca
aaccagggca
catcgeggtt

agtgtgacga

gttttgtttt
tcctceatcett
tggcgaataa
caactggcat
gcagcactct

tgacccaggg

tcagctgctg
gacccagact
ggccagtcag
gcgtcccaac
caaaggcagt

tgctgccact

Cggcggages
cccaccagct
atactttccc
cgagaacagt
gacactgacc

cacgacctca

gggctcctge
ccagectegg
aatgtttata
ctcctgatct
ggatctggga

tactactgtc

accgaggtgg
gctgatcagg
gatgtcaccg
aaaacaccgc
agcacacagt

gtcgtccaga

tgctctgget
tgtctgcage
gtaacaatgc
acaaggcttc
cacagtttac

taggcgaatt

tggtcaaagg
tggcaactgg
tcacctggga
agaattctgc
acaacagcca

gcttcaatag

cccaggtgec
tgtgggaggc
cttagcctgg
cactctggca
tctcaccatc

tagttgtagt

tgatccagtt
aacagtcacc
ggtggatggce
agattgtacc
caaagagtac

gggtgactgt
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tag 723

<210> 75

<211> 1371

<212> DNA

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 75

atggagactg ggctgegetg gettctectg gtegetgtge tcaaaggtgt ccagtgtcag 60
tcgttggagg agtccggggg agacctggtc aagectgggg catccctgac actcacctge 120
atggcctctg gaatcgactt cagtageggce tacggcatgt ggtgggtccg ccaggcetcca 180
gggaagggac tggagtatat cggatacatt gatactggtg atgataacac atactacgceg 240
aactgggcga aaggccgatt caccatctcc aaaacctcgt cgaccacggt gactctgcaa 300
atgaccagtc tgacagtcgc ggacacggcec acctatttct gtgcgaaagg gggegecata 360
gacctctggg gecceccagggac cctegtcace gtctcettcag ggcaacctaa ggetccatca 420
gtcttcceccac tggeccectg ctgeggggac acacccagcet ccacggtgac cctgggetge 480
ctggtcaaag gctacctcce ggagcecagtg accgtgacct ggaactcggg caccctcacc 540
aatggggtac gcaccttcce gtceccgteegg cagtcctcag gectcectactce getgagceage 600
gtggtgagceg tgacctcaag cagccagecc gtcacctgca acgtggecca cccagccace 660
aacaccaaag tggacaagac cgttgcgecc tcgacatgceca gcaagceccat gtgeccaccce 720
cctgaactcc cggggggace gtcectgtettce atcttcccecec caaaacccaa ggacaccctce 780
atgatctcac gcacccccga ggtcacatge gtggtggtgg acgtgageca ggatgacccec 840
gaggtgcagt tcacatggta cataaacaac gagcaggtgc gcaccgeccg gecgecgeta 900
cgggagcage agttcaacag cacgatccgce gtggtcageca ccctecccat cgegcaccag 960
gactggctga ggggcaagga gttcaagtgce aaagtccaca acaaggcact cccggeccce 1020
atcgagaaaa ccatctccaa agccagaggg cagcccctgg agcecgaaggt ctacaccatg 1080
ggccctecce gggaggaget gagcagcagg tcggtcagece tgacctgecat gatcaacgge 1140
ttctaccctt ccgacatctc ggtggagtgg gagaagaacg ggaaggecaga ggacaactac 1200
aagaccacgc cgaccgtget ggacagegac ggetcctact tcctctacag caagcetctca 1260
gtgcccacga gtgagtggea geggggegac gtcettcacct getccgtgat geacgaggece 1320
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ttgcacaacc actacacgca gaagtccatc tcccgetcte cgggtaaata g

<210> 76
<211> 720

<212> DNA

<213> Artificial Sequence

<220><221>

source

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 76

atggacacga

agatgtgctg
acagtcacca
cagaaaccag
gtcccatcge
ctggagtgtg
agttatggta

cctactgtcc

gtgtgtgtgg
acccaaacaa
aacctcagca
tgcaaggtga
<210> 77

<211> 1416

<212> DNA

gggeeeccac

acattgtgat
tcaagtgcca
ggcagcegtcc
ggttcaaagg
ccgatgetgce
atactttcgg

tcatcttccce

cgaataaata
ctggcatcga
gcactctgac

cccagggcac

tcagctgctg

gacccagact
ggccagtcag
caagctcctg
cagtggatct
cacttattat
Ccggagggacc

accagctgct

ctttcccgat
gaacagtaaa
actgaccagc

gacctcagtc

<213> Artificial Sequence

<220><221>

source

ggactcctac

ccagcctceceg
agcattagta
atctacaggg
gggacagagt
tgtcaagcgt
gaggtggtgg

gatcaggtgg

gtcaccgtca
acaccgcaga
acacagtaca

gtccagagct

tgctetggcet

tggaggcagc
gttacttagce
catccactct
acactctcac
attatcttag
tcaaaggtga

caactggaac

cctgggaggt
attctgcaga

acagccacaa

tcaatagggg

cccaggtgcece

tgtgggaggc
ctggtatcag
aaaatctggg
catcagcgac
tagtagtatc
tccagttgca

agtcaccatc

ggatggcacc
ttgtacctac
agagtacacc

tgactgttag

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 77

atggagactg ggctgegetg gettctectg gtegetgtge tcaaaggtgt ccagtgtcag

cagcagctgg aggagtccgg gggaggectg gtcaagectg gaggaaccct gacactcacc

tgcaaagcct ctggagtcgce cctcaatccece tactactata tgtgetgggt ccgccagget
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Ccagggaagg
tacgcgagct
ctgaaaatga
gttgactata

ggcaccctgg

ccetgetgeg
ctceceggage
ttceegtecg
tcaagcagcc
aagaccgttg
ggaccgtctg

cccgaggtca

tggtacataa
aacagcacga
aaggagttca
tccaaagcca
gagctgagca
atctcggtgg

gtgctggaca

tggcageggg
acgcagaagt
<210> 78
<211> 720

<212> DNA

ggctggagtg
gggCgaaagg
ccagtctgac
gttctgttgg

tcaccgtctc

gggacacacc
cagtgaccgt
tccggeagtce
agcccgtcac
cgccectegac
tcttcatctt

catgcgtggt

acaacgagca
tccgegtggt
agtgcaaagt
gagggcagcec
gcaggtcggt
agtgggagaa

gcgacggcetce

gcgacgtcett

ccatctccceg

gatcgcatgc
ccgattcacc
agccgeggac
tattggctat

ctcagggcaa

cagctccacg
gacctggaac
ctcaggcctc
ctgcaacgtg
atgcagcaag
cccecccaaaa

ggtggacgtg

ggtgcgcacc
cagcaccctc
ccacaacaag
cctggageceg
cagcctgacc
gaacgggaag

ctacttcctce

cacctgctcc

ctctcecgggt

<213> Artificial Sequence

<220><221>

source

gtggatgctg
atctccaaaa
acggccacct
gtacatggta

cctaaggctc

gtgaccctgg
tcgggcaccc
tactcgctga
gcccacccag
cccatgtgcec
cccaaggaca

agccaggatg

gceeggecege
cccatcgegce
gcactceegg
aaggtctaca
tgcatgatca
gcagaggaca

tacagcaagc

gtgatgcacg

aaatag

atagtagtgg
cctegtcegac
atttctgtgc
cggatggctt

catcagtctt

getgectggt
tcaccaatgg
gcagegtggt
ccaccaacac
cacccecctga
ccctcatgat

accccgaggt

cgctacggga
accaggactg
cccccatcga
ccatgggccc
acggcttcta
actacaagac

tctcagtgcec

aggccttgca

tagcacttac
cacggtgact
gagagaatcg
gtggggcececea

cccactggec

caaaggctac
ggtacgcacc
gagcgtgacc
caaagtggac
actcccgggg
ctcacgcacc

gcagttcaca

gcagcagttc
gctgaggggce
gaaaaccatc
tccecegggag
ccettecgac
cacgccgacce

cacgagtgag

caaccactac

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 78

atggacacga gggcccccac tcagetgetg gggetectge tgetcetgget cccaggtgec

agatgtgccg acatcgtggt gacccagact ccatcctcececg tgtctgcage tgtgggaggce
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acagtcacca

cagaaaccag
gtcccatcege
ctggagtgtg
aatttttett
cctactgtcc
gtgtgtgtgg

aCccaaacaa

aacctcagca
tgcaaggtga
<210> 79

<211> 1395

<212> DNA

tcaagtgcca

ggcagcctcece
ggttcaaagg
ccgatgetgce
atggtttcgg
tcatcttcce
cgaataaata

ctggcatcga

gcactctgac

cccagggcac

ggccagtcag

caagctcctg
cagtggatct
cacttactac
cggagggacc
accagctgct
ctttcccgat

gaacagtaaa

actgaccagc

gacctcagtc

<213> Artificial Sequence

<220><221>

source

agcattagca

atctacaggg
gggacagagt
tgtcaatgca
gaggtggtgg
gatcaggtgg
gtcaccgtca

acaccgcaga

acacagtaca

gtccagagct

actacttttc

cgtccactct
tcactctcac
cttacggtag
tcaaaggtga
caactggaac
cctgggaggt

attctgcaga

acagccacaa

tcaatagggg

ttggtatcag

ggcatctggg
catcagcgac
aagtaatagt
tccagttgca
agtcaccatc
ggatggcacc

ttgtacctac

agagtacacc

tgactgttag

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 79
atggagactg
tcgttggagg

acagcctctg

g8gaagggec
agctgggega
atgaccagtc
cgttttagta
tcagggcaac
agctccacgg

acctggaact

tcaggcctct

tgcaacgtgg

tgcagcaagc

ggctgegetg
agtccggggg

gatcctectt

tggagtggat
aaggccgatt
tgacagccgc
gtggctacta
ctaaggctcc
tgaccctggg

cgggcaccct

actcgctgag
cccacccage

ccatgtgccc

gcttetectg
agacctggtc

cagtagtacc

cgcatgcatt
caccgtctcc
ggacacggcec
ttttaacttg
atcagtcttc
ctgecectggtce

caccaatggg

cagcgtggtg
caccaacacc

accccctgaa

gtcgeegtge
aagcctgggg

tactggaact

aatgctggta
aaaacctcgt
acctatttct
tggggcccag
ccactggccc
aaaggctacc

gtacgcacct

agcgtgacct
aaagtggaca

ctceeggggg

tcaaaggtgt
cctcectgac

gectgggtcecg

gtggtaccac
cgaccacggt
gtacgagaga
gcaccctggt
cctgetgegg
tcceggagece

tccegteegt

caagcagcca
agaccgttgc

gaccgtcectgt

ccagtgtcag
actcacctgc

ccaggctcca

ttactacgcg
gactctgcaa
tagtgatggt
caccgtctcc
ggacacaccce
agtgaccgtg

ccggcagtcc

gcecgtceacce
gccectcegaca

cttcatcttc
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cccccaaaac
gtggacgtga
gtgcgcaccg

agcaccctcc

cacaacaagg
ctggagccga
agcctgacct
aacgggaagg
tacttcctct
acctgctcceg

tctccgggta

<210> 80
<211> 717

<212> DNA

ccaaggacac
gccaggatga
ceceggecegece

ccatcgcgca

cactcceggce
aggtctacac
gcatgatcaa
cagaggacaa
acagcaagct
tgatgcacga

aatag

cctcatgatc
ccccgaggtg
gctacgggag

ccaggactgg

ccccatcgag
catgggccect
cggcttctac
ctacaagacc
ctcagtgccc

ggccttgeac

<213> Artificial Sequence

<220><221>

source

tcacgcaccc
cagttcacat
cagcagttca

ctgaggggca

aaaaccatct
ccccggegagg
ccttecgaca
acgccgaccg
acgagtgagt

aaccactaca

ccgaggtcac
ggtacataaa
acagcacgat

aggagttcaa

ccaaagccag
agctgagcag
tctcggtgga
tgctggacag
ggcageggeg

cgcagaagtc

atgcgtggtg
caacgagcag
ccgegtggtce

gtgcaaagtc

agggcagccc
caggtcggtce
gtgggagaag
cgacggctcc
cgacgtcttc

catctcccegce

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 80

atggacacga
acatttgccc
gtcaccatca
cagcaaaaac

ggggtctcat

ggcgtgcagt
tggtactggg
actgtcctca
tgtgtggega
caaacaactg
ctcagcagca

aaggtgaccc

gggceccecac
aagtgctgac
attgtcagtc
cagggcagcce

cgcggttcaa

gtgacgatgc
ctttcggegg
tctteccacce
ataaatactt
gcatcgagaa
ctctgacact

agggcacgac

tcagctgcetg
ccagactgca
cagtcagagt
tcccaaactce

aggcagtgga

tgccacttac
agggaccgag
agctgctgat
tccecgatgtce
cagtaaaaca
gaccagcaca

ctcagtcgtc

gggctcctge
tccectgtgt
gtttatgata
ttgatcgacg

tctgggacgce

tactgtcaag
gtggtggtca
caggtggcaa
accgtcacct
ccgcagaatt
cagtacaaca

cagagcttca

tgctctgget
ctgcagctgt
acaactggtt
atgcatccaa

agttcactct

gcgcttatta
aaggtgatcc
ctggaacagt
gggaggtgga
ctgcagattg
gccacaaaga

ataggggtga

cccaggtgec
gggaggcaca
agcctggtat
attgacatct

caccatcagc

tagtagtggt
agttgcacct
caccatcgtg
tggcaccacc
tacctacaac
gtacacctgc

ctgttag
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<210> 81

<211> 1404

<212> DNA

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 81

atggagactg ggctgegetg gettctectg gtegetgtge tcaaaggtgt ccagtgtcag 60
cagcagctgg aggagtccgg gggaggectg gtcaagectg gaggaaccct gacactcacce 120
tgcaaagcct ctggaatcga cttcagtage tactactaca tgtgttgggt ccgccaggcet 180
ccagggaagg ggctggagtt gatcgtatgt atttatacta gtagtggtgg cacatggtac 240
gcgagetggg tgaatggecg actcaccatc tccagaagca ccagectaaa cacggtggat 300
ctgaaaatga ccagtctgac agccgcggac acggccacct atttctgtge cagaggggtt 360
tattctggta gtagtgatta tccaactcgg ttggatctct ggggccaggg caccctggtce 420
accgtctcct tagggcaacc taaggctcca tcagtcttcce cactggecee ctgetgeggg 480
gacacaccca gctccacggt gaccctggge tgectggtca aaggctacct cccggageca 540
gtgaccgtga cctggaactc gggcaccctc accaatgggg tacgcacctt ccegtcecgte 600
cggcagtcct caggcectcta ctcecgetgage agegtggtga gegtgacctc aagcagecag 660
cccgtcecacct gcaacgtggce ccacccagec accaacacca aagtggacaa gaccgttgeg 720
ccctecgacat gcagcaagcc catgtgecca cccecctgaac tceegggggg accgtetgte 780
ttcatcttcc ccccaaaacc caaggacacc ctcatgatct cacgcacccc cgaggtcaca 840
tgcgtggtgg tggacgtgag ccaggatgac cccgaggtge agttcacatg gtacataaac 900
aacgagcagg tgcgcaccge ccggecgecg ctacgggage agcagttcaa cagcacgatc 960
cgegtggtca gcaccctcece catcgegecac caggactgge tgaggggcaa ggagttcaag 1020
tgcaaagtcc acaacaaggc actcccggec cccatcgaga aaaccatctc caaagccaga 1080
gggcagceccce tggagcecgaa ggtctacacc atgggecctce cccgggagga getgageage 1140
aggtcggtca gectgacctg catgatcaac ggettctace cttccgacat ctceggtggag 1200
tgggagaaga acgggaaggc agaggacaac tacaagacca cgccgaccgt gctggacage 1260
gacggctect acttcectcta cagcaagetce tcagtgecca cgagtgagtg gcageggggce 1320
gacgtcttca cctgeteegt gatgcacgag gecttgecaca accactacac gcagaagtcce 1380
atctcccget ctccgggtaa atag 1404
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<210> 82

<211> 711

<212> DNA

<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 82

atggacacga gcacctccac tgcgetectg gggetectge tgetcetgget cacaggtgec 60
agatgtgcca tcgagatgac ccagtctcca ccctceectgt ctgecatctgt gggagaaact 120
gtcaggatta ggtgcctgge cagtgaggac atttacagtg gtatatcctg gtaccaacag 180
aagccagaga aacctcctac actcctgatc tctggtgecat ccaatttaga atctggggtce 240
ccaccacggt tcagtggcegg tggatccggg acagattaca ccctcaccat cggeggegtg 300
caggctgaag atgttgccac ctactactgt ctaggecggtt atagtttcag tagtaccggt 360
ttgacttttg gagctggcac caaggtggaa atcaaacgtg atccagttge gecttetgte 420
ctcctettee caccatctaa ggaggagetg acaactggaa cagccaccat cgtgtgtgtg 480
gcgaataaat actttcccga tgtcaccgtc acctgggagg tggatggcecac cacccaaaca 540
actggcatcg agaacagtaa aacaccgcag aattctgcag attgtaccta caacctcagce 600
agcactctga cactgaccag cacacagtac aacagccaca aagagtacac ctgcaaggtg 660
acccagggca cgacctcagt cgtccagage ttcaataggg gtgactgtta g 711
<210> 83

<211> 1383

<212> DNA

<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 83

atggagactg ggctgcgetg gettctectg gtegetgtge tcaaaggtgt ccagtgtcag 60
caacatctgg tggagtccgg gggaggectg gtcaagectg gggcatccct gacactcacc 120
tgcacagcct ctggattctc cttcactacc ggctatcaca tgtgetgggt ccgccagget 180
ccagggaagg ggctggagtg gatcgecatgt tttggtgttt atactagtac cactacctac 240
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gcgagetggg
caaatgacca

gaagatggtg

aaggctccat
accctgggct
ggcaccctca
tcgctgagca
cacccagcca
atgtgcccac

aaggacaccce

caggatgacc
cggeegeege
atcgcgcacc
ctceceggecc
gtctacacca
atgatcaacg

gaggacaact

agcaagctct
atgcacgagg
tag

<210> 84
<211> 711

<212> DNA

cgaaaggtcg
gtctaacagt

gggacttgtg

cagtcttccc
gccetggtcaa
ccaatggggt
gegtggtgag
ccaacaccaa
ccectgaact

tcatgatctc

ccgaggtgca
tacgggagca
aggactggct
ccatcgagaa
tgggccctcec
gcttctacce

acaagaccac

cagtgcccac

ccttgcacaa

attcaccatc

cgcggacacg

gggceceeagge

actggccccc
aggctacctc
acgcaccttc
cgtgacctca
agtggacaag
cccgggeegga

acgcaccccece

gttcacatgg
gcagttcaac
gaggggcaag
aaccatctcc
CCgggagegag
ttccgacatc

gccgacegtg

gagtgagtgg

ccactacacg

<213> Artificial Sequence

<220><221>

source

tccaaaacct
gccacctatt

accctggtca

tgetgegggg
ccggagccag
ccgtecegtcec
agcagccagce
accgttgcegce
ccgtetgtcet

gaggtcacat

tacataaaca
agcacgatcc
gagttcaagt
aaagccagag
ctgagcagca
tcggtggagt

ctggacagcg

cagcggescsg

cagaagtcca

cgtcgaccac

tctgtgcgag

ccgtcetectce

acacacccag
tgaccgtgac
ggcagtcctce
ccgtcacctg
cctcgacatg
tcatcttcce

gegtggtggt

acgagcaggt
gegtggtcag
gcaaagtcca
ggcagccecct
ggtcggtcag
gggagaagaa

acggctccta

acgtcttcac

tctceegetce

ggtgactcta
aatcagtgct

agggcaacct

ctccacggtg
ctggaactcg
aggcctctac
caacgtggcc
cagcaagccc
cccaaaaccce

ggacgtgage

gcgcaccgcece
caccctcecc
caacaaggca
ggagccgaag
cctgacctgc

Ccgggaaggca

cttcectctac

ctgcteegtg

tccgggtaaa

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 84

atggacacga gggcccccac tcagetgetg gggcetectge tgetcetgget cccaggtgec

agatgtgatg ttgtgatgac ccagactcca gectcegtgg aggcagetgt gggaggcaca

gtcaccatca cgtgccaggce cagtcagagc attagcaact acttttcttg gtatcagcag
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aaaccagggc
ccatcgeggt
gagtgtgecg
tttggtttcg
ctcatcttce

gcgaataaat

actggcatcg
agcactctga
acccagggca
<210> 85

<211> 1389

<212> DNA

agcctcccaa
tcagcggcag
attctgccac
gcggagggac
caccagctgc

actttcccga

agaacagtaa
cactgaccag

cgacctcagt

gctcectgatce
tggatctggg
ttacgcctgt
cgaggtggtg
tgatcaggtg

tgtcaccgtc

aacaccgcag
cacacagtac

cgtccagagc

<213> Artificial Sequence

<220><221>

source

tacagggcgt
acacagttca
cagtgcactt
gtcaaaggtg
gcaactggaa

acctgggagg

aattctgcag
aacagccaca

ttcaataggg

ccactctggce
ctctcaccat
atggtagtag
atccagttgc
cagtcaccat

tggatggcac

attgtaccta
aagagtacac

gtgactgtta

atctggggtce
cagcgacctg
tagtactggt
acctactgtc
cgtgtgtgtg

cacccaaaca

caacctcagc

ctgcaaggtg

g

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 85

atggagactg

tcgttggagg

aaagcctctg
g8gaagggec
gcgagetggg
caaatgacca
agtagttatt
caacctaagg

acggtgaccc

aactcgggca
ctctactcgce
gtggcccacce
aagcccatgt
aaacccaagg

gtgagccagg

ggctgegetg

agtccggggg

gattctectt
tggagtggag
cgaaaggccg
gtctgacagc
actactctaa
ctccatcagt

tgggctgect

ccctcaccaa
tgagcagcgt
cagccaccaa
geccaceccce
acaccctcat

atgaccccga

gcttetectg

agacctggtc

cagtagttac
cgcatgcatc
attcaccatc
cgcggacacg
tttatggggc
cttcccactg

ggtcaaaggc

tggggtacge
ggtgagegtg
caccaaagtg
tgaactcccg
gatctcacgc

ggtgcagttc

gtcgetgtge

aagcctgggg

ttctggatat
tatggtgata
tccaaaacct
gccacctatt
ccaggcaccc
gcececectget

tacctcecegg

accttcccegt
acctcaagca
gacaagaccg
gggggaccgt
acccccgagg

acatggtaca

tcaaaggtgt

catccctgac

gctgggteeg
gtagtggtag
cgtcgaccac
tctgtgcgag
tggtcaccgt
gcggggacac

agccagtgac

ccgtecggea
gccagececegt
ttgcgecectce
ctgtcttcat
tcacatgcgt

taaacaacga

ccagtgtcag

actcacctgc

ccaggctcca
tagttactac
ggtgactctg
ttatggtagt
ctcctcaggg
acccagctcc

cgtgacctgg

gtcctcagge
cacctgcaac
gacatgcagc
cttcecccca
ggtggtggac

gcaggtgege
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accgcececeggce

ctccecatceg
aaggcactcc
ccgaaggtct
acctgcatga
aaggcagagg
ctctacagca

tccgtgatge

ggtaaatag
<210> 86
<211> 708

<212> DNA

cgccgetacg

cgcaccagga
cggcccccat
acaccatggg
tcaacggctt
acaactacaa
agctctcagt

acgaggcctt

ggagcagcag

ctggctgagg
cgagaaaacc
ccecteeeegg
ctacccttce
gaccacgccg
gcccacgagt

gcacaaccac

<213> Artificial Sequence

<220><221>

source

ttcaacagca

ggcaaggagt
atctccaaag
gaggagctga
gacatctcgg
accgtgcetgg
gagtggcagce

tacacgcaga

cgatccgcegt

tcaagtgcaa
ccagagggca
gcagcaggtc
tggagtggga
acagcgacgg
ggggcgacgt

agtccatctc

ggtcagcacc

agtccacaac
gcecectggag
ggtcagectg

gdagaacggg

ctcctacttce
cttcacctgc

ccgeteteceg

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 86

atggacacga
atatgtgacc
gtcaccatca

cagcagaaac

ggggtcccat
gacctggagt
gatttcggcg
atcttcccac
aataaatact
ggcatcgaga

actctgacac

cagggcacga
<210> 87

<211> 1383

gggcececccac
ctgtgatgac
gttgccagtce

cagggcagcc

cgcggttcag
gtgacgatgc
gagggaccga
cagctgctga
ttccecgatgt
acagtaaaac

tgaccagcac

cctcagtcgt

tcagctgctg
ccagactcca
cagtcagagt

tcccaaacgce

aggcagtgga
tgccacttac
ggtggtggtce
tcaggtggca
caccgtcacc
accgcagaat

acagtacaac

ccagagcttc

gggctcctge
tcttccacgt
gtttataata

ctgatctacg

tctggggceac
tactgtctag
agaggtgatc
actggaacag
tgggaggtgeg
tctgcagatt

agccacaaag

aataggggtg

tgctetgget
ctgcggctgt
acaactactt

aatcatccaa

agttcactct
gcgcatatta
cagttgcacc
tcaccatcgt
atggcaccac
gtacctacaa

agtacacctg

actgttag

cccaggtgcec
gggaggcaca
agcctggtat

actggcatct

caccatcagc
tactactctt
tactgtcctce
gtgtgtggeg
ccaaacaact
cctcagcagc

caaggtgacc
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<212> DNA

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 87

atggagactg ggctgegetg gettctectg gtegetgtge tcaaaggtgt ccagtgtcag 60
gagcagttgg tggagtccgg gggaggcectg gtccagectg agggatccct gacactcacc 120
tgcaaagcct ctggattcga cttcagtage aatgcaatgt getgggtccg ccaggetcca 180
gggaaggggc tggagtggat cgcatgcatt tataatggtg atggcagcac atactacgeg 240
agctgggtga atggccgatt caccatctcc aagacctcgt cgaccacggt gactctgcaa 300
atgaccagtc tgacagccge ggacacggcec acctatttct gtgegagagg tctctctaat 360
tggaataggg ataacttatg gggccctggce accctggtca ccgtcetcecte agggcaacct 420
aaggctccat cagtcttccc actggecccece tgetgegggg acacacccag ctccacggtg 480
accctggget gectggtcaa aggcectacctc ccggagecag tgaccgtgac ctggaactcg 540
ggcaccctca ccaatggggt acgcaccttce ccgteegtcee ggcagtectc aggectctac 600
tcgctgageca gegtggtgag cgtgacctca agcagcecage ccgtcacctg caacgtggec 660
cacccagcca ccaacaccaa agtggacaag accgttgege cctcecgacatg cagcaagcecc 720
atgtgcccac cccctgaact cccgggggga cegtcetgtet tcatcttcecece cccaaaaccce 780
aaggacaccc tcatgatctc acgcaccccc gaggtcacat gegtggtggt ggacgtgage 840
caggatgacc ccgaggtgca gttcacatgg tacataaaca acgagcaggt gcgcaccgcec 900
cggecgecge tacgggagca gcagttcaac agcacgatcce gegtggtcag caccctceccc 960
atcgcgcacc aggactggct gaggggcaag gagttcaagt gcaaagtcca caacaaggca 1020
ctceceggecce ccatcgagaa aaccatctcc aaagccagag ggcageccct ggagcecgaag 1080
gtctacacca tgggccctece ccgggaggag ctgagcagca ggtcggtcag cctgacctge 1140
atgatcaacg gecttctacce ttccgacatc tcggtggagt gggagaagaa cgggaaggea 1200
gaggacaact acaagaccac gccgaccgtg ctggacagceg acggcetecta cttectctac 1260
agcaagctct cagtgceccac gagtgagtgg cageggggeg acgtcttcac ctgeteegtg 1320
atgcacgagg ccttgcacaa ccactacacg cagaagtcca tctcecegete tccgggtaaa 1380
tag 1383
<210> 88

<211> 720
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<212> DNA

<213> Artificial Sequence

<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 88

atggacacga gggcccccac tcagetgetg gggetectge tgetcetgget cccaggtgec 60
acatttgccc aagtgctgac ccagactcca tcctcegtgt ctgcagetgt gggaggcaca 120
gccaccatca actgccaggce cagtcagagt ctttatagtc ccaagaattt agcctggtat 180
cagcagacac cagggcagcc tcccaagetc ctgatctatt ctgcatcgaa actggcatct 240
ggggtcccat cgeggttcaa aggcagtgga tctgggacac agttcactct caccatcage 300
ggcgtgcagt gtgacgatgce tgcaatttac tactgtcaag gcgaatttag ttgtactact 360
getgettgtt ttgettttgg cggagggacce gaggtggtgg tcaaaggtga tccagttgea 420
cctactgtcc tcatcttcce accagetget gatcaggtgg caactggaac agtcaccatc 480
gtgtgtgtgg cgaataaata ctttcccgat gtcaccgtca cctgggaggt ggatggcacc 540
acccaaacaa ctggcatcga gaacagtaaa acaccgcaga attctgcaga ttgtacctac 600
aacctcagca gcactctgac actgaccagc acacagtaca acagccacaa agagtacacc 660
tgcaaggtga cccagggcac gacctcagtc gtccagaget tcaatagggg tgactgttag 720
<210> 89

<211> 1386

<212> DNA

<213> Artificial Sequence

<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 89

atggagactg ggctgcgetg gettctectg gtegetgtge tcaaaggtgt ccagtgtcag 60
tctttggagg agtccggggg aggectggtc cagectgagg gatccectgac actcgectge 120
acagcttcgg gattctcctt cagtagctac tactacatct gectgggtccg ccaggcetcca 180
gggacggggc tggagtggat cggatgcatt aatactggta gtgatgacac tcactacgeg 240
agctggttga aaggccgatt caccttctcc aaggcctcegt cgaccacgtt gactctgcaa 300
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atgaccagtc

agtgatgatg
cctaaggctc
gtgaccctgg
tcgggcaccc
tactcgctga
gcccacccag

cccatgtgcec

cccaaggaca
agccaggatg
gceeggecege
cccatcgegce
gcactcecegg
aaggtctaca

tgcatgatca

gcagaggaca
tacagcaagc
gtgatgcacg
aaatag
<210> 90
<211> 708

<212> DNA

tgacagccgc

cttatgatct
catcagtctt
gctgectggt
tcaccaatgg
gcagegtggt
ccaccaacac

cacccecctga

ccctcatgat
accccgaggt
cgctacggga
accaggactg
cccccatcga
ccatgggccc

acggcttcta

actacaagac
tctcagtgcec

aggccttgcea

ggacacggcc

ctggggccca
cccactggcec
caaaggctac
ggtacgcacc
gagcgtgacc
caaagtggac

actcccgggg

ctcacgcacc
gcagttcaca
gcagcagttc
gctgaggggce
gaaaaccatc
tcceegggag

ccecttecgac

cacgccgace

cacgagtgag

caaccactac

<213> Artificial Sequence

<220><221>

source

acctatttct

ggcaccctgg
ccetgetgeg
ctcceggage
ttceegtecg
tcaagcagcc
aagaccgttg

ggaccgtctg

cccgaggtca
tggtacataa
aacagcacga
aaggagttca
tccaaagcca
gagctgagca

atctcggtgg

gtgctggaca
tggcageggg

acgcagaagt

gtgcgagatc

tcactgtctc
gggacacacc
cagtgaccgt
tccggceagtc
agcccgtcac
cgccectegac

tcttcatctt

catgcgtggt
acaacgagca
tccgegtggt
agtgcaaagt
gagggcagcec
gcaggtcggt

agtgggagaa

gcgacggcetce
gcgacgtcett

ccatctccceg

atctggtagt

ctcagggcaa
cagctccacg
gacctggaac
ctcaggcctc
ctgcaacgtg
atgcagcaag

CCcCcCCcCaaaa

ggtggacgtg
ggtgcgcacce
cagcaccctc
ccacaacaag
cctggagcecg
cagcctgacc

gaacgggaag

ctacttcctce
cacctgctcc

ctcteegggt

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 90

atggacacga gggcccccac tcagetgetg gggetectge tgetcetgget cccaggtgec

agatgtgatg ttgtgatgac ccagactcca gectcegtgt ctgaacctgt gggaggcgcea

gtcaccatca agtgccaggce cagtcagagc attggtagta atttagectg gtatcagcac

aaaccagggc agcctcccaa getcctgatce tattttgecat ccagectgge atctggggtce
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tcgtcgeggt
gagtgtgecg
actttcggcg

atcttcccac

aataaatact
ggcatcgaga
actctgacac
cagggcacga
<210> 91

<211> 1395

<212> DNA

tcaagggegg
atgctgccac
gagggaccga

cagctgctga

ttccegatgt
acagtaaaac
tgaccagcac

cctcagtcgt

tagatctggg
ttactactgt
ggtggtggtce

tcaggtggca

caccgtcacc
accgcagaat
acagtacaac

ccagagcttc

<213> Artificial Sequence

<220><221>

source

acacagttca
cactgtactt
aaaggtgatc

actggaacag

tgggaggtgg
tctgcagatt

agccacaaag

aataggggtg

ctctcaccat
attatcctct
cagttgcacc

tcaccatcgt

atggcaccac
gtacctacaa
agtacacctg

actgttag

cagcgacctg
tagttatgtt
tactgtcctc

gtgtgtggeg

CCaaacaact
cctcagcagc

caaggtgacc

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 91

atggagactg

tcgttggagg
acagcctctg
g88gaagggec
gcgagetggg
caaatgacca
gctgetggtg

tcagggcaac

agctccacgg
acctggaact
tcaggcctct
tgcaacgtgg
tgcagcaagc
cccccaaaac

gtggacgtga

ggctgegetg

agtccggggg
gattctectt
tggagtggat
tgaatggccg
gtctgacagc
gttttggtaa

ctaaggctcc

tgaccctggg
cgggcaccct
actcgctgag
cccacccage
ccatgtgccc
ccaaggacac

gccaggatga

gcttetectg

agacctggtc
cggtagctat
cgcatgcatt
attcaccatc
cgcggacacg
tttggaattg

atcagtcttc

ctgcectggtce
caccaatggg
cagegtggtg
caccaacacc
accccctgaa
cctcatgatc

ccccgaggtg

gtcgetgtge

aagcctggga
tattatatgt
gatgttggta
tccaaaacct
gccacctatt
tggggcccag

ccactggccc

aaaggctacc
gtacgcacct
agcgtgacct
aaagtggaca
ctcceggggg
tcacgcaccc

cagttcacat

tcaaaggtgt

catccctgac
gctgggteeg
gtagtggtga
cgtcgaccac
tctgtgcgag
gcaccctggt

cctgetgegg

tceceggagece
tccegteegt
caagcagcca
agaccgttgc
gaccgtcectgt
ccgaggtcac

ggtacataaa

ccagtgtcag

actctcctgce
ccaggctcca
cacatactac
ggtgactctg
agatgatact
caccgtctcc

ggacacaccce

agtgaccgtg
ccggcagtcc
gcecegtceacce
gccectegaca
cttcatctte
atgegtggtg

caacgagcag
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gtgcgcaccg
agcaccctcc
cacaacaagg
ctggagccga
agcctgacct
aacgggaagg

tacttcctct

acctgctcceg
tctcegggta
<210> 92
<211> 717

<212> DNA

cccggecgece
ccatcgcgca
cactcceggce
aggtctacac
gcatgatcaa
cagaggacaa

acagcaagct

tgatgcacga

aatag

gctacgggag
ccaggactgg
ccccatcgag
catgggccect
cggcttctac
ctacaagacc

ctcagtgccc

ggccttgeac

<213> Artificial Sequence

<220><221>

source

cagcagttca
ctgaggggca
aaaaccatct
ccccggegagg
ccttecgaca
acgccgaccg

acgagtgagt

aaccactaca

acagcacgat
aggagttcaa
ccaaagccag
agctgagcag
tctcggtgga
tgctggacag

g8cagcgess

cgcagaagtc

ccgegtggte
gtgcaaagtc
agggcagccc
caggtcggtce
gtgggagaag
cgacggctcc

cgacgtcttc

catctcccege

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 92
atggacacga
agatgtgcat

gtcaccatca

aaaccagggc
ccatcgeggt
gagtgtgcecg
tatttttttg
actgtcctca
tgtgtggega

caaacaactg

ctcagcagca
aaggtgaccc
<210> 93

<211> 1371

<212> DNA

gggcececccac
tcgaattgac

agtgccaggc

agcctcccaa
tcaaaggcag
atgctgccac
gtttcggegg
tcttceccacce
ataaatactt

gcatcgagaa

ctctgacact

agggcacgac

tcagctgctg
ccagactcca

cagtcagagc

gcgcectgatt
tggatctggg
ttactactgt
agggaccgag
agctgctgat
tccecgatgtce

cagtaaaaca

gaccagcaca

ctcagtcgtc

gggctcctge
tccteecgtgt

atttacagct

taccaggcat
acagatttca
caaaacaatt
gtggtggtca
caggtggcaa
accgtcacct

ccgcagaatt

cagtacaaca

cagagcttca

tgctetgget
ctgaacctgt

acttttcctg

ccactctggce
ctctcaccat
atggtagggg
aaggtgatcc
ctggaacagt
gggaggtgga

ctgcagattg

gccacaaaga

ataggggtga

cccaggtgcec

gggaggcaca

gtatcagcag

ttctggggtce
cagcgacctg
tagtggtagt
agttgcacct
caccatcgtg
tggcaccacc

tacctacaac

gtacacctgc

ctgttag
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<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 93

atggagactg ggctgegetg gettctectg gtegetgtge tcaaaggtgt ccagtgtcag 60
tcgttggagg agtccggggg agacctggtc aagcectgggg catccctgac actcacctge 120
aaagcctctg gaatcgactt cagtagcecggce tacggcatgt ggtgggtccg ccaggcetcca 180
gggaagggac tggagtatat cggatacatt gatactggta gtggtagcac ttactacgeg 240
aactgggcga aaggccgatt caccatctcc aaaacctcgt cgaccatggt gactctgcaa 300
atgaccagtc tgacagtcgc ggacacggcec acctatttct gtgcgaaagg gggegecata 360
gacctctggg gecceccagggac cctegtcace gtctcettcag ggcaacctaa ggetccatca 420
gtcttcceccac tggeccectg ctgeggggac acacccagcet ccacggtgac cctgggetge 480
ctggtcaaag gctacctcce ggagcecagtg accgtgacct ggaactcggg caccctcacce 540
aatggggtac gcaccttcce gtceccgtecegg cagtcctcag gectcectactce getgagceage 600
gtggtgageg tgacctcaag cagccagecc gtcacctgca acgtggecca cccagcecace 660
aacaccaaag tggacaagac cgttgcgecc tcgacatgceca gcaagceccat gtgeccaccc 720
cctgaactcc cggggggace gtcectgtettce atcttcccecec caaaacccaa ggacaccctce 780
atgatctcac gcacccccga ggtcacatge gtggtggtgg acgtgageca ggatgacccec 840
gaggtgcagt tcacatggta cataaacaac gagcaggtgc gcaccgeccg gecgecgeta 900
cgggagcage agttcaacag cacgatccgce gtggtcageca ccctecccat cgegecaccag 960
gactggctga ggggcaagga gttcaagtgce aaagtccaca acaaggcact cccggeccce 1020
atcgagaaaa ccatctccaa agccagaggg cagcccctgg agcecgaaggt ctacaccatg 1080
ggccctecce gggaggaget gagcagcagg tcggtcagece tgacctgecat gatcaacgge 1140
ttctaccctt ccgacatctc ggtggagtgg gagaagaacg ggaaggecaga ggacaactac 1200
aagaccacgc cgaccgtget ggacagegac ggetcctact tcctctacag caagcetctca 1260
gtgcccacga gtgagtggea geggggegac gtcettcacct getcecegtgat geacgaggece 1320
ttgcacaacc actacacgca gaagtccatc tcccgetctc cgggtaaata g 1371
<210> 94

<211> 720

<212> DNA
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<213> Artificial Sequence

<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 94

atggacacga gggcccccac tcagetgetg ggactcctac tgetcetgget cccaggtgec 60
agatgtgctg acattgtgat gacccagact ccagcctccg tggaggcage tgtgggaggce 120
acagtcacca tcaagtgcca ggccagtcag agcattagta gttacttage ctggtatcag 180
cagaaaccag ggcagcgtcc caagctcctg atctacaggg catccactct ggcatctggg 240
gtcccatcecge ggttcaaagg cagtggatct gggacagact acactctcac catcagcgac 300
ctggagtgtg ccgatgetge cacttattat tgtcatacct attatcttag tagtagtatc 360
agttatggta atactttcgg cggagggacc gaggtggtgg tcaaaggtga tccagttgcea 420
cctactgtcc tcatcttcce accagetget gatcaggtgg caactggaac agtcaccatc 480
gtgtgtgtgg cgaataaata ctttcccgat gtcaccgtca cctgggaggt ggatggcacc 540
acccaaacaa ctggcatcga gaacagtaaa acaccgcaga attctgcaga ttgtacctac 600
aacctcagca gcactctgac actgaccagc acacagtaca acagccacaa agagtacacc 660
tgcaaggtga cccagggcac gacctcagtc gtccagaget tcaatagggg tgactgttag 720
<210> 95

<211> 1398

<212> DNA

<213> Artificial Sequence

<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 95

atggagactg ggctgcgetg gettctectg gtegetgtge tcaaaggtgt ccagtgtcag 60
gagcagctgg aggagtccgg gggagacctg gtcaagectg agggatccct gacactcacc 120
tgcaaagcct ctggattctc cttcagtage atctactgga tttgetgggt ccgccagget 180
ccagggaagg ggctggagtg gatcgcatge actactgttg tcaaaagtgg tagaacttac 240
tacgcgaact gggcgaaagg ccgattcacc atctccaaaa cctcgtcgac cacggtgact 300
ctgcaaatga ccagtctgac agccgcggac acggccacct atttctgtge gagagaattt 360
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gttgatggtg
tcctcaggge
cccagctcca
gtgacctgga
tcctcaggcec
acctgcaacg

acatgcagca

ttcececccaa
gtggtggacg
caggtgcgca
gtcagcaccce
gtccacaaca
ccectggage

gtcagcctga

aagaacggga
tcctacttee
ttcacctgct
cgctetecgg
<210> 96
<211> 711

<212> DNA

gtggtagtag
aacctaaggc
cggtgaccct
actcgggcac
tctactcgct
tggcccaccc

agcccatgtg

aacccaagga
tgagccagga
ccgeeeggece
tccecatcege
aggcactccc
cgaaggtcta

cctgcatgat

aggcagagga
tctacagcaa
ccgtgatgca

gtaaatag

tggtagggac
tccatcagtc
gggetgectg
cctcaccaat
gagcagegtg
agccaccaac

cccacccecct

caccctcatg
tgaccccgag
gccegetacgg
gcaccaggac
ggcccccatce
caccatgggce

caacggcttc

caactacaag
gctctcagtg

cgaggccttg

<213> Artificial Sequence

<220><221>

source

ttgtggggcc
ttcccactgg
gtcaaaggct
ggggtacgea
gtgagcgtga
accaaagtgg

gaactccegg

atctcacgca
gtgcagttca
gagcagcagt
tggctgaggg
gagaaaacca
ccteceeceggg

tacccttcceg

accacgccga
cccacgagtg

cacaaccact

caggcaccct
cceeectgetg
acctcccgga
cctteeegtce
cctcaagcag
acaagaccgt

ggggaccgtce

cccecgaggt
catggtacat
tcaacagcac
gcaaggagtt
tctccaaagc
aggagctgag

acatctcggt

ccgtgctgga
agtggcagcg

acacgcagaa

ggtcaccgtce
cggggacaca
gccagtgacce
cgtcecggceag
ccagcccgtce
tgcgeecteg

tgtcttcatc

cacatgcgtg
aaacaacgag
gatccgegtg
caagtgcaaa
Ccagagggcag
cagcaggtcg

ggagtgggag

cagcgacggce
gggcgacgtc

gtccatctcc

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 96

atggacacga

agatgtgcct
gtcaccatca
aaacctggac
ccatcgeggt

gagtgtgcecg

gggeeececac

atgatatgac

agtgccaggc

agcctcccaa

tcagctgctg

ccagactcca
cagtcagagc

gcgcectaatce

gggctcctge

geceteegtgg
attagtaggg

tacaaggcat

tcaaaggcag tggatctggg acagatttca

atgctgccac

ttactactgt

caacagggtt

tgctctgget

aggcagctgt
acttatcctg
ccactctggce
ctctcaccat

atagtagtat

cccaggtgcec

gggaggcaca
gtatcagcag
atctggggtce
cagcgacctg

tgatgttgat
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aatgatttcg

ctcatcttcc

gcgaataaat
actggcatcg
agcactctga
acccagggca
<210> 97

<211> 1404

<212> DNA

gcggagggac

caccagctgc

actttcccga
agaacagtaa
cactgaccag

cgacctcagt

cgaggtggtg

tgatcaggtg

tgtcaccgtc
aacaccgcag
cacacagtac

cgtccagagc

<213> Artificial Sequence

<220><221>

source

gtcaaaggtg

gcaactggaa

acctgggagg
aattctgcag
aacagccaca

ttcaataggg

atccagttgc

cagtcaccat

tggatggcac
attgtaccta
aagagtacac

gtgactgtta

acctactgtc

cgtgtgtgtg

cacccaaaca
caacctcagc
ctgcaaggtg

g

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 97

atggagactg

gagcagctgg
tgcaaagcct
CCagggaagg
tacgcgagct
gatctgaaaa
gctactggta

accgtctcct

gacacaccca
gtgaccgtga
cggcagtcct
ccegtcacct
ccctegacat
ttcatcttcc

tgegtggtag

aacgagcagg

cgecgtggtca

ggctgegetg

aggagtccgg
ctggattcga
ggctggagtg
gggtgaatgg
tgaccagtct
atggtggtta

cagggcaacc

gctccacggt
cctggaactc
caggcctcta
gcaacgtggce
gcagcaagcec
ccccaaaacce

tggacgtgag

tgcgcaccge

gcaccctcecce

gcttetectg

gggaggcectg
cctcagtagc
gatcgcatgc
ccgattcacc
gacagccegeg
tggatactac

taaggctcca

gaccctgggce
gggcaccctce
ctcgetgage
ccacccagcec
catgtgccca
caaggacacc

ccaggatgac

ccggeegecg

catcgcgcac

gtcgetgtge

gtcaagectg
ggctatgaca
atttatgctg
atctccagca
gacacggcca
tttaacttgt

tcagtcttcc

tgcctggtca
accaatgggg
agcgtggtga
accaacacca
cceectgaac
ctcatgatct

cccgaggtgc

ctacgggagc

caggactggc

tcaaaggtgt

agggatccct
tgtgctgggt
attatagtgg
gcaccagcct
cctatttctg
ggggececagg

cactggcccc

aaggctacct
tacgcacctt
gecgtgacctce
aagtggacaa
tccegggggeg
cacgcacccce

agttcacatg

agcagttcaa

tgaggggcaa

ccagtgtcag

gacactcacc
ccgccaggct
tagcacatac
aaacacggtg
tgccagaggg
caccctggtc

ctgctgceggg

cccggageca
ccegtecegtce
aagcagccag
gaccgttgceg
accgtctgtc
cgaggtcaca

gtacataaac

cagcacgatc

ggagttcaag
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tgcaaagtcc
gggcagcccce
aggtcggtca
tgggagaaga

gacggctcect

gacgtcttca
atctcccgcet
<210> 98

<211> 717

<212> DNA

acaacaaggc
tggagccgaa
gcctgacctg

acgggaaggc

acttcctcta

cctgetecegt

ctccgggtaa

actccecggcec
ggtctacacc
catgatcaac
agaggacaac

cagcaagctc

gatgcacgag

atag

<213> Artificial Sequence

<220><221>

source

cccatcgaga
atgggccctce
ggcttctacc
tacaagacca

tcagtgccca

gccttgcaca

aaaccatctc
Ccccgggagga
cttccgacat
cgccgaccgt

cgagtgagtg

accactacac

caaagccaga
gctgagcage
ctcggtggag
gctggacage

gCagegaesce

gcagaagtcc

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 98
atggacacga
agatgtgctg

acagtcacca

cagaaaccag
gtctcatcge
ctggagtgtg
agtgataatg
actgtcctca
tgtgtggega

caaacaactg

ctcagcagca
aaggtgaccc
<210> 99

<211> 1389

<212> DNA

gggcececccac
acattgtgat

tcaagtgtca

ggcagcectcece
ggttcaaagg
ccgatgetgce
ctttcggegg
tcttececacce
ataaatactt

gcatcgagaa

ctctgacact

agggcacgac

tcagctgctg
gacccagact

ggccagtcag

caagctcctg
cagtggatct
cacttactac
agggaccgag
agctgctgat
tccecgatgtce

cagtaaaaca

gaccagcaca

ctcagtcgtc

<213> Artificial Sequence

<220><221>

source

gggctcctac
ccagcctceceg

aacattaata

atctacaagg
gggacagaat
tgtcaaacct
gtggtggtca
caggtggcaa
accgtcacct

ccgcagaatt

cagtacaaca

cagagcttca

tgctetgget
tgtctgaacc

gecggcettage

catccactct
tcactctcac
attattatag
aaggtgatcc
ctggaacagt
gggaggtgga

ctgcagattg

gccacaaaga

ataggggtga

cccaggtgcec

tgtgggagge

ctggtatcag

ggcatctggg
catcagcgac
tagtagtagt
agttgcacct
caccatcgtg
tggcaccacc

tacctacaac

gtacacctgc

ctgttag
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<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 99

atggagactg ggctgegetg gettctectg gtegetgtge tcaaaggtgt ccagtgtcag 60
tcgttggagg agtccggggg agacctggtc aagcectgggg catccctgac actcacctge 120
acagcttctg gattctcectt cagtagcagt tattggatat gectgggtccg ccaggcetcca 180
gggaaggggc tggagtggat cgcatgtatt tatggtggta gtagtggtaa cattgcctac 240
gcgagetggg cgaaaggecg attcaccatc tccaaaacct cgtcgaccac ggtgactcta 300
caaatgacca gtctgacagc cgcggacacg geccacctatt tctgtgecgag agatattcct 360
agtgatgctt tcaccttaga cttgtggggce ccaggcaccce tggtcaccgt ctcctcaggg 420
caacctaagg ctccatcagt cttcccactg geeccctget geggggacac acccagcetcec 480
acggtgaccc tgggetgect ggtcaaaggce tacctcccgg agecagtgac cgtgacctgg 540
aactcgggca ccctcaccaa tggggtacge accttcceegt ccgtecggea gtectcagge 600
ctctactcge tgagcagcegt ggtgagegtg acctcaagca geccageccgt cacctgcaac 660
gtggcccacce cagccaccaa caccaaagtg gacaagaccg ttgegecectc gacatgcage 720
aagcccatgt gcccacccece tgaactcecg gggggaccgt ctgtcecttcat cttceecccca 780
aaacccaagg acaccctcat gatctcacgc acccccgagg tcacatgegt ggtggtggac 840
gtgagccagg atgaccccga ggtgcagttc acatggtaca taaacaacga gcaggtgege 900
accgececgge cgecgetacg ggagcageag ttcaacagceca cgatccgegt ggtcagceacce 960
ctccecatcg cgcaccagga ctggetgagg ggcaaggagt tcaagtgcaa agtccacaac 1020
aaggcactcc cggcccccat cgagaaaacc atctccaaag ccagagggca gceccctggag 1080
ccgaaggtct acaccatggg ccctceccecgg gaggagetga gcagcaggtce ggtcagectg 1140
acctgcatga tcaacggctt ctacccttcc gacatctcgg tggagtggga gaagaacggg 1200
aaggcagagg acaactacaa gaccacgccg accgtgetgg acagcecgacgg ctcectacttce 1260
ctctacagca agctctcagt gecccacgagt gagtggcage ggggcegacgt cttcacctge 1320
tccgtgatge acgaggectt gcacaaccac tacacgcaga agtccatctc ccgetcteeg 1380
ggtaaatag 1389
<210> 100

<211> 720

<212> DNA

<213> Artificial Sequence

- 141 -
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<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 100

atggacacga gggcccccac tcagetgetg gggetectge tgetcetgget cccaggtgec 60
acatttgccc aagtgctgac ccagactcca tcctcecegtgt ctgcagetgt gggaagcaca 120
gtcaccatca attgccaggce cagtcagagt gtttataaag acaacaattt agcctggtat 180
cagcagaaac cagggcagcc tcccaagetc ctgatctaca aggcttccac tctggecatct 240
ggggtcccat cgeggttcaa aggcagtgga tctgggacac agttcactct caccatcage 300
ggcgtgcagt gtgaagatgce tgccacttac tactgtcaag gcgaattcag ttgtggtagt 360
gctgattgta ttgectttcgg cggagggacce gaggtggtgg tcaaaggtga tccagttgea 420
cctactgtcc tcatcttcce accagetget gatcaggtgg caactggaac agtcaccatc 480
gtgtgtgtgg cgaataaata ctttcccgat gtcaccgtca cctgggaggt ggatggcacc 540
acccaaacaa ctggcatcga gaacagtaaa acaccgcaga attctgcaga ttgtacctac 600
aacctcagca gcactctgac actgaccagc acacagtaca acagccacaa agagtacacc 660
tgcaaggtga cccagggcac gacctcagtc gtccagaget tcaatagggg tgactgttag 720
<210> 101

<211> 1371

<212> DNA

<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 101

atggagactg ggctgegetg gettctectg gtegetgtge tcaaaggtgt ccagtgtcag 60
tcgttggagg agtccggggg agacctggtc aagectgggg catccectgac actcacctge 120
aaaggctctg gaatcgactt cagtagcggc tacggcatgt ggtgggtccg ccaggcetcca 180
gggaagggac tggagtatat cggatacatt gatactggtt atggtagcac ttactacgceg 240
agctgggcga aaggccgatt caccatctcc aagacctcgt cgaccacggt gactctgcaa 300
atgaccagtc tgacagtcgc ggacacggcec acctatttct gtgcgaaagg gggegcecata 360
gacctctggg gececcagggac cctegtcace gtctcecttcag ggcaacctaa ggetccatca 420
gtcttceccac tggeccectg ctgeggggac acacccagcet ccacggtgac cctgggetge 480
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ctggtcaaag
aatggggtac
gtggtgageg

aacaccaaag

cctgaactcc
atgatctcac
gaggtgcagt
cgggagcage
gactggctga
atcgagaaaa

ggccectecece

ttctaccctt
aagaccacgc
gtgcccacga
ttgcacaacc
<210> 102
<211> 717

<212> DNA

gctacctcece
gcaccttcce
tgacctcaag

tggacaagac

cgggggegace
gcacccecga
tcacatggta
agttcaacag
ggggcaagga

ccatctccaa

gggaggagct

ccgacatctc
cgaccgtgct
gtgagtggca

actacacgca

ggagccagtg
gtcegteegg
cagccagcecc

cgttgecgcecc

gtctgtette
ggtcacatgc
cataaacaac
cacgatccgc
gttcaagtgc
agccagaggg

gagcagcagg

ggtggagtgg
ggacagcgac
gcggggcegac

gaagtccatc

<213> Artificial Sequence

<220><221>

source

accgtgacct
cagtcctcag
gtcacctgca

tcgacatgca

atcttccece
gtggtggteg
gagcaggtgc
gtggtcagca
aaagtccaca
cagccectgg

tcggtcagcec

gagaagaacg
ggctcectact
gtcttcacct

tcecegetcetce

ggaactcggg
gcctcetactce
acgtggccca

gcaagcccat

caaaacccaa
acgtgagcca
gcaccgeccg
ccctececcat
acaaggcact
agccgaaggt

tgacctgcat

ggaaggcaga
tcctctacag
gctceegtgat

cgggtaaata

caccctcacc
gctgagcage
cccagcecacce

gtgcccacce

ggacaccctce
ggatgacccce
gcegecgeta
cgcgcaccag
cccggececce
ctacaccatg

gatcaacggc

ggacaactac
caagctctca
gcacgaggcc

g

<223> /note="Description of Artificial Sequence: Synthetic

polynucleotide"

<400> 102

atggacacga

acatttgcag
gtcaccatca
cagcagaaac
ggggtcccat
ggcgtgcagt
tggtacagtg

actgtcctca

gggeeeccac

ccgtgetgac
attgtcagtc
cagggcagcce
ccecggttcaa

gtgccgatge

tcagctgctg

ccagactccg
cagtcagagc
tcccaagcetce
gggcagtgga

tgccacttac

gggctcctge

gcttccacgt
gtgtatcgta
ctgatctatg
tctgggacac

tactgtcaag

ctttcggcgg agggaccgag gtggtggtca

tctteccacc

agctgctgat

caggtggcaa

tgctctgget

ctgcagctgt
gcaactggtt
atgtatttaa
agttcactct
gcagttatta
aaggtgatcc

ctggaacagt

cccaggtgcec

gggaggcaca
agcctggtat
tttggcatct
caccatcagc
tagtggtaat
agttgcacct

caccatcgtg
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tgtgtggcga ataaatactt tcccgatgtc accgtcacct gggaggtgga tggcaccacc

caaacaactg gcatcgagaa cagtaaaaca ccgcagaatt ctgcagattg tacctacaac

ctcagcagca ctctgacact gaccagcaca cagtacaaca gccacaaaga gtacacctgce

aaggtgaccc agggcacgac ctcagtcgtc cagagcttca ataggggtga ctgttag

<210> 103

<211> 122

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 103

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

1 5 10 15
Ser Val Lys Ile Pro Cys Lys Ala Ser Gly Tyr Thr Phe Pro Asp Tyr
20 25 30
Asn Met Asp Trp Val Lys Gln Ser His Gly Lys Ser Leu Glu Trp Ile
35 40 45
Gly Tyr Ile Asn Pro Asp Asn Gly Gly Thr Ile Tyr Asn Gln Lys Phe
50 55 60

Lys Gly Lys Ala Thr Leu Thr Val Asp Lys Ser Ser Ser Thr Ala Tyr

65 70 75 80
Met Glu Leu Arg Ser Leu Thr Ser Glu Asp Thr Ala Val Tyr Tyr Cys
85 90 95
Ala Arg Leu Asp Ser Ser Gly Tyr Gly Tyr Tyr Ala Met Asp Tyr Trp
100 105 110
Gly Gln Gly Thr Ser Val Thr Val Ser Ser
115 120
<210> 104
<211> 111
<212> PRT
<213> Artificial Sequence

<220><221> source
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<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 104

Asp Ile Val Leu Thr Gln Ser Pro Ala Ser Leu Ala Val Ser Leu Gly
1 5 10 15

GIn Arg Ala Thr Ile Ser Cys Arg Ala Ser Glu Ser Val Asp Asn Tyr

20 25 30
Gly Ile Ser Phe Met His Trp Tyr Gln Gln Lys Pro Gly GIn Pro Pro
35 40 45
Lys Leu Leu Ile Tyr Arg Ala Ser Asn Leu Asp Ser Glu Ile Pro Ala

50 55 60

Arg Phe Ser Gly Ser Gly Ser Arg Thr Asp Phe Thr Leu Thr Ile Asp
65 70 75 80
Pro Val Glu Thr Asp Asp Val Ala Thr Tyr Tyr Cys Gln Gln Ser Tyr
85 90 95
Lys Asp Pro Arg Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys
100 105 110
<210> 105
<211> 122
<212> PRT
<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 105

Lys Val Met Leu Val Glu Ser Gly Gly Ala Leu Val Lys Pro Gly Gly
1 5 10 15

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

20 25 30
Ala Met Ser Trp Val Arg GIn Thr Pro Glu Lys Arg Leu Glu Trp Val
35 40 45

Ala Thr Ile Ser Ser Gly Gly Tyr Tyr Thr Tyr Tyr Pro Asp Ser Val
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50 55 60

Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Arg Asn Thr Leu Phe
65 70 75 80
Leu GIn Met Ser Ser Leu Arg Ser Glu Asp Thr Ala Met Phe Tyr Cys
85 90 95
Ala Arg Glu Asp Asp Tyr Gly Arg Tyr Ser Tyr Thr Met Asp Tyr Trp
100 105 110
Gly Gln Gly Thr Ser Val Thr Val Ser Ser
115 120
<210> 106
<211> 112
<212>
PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 106
Asp Val Val Met Thr Gln Thr Pro Leu Ser Leu Pro Val Ser Leu Gly
1 5 10 15
Asp Gln Val Ser Ile Ser Cys Arg Cys Ser Gln Ser Leu Val His Ser
20 25 30
Asn Gly Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys Pro Gly Gln Ser

35 40 45

Pro Gln Leu Leu Ile Tyr Lys Ile Ser Asn Arg Phe Ser Gly Val Pro
50 55 60
Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile
65 70 75 80
Ser Arg Val Glu Ala Glu Asp Leu Gly Val Tyr Phe Cys Ser Gln Ser
85 90 95
Thr His Val Pro Tyr Thr Phe Gly Gly Gly Thr Glu Leu Glu Ile Lys

100 105 110
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<210> 107

<211> 119

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 107

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

1 5 10 15

Ser Val Arg Ile Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asp Tyr

20 25 30
Tyr Ile His Trp Val Lys Gln Lys Pro Gly Gln Gly Leu Glu Cys Ile

35 40 45

Gly Glu Ile Tyr Pro Gly Thr Asp Asn Thr Tyr Tyr Ser Lys Lys Phe
50 95 60
Arg Gly Lys Ala Thr Leu Thr Ala Asp Lys Ser Ser Asp Thr Ala Tyr
65 70 75 80
Met Gln Leu Ser Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Phe Cys
85 90 95
Ala Arg Gly Asp Tyr Tyr Arg Gly Tyr Phe Asp Val Trp Gly Ala Gly

100 105 110

Thr Thr Val Thr Val Ser Ser
115
<210> 108
<211> 112
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 108

Asp Val Val Met Thr Gln Thr Ser Leu Thr Leu Ser Val Thr Ile Gly
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1
Gln Pro Ala Ser
20

Asn Gly Lys Thr

35
Pro Lys Phe Leu
50
Asp Arg Phe Ser
65

Ser Arg Val Glu

Thr His Phe Pro

100
<210> 109
<211> 119

<212> PRT

5 10

15

Ile Ser Cys Lys Ser Ser Gln Ser Leu Leu His

25

30

Tyr Leu Asn Trp Leu Leu Gln Arg Pro Gly Gln

40

45

Ile Tyr Leu Val Ser Lys Leu Glu Ser Gly Val

55

60

Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys

70 75
Ala Glu Asp Leu Gly Val Tyr
85 90

Trp Thr Phe Gly Gly Gly Thr

105

<213> Artificial Sequence

<220><221> source

Tyr Cys Leu Gln
95

Lys Leu Glu Ile

110

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 109

Ser

Ser

Pro

80

Ser

Lys

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

1
Ser Val Lys Lys
20

Tyr Met His Trp

35
Gly Lys Ile Tyr
50
Lys Gly Lys Ala
65

Met Gln Leu Ser

5 10

15

Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asp Tyr

25

30

Val Lys Gln Lys Pro Gly Gln Gly Leu Glu Trp Ile

40

45

Pro Gly Ser Gly Asn Thr His Tyr Asn Glu Lys Phe

55

60

Thr Leu Thr Ala Asp Lys Ser Ser Ser Thr Ala Tyr

70 75

80

Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Phe Cys
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85

Ala Thr Asn Tyr Tyr Gly Tyr

100
Ser Ser Val Thr Val Ser Ser
115
<210> 110
<211> 107
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of
polypeptide"
<400> 110
Asp Ile His Leu Thr Gln Ser
1 5
Glu Arg Ile Ser Leu Thr Cys

20

Leu Asn Trp Phe GIn Gln Lys
35
Tyr Gly Thr Ser Ser Leu Asp
50 95
Ser Arg Ser Gly Ser Asp Tyr
65 70
Glu Asp Phe Ala Asp Tyr Tyr

85

Thr Phe Gly Gly Gly Thr Lys
100

<210> 111

<211> 121

<212> PRT

<213> Artificial Sequence

<220><221> source

90 95

Arg Ala Met Asn Tyr Trp Gly Gln Gly

105 110

Artificial Sequence: Synthetic

Pro Ser Ser Leu Ser Ala Ser Leu Gly
10 15
Arg Ala Ser Gln Asp Ile Tyr Ile Ser

25 30

Pro Asp Gly Thr Ile Lys Leu Leu Ile
40 45
Ser Gly Val Pro Lys Arg Phe Ser Gly
60
Ser Leu Thr Ile Ser Ser Leu Glu Ser
75 80
Cys Leu Gln Tyr Ala Ser Ser Pro Tyr

90 95

Leu Glu Ile Lys

105
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<223> /note=

"Description of

polypeptide"

<400> 111
Glu Val Gln
1

Ser Val Lys

Tyr Met His
35
Gly Glu Ile
50
Lys Gly Lys
65

Met Gln Leu

Ala Arg Thr

Gln Gly Thr
115

<210> 112

<211> 111

<212> PRT

Leu Gln Gln Ser
5

Ile Ser Cys Lys

20

Trp Val Lys Gln

Tyr Pro Gly Ser

55

Ala Thr Leu Thr
70

Ser Ser Leu Thr

85

Ser Tyr Gly Arg
100

Leu Val Thr Val

<213> Artificial Sequence

<220><221> source

<223> /note=

"Description of

polypeptide"

<400> 112
Asn Phe Val

1

Asp Gln Ala

Asn Gly Asn

Met Thr Gln Thr

5

Ser Ile Ser Cys
20

Thr Tyr Leu His

SHEd

Artificial Sequence: Synthetic

Gly Pro Glu Leu Val Lys Pro Gly Ala

10 15

Ser Gly Tyr Thr Phe Thr Asp Tyr

25 30

Lys Pro Gly Gln Gly Leu Glu Trp Ile

45

Pro Tyr Tyr Asn Glu Lys Phe

60

Asp Lys Ser Ser Ser Ser Ala Tyr

75 80

Ser Asp Ser Ala Val Tyr Phe Cys

90 95

Val Gly Thr Gly Phe Ala Tyr Trp Gly
105 110

Ser Ala

120

Artificial Sequence: Synthetic

Pro Leu Ser Leu Pro Val Ser Leu Gly

10 15

Arg Ser Ser Gln Ser Leu Leu His Ser
25 30

Trp Tyr Leu Gln Lys Pro Gly Gln Ser
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35 40 45
Pro Lys Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe Ser Gly Val Pro
50 55 60
Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile

65 70 75 80

Asn Arg Val Glu Thr Glu Asp Leu Gly Ile Tyr Phe Cys Ser Gln Ser
85 90 95
Ser His Val Pro Thr Phe Gly Ala Gly Thr Lys Leu Glu Leu Lys
100 105 110
<210> 113
<211> 117
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 113
Gln Val Gln Leu Gln Gln Ser Gly Ala Glu Leu Ala Lys Pro Gly Ala

1 5 10 15

Ser Val Lys Met Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asn Tyr
20 25 30
Trp Met His Trp Val Lys Gln Arg Pro Gly Gln Gly Leu Glu Trp Ile
35 40 45
Gly Tyr Ile Asn Pro Asn Asn Gly Tyr Thr Glu Tyr Asn Gln Arg Phe
50 55 60
Lys Asp Lys Ala Thr Leu Thr Ala Asp Arg Ser Ser Thr Thr Ala Tyr

65 70 75 80

Met Gln Leu Ser Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Tyr Cys
85 90 95
Ala Arg Ser Asp Ile Ile Thr Thr Asp Tyr Trp Gly GIn Gly Thr Thr
100 105 110

Leu Thr Val Ser Ser
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115
<210> 114
<211> 112
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 114

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

1 5 10 15
Asp Gln Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu Val Tyr Ser
20 25 30
Asn Gly Asn Thr Tyr Leu His Trp Tyr Leu Gln Lys Pro Gly Gln Ser
35 40 45
Pro Lys Leu Leu Ile Tyr Lys Val Ser Asn Arg Phe Ser Gly Val Pro
50 95 60

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

65 70 75 80
Ser Arg Val Glu Ala Glu Asp Leu Gly Val Tyr Phe Cys Ser Gln Ser
85 90 95
Thr His Val Pro Trp Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys
100 105 110

<210> 115

<211> 116

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 115

Gln Val GIn Leu Gln Gln Pro Gly Ala Glu Leu Val Arg Pro Gly Thr
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1 5
Ser Val Lys Leu Ser Cys Lys
20
Trp Met His Trp Val Gln Gln
35
Gly Val Ile Asp Pro Ser Asp
50 55

Lys Gly Lys Ala Thr Leu Thr

65 70
Met Gln Leu Ser Ser Leu Thr
85
Ala Arg Asp Asp Val Ala Met
100
Thr Val Ser Ser
115
<210> 116
<211> 111
<212> PRT
<213> Artificial Sequence
<220><221> source

<223> /note="Description of

polypeptide"
<400> 116
Asp Ile Val Val Thr Gln Ser
1 5
GIn Arg Ala Thr Ile Ser Cys
20
Gly Asn Ser Phe Ile His Trp
35
Lys Leu Leu Ile Tyr Arg Ala

50 55

Arg Phe Ser Gly Ser Gly Ser

10 15
Ala Ser Gly Tyr Thr Phe Thr Ser Tyr
25 30
Arg Pro Gly Gln Gly Leu Glu Trp Ile
40 45
Ser Tyr Thr Asn Tyr Asn GIn Lys Phe
60

Val Asp Thr Ser Ser Ser Ser Ala Tyr

75 80

Ser Glu Asp Ser Ala Val Tyr Tyr Cys
90 95

Asp Tyr Trp Gly Gln Gly Thr Ser Val

105 110

Artificial Sequence: Synthetic

Pro Ala Ser Leu Ala Val Ser Leu Gly
10 15
Arg Ala Ser Glu Ser Val Asp Ser Tyr
25 30
Tyr Gln GIn Lys Pro Gly GIn Pro Pro
40 45
Ser Asn Leu Lys Ser Gly Ile Pro Ala

60

Arg Thr Asp Phe Thr Leu Thr Ile Asn
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65 70 75 80
Pro Val Glu Ala Asp Asp Val Ala Thr Tyr Tyr Cys Gln GIn Ser Asn
85 90 95
Glu Asp Pro Tyr Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys
100 105 110
<210> 117
<211> 119
<212> PRT
<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 117

Glu Val Lys Leu Glu Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
1 5 10 15

Ser Met Lys Leu Ser Cys Ala Ala Ser Gly Phe Thr Phe Ser Asp Ala

20 25 30
Trp Met Asp Trp Val Arg Gln Ser Pro Glu Ala Gly Leu Glu Trp Val
35 40 45
Ala Glu Ile Arg Asn Lys Ala His Asn Pro Ala Thr Tyr Tyr Ala Glu

50 95 60

Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asp Ser Lys Ser Ser
65 70 75 80
Val Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp Thr Gly Ile Tyr
85 90 95
Tyr Cys Thr Leu Val Ala Pro Asp Ala Met Asp Tyr Trp Gly Gln Gly
100 105 110
Thr Ser Val Thr Val Ser Ser
115
<210> 118
<211> 113

<212> PRT
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<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 118

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

1 5 10 15

Glu Lys Val Thr Met Ser Cys Lys Ser Ser Gln Ser Leu Leu Tyr Ser

20 25 30
Arg Asn Gln Lys Asn Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln

35 40 45

Ser Pro Lys Leu Leu Ile Tyr Trp Ala Ser Thr Arg Ala Ser Gly Val
50 55 60
Pro Asp Arg Phe Thr Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Thr
65 70 75 80
Ile Ser Ser Val Lys Ala Glu Asp Leu Ala Val Tyr Tyr Cys Gln Gln
85 90 95
Tyr Tyr Ser Tyr Pro Tyr Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile

100 105 110

Lys

<210> 119

<211> 116

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 119

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

1 5 10 15

Ser Val Lys Met Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Ser Tyr
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Trp Met His

35
Gly Met Ile
50
Lys Asp Lys
65

Met Gln Leu

Ala Arg Tyr

Thr Val Ser
115

<210> 120

<211> 111

<212> PRT

20

Trp

Asp

Ser

Asp

100

Ser

Val Lys Gln

Pro Ser Asn
55
Thr Leu Asn
70
Ser Leu Thr
85

Gly Tyr Tyr

<213> Artificial Sequence

<220><221> source

<223> /note="Description of

polypeptide"

<400> 120

Asn Ile Val Leu Thr Gln Ser

1

5

GIn Arg Ala Thr Ile Ser Cys

20

Gly Asn Ser Phe Met His Trp

35

Lys Leu Leu Ile Tyr Leu Ala

50

55

Arg Phe Ser Gly Ser Gly Ser

65

70

Pro Val Glu Ala Asp Asp Ala

25 30

Arg Pro Gly Gln Gly Leu Glu Trp

40 45
Ser Glu Thr Trp Leu Asn Gln Lys
60
Val Asp Lys Ser Ser Asn Thr Ala
75
Ser Glu Asp Ser Ala Val Tyr Tyr
90 95

Asp Tyr Trp Gly Gln Gly Thr Thr

105 110

Artificial Sequence: Synthetic

Pro Ala Ser Leu Ala Val Ser Leu
10 15
Arg Ala Ser Glu Ser Val Asp Ser

25 30

Tyr Gln GIn Lys Pro Gly GIn Pro
40 45
Ser Asn Val Glu Ser Gly Val Pro
60
Arg Thr Asp Phe Thr Leu Thr Ile
75

Ala Thr Tyr Tyr Cys Gln GIn Asn
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85

90

95

Glu Asp Pro Trp Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys

100
<210> 121
<211> 118

<212> PRT

105

<213> Artificial Sequence

<220><221> source

110

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 121

Gln Val Gln Leu Gln Gln Pro Gly Ala Glu Leu Val Arg Pro Gly Ala

1 5
Ser Val Lys Leu Ser

20

Trp Met Asn Trp Val

35

10

Cys Lys Pro Ser Gly Tyr

25

40

Gly Met Ile Asp Pro Ser Asp Ser Glu Thr His

50
Lys Asp Lys Ala Thr
65
Met Gln Leu Ser Ser

85

Ala Gln Ile Tyr Tyr
100
Leu Val Thr Val Ser
115
<210> 122
<211> 111

<212> PRT

55

Leu Thr Val Asp Lys Ser

75

Leu Thr Ser Glu Asp Ser

90

Ala Tyr Asp Lys Ala Tyr

105

<213> Artificial Sequence

<220><221> source

15
Thr Phe Thr Ser Tyr

30

Lys Gln Arg Pro Gly Gln Gly Leu Glu Trp Ile

45
Tyr Asn Gln Met Phe
60
Ser Asn Thr Ala Tyr
80
Ala Val Tyr Tyr Cys

95

Trp Gly Gln Gly Thr
110
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<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 122

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

1 5 10 15

Glu Lys Val Thr Met Ser Cys Lys Ser Ser Gln Ser Leu Leu Tyr Ser

20 25 30
Ser His GIn Lys Asn Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly Gln
35 40 45
Ser Pro Lys Leu Leu Ile Tyr Trp Ala Ser Thr Arg Glu Ser Gly Val
50 55 60
Pro Asp Arg Phe Thr Gly Ser Gly Ser Gly Thr Asp Phe Ser Leu Thr
65 70 75 80

Ile Ser Ser Val Lys Ala Glu Asp Leu Ala Val Tyr Tyr Cys Gln Glu

85 90 95
Tyr Tyr Ser Trp Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys
100 105 110
<210> 123
<211> 118
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 123
Glu Val GIn Leu Gln Gln Ser Gly Pro Glu Leu Val Lys Pro Gly Ala
1 5 10 15

Ser Val Lys Ile Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asp Tyr

20 25 30
Tyr Met Asn Trp Val Lys Gln Ser His Gly Lys Ser Leu Glu Trp Ile
35 40 45

Gly Asp Ile Asn Pro His Asn Gly Gly Thr Ser Phe Ile Gln Lys Phe
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50 55 60
Lys Gly Lys Ala Thr Leu Thr Val Asp Lys Ser Ser Ser Thr Ala Tyr
65 70 75 80

Met Glu Leu Arg Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Tyr Cys

85 90 95
Ala Pro Leu Gly Arg Lys Glu Gly Phe Ala Tyr Trp Gly Gln Gly Thr
100 105 110
Leu Val Thr Val Ser Ala
115

<210> 124
<211> 111
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"
<400> 124
Asp Thr Val Leu Thr Gln Ser Pro Ala Ser Leu Val Val Ser Leu Gly

1 5 10 15

GIn Arg Ala Thr Ile Ser Cys Arg Ala Ser Lys Ser Val Ser Thr Ser
20 25 30
Gly Tyr Ser Tyr Met His Trp Tyr Gln Gln Lys Pro Gly GIn Pro Pro
35 40 45
Lys Leu Leu Ile Tyr Leu Ala Ser Asn Leu Glu Ser Gly Val Pro Ala
50 55 60
Arg Phe Ser Gly Ser Gly Ser Gly Thr Ala Phe Thr Leu Asn Ile His

65 70 75 80

Pro Val Glu Glu Glu Asp Ala Ala Thr Tyr Tyr Cys Gln His Ser Arg
85 90 95
Glu Leu Pro Tyr Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys
100 105 110

<210> 125
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S Edd

<211> 119

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 125

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

1 5 10 15

Thr Leu Ser Leu Thr Cys Ser Phe Ser Gly Phe Ser Leu Ser Thr Phe
20 25 30
Ala Met Gly Val Gly Trp Ile Arg Gln Pro Ser Gly Lys Gly Leu Glu
35 40 45
Trp Leu Ala His Ile Trp Trp Asp Asp Asp Lys Tyr Tyr Asn Pro Ala
50 95 60
Leu Lys Ser Arg Leu Thr Ile Ser Lys Asp Thr Ser Lys Asn His Val

65 70 75 80

Phe Leu Lys Ile Ala Asn Val Asp Thr Ala Asp Thr Ala Thr Tyr Tyr
85 90 95
Cys Ala Arg Met Pro Leu Thr Phe Tyr Phe Asp Tyr Trp Gly Gln Gly
100 105 110
Thr Thr Leu Thr Val Ser Ser
115
<210> 126
<211> 112
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 126

Asp Val Leu Leu Thr Gln Thr Pro Leu Ser Leu Pro Val Ser Leu Gly
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1
Asp Gln Ala Ser
20
Asn Gly His Thr
35
Pro Lys Leu Leu
50

Asp Arg Phe Ser

65

Ser Arg Val Glu

Ser His Val Pro
100

<210> 127

<211> 119

<212> PRT

5

[le Ser Cys

Tyr Leu Glu

Ile Tyr Lys

Gly Ser Gly

Ala Glu Asp

85

Phe Thr Phe

70

55

<213> Artificial Sequence

<220><221> source

<223> /note="Description of

polypeptide"

<400> 127

GIn Val Thr Leu Lys Glu Ser

1

Thr Leu Ser Leu Thr Cys Ser

20

Ala Met Gly Val Gly Trp Ile

35

Trp Leu Ala His Ile Trp Trp

50

Leu Lys Ser Arg Leu Thr Ile

65

Phe Leu Lys Ile Ala Asn Val

5

70

55

10

Arg Ser Ser Gln Ser

25

Trp Tyr Leu Gln Lys

40

Val Ser Asn Arg Phe

Ser Gly Thr Asp Phe

75

Leu Gly Val Tyr Tyr

90

Gly Gly Gly Thr Lys

105

Artificial Sequence

60

SIHEd

15
[le Val His Ser
30
Pro Gly Gln Ser
45

Ser Gly Val Pro

Thr Leu Lys Ile

80

Cys Phe Gln Gly
95

Leu Glu Ile Lys

110

. Synthetic

Gly Pro Gly Ile Leu Gln Pro Ser Gln

10
Phe Ser Gly Phe
25
Arg Gln Pro Ser
40

Asp Asp Asp Lys

Ser Lys Asp Thr

75

Asp Thr Ala Asp

15

Ser Leu Arg Thr Phe

Gly

30
Lys Gly Leu Glu

45

Tyr Tyr Asn Pro Ala

60

Ser Lys Asn Gln Val

80

Thr Ala Thr Tyr Tyr
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85 90 95
Cys Ala Arg Met Pro Leu Thr Phe Tyr Phe Asp Tyr Trp Gly Gln Gly
100 105 110
Thr Thr Leu Thr Val Ser Ser
115
<210> 128
<211> 112
<212> PRT
<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 128

Asp Val Leu Met Thr Gln Thr Pro Leu Ser Leu Pro Val Ser Leu Gly
1 5 10 15

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

20 25 30
Asn Gly Asn Thr Tyr Leu Glu Trp Tyr Leu Gln Lys Pro Gly Gln Ser
35 40 45
Pro Lys Leu Leu Ile Tyr Lys Val Ser Thr Arg Phe Ser Gly Val Pro

50 95 60

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

65 70 75 80

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

85 90 95

Ser His Val Pro Phe Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys
100 105 110

<210> 129

<211> 115

<212> PRT

<213> Artificial Sequence

<220><221> source
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<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"
<400> 129
Gln Val GIn Leu

Gln Gln Pro Gly Ala Glu Leu Val Met Pro Gly Ala

1 5 10 15
Ser Val Lys Leu Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asn Tyr
20 25 30
Trp Met His Trp Val Lys Gln Arg Pro Gly Gln Gly Leu Glu Trp Ile
35 40 45
Gly Glu Ile Asp Pro Ser Asp Ser Tyr Thr Asn Tyr Asn Gln Lys Phe
50 55 60
Lys Gly Lys Ala Thr Leu Thr Val Asp Lys Ser Ser Ser Thr Ala Tyr
65 70 75 80
Met Gln Leu Ser Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Tyr Cys
85 90 95
Thr Arg Gln Gly Ser Thr Tyr Ala Trp Gly Gln Gly Thr Ser Val Thr
100 105 110
Val Ser Ser
115
<210> 130
<211> 112
<212> PRT

<213> Artificial Sequence

<220><221> source
<223

> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 130
Asp Ile Val Met Thr Gln Ala Ala Phe Ser Asn Pro Val Thr Leu Gly
1 5 10 15
Thr Ser Ala Ser Ile Ser Cys Arg Ser Ser Lys Ser Leu Leu His Ser
20

25 30

Asn Gly Ile Thr Tyr Leu Tyr Trp Tyr Leu Gln Lys Pro Gly Gln Ser
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35 40 45

Pro Gln Leu Leu Ile Tyr Gln Met Ser Asn Leu Ala Ser Gly Val Pro

50 55 60
Asp Arg Phe Ser Ser Ser Gly Ser Gly Thr Asp Phe Thr Leu Arg Ile
65 70 75 80
Ser Arg Val Glu Ala Glu Asp Val Gly Val Tyr Tyr Cys Ala Gln Asn
85 90 95
Leu Glu Leu Pro Pro Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys
100 105 110

<210> 131

<211> 112

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 131

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

1 5 10 15

Ser Val Lys Met Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asp Tyr

20 25 30
Tyr Met Met Trp Val Lys Gln Ser His Gly Lys Ser Leu Glu Trp Ile

35 40 45

Gly Asp Ile Asn Pro Tyr Asn Gly Gly Ser Ser Tyr Asn Pro Lys Phe
50 55 60
Lys Gly Arg Ala Thr Leu Thr Val Asp Lys Ser Ser Ser Thr Ala Tyr
65 70 75 80
Met Gln Leu Asn Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Tyr Cys
85 90 95
Ala Arg Gly Thr Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ala

100 105 110
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<210> 132

<211> 112

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 132

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

1 5 10 15

Gln Pro Ala Ser Ile Ser Cys Lys Ser Ser Gln Ser Leu Leu Asp Ser

20 25 30
Ala Gly Lys Thr Tyr Leu Asn Trp Leu Leu Gln Arg Pro Gly Gln Ser

35 40 45

Pro Lys Arg Leu Met Tyr Leu Val Ser Lys Leu Asp Ser Gly Val Pro
50 95 60
Asp Arg Phe Thr Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile
65 70 75 80
Ser Arg Val Glu Ala Glu Asp Leu Gly Val Tyr Tyr Cys Trp Gln Gly
85 90 95
Thr His Phe Pro Tyr Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys

100 105 110

<210> 133

<211> 112

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 133

GIn Val Gln Leu GIn Gln Pro Gly Ala Glu Leu Val Lys Pro Gly Ala

1 5 10 15

Ser Val Lys Leu Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Ser Tyr
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20 25 30
Trp Met His Trp Ile Lys Gln Arg Pro Gly Gln Gly Leu Glu Trp Ile

35 40 45

Gly Glu Ile Asn Pro Ser Asn Gly Gly Ser Asn Tyr Asn Glu Lys Phe
50 55 60
Lys Ser Lys Ala Thr Leu Thr Val Asp Lys Ser Ser Ser Thr Ala Tyr
65 70 75 80
Met Gln Leu Ser Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr His Cys
85 90 95
Lys Ser Arg Gly Tyr Trp Gly Gln Gly Thr Thr Leu Thr Val Ser Ser
100 105 110

<210> 134

<211> 112

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 134

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

1 5 10 15

Gln Pro Ala Ser Ile Ser Cys Lys Ser Ser Gln Ser Leu Leu Asp Ser

20 25 30
Tyr Gly Lys Thr Tyr Leu Asn Trp Leu Leu Gln Arg Pro Gly Gln Ser

35 40 45

Pro Lys Arg Leu Ile Tyr Leu Val Ser Lys Leu Asp Ser Gly Val Pro
50 55 60
Asp Arg Phe Thr Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile
65 70 75 80
Ser Arg Val Glu Ala Glu Asp Leu Gly Ile Tyr Tyr Cys Trp Gln Gly
85 90 95

Thr His Phe Pro His Thr Phe Gly Ser Gly Thr Lys Leu Glu Ile Lys
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100 105 110

<210> 135

<211> 118

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 135

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

1 5 10 15

Ser Val Lys Leu Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Ser Tyr

20 25 30
Gly Ile Ser Trp Val Lys Gln Arg Thr Gly Gln Gly Leu Glu Trp Ile

35 40 45

Gly Glu Ile Phe Pro Arg Ser Ser Asn Thr Tyr Tyr Asn Glu Lys Phe
50 95 60
Lys Gly Lys Ala Thr Leu Thr Ala Asp Lys Ser Ser Ser Thr Val Tyr
65 70 75 80
Met Glu Phe Arg Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Phe Cys
85 90 95
Ala Arg Glu Gly Gly Leu Ala Trp Phe Ala Tyr Trp Gly Gln Gly Thr

100 105 110

Leu Val Thr Val Ser Ala
115
<210> 136
<211> 112
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"
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<400> 136

Asp Val Val Met Thr Gln Thr Pro Leu Thr Leu

1 5 10

Gln Pro Ala Ser Ile Ser Cys Lys Ser Ser Gln
20 25

Asn Gly Asn Thr Tyr Leu Asn Trp Leu Leu Gln

35 40
Pro Lys Arg Leu Ile Tyr Leu Val Ser Lys Leu
50 55
Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp
65 70 75
Ser Arg Val Glu Ala Glu Asp Leu Gly Val Tyr
85 90

Thr His Phe Pro Phe Thr Phe Gly Ser Gly Thr

100 105
<210> 137
<211> 112
<212> PRT
<213> Artificial Sequence

<220><221> source

Ser Val Thr Ile Gly

15

Ser Leu Leu Tyr Thr

30

Arg Pro Gly Gln Ser

45

Asp Ser Gly Ile Pro

Phe Thr Leu Arg Ile

80

Tyr Cys Leu Gln Ser

95

Lys Leu Glu Ile Lys

110

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"
<400> 137
Glu Val Gln Leu GIn Gln Ser Gly Pro Glu Leu
1 5 10
Ser Val Lys Met Ser Cys Lys Ala Ser Gly Tyr
20 25

Tyr Met Met Trp Leu Lys Gln Ser His Gly Lys

35 40
Gly Asp Ile Asn Pro Tyr Thr Gly Gly Thr Ser
50 55

Lys Gly Lys Ala Thr Leu Thr Val Asp Lys Ser

Val Lys Pro Gly Ala

15

Thr Ile Thr Asp Tyr

30

Ser Leu Glu Trp Ile

45

Tyr Asn Gln Lys Phe

Ser Ser Thr Ala Tyr
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65 70 75 80
Leu Gln Leu His Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Tyr Cys
85 90 95

Ala Arg Gly Ala Tyr Trp Gly Gln Gly Thr Thr Leu Thr Val Ser Ser

100 105 110

<210> 138

<211> 112

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 138

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

1 5 10 15

Gln Pro Ala Ser Ile Ser Cys Lys Ser Ser Gln Ser Leu Leu Asp Ser
20 25 30

Asp Gly Lys Thr Tyr Leu Asn Trp Leu Leu Gln Arg Pro Gly Gln Ser

35 40 45
Pro Lys Arg Leu Ile Tyr Leu Val Ser Lys Leu Asp Ser Gly Val Pro
50 55 60
Asp Arg Phe Thr Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile
65 70 75 80
Ser Arg Val Glu Ala Glu Asp Leu Gly Val Tyr Tyr Cys Trp Gln Gly
85 90 95

Thr His Phe Pro Tyr Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys

100 105 110
<210> 139
<211> 112
<212> PRT
<213> Artificial Sequence

<220><221> source
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<223> /note="Description of
polypeptide"

<400> 139

Glu Val Gln Leu Gln Gln Ser

1 5

Ser Val Lys Met Ser Cys Lys

20

Tyr Met Met Trp Leu Lys Gln

35
Gly Asp Ile Asn Pro Tyr Thr
50 55
Lys Gly Lys Ala Thr Leu Thr
65 70
Met Gln Leu Asn Ser Leu Thr
85

Ala Arg Gly Ala Tyr Trp Gly

100
<210> 140
<211> 112
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of
polypeptide"
<400> 140
Asp Val Val Met Thr Gln Thr
1 5
GIn Pro Ala Ser Ile Ser Cys

20

Asp Gly Lys Thr Tyr Leu Asn

35

Artificial Sequence

Gly Pro Glu Leu Val
10

Ala Ser Gly Tyr Thr

25

Ser His Gly Lys Ser

40
Gly Gly Thr Ser Tyr
60
Val Asp Lys Ser Ser
75
Ser Glu Asp Ser
90

Gln Gly Thr Thr Leu

105

Artificial Sequence

Pro Leu Thr Leu Ser
10
Lys Ser Ser Gln Ser
25

Trp Leu Leu Gln Arg

40

SIHEd

. Synthetic

Lys Pro Gly Ala
15
Ile Thr Asp Tyr
30

Leu Glu Trp Ile

45

Asn Gln Lys Phe

Ser Thr Ala Tyr

80

Val Tyr Tyr Cys
95

Thr Val Ser Ser

110

. Synthetic

Val Thr Ile Gly
15
Leu Leu Asp Ser
30

Pro Gly Gln Ser

45

Pro Lys Arg Leu Ile Tyr Leu Val Ser Lys Leu Asp Ser Gly Val Pro

- 170 -

10-2023-0121831



50 55 60
Asp Arg Phe Thr Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Ile
65 70 75 80
Ser Arg Val Glu Ala Glu Asp Leu Gly Val Tyr Tyr Cys Trp Gln Gly
85 90 95

Thr His Phe Pro Tyr Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys

100 105 110

<210> 141

<211> 112

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 141

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

1 5 10 15

Ser Val Lys Ile Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asp Tyr
20 25 30

Tyr Met Asn Trp Val Lys Gln Ser His Gly Arg Ser Leu Glu Leu Ile

35 40 45
Gly Asp Ile Asn Pro Asn Asn Gly Gly Ser Asn Phe Asn GIn Lys Phe
50 55 60
Arg Gly Lys Ala Thr Leu Thr Val Asp Lys Ser Ser Ser Thr Ala Tyr
65 70 75 80
Met Glu Leu Arg Ser Leu Thr Ser Glu Asp Ser Ala Ile Tyr Tyr Cys
85 90 95

Ala Arg Met Gly Tyr Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ala

100 105 110
<210> 142
<211> 112

<212> PRT
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<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 142

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

1 5 10 15

GIn Pro Ala Ser

Ile Ser Cys Lys Ser Ser Gln Ser Leu Leu His Ser

20 25 30

Asp Gly Lys Thr Tyr Leu Asn Trp Met Phe Gln Arg Pro Gly Gln Ser

35 40 45

Pro Lys Arg Leu Ile Tyr Leu Val Ser Lys Leu Asp Ser Gly Val Pro

50 95 60

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

65 70 75 80

Ser Arg Val Glu Thr Glu Asp Leu Gly Val Tyr Tyr Cys Trp Gln Gly

85 90 95

Thr His Phe Pro Arg Thr Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys

100 105 110

<210> 143

<211> 114

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 143

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

1 5 10 15

Ser Val Lys Met Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asp Tyr

20

25 30

Tyr Ile His Trp Val Lys Gln Lys Pro Gly Gln Gly Leu Glu Tyr Ile
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35 40 45
Gly Glu Ile Tyr Pro Gly Ser Gly Asn Thr Tyr Tyr Asn Gly Lys Phe
50 55 60
Arg Gly Lys Ala Thr Leu Thr Ala Asp Lys Ser Ser Ser Thr Ala Tyr
65 70 75 80
Met Gln Leu Ser Ser Leu Thr Ser Glu Asp Ser Ala Val Tyr Phe Cys
85 90 95

Gly Ser Gly Tyr Phe Asp Tyr Trp Gly Gln Gly Thr Thr Leu Thr Val

100 105 110

Ser Ser

<210> 144

<211> 112

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 144

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

1 5 10 15

Gln Pro Ala Ser Ile Ser Cys Lys Ser Ser Gln Ser Leu Leu Tyr Ser

20 25 30

Asn Gly Lys Thr Tyr Leu Asn Trp Leu Leu Gln Ser Pro Gly Gln Ser
35 40 45
Pro Lys Leu Leu Ile Tyr Leu Val Ser Lys Leu Glu Ser Gly Val Pro
50 55 60
Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr Leu Lys Leu
65 70 75 80
Ser Arg Val Glu Ala Glu Asp Leu Gly Val Tyr Tyr Cys Val GIn Gly

85 90 95

Thr His Phe Pro Phe Thr Phe Gly Ser Gly Thr Lys Leu Glu Ile Lys
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100 105
<210> 145
<211> 139
<212> PRT

<213> Artificial Sequence

<220><221> source

SIEdl

110

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"
<400> 145
Met Asp Trp Leu Trp Asn Leu Leu Phe Leu
1 5 10
Ala Gln Ala GIn Ile Gln Leu Val Gln Ser

20 25

Pro Gly Glu Ser Val Lys Ile Ser Cys Lys
35 40
Thr Asp Tyr Ala Met Asn Trp Val Lys Gln
50 95
Lys Trp Met Gly Trp Ile Asn Thr Gln Thr
65 70
Asp Asp Phe Lys Gln Arg Phe Val Phe Ser

85 90

Thr Thr Tyr Leu GIn Ile Asn Asn Leu Asn
100 105
Tyr Phe Cys Thr Arg Leu Gly Thr Gly Asn
115 120
Trp Gly Gln Gly Thr Leu Val Thr Val Ser
130 135
<210> 146
<211> 133
<212> PRT

<213> Artificial Sequence

<220><221> source

Met

Gly

Gly
75

Leu

Thr

Ser

Val Val Ala Gln Ser
15
Pro Glu Val Lys Lys

30

Ser Gly Tyr Thr Phe
45
Pro Gly Asn Gly Leu
60
Lys Pro Thr Tyr Ala
80
Glu Thr Ser Ala Arg

95

Glu Asp Thr Ala Thr
110
Lys Gly Phe Ala Tyr

125

<223> /note="Description of Artificial Sequence: Synthetic
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polypeptide"

<400> 146

Met Glu Ser Gln Thr His Val Leu Ile Ser Leu Leu Leu Cys Val Ser
1 5 10 15

Gly Thr Cys Gly Asp Ile Leu Ile Asn Gln Ser Pro Ala Ser Leu Thr

20 25 30
Val Ser Ala Gly Glu Arg Val Thr Met Ser Cys Lys Ser Ser Gln Ser
35 40 45
Leu Leu Tyr Ser Glu Asn Asn Gln Asp Tyr Leu Ala Trp Tyr Gln Gln

50 55 60

Lys Pro Gly Gln Phe Pro Lys Leu Leu Ile Tyr Gly Ala Ser Asn Arg
65 70 75 80
His Thr Gly Val Pro Asp Arg Phe Thr Gly Ser Gly Ser Gly Thr Asp
85 90 95
Phe Thr Leu Thr Ile Ser Ser Val Gln Ala Glu Asp Leu Ala Asp Tyr
100 105 110
Tyr Cys Glu Gln Thr Tyr Arg Tyr Pro Phe Thr Phe Gly Ser Gly Thr

115 120 125

Lys Leu Glu Ile Lys
130
<210> 147
<211> 138
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 147
Met Glu Leu Glu Leu Ser Leu Ile Phe Ile Phe Ser Leu Leu Lys Asp
1 5 10 15
Val Gln Cys Glu Val Gln Leu Val Glu Ser Gly Gly Ser Leu Val Gln

20 25 30
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Pro Gly Gly Ser Leu Lys Leu Ser Cys Val Ala Ser

35 40
Ser Asn Tyr Trp Met Asp Trp Val Arg Gln Ser Pro
50 55 60
Glu Trp Ile Gly Glu Ile Asn Thr Asp Gly Arg Arg
65 70 75
Pro Ser Ile Lys Asp Arg Phe Thr Ile Ser Arg Asp
85 90

Thr Leu Tyr Leu Gln Met Ser Asn Val Lys Ser Asp

100 105
Tyr Tyr Cys Thr Ile Leu Arg Val Tyr Pro His Tyr
115 120
Gly Gln Gly Val Met Val Thr Val Ser Ser
130 135

<210> 148
<211> 132
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence

polypeptide"
<400> 148

Met Met Ser Pro Ala Gln Phe Leu Phe Leu Leu Met

1 5 10
Glu Ala Arg Gly Asp Val Val Met Thr GIn Thr Pro
20 25
Val Ala Ile Gly Gln Ser Val Ser Ile Ser Cys Lys
35 40
Leu Val Tyr Ser Asp Gly Glu Thr Tyr Leu His Trp
50 55 60

Pro Gly Arg Ser Pro Lys Arg Leu Ile Tyr His Val

Gly Tyr Thr Phe

45

Gly Lys Ser Leu

Thr Asn Tyr Ala

80

Asn Ala Lys Ser
95

Asp Thr Ala Ile

110
Phe Asp Tyr Trp

125

. Synthetic

Leu Trp Ile Gln

15
Pro Ser Leu Ser
30
Ser Ser Gln Ser
45

Phe Leu Gln Ser

Ser Asn Leu Gly
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65 70 75 80
Ser Gly Val Pro Asp Arg Phe Ser Gly Thr Gly Ser Leu Thr Asp Phe
85 90 95
Thr Leu Arg Ile Ser Arg Val Glu Ala Glu Asp Leu Gly Val Tyr Tyr
100 105 110
Cys Ala Gln Thr Thr His Phe Pro Pro Thr Phe Gly Ala Gly Thr Lys
115 120 125
Leu Glu Leu Lys
130

<210> 149

<211> 135

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 149

Met Ala Val Leu Val Leu Leu Leu Cys Leu Val Thr Phe Pro Ser Cys

1 5 10 15

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

20 25 30
Pro Ser Gln Thr Leu Ser Leu Thr Cys Thr Val Ser Gly Phe Ser Leu

35 40 45

Thr Ser Asn Ser Val Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu
50 55 60
Glu Trp Met Gly Ala Ile Trp Ser Gly Gly Ser Thr Asp Tyr Asn Ser
65 70 75 80
Ala Leu Lys Ser Arg Leu Ser Ile Ser Arg Asp Thr Ser Lys Ser Gln
85 90 95
Val Phe Leu Lys Met Asn Ser Leu Gln Thr Glu Asp Thr Ala Ile Tyr

100 105 110

Phe Cys Thr Arg Ser His Trp Glu Pro Phe Asp Tyr Trp Gly Gln Gly
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115 120
Val Met Val Thr Val Ser Ser
130 135
<210> 150
<211> 133
<212> PRT
<213> Artificial Sequence

<220><221> source

125

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"
<400> 150
Met Glu Ser Gln Thr Gln Ala Leu
1 5

Gly Thr Cys Gly Asp Ile Val Met

20
Val Ser Glu Gly Glu Met Val Thr
35 40
Leu Leu Ser Ser Gly Asn Gln Lys
50 95
Arg Pro Gly Gln Ser Pro Lys Leu
65 70

Gln Ser Gly Val Pro Asp Arg Phe

85
Phe Thr Leu Thr Ile Ser Asp Val
100
Tyr Cys Leu Gln His Tyr Ser Tyr
115 120
Lys Leu Glu Ile Lys
130
<210> 151
<211> 135
<212> PRT

<213> Artificial Sequence

Ile Ser Leu Leu Leu Trp Val Tyr
10 15

Thr Gln Ser Pro Phe Ser Leu Ala

25 30
Ile Asn Cys Lys Ser Ser Gln Gly
45
Asn Tyr Leu Ala Trp Tyr Gln Gln
60
Leu Ile Tyr Tyr Ala Ser Thr Arg
75 80

[le Gly Gly Gly Ser Gly Thr Asp

90 95
GIn Ala Glu Asp Leu Ala Asp Tyr
105 110
Pro Pro Thr Phe Gly Ser Gly Thr

125
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<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 151

Met Ala Val Leu Val Leu Leu Leu Cys Leu Val Thr Phe Pro Ser Cys
1 5 10 15

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

20 25 30
Pro Ser Gln Thr Leu Ser Leu Thr Cys Thr Val Ser Gly Phe Ser Leu
35 40 45
Thr Ser Asn Ser Val Thr Trp Val Arg Gln Pro Pro Gly Lys Gly Leu

50 55 60

Glu Trp Met Gly Ala Ile Trp Ser Asp Gly Ser Thr Asp Tyr Asn Ser
65 70 75 80
Thr Leu Lys Ser Arg Leu Ser Ile Ser Arg Asp Thr Ser Lys Ser Gln
85 90 95
Val Phe Leu Lys Met Ser Ser Leu GIn Thr Glu Asp Thr Ala Ile Tyr
100 105 110
Phe Cys Thr Arg Ser His Trp Glu Pro Phe Asp Tyr Trp Gly Gln Gly

115 120 125

Val Met Val Thr Val Ser Ser
130 135
<210> 152
<211> 133
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 152
Met Glu Ser Gln Thr Gln Ala Leu Ile Ser Leu Leu Leu Trp Val Tyr

1 5 10 15
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Gly Thr Cys Gly Asp Ile Val Met Thr Gln Ser Pro Leu Ser Leu Ala
20 25 30

Val Ser Glu Gly Glu Thr Val Thr Met Asn Cys Lys Ser Ser Gln Ser

35 40 45
Leu Phe Ser Ser Gly Asn Gln Lys Asn Tyr Leu Ala Trp Tyr Gln Gln
50 55 60
Lys Pro Gly Gln Ser Pro Lys Leu Leu Ile Tyr Tyr Ala Ser Thr Arg
65 70 75 80
Gln Ser Gly Val Pro Asp Arg Phe Ile Gly Ser Gly Ser Gly Thr Asp
85 90 95

Phe Thr Leu Thr Ile Ser Asp Val GIn Thr Glu Asp Leu Ala Asp Tyr

100 105 110
Tyr Cys Leu Gln His Tyr Asn Tyr Pro Pro Thr Phe Gly Ser Gly Thr
115 120 125
Lys Leu Glu Ile Lys
130

<210> 153
<211> 134
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"
<400> 153
Met Asp Leu Arg Leu Thr Tyr Val Phe Ile Val Ala Ile Leu Lys Gly

1 5 10 15

Val Leu Cys Glu Val Lys Leu Glu Glu Ser Gly Gly Gly Leu Val Gln
20 25 30
Pro Gly Met Ser Val Lys Leu Ser Cys Ala Thr Ser Gly Phe Ile Phe
35 40 45
Ser Asp Tyr Trp Met Glu Trp Val Arg Gln Ala Pro Gly Lys Gly Leu

50 55 60
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Glu Trp Val Ala Glu Ile Arg Asn Lys Ala Asn Asn Tyr Ala Thr Tyr

65 70 75 80

Tyr Gly Lys Ser Met Lys Gly Arg Phe Thr Ile Ser Arg Asp Asp Ser
85 90 95
Lys Ser Ile Val Tyr Leu Gln Val Asn Ser Ile Arg Ser Glu Asp Thr
100 105 110
Ala Ile Tyr Tyr Cys Ala Pro Asn Phe Asp Tyr Trp Gly Gln Gly Val
115 120 125
Met Val Thr Val Ser Ser
130

<210> 154

<211> 131

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 154

Met Ser Pro Val Gln Ser Leu Phe Leu Leu Leu Leu Trp Ile Leu Gly

1 5 10 15

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

20 25 30
Thr Ile Gly Gln Ser Val Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu

35 40 45

Leu His Ser Thr Gly Asn Thr Tyr Leu Asn Trp Leu Leu GIn Arg Pro
50 55 60
Gly Gln Pro Pro GIn Leu Leu Ile Tyr Leu Val Ser Arg Leu Glu Ser
65 70 75 80
Gly Val Pro Asn Arg Phe Ser Ala Ser Gly Ser Gly Thr Asp Phe Thr
85 90 95

Leu Lys Ile Ser Gly Ile Glu Ala Glu Asp Leu Gly Val Tyr Tyr Cys
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100

105 110

Val Gln Ser Ser His Thr Pro Tyr Thr Phe Gly Thr Gly Thr Lys Leu

115
Glu Leu Lys
130
<210> 155
<211> 135

<212> PRT

120

<213> Artificial Sequence

<220><221> source

125

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 155
Met Asp Ile Arg
1

Val Gln Cys Glu

20
Pro Gly Arg Ser
35
Ser Asp Tyr Asn
50
Glu Trp Val Ala
65

Asp Ser Val Lys

Thr Leu Tyr Leu
100
Tyr Tyr Cys Ala
115
Val Met Val Thr
130

<210> 156

Leu Ser Leu Val
5

Val Gln Leu Val

Leu Lys Leu Ser
40
Met Ala Trp Val
95
Thr Ile Tyr His
70

Gly Arg Phe Thr

85

GIn Met Asp Ser

Arg His Asn Asn
120
Val Ala Ser

135

Phe Leu Val Leu Phe Met Lys Gly
10 15

Glu Ser Gly Gly Gly Leu Val Gln

25 30
Cys Ala Ala Ser Arg Phe Thr Phe
45
Arg Gln Ala Pro Lys Lys Gly Leu
60
Asp Asp Ser Gly Ser Tyr Tyr Arg
75 80

[le Ser Arg Asn Asn Ala Lys Ser

90 95
Leu Arg Ser Glu Asp Met Ala Thr
105 110
Gly Phe Asp Tyr Trp Gly Gln Gly

125
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<211> 131

<212> PRT

<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 156

Met Lys Trp Pro Val Arg Leu Leu Val Leu Phe Phe Trp Ile Pro Ala
1 5 10 15

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

20 25 30
Arg Leu Gly Gly Gln Ala Ser Ile Ser Cys Arg Ser Ser Gln Ser Leu
35 40 45
Val His Ser Asn Gly Asn Thr Tyr Leu His Trp Tyr Leu GIn Lys Pro

50 95 60

Gly Gln Ser Pro GIn Leu Leu Ile Asn Arg Val Ser Asn Arg Phe Ser
65 70 75 80
Gly Val Pro Asp Arg Phe Ser Gly Ser Gly Ser Gly Thr Asp Phe Thr
85 90 95
Leu Lys Ile Asn Arg Val Glu Pro Glu Asp Leu Gly Asp Tyr Tyr Cys
100 105 110
Leu Gln Ser Thr His Phe Pro Leu Thr Phe Gly Ser Gly Thr Lys Leu

115 120 125

Glu Thr Lys
130
<210> 157
<211> 136
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"
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<400> 157

Met Asp Ile Arg Leu Ser Leu Gly Phe Leu Val Leu Phe Ile Lys Gly

1 5 10 15

Asp Gln Cys Ala Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln
20 25 30

Pro Gly Arg Ser Leu Lys Leu Ser Cys Ala Ala Ser Arg Ile Thr Phe

35 40 45
Thr Asp Tyr Tyr Met Ala Trp Val Arg Gln Ala Pro Thr Lys Gly Leu
50 55 60
Glu Trp Val Ala Thr Ile Ser Ser Asp Gly Gly Asp Thr Phe Tyr Arg
65 70 75 80

Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn Ala Lys Ser

@

85 90 95

Thr Leu Tyr Leu Gln Met Val Ser Leu Arg Ser Glu Asp Thr Ala Thr

100 105 110
Tyr Tyr Cys Ser Thr Asp Arg Gly Ala Gln Phe Gly Tyr Trp Gly Gln
115 120 125
Gly Thr Leu Val Thr Val Ser Ser
130 135

<210> 158
<211> 126
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"
<400> 158

Met Ala Pro Val Gln Leu Leu Gly Leu Leu Leu Ile Trp Leu Pro Ala

1 5 10 15
Met Arg Cys Asp Ile Gln Met Thr Gln Ser Pro Ser Phe Leu Ser Ala
20 25 30

Ser Val Gly Asp Arg Val Ser Ile Asn Cys Lys Ala Ser Gln Asn Val
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35 40 45
His Glu Asn Leu Asn Trp Tyr Gln Gln Lys Leu Gly Glu Ala Pro Lys
50 55 60

Arg Leu Ile Tyr Asn Thr Asn Asn Leu Gln Thr Gly Ile Pro Ser Arg

65 70 75 80
Phe Ser Gly Ser Gly Ser Gly Ala Asp Tyr Thr Leu Thr Ile Ser Ser
85 90 95
Leu Gln Pro Glu Asp Phe Ala Thr Tyr Phe Cys Leu Gln His Asn Ala
100 105 110
Phe Pro Tyr Thr Phe Gly Pro Gly Thr Lys Leu Glu Leu Lys
115 120 125
<210> 159
<211> 455
<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 159

Met Glu Thr Gly Leu Arg Trp Leu Leu Leu Val Ala Val Phe Lys Gly

1 5 10 15

Val Gln Cys Gln Glu Gln Leu Val Glu Ser Gly Gly Asp Leu Val Lys

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

35 40 45

Asn Lys Asn Tyr Trp Met Cys Trp Val Arg Gln Ala Pro Gly Lys Gly
50 55 60
Leu Glu Trp Ile Gly Cys Ile Tyr Asn Gly Asp Gly Asn Thr Tyr Tyr
65 70 75 80
Ala Ser Trp Val Asn Gly Arg Phe Thr Ile Ser Lys Thr Ser Ser Thr
85 90 95

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

Thr

Pro

145

Val

Thr

Pro

Lys

225

Asp

Asp

Asn

Asn
305

Trp

Pro

Phe Cys

115
Val Ser
130

Cys Cys

Lys Gly

Leu Thr

Leu Tyr

195

Val Thr

210

Thr Val

Leu Pro

Thr Leu

Val Ser

Ser Thr

Leu Arg

Ala Pro

100

Ser

Tyr

Asn
180

Ser

Cys

Met

260

Val

Ile

340

Arg Leu Leu Asn

120

Gly Gln Pro Lys

135

Asp Thr Pro Ser

150

Leu Pro Glu Pro

165

Gly Val

Leu Ser

Asn Val

Pro Ser

230

Gly Pro
245

Ile Ser

Arg

Ser

Ala

215

Thr

Ser

Arg

Thr

Val

200

His

Cys

Val

Thr

Asp Asp Pro Glu

Arg Thr

Arg Val

310

Ala

295

Val

280

Arg

Ser

Lys Glu Phe Lys

325

Glu Lys

Thr

Ile

105

Met

Ser

Val

Phe

185

Val

Pro

Ser

Phe

Pro

265

Val

Pro

Thr

Cys

Ser

345

110

Trp Gly Pro Gly Thr

Pro

Thr

Thr

170

Pro

Ser

Lys

Pro

Leu

Lys
330

Lys

Ser

Val

155

Val

Ser

Val

Thr

Pro

235

Phe

Val

Phe

Leu

Pro
315

Val

Ala

Val
140

Thr

Thr

Val

Thr

Asn

220

Met

Pro

Thr

Thr

Arg

300

His

Arg

125

Phe Pro

Leu Gly

Trp Asn

Arg Gln

190
Ser Ser
205

Thr Lys

Cys Pro

Pro Lys

Cys Val
270
Trp Tyr

285

Asn Lys

Gly Gln

350

- 186 -

Leu

Leu

Cys

Ser

175

Ser

Ser

Val

Pro

Pro
255

Val

335

Pro

Val

Ala

Leu

160

Ser

Asp

Pro

240

Lys

Val

Asn

Phe

Asp
320

Leu

Leu
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Glu Pro Lys Val Tyr Thr Met Gly Pro Pro Arg Glu Glu Leu Ser Ser

355 360 365

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

420 425 430

Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser
435 440 445
[le Ser Arg Ser Pro Gly Lys
450 455
<210> 160
<211> 239
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 160
Met Asp Thr Arg Ala Pro Thr Gln Leu Leu Gly Leu Leu Leu Leu Trp
1 5 10 15

Leu Pro Gly Ala Arg Cys Ala Asp Ile Val Met Thr Gln Thr Pro Ala

20 25 30
Ser Val Glu Ala Ala Val Gly Gly Thr Val Thr Ile Lys Cys Gln Ala
35 40 45
Ser Glu Ser Ile Gly Asn Ala Leu Ala Trp Tyr Gln GIn Lys Pro Gly
50 55 60
Gln Pro Pro Lys Leu Leu Ile Tyr Thr Ala Ala Thr Leu Ala Ser Gly

65 70 75 80
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Val Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Glu Phe Thr Leu

85 90 95
Thr Ile Ser Gly Val Gln Cys Asp Asp Ala Ala Thr Tyr Tyr Cys Gln
100 105 110
Ser Tyr Tyr Phe Thr Ser Val Ser Ser Tyr Gly Asn Ala Phe Gly Gly
115 120 125
Gly Thr Glu Val Val Val Lys Gly Asp Pro Val Ala Pro Thr Val Leu
130 135 140

Ile Phe Pro Pro Ala Ala Asp Gln Val Ala Thr Gly Thr Val Thr Ile

145 150 155 160
Val Cys Val Ala Asn Lys Tyr Phe Pro Asp Val Thr Val Thr Trp Glu
165 170 175
Val Asp Gly Thr Thr Gln Thr Thr Gly Ile Glu Asn Ser Lys Thr Pro
180 185 190
GIn Asn Ser Ala Asp Cys Thr Tyr Asn Leu Ser Ser Thr Leu Thr Leu
195 200 205

Thr Ser Thr Gln Tyr Asn Ser His Lys Glu Tyr Thr Cys Lys Val Thr

210 215 220
Gln Gly Thr Thr Ser Val Val Gln Ser Phe Asn Arg Gly Asp Cys
225 230 235
<210> 161
<211> 466
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 161
Met Glu Thr Gly Leu Arg Trp Leu Leu Leu Val Ala Val Leu Lys Gly
1 5 10 15

Val Gln Cys Gln Ser Leu Glu Glu Ser Gly Gly Asp Leu Val Lys Pro
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Gly

Ser

65

Thr

Val

Phe

Tyr

145

Thr

Pro

Val

Ser

Val
225

Ser

Pro

Ala

Ser

50

Trp

Trp

Thr

Cys

Phe
130

Pro

Pro

Arg

Ser

210

Thr

Ser

Ser
35

Tyr

Leu

115

Asn

Lys

Ser

Pro

Thr

195

Val

His

Cys

Val

20

Leu

Tyr

Lys

100

Arg

Leu

Ser

Val

180

Phe

Val

Pro

Ser

Phe

260

Thr

Met

Cys

85

Met

Asp

Trp

Pro

Thr
165

Thr

Pro

Ser

Lys
245

Ile

Leu

Cys

70

Arg

Thr

Ser

150

Val

Val

Ser

Val

Thr
230

Pro

Phe

Thr

Trp

55

Phe

Ser

Thr

Pro

135

Val

Thr

Thr

Val

Thr

215

Asn

Met

Pro

Cys

40

Val

Thr

Thr

Leu

Phe

Leu

Trp

Arg

200

Ser

Thr

Cys

Pro

25

Arg

Arg

Thr

Thr

105

Tyr

Thr

Pro

Asn

185

Ser

Lys

Pro

Lys

265

Val

Gln

Arg

Ser

90

Asp

Arg

Leu

Leu

Cys

170

Ser

Ser

Ser

Val

Pro
250

Pro

Ser

75

Lys

Val

155

Leu

Ser

Asp
235

Pro

Lys

Gly Phe

45
Pro Gly
60

Ser Thr

Ile Ser

Asp Thr

Asn Thr

125

Thr Val

140

Pro Cys

Val Lys

Thr Leu

Gly Leu

205

Pro Val

220

Lys Thr

Glu Leu

Asp Thr

30

Ser

Lys

Tyr

Ser

Ser

Cys

Thr
190

Tyr

Thr

Val

Pro

Leu

270

- 189 -

Phe

Tyr

Thr

95

Thr

Ser

Tyr

175

Asn

Ser

Cys

255

Met

Ser

Leu

80

Thr

Tyr

Leu

Asp

160

Leu

Leu

Asn

Pro

240

Ile
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Ser

Asp

Thr

305

Val

Lys

Thr

Thr

385

Leu

Thr

Gly

465

Arg

Pro

290

Val

Phe

Thr

Met

370

Cys

Lys

Asp

Ser

450

Lys

Thr Pro Glu

275

Glu Val Gln

Arg Pro Pro

Ser Thr Leu
325

Lys Cys Lys

340
[le Ser Lys
355

Gly Pro Pro

Met Ile Asn

Asn Gly Lys

405
Ser Asp Gly
420
Glu Trp Gln
435

Leu His Asn

<210> 162

<211> 237

<212

> PRT

Val

Phe

Leu

310

Pro

Val

Arg

Ser

Arg

His

Thr Cys Val

280
Thr Trp Tyr
295

Arg Glu Gln

Ile Ala His

His Asn Lys

345
Arg Gly Gln
360
Glu Glu Leu
375

Phe Tyr Pro

Glu Asp Asn

Tyr Phe Leu

425

Gly Asp Val
440

Tyr Thr Gln

455

<213> Artificial Sequence

<220><221> source

Val

Pro

Ser

Ser

Tyr

410

Tyr

Phe

Lys

Val

Asn

Phe

315

Asp

Leu

Leu

Ser

Asp

395

Lys

Ser

Thr

Ser

Asp Val Ser Gln

285
Asn Glu GIn Val
300

Asn Ser Thr Ile

Trp Leu Arg Gly
335

Pro Ala Pro Ile

350
Glu Pro Lys Val
365
Arg Ser Val Ser
380

Ile Ser Val Glu

Thr Thr Pro Thr

415
Lys Leu Ser Val
430
Cys Ser Val Met
445
Ile Ser Arg Ser

460

- 190 -

Asp

Arg

Arg

320

Lys

Tyr

Leu

Trp

400

Val

Pro

His

Pro

ZIHSdl 10-2023-0121831



<223> /note="Description of Artificial Sequence

PO

lypeptide"

<400> 162

Met Asp Thr Arg Ala Pro Thr

1

5

Leu Pro Gly Ala Arg Cys Ala

Val

Pro
65

Pro

Tyr

Pro
145

Val

Ser

Thr

Thr

Glu

Thr

50

Pro

Ser

Ser

His

Val
130

Pro

Thr

Gln
210

Thr

20
Ala Ala Val

35

Ile Tyr Ser

Lys Leu Leu

Arg Phe Ser
85
Asp Leu Glu

100

Gly Thr Ala
115

Val Val Arg

Ala Ala Asp

Asn Lys Tyr

165

Thr GIn Thr

180
Asp Cys Thr
195

Tyr Asn Ser

Ser Val Val

Gly Gly

Tyr Leu

55
Ile Tyr
70

Gly Ser

Cys Ala

Ser Thr

Gly Asp

135
GIn Val
150

Phe Pro

Thr Gly

Gln Leu Leu Gly Leu

Phe

Thr

40

Ser

Asp

120

Pro

Asp

10
Glu Leu Thr
25

Pro Thr Ile

Trp Tyr Gln

Ala Ser Lys

75

Ser Gly Thr
90

Ala Ala Thr

105

Tyr Asn Thr

Val Ala Pro

Thr Gly Thr
155
Val Thr Val

170

Glu Asn Ser

185

Tyr Asn Leu Ser Ser Thr

His Lys
215

Gln Ser

200

Glu

Phe

Tyr Thr Cys

Asn Arg Gly

Gln Thr

Lys Cys

45

Gln Lys
60

Leu Ala

Asp Tyr

Tyr Tyr

Phe Gly

125
Thr Val
140

Val Thr

Thr Trp

Lys Thr

Leu Thr

205
Lys Val
220

Asp Cys

Pro

30

Pro

Ser

Thr

Cys

110

Leu

Pro
190

Leu

Thr

- 191 -

. Synthetic

Leu Leu Leu Trp

15

Ser Ser

Ala Ser

Gly Val

80
Leu Thr
95

Gln Ser

Gly Thr

Ile Phe

Val Cys

160

Val Asp

175

GIn Asn

Thr Ser

Gln Gly

ZIHSdl 10-2023-0121831



225

<210>

163

<211> 466

<212> PRT

230

<213> Artificial Sequence

<220><221> source

235

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 163

Met Glu Thr Gly Leu Arg Trp Leu Leu Leu Val

1

Val Gln Cys

5
Gln Gln

20

Gln Leu Val Glu

25

Pro Gly Ala Ala Leu Thr Phe Thr Cys

35

40

Ser Gly Asn Tyr Trp Ile Cys Trp Val

50

55

Leu Glu Trp Ile Ala Cys Ile Gly Thr

65

70

Ala Ser Trp Ala Lys Gly Arg Phe Thr

Thr Val Thr

Tyr Phe Cys
115
Tyr Phe Thr

130

85
Leu Gln
100

Ala Arg

Leu Trp

Met Thr Ser Leu

105

Gly Ala Val Val
120
Gly Pro Gly Thr

135

Gln Pro Lys Ala Pro Ser Val Phe Pro

145

150

Thr Pro Ser Ser Thr Val Thr Leu Gly

165

10

Ser Gly

Thr Ala

Arg Gln

Ile Thr

75
Ile Ser
90

Thr Ala

Ser Ser

Leu Val

Leu Ala
155
Cys Leu

170

Ala Val Leu Lys
15
Gly Gly Leu Val

30
Ser Gly Phe Ser

45

Ala Pro Gly Lys
60

Ser Arg Thr Tyr

Lys Thr Ser Ser

95

Ala Asp Thr Ala
110

Gly Asn Ala Pro
125

Thr Val Ser Ser

140

Pro Cys Cys Gly

Val Lys Gly Tyr

175

- 192 -

Lys

Phe

Tyr
80

Thr

Thr

Tyr

Asp
160

Leu

ZIHSdl 10-2023-0121831



Pro Glu Pro Val

Val

Ser

Val

225

Ser

Pro

Ser

Asp

Thr
305

Val

Lys

Thr

Thr

385

Glu

Leu

Arg Thr

195
Ser Val
210

Ala His

Thr Cys

Ser Val

Arg Thr

275

Pro Glu

290

Ala Arg

Val Ser

Phe Lys

Thr Ile

Met Gly

370

Cys Met

Lys Asn

Asp Ser

180

Phe

Val

Pro

Ser

Phe

260

Pro

Val

Pro

Thr

Cys

340

Ser

Pro

Gly

Thr

Pro

Ser

Lys

245

Pro

Leu

325

Lys

Lys

Pro

Asn

Lys

405

Val

Ser

Val

Thr

230

Pro

Phe

Val

Phe

Leu
310

Pro

Val

Thr

Val

Thr

215

Asn

Met

Pro

Thr

Thr

295

Arg

His

Arg

Trp Asn

185
Arg Gln
200

Ser Ser

Thr Lys

Cys Pro

Pro Lys

265
Cys Val
280

Trp Tyr

Ala His

Asn Lys

345
Gly Gln
360

Arg Glu Glu Leu

375

Gly Phe Tyr Pro

390

Ala Glu Asp Asn

Ser

Ser

Ser

Val

Pro
250

Pro

Val

Pro

Ser

Ser

Tyr

410

Asp Gly Ser Tyr Phe Leu Tyr

Gly Thr Leu

Ser Gly Leu

205

GIn Pro Val
220

Asp Lys Thr

235

Pro Glu Leu

Lys Asp Thr

Val Asp Val
285
Asn Asn Glu

300

Phe Asn Ser
315

Asp Trp Leu

Leu Pro Ala

Leu Glu Pro

365

Ser Arg Ser

380
Asp Ile Ser
395

Lys Thr Thr

Ser Lys Leu

Thr Asn Gly

190

Tyr

Thr

Val

Pro

Leu

270

Ser

Thr

Arg

Pro

350

Lys

Val

Val

Pro

Ser

- 193 -

Ser

Cys

255

Met

Val

Val

Ser

Thr
415

Val

Leu

Asn

Pro

240

Asp

Arg

Arg
320

Lys

Tyr

Leu

Trp

400

Val

Pro
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SIS

420 425 430

Thr Ser Glu Trp Gln Arg Gly Asp Val Phe Thr Cys Ser Val Met His
435 440 445
Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Ile Ser Arg Ser Pro
450 455 460

Gly Lys

465

<210> 164

<211> 236

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 164

Met Asp Thr Arg Ala Pro Thr Gln Leu Leu Gly Leu Leu Leu Leu Trp

1 5 10 15
Leu Pro Gly Ala Arg Cys Ala Phe Glu Leu Thr Gln Thr Pro Ser Ser
20 25 30
Val Glu Ala Ala Val Gly Gly Thr Val Thr Ile Lys Cys Gln Ala Ser
35 40 45
Gln Ser Ile Ser Ser Tyr Leu Ser Trp Tyr Gln Gln Lys Pro Gly Gln
50 55 60

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

65 70 75 80
Pro Ser Arg Phe Lys Gly Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr
85 90 95
Ile Ser Asp Leu Glu Cys Ala Asp Ala Ala Thr Tyr Phe Cys Gln Ser
100 105 110
Tyr Tyr Gly Val Thr Phe Ser Gly Phe Ala Phe Gly Gly Gly Thr Glu

115 120 125

- 194 -
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Val Val Val Lys Gly Asp Pro Val Ala Pro

130 135
Pro Ala Ala Asp Gln Val Ala Thr Gly Thr
145 150
Ala Asn Lys Tyr Phe Pro Asp Val Thr Val
165 170
Thr Thr Gln Thr Thr Gly Ile Glu Asn Ser
180 185

Ala Asp Cys Thr Tyr Asn Leu Ser Ser Thr

195 200
GIn Tyr Asn Ser His Lys Glu Tyr Thr Cys
210 215

Thr Ser Val Val Gln Ser Phe Asn Arg Gly
225 230

<210> 165

<211> 460

<212> PRT

<213> Artificial Sequence

<220><221> source

Thr

Val

155

Thr

Lys

Leu

Lys

Asp

235

Val Leu Ile Phe Pro

140
Thr Ile Val Cys Val
160
Trp Glu Val Asp Gly
175
Thr Pro Gln Asn Ser
190

Thr Leu Thr Ser Thr

205
Val Thr Gln Gly Thr
220

Cys

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 165

Met Glu Thr Gly Leu Arg Trp Leu Leu Leu Val Ala Val Leu Lys Gly

1 5 10

15

Val Gln Cys Gln Ser Leu Glu Glu Ser Gly Gly Asp Leu Val Lys Pro

20 25

30

Gly Ala Ser Leu Thr Leu Thr Cys Lys Ala Ser Gly Ile Asp Phe Asn

35 40

45

Asn Tyr Trp Ile Thr Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu

50 55

60

Trp Ile Ala Cys Ile Tyr Val Gly Ile Thr Gly Arg Thr Trp Tyr Ala

- 195 -
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65

Asn

Asp

Cys

Pro

Val

145

Thr

Thr

Val

Thr

Asn

225

Met

Pro

Thr

Thr

Trp Ala

Leu Lys

Ala Arg

115

Gly Thr

130

Phe Pro

Leu Gly

Trp Asn

Arg Gln

195
Ser Ser
210

Thr Lys

Cys Pro

Pro Lys

Cys Val
275
Trp Tyr

290

Lys

Met

100

Asn

Leu

Leu

Cys

Ser

180

Ser

Ser

Val

Pro

Pro

260

Val

Val

Leu

165

Ser

Asp

Pro

245

Lys

Val

Asn

Arg Glu Gln Gln Phe

305

70

Arg Phe

Ser Leu

Asp Gly

Thr Val

135
Pro Cys
150

Val Lys

Thr Leu

Gly Leu

Pro Val

215
Lys Thr
230

Glu Leu

Asp Thr

Asp Val

Asn Glu
295
Asn Ser

310

Thr

Thr

120

Ser

Cys

Thr

Tyr

200

Thr

Val

Pro

Leu

Ser
280

Gln

Thr

Ser

Tyr

Asn
185

Ser

Cys

Met

265

Val

Ile

Ser

90

Tyr

Asp

Leu

170

Leu

Asn

Pro

Asp

Arg

Arg

75

Lys

Asp

Thr

155

Pro

Val

Ser

Val

Ser

235

Pro

Ser

Asp

Thr

Val

315

Thr

Leu

Pro

140

Pro

Arg

Ser

220

Thr

Ser

Arg

Pro

300

Val

Ser

Asn
125

Lys

Ser

Pro

Thr

Val

205

His

Cys

Val

Thr

285

Arg

Ser

Ser

Thr

110

Leu

Ser

Val

Phe

190

Val

Pro

Ser

Phe

Pro

270

Val

Pro

Thr

- 196 -

Thr

95

Tyr

Trp

Pro

Thr

Thr

175

Pro

Ser

Lys

Pro

Leu

80

Val

Phe

Ser

Val

160

Val

Ser

Val

Thr

Pro

240

Phe

Val

Phe

Leu

Pro

320
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Ile Ala His

His Asn Lys

Arg Gly Gln

355

Glu Glu Leu
370

Phe Tyr Pro

385

Glu Asp Asn

Tyr Phe Leu

Gly Asp Val
435

Tyr Thr Gln

450
<210> 166
<211> 238

<212> PRT

Gln Asp Trp Leu Arg Gly Lys Glu Phe Lys Cys

325

Ala Leu Pro Ala Pro

340

Pro Leu Glu Pro Lys

Ser

Ser

Tyr

Tyr

420

Phe

Lys

Ser Arg Ser
375

Asp Ile Ser

390

Lys Thr Thr

405

Ser Lys Leu

Thr Cys Ser

Ser Ile Ser

455

<213> Artificial Sequence

<220><221> source

360

Val

Val

Pro

Ser

Val

440

Arg Ser

330
Ile Glu Lys
345

Val Tyr Thr

Ser Leu Thr

Thr Ile Ser

350

Met Gly Pro
365

Cys Met Ile

380

Lys Val

335

Lys Ala

Pro Arg

Asn Gly

Glu Trp Glu Lys Asn Gly Lys Ala

395

Thr Val Leu
410

Val Pro Thr

425

Asp Ser Asp

Ser Glu Trp

430

400
Gly Ser
415

Gln Arg

Met His Glu Ala Leu His Asn His

Pro Gly

445

Lys

460

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 166

Met Asp Thr Arg Ala Pro Thr Gln Leu Leu Gly Leu Leu Leu Leu Trp

1

5

10

15

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

20

25

30

Val Ser Ala Ala Val Gly Gly Thr Val Thr Ile Ser Cys Gln Ser Ser

- 197 -
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35
GIn Ser Val
50
Gly Gln Pro
65

Gly Val Pro

Leu Thr Ile

Ala Gly Gly
115
Thr Glu Val
130
Phe Pro Pro
145

Cys Val Ala

Asp Gly Thr

Asn Ser Ala

Ser Thr Gln
210

Gly Thr Thr

225
<210> 167
<211> 459

<212> PRT

Tyr

Pro

Ser

Ser

100

Tyr

Val

Asn

Thr

180

Asp

Tyr

Ser

Asn

Lys

Arg

85

Asp

Ser

Val

Lys

165

Cys

Asn

Val

40
Asn Asn Trp Leu
55
Leu Leu Ile Tyr
70

Phe Lys Gly Ser

Leu Glu Cys Asp

105
Gly Asn Ile Tyr
120
Lys Gly Asp Pro
135
Asp Gln Val Ala
150

Tyr Phe Pro Asp

Thr Thr Gly Ile
185
Thr Tyr Asn Leu
200
Ser His Lys Glu
215

Val Gln Ser Phe

230

<213> Artificial Sequence

<220><221> source

Arg

90

Asp

Val

Val

Thr

Val

170

Ser

Tyr

Asn

Trp

Asn

155

Thr

Asn

Ser

Thr

Arg

235

45
Tyr Gln Gln
60

Ser Thr Leu

Gly Thr Gln

Ala Thr Tyr

Asp Phe Gly
125

Pro Thr Val

140

Thr Val Thr

Val Thr Trp

Ser Lys Thr
190
Thr Leu Thr
205
Cys Lys Val
220

Gly Asp Cys

Lys Pro

Thr Ser

80
Phe Thr
95

Tyr Cys

Leu Ile

Ile Val

160

Glu Val

175

Pro Gln

Leu Thr

Thr Gln

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

- 198 -
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ZIHSdl 10-2023-0121831

<400> 167

Met Glu Thr Gly Leu Arg Trp Leu Leu Leu Val Ala Val Leu Lys Gly

1 5 10 15

Val Gln Cys Gln Glu Gln Leu Glu Glu Ser Gly Gly Asp Leu Val Lys
20 25 30

Pro Gly Gly Ser Leu Thr Leu Thr Cys Lys Ala Ser Gly Phe Ser Phe

35 40 45
Ser Asn Thr Tyr Trp Ala Cys Trp Val Arg Gln Ala Pro Gly Lys Gly
50 55 60
Leu Glu Trp Ile Ala Cys Met Asn Pro Ala Ser Ser Gly Ser Ser Tyr
65 70 75 80
Tyr Ala Ser Trp Ala Lys Gly Arg Phe Thr Ile Ser Lys Thr Ser Ser
85 90 95

Thr Thr Val Thr Leu His Met Pro Ser Leu Thr Ala Ala Asp Thr Ala

100 105 110
Thr Tyr Phe Cys Ala Lys Trp Asp Thr Ala Phe Asp Val Trp Gly Pro
115 120 125
Gly Thr Leu Val Thr Val Ser Ser Gly Gln Pro Lys Ala Pro Ser Val
130 135 140
Phe Pro Leu Ala Pro Cys Cys Gly Asp Thr Pro Ser Ser Thr Val Thr
145 150 155 160

Leu Gly Cys Leu Val Lys Gly Tyr Leu Pro Glu Pro Val Thr Val Thr

165 170 175
Trp Asn Ser Gly Thr Leu Thr Asn Gly Val Arg Thr Phe Pro Ser Val
180 185 190
Arg Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Ser Val Thr
195 200 205
Ser Ser Ser Gln Pro Val Thr Cys Asn Val Ala His Pro Ala Thr Asn
210 215 220

Thr Lys Val Asp Lys Thr Val Ala Pro Ser Thr Cys Ser Lys Pro Met

225 230 235 240

- 199 -



Cys

Pro

Cys

Trp

Asn

Tyr
385

Asp

Phe

Asp

Thr

Pro Pro Pro Glu Leu Pro Gly Gly Pro Ser

Lys

Val

Tyr

290

His

Lys

Leu

370

Pro

Asn

Leu

Val

Gln

450

Pro

Val

275

Pro

355

Ser

Ser

Tyr

Tyr

Phe

435

Lys

<210> 168

<211> 237

<212> PRT

Lys
260

Val

Asn

Phe

Asp

Leu

340

Leu

Ser

Asp

Lys

Ser

420

Thr

Ser

245

Asp Thr Leu Met

Asp Val Ser Gln

280

Asn Glu GIn Val

295

265

Asp

Arg

250

Ser Arg

Asp Pro

Thr Ala

Asn Ser Thr Ile Arg Val Val

310
Trp Leu Arg Gly
325

Pro Ala Pro Ile

Glu Pro Lys Val

360
Arg Ser Val Ser
375
[le Ser Val Glu
390
Thr Thr Pro Thr
405

Lys Leu Ser Val

Cys Ser Val Met
440
Ile Ser Arg Ser

455

<213> Artificial Sequence

Lys

Leu

Trp

Val

Pro

425

His

Pro

315
Glu Phe
330

Lys Thr

Thr Met

Thr Cys

Glu Lys

395
Leu Asp
410

Thr Ser

Glu Ala

Gly Lys

Val Phe Ile Phe Pro
255
Thr Pro Glu Val Thr
270
Glu Val Gln Phe Thr
285

Arg Pro Pro Leu Arg

300
Ser Thr Leu Pro Ile
320
Lys Cys Lys Val His
335
Ile Ser Lys Ala Arg
350

Gly Pro Pro Arg Glu

365
Met Ile Asn Gly Phe
380
Asn Gly Lys Ala Glu
400
Ser Asp Gly Ser Tyr
415

Glu Trp Gln Arg Gly

430
Leu His Asn His Tyr

445

- 200 -
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<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

PO

lypeptide"

<400> 168

Met Asp Thr Arg Ala Pro Thr Gln Leu Leu Gly Leu Leu Leu Leu

1

5

Leu Pro Gly Ala Arg Cys

Ser Val

Ser Gln

50

Gln Pro

65

Val Pro

Thr Ile

Asn Tyr

Glu Val

130

Pro Pro

145

Val Ala

Gly Thr

Ser Ala

Thr Gln

20
Glu Ala Ala
35

Ser Ile Ser

Pro Lys Leu

Ser Arg Phe
85
Ser Gly Val
100
Tyr Ala Ile
115

Val Val Lys

Ala Ala Asp

Asn Lys Tyr

165

Thr GIn Thr
180

Asp Cys Thr

195

Tyr Asn Ser

Val

Ser

Leu

70

Lys

Asp

Gln

150

Phe

Thr

Tyr

His

10 15
Ala Asp Val Val Met Thr Gln Thr Pro
25 30
Gly Gly Thr Val Thr Ile Lys Cys Gln
40 45

Tyr Leu Ala Trp Tyr Gln Gln Lys Pro

[le Tyr Gly Ala Ser Asn Leu Glu Ser

75
Gly Ser Gly Ser Gly Thr Glu Tyr Thr
90 95
Cys Asp Asp Ala Ala Thr Tyr Tyr Cys
105 110
Thr Tyr Gly His Ala Phe Gly Gly Gly
120 125

Asp Pro Val Ala Pro Thr Val Leu Ile

135 140
Val Ala Thr Gly Thr Val Thr Ile Val
155
Pro Asp Val Thr Val Thr Trp Glu Val
170 175
Gly Ile Glu Asn Ser Lys Thr Pro Gln
185 190

Asn Leu Ser Ser Thr Leu Thr Leu Thr

200 205

Lys Glu Tyr Thr Cys Lys Val Thr Gln

- 201 -

Trp

Ser

80

Leu

Thr

Phe

Cys

160

Asp

Asn

Ser

Gly
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210

215

220

Thr Thr Ser Val Val Gln Ser Phe Asn Arg Gly Asp Cys

225
<210> 169
<211> 455

<212> PRT

<213> Artificial Sequence

<220><221> source

235

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 169

Met Glu Thr

Val Gln Cys

Pro Gly Ala

35

Ser Ser Asn
50

Leu Glu Leu

65

Ala Ser Trp

Thr Val Ala

Tyr Phe Cys
115

Thr Val Ser

130
Pro Cys Cys

145

Gly Leu Arg Trp Leu Leu Leu Val Ala Val Leu Lys

Gln Glu GIn Leu Glu Glu

20

Ser

Tyr

Leu

100

Ser

Gly

25

Leu Thr Leu Thr Cys

40

His Ile Cys Trp Val

55

Ala Cys Ile Tyr Val

Lys Gly Arg Phe Thr

Gln Met Thr Ser Leu

105

Arg Met Phe Asn Leu

120

Gly Gln Pro Lys Ala

135

Asp Thr Pro Ser Ser

Val Lys Gly Tyr Leu Pro Glu Pro Val

10

Ser

Thr

Arg

90

Thr

Trp

Pro

Thr

Thr

15
Gly Gly Asp Leu Val
30
Ala Ser Gly Phe Ser
45
Gln Ala Pro Gly Lys
60

Asp Gly Ser Thr Tyr

75
Ser Lys Ser Ser Ser
95
Ala Ala Asp Thr Ala
110
Gly Pro Gly Thr Leu
125

Ser Val Phe Pro Leu

140
Val Thr Leu Gly Cys
155

Val Thr Trp Asn Ser

- 202 -

Lys

Phe

Tyr

80

Thr

Thr

Val

Leu
160

Gly
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Thr Leu

Gly Leu

Pro Val

210
Lys Thr
225

Glu Leu

Asp Thr

Asp Val

Asn Glu

290
Asn Ser
305

Trp Leu

Pro Ala

Glu Pro

Arg Ser

370

Ile Ser

385

Thr Thr

Thr

Tyr

195

Thr

Val

Pro

Leu

Ser

275

Thr

Arg

Pro

Lys

355

Val

Val

Pro

Asn
180

Ser

Cys

Met

260

Val

340

Val

Ser

Thr

165

Gly

Leu

Asn

Pro

Asp

Arg

Arg

Lys

325

Tyr

Leu

Trp

Val

405

Val

Ser

Val

Ser

230

Pro

Ser

Asp

Thr

Val

310

Lys

Thr

Thr

Glu

390

Leu

Arg

Ser

215

Thr

Ser

Arg

Pro

295

Val

Phe

Thr

Met

Cys

375

Lys

Asp

Thr

Val

200

His

Cys

Val

Thr

280

Arg

Ser

Lys

360

Met

Asn

Ser

Phe
185

Val

Pro

Ser

Phe

Pro

265

Val

Pro

Thr

Cys

Ser

345

Pro

Asp

170

Pro

Ser

Lys

Pro

Leu

Lys

330

Lys

Pro

Asn

Lys

Gly
410

Ser Val

Val Thr

Thr Asn

220
Pro Met
235

Phe Pro

Val Thr

Phe Thr

Leu Arg

300
Pro Ile
315

Val His

Ala Arg

Arg Glu

Gly Phe

380

Ala Glu

395

Ser Tyr

Arg Gln
190

Ser Ser

205

Thr Lys

Cys Pro

Pro Lys

Cys Val

270
Trp Tyr
285

Glu Gln

Asn Lys

Gly Gln

350
Glu Leu
365

Tyr Pro

Asp Asn

Phe Leu

- 203 -

175

Ser

Ser

Val

Pro

Pro

255

Val

335

Pro

Ser

Ser

Tyr

Tyr

415

Ser

Asp

Pro

240

Lys

Val

Asn

Phe

Asp

320

Leu

Leu

Ser

Asp

Lys

400

Ser
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Lys Leu Ser Val Pro Thr Ser Glu Trp Gln Arg Gly Asp Val Phe Thr

420

Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser

435
[le Ser Arg Ser Pro Gly Lys

450 455

<210> 170

<211> 235

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of
polypeptide"

<400> 170

Met Asp Thr Arg Ala Pro Thr

1 5

Leu Pro Gly Ala Ile Cys Asp

20
Val Ser Ala Ala Val Gly Val

35

Pro Ser Val Tyr Ser Asn Tyr
50 95
Gln Pro Pro Lys Leu Leu Ile
65 70
Val Pro Ser Arg Phe Lys Gly
85
Thr Ile Ser Asp Val Gln Cys

100

Gly Thr Tyr Ser Gly Asn Ile
115
Val Val Lys Gly Asp Pro Val

130 135

440

Artificial Sequence: Synthetic

Gln Leu Leu Gly Leu Leu Leu Leu Trp

Pro Val Leu Thr Gln Thr Pro Ser Ser

Thr
40

Leu Ser Trp Tyr Gln Gln Lys Pro Gly

Tyr

Ser

Asp

Trp
120

Ala

Ile Asn Cys Gln Ser Ser

Leu Ala Ser Thr Leu Ala Ser Gly

Gly Thr Gln Phe Thr Leu

Asp Ala Ala Thr Tyr Tyr Cys Ala

Ser Phe Gly Gly Gly Thr Glu Val

Val Leu Ile Phe Pro Pro
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Ala Ala Asp Gln
145

Asn Lys Tyr Phe

Thr Gln Thr Thr
180

Asp Cys Thr Tyr

195
Tyr Asn Ser His
210

Ser Val Val Gln

225

<210> 171

<211> 460

<212> PRT

Val Ala Thr Gly Thr Val Thr
150 155
Pro Asp Val Thr Val Thr Trp

165 170

Gly Ile Glu Asn Ser Lys Thr
185
Asn Leu Ser Ser Thr Leu Thr
200
Lys Glu Tyr Thr Cys Lys Val
215
Ser Phe Asn Arg Gly Asp Cys

230 235

<213> Artificial Sequence

<220><221> source

Ile Val Cys Val Ala
160
Glu Val Asp Gly Thr

175

Pro Gln Asn Ser Ala
190
Leu Thr Ser Thr Gln
205
Thr Gln Gly Thr Thr

220

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"
<400> 171
Met Glu Thr Gly Leu Arg Trp Leu Leu Leu Val
1 5 10
Val Gln Cys Gln GIn Gln Leu Val Glu Ser Gly
20 25
Pro Gly Ala Ser Leu Thr Leu Thr Cys Thr Ala

35 40

Ser Ser Gly Tyr His Met Cys Trp Val Arg Gln
50 55

Leu Glu Trp Ile Ala Cys Phe Gly Val Tyr Thr

65 70 75

Ala Ser Trp Ala Lys Gly Arg Phe Thr Ile Ser

85 90

Ala Val Leu Lys Gly
15
Gly Gly Leu Val Lys
30
Ser Gly Phe Ser Phe

45

Ala Pro Gly Lys Gly

60

Gly Thr Thr Thr Tyr
80

Lys Thr Ser Ser Thr

95

- 205 -
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Thr

Tyr

Pro

Val

145

Thr

Thr

Val

Thr

Asn

225

Met

Pro

Thr

Thr

Arg
305

Ile

His

Val Thr

Phe Cys

115
Gly Thr
130

Phe Pro

Leu Gly

Trp Asn

Arg Gln

195
Ser Ser
210

Thr Lys

Cys Pro

Pro Lys

Cys Val

275

Trp Tyr

290

Ala His

Asn Lys

Leu Gln Met Thr Ser

100

Leu

Leu

Cys

Ser

180

Ser

Ser

Val

Pro

Pro

260

Val

Gln

Ala

Arg

Val

Leu

165

Ser

Asp

Pro

245

Lys

Val

Asn

Phe

Asp
325

Leu

[le Ser Ala
120
Thr Val Ser
135
Pro Cys Cys
150

Val Lys Gly

Thr Leu Thr

Gly Leu Tyr

200

Pro Val Thr
215

Lys Thr Val

230

Glu Leu Pro

Asp Thr Leu

Asp Val Ser
280
Asn Glu Gln

295

Asn Ser Thr
310

Trp Leu Arg

Pro Ala Pro

Leu

105

Ser

Tyr

Asn
185

Ser

Cys

Met

265

Val

Gly

Ile

Thr Val

Asn Gly

Gly GIn

Asp Thr
155
Leu Pro

170

Gly Val

Leu Ser

Asn Val

Pro Ser

235

Gly Pro
250

Ile Ser

Asp Asp

Arg Thr

Arg Val

315
Lys Glu
330

Glu Lys

Ala Asp

Gly Asp

125
Pro Lys
140

Pro Ser

Glu Pro

Arg Thr

Ser Val

205

Ala His

220

Thr Cys

Ser Val

Arg Thr

Pro Glu

285

Ala Arg

300

Val Ser

Phe Lys

Thr Ile

Thr

110

Leu

Ser

Val

Phe

190

Val

Pro

Ser

Phe

Pro

270

Val

Pro

Thr

Cys

Ser

- 206 -

Ala

Trp

Pro

Thr

Thr

175

Pro

Ser

Lys

Pro

Leu

Lys
335

Lys

Thr

Ser

Val

160

Val

Ser

Val

Thr

Pro

240

Phe

Val

Phe

Leu

Pro
320

Val

Ala
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340
Arg Gly Gln Pro Leu Glu Pro

355

Glu Glu Leu Ser Ser Arg Ser
370 375
Phe Tyr Pro Ser Asp Ile Ser
385 390
Glu Asp Asn Tyr Lys Thr Thr
405
Tyr Phe Leu Tyr Ser Lys Leu

420

Gly Asp Val Phe Thr Cys Ser
435

Tyr Thr Gln Lys Ser Ile Ser
450 455

<210> 172

<211> 236

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of

polypeptide"
<400> 172
Met Asp Thr Arg Ala Pro Thr

1 5

Leu Pro Gly Ala Arg Cys Asp
20
Val Glu Ala Ala Val Gly Gly
35
Gln Ser Ile Ser Asn Tyr Phe
50 95

Pro Pro Lys Leu Leu Ile Tyr

345 350
Lys Val Tyr Thr Met Gly Pro Pro Arg

360 365

Val Ser Leu Thr Cys Met Ile Asn Gly
380
Val Glu Trp Glu Lys Asn Gly Lys Ala
395 400
Pro Thr Val Leu Asp Ser Asp Gly Ser
410 415
Ser Val Pro Thr Ser Glu Trp Gln Arg

425 430

Val Met His Glu Ala Leu His Asn His
440 445
Arg Ser Pro Gly Lys

460

Artificial Sequence: Synthetic

Gln Leu Leu Gly Leu Leu Leu Leu Trp

10 15

Val Val Met Thr Gln Thr Pro Ala Ser
25 30
Thr Val Thr Ile Lys Cys Gln Ala Ser
40 45
Ser Trp Tyr Gln Gln Lys Pro Gly Gln
60

Arg Ala Ser Thr Leu Ala Ser Gly Val

- 207 -
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65 70 75 80

Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Glu Phe Thr Leu Thr
85 90 95
Ile Ser Asp Leu Glu Cys Ala Asp Ser Ala Thr Tyr Tyr Cys Gln Cys
100 105 110
Thr Tyr Gly Ser Ser Ser Thr Gly Phe Gly Phe Gly Gly Gly Thr Glu
115 120 125
Val Val Val Lys Gly Asp Pro Val Ala Pro Thr Val Pro Ile Phe Pro

130 135 140

Pro Ala Ala Asp Gln Val Ala Thr Gly Thr Val Thr Ile Val Cys Val
145 150 155 160
Ala Asn Lys Tyr Phe Pro Asp Val Thr Val Thr Trp Glu Val Asp Gly
165 170 175
Thr Thr Gln Thr Thr Gly Ile Glu Asn Ser Lys Thr Pro Gln Asn Ser
180 185 190
Ala Asp Cys Thr Tyr Asn Leu Ser Ser Thr Leu Thr Leu Thr Ser Thr

195 200 205

GIn Tyr Asn Ser His Lys Glu Tyr Thr Cys Lys Val Thr Gln Gly Thr
210 215 220

Thr Ser Val Val Gln Ser Phe Asn Arg Gly Asp Cys

225 230 235

<210> 173

<211> 456

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"
<400> 173
Met Glu Thr Gly Leu Arg Trp Leu Leu Leu Val Ala Val Leu Lys Gly

1 5 10 15

- 208 -



Val Gln Cys

Gly Ala Ser

35

Ser Gly Tyr
50

Glu Tyr Ile

65

Asn Trp Ala

Val Thr Leu

Phe Cys Ala
115
Val Thr Val

130

Ala Pro Cys
145

Leu Val Lys

Gly Thr Leu

Ser Gly Leu

195

Gln Pro Val

210
Asp Lys Thr
225

Pro Glu Leu

Lys Asp Thr

20

Leu

Gly

Lys

100

Lys

Ser

Cys

Thr
180

Tyr

Thr

Val

Pro

Leu

Ser

Thr

Met

Tyr

Ser

Tyr
165

Asn

Ser

Cys

Gly
245

Met

Leu Glu

Leu Thr

Trp Trp

55

Ile Asp

70

Arg Phe

Thr Ser

Asp Thr
150

Leu Pro

Gly Val

Leu Ser

Asn Val

215
Pro Ser
230

Gly Pro

Ile Ser

Glu

Cys

40

Val

Thr

Thr

Leu

120

Pro

Pro

Arg

Ser

200

Thr

Ser

Arg

Ser
25

Met

Arg

Thr
105

Asp

Lys

Ser

Pro

Thr

185

Val

His

Cys

Val

Thr

Gly Gly Asp Leu Val

Asp

Ser
90

Val

Leu

Ser

Val

170

Phe

Val

Pro

Ser

Phe

250

Ser

Asp

75

Lys

Trp

Pro

Thr
155

Thr

Pro

Ser

Lys
235

Ile

Gly Ile

45
Pro Gly
60

Asn Thr

Thr Ser

Asp Thr

Gly Pro

125

Ser Val

140

Val Thr

Val Thr

Ser Val

Val Thr

205

Thr Asn
220

Pro Met

Phe Pro

Pro Glu Val Thr

30

Asp

Lys

Tyr

Ser

Phe

Leu

Trp

Arg

190

Ser

Thr

Cys

Pro

Cys

- 209 -

Lys

Phe

Tyr

Thr

95

Thr

Thr

Pro

Asn

175

Ser

Lys

Pro

Lys

255

Val

Pro

Ser

Leu

80

Thr

Tyr

Leu

Leu

Cys

160

Ser

Ser

Ser

Val

Pro

240

Pro

Val
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Val

Asn

Phe

305

Asp

Leu

Leu

Ser

Asp

385

Lys

Ser

Thr

Ser

Asp

Asn

290

Asn

Trp

Pro

Arg

370

Thr

Lys

Cys

Ile

450

260 265

Val Ser Gln Asp Asp Pro Glu Val
275 280
Glu Gln Val Arg Thr Ala Arg Pro
295
Ser Thr Ile Arg Val Val Ser Thr
310
Leu Arg Gly Lys Glu Phe Lys Cys

325 330

Ala Pro Ile Glu Lys Thr Ile Ser
340 345

Pro Lys Val Tyr Thr Met Gly Pro

355 360

Ser Val Ser Leu Thr Cys Met Ile

375

270

Gln Phe Thr Trp Tyr Ile
285
Pro Leu Arg Glu Gln Gln
300
Leu Pro Ile Ala His Gln
315 320
Lys Val His Asn Lys Ala

335

Lys Ala Arg Gly Gln Pro
350
Pro Arg Glu Glu Leu Ser
365
Asn Gly Phe Tyr Pro Ser

380

Ser Val Glu Trp Glu Lys Asn Gly Lys Ala Glu Asp Asn Tyr

390

Thr Pro Thr Val Leu Asp Ser Asp
405 410
Leu Ser Val Pro Thr Ser Glu Trp
420 425
Ser Val Met His Glu Ala Leu His
435 440
Ser Arg Ser Pro Gly Lys

455

<210> 174

<211> 239

<212> PRT

<213> Artificial Sequence

<220><221> source

395 400

Gly Ser Tyr Phe Leu Tyr
415
Gln Arg Gly Asp Val Phe
430
Asn His Tyr Thr Gln Lys

445

<223> /note="Description of Artificial Sequence: Synthetic

-210 -
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polypeptide"
<400> 174
Met Asp Thr Arg Ala Pro Thr Gln Leu Leu Gly Leu Leu Leu Leu Trp
1 5 10 15
Leu Pro Gly Ala Arg Cys Ala Asp Ile Val Met Thr Gln Thr Pro Ala
20 25 30
Ser Val Glu Ala Ala Val Gly Gly Thr Val Thr Ile Lys Cys Gln Ala

35 40 45

Ser Gln Ser Ile Ser Ser Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly
50 55 60
Gln Arg Pro Lys Leu Leu Ile Tyr Arg Ala Ser Thr Leu Lys Ser Gly
65 70 75 80
Val Pro Ser Arg Phe Lys Gly Ser Gly Ser Gly Thr Glu Tyr Thr Leu
85 90 95
Thr Ile Ser Asp Leu Glu Cys Ala Asp Ala Ala Thr Tyr Tyr Cys Gln

100 105 110

Ala Tyr Tyr Leu Ser Ser Ser Ile Ser Tyr Gly Asn Thr Phe Gly Gly
115 120 125
Gly Thr Glu Val Val Val Lys Gly Asp Pro Val Ala Pro Thr Val Leu
130 135 140
Ile Phe Pro Pro Ala Ala Asp Gln Val Ala Thr Gly Thr Val Thr Ile
145 150 155 160
Val Cys Val Ala Asn Lys Tyr Phe Pro Asp Val Thr Val Thr Trp Glu

165 170 175

Val Asp Gly Thr Thr Gln Thr Thr Gly Ile Glu Asn Ser Lys Thr Pro
180 185 190
Gln Asn Ser Ala Asp Cys Thr Tyr Asn Leu Ser Ser Thr Leu Thr Leu
195 200 205
Thr Ser Thr Gln Tyr Asn Ser His Lys Glu Tyr Thr Cys Lys Val Thr
210 215 220

GIn Gly Thr Thr Ser Val Val Gln Ser Phe Asn Arg Gly Asp Cys

-211 -



225 230

<210> 175

<211> 456

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of
polypeptide"

<400> 175

Met Glu Thr Gly Leu Arg Trp

1 5

Val Gln Cys Gln Ser Leu Glu

20
Gly Ala Ser Leu Thr Leu Thr

35

Ser Gly Tyr Gly Met Cys Trp
50 95

Glu Trp Ile Gly Tyr Thr Asp

65 70

Ser Trp Ala Lys Gly Arg Phe

85
Val Thr Leu GIn Met Thr Ser
100

Phe Cys Ala Lys Gly Gly Ala
115
Val Thr Val Ser Ser Gly Gln
130 135
Ala Pro Cys Cys Gly Asp Thr
145 150
Leu Val Lys Gly Tyr Leu Pro

165

235

Artificial Sequence: Synthetic

Leu Leu Leu Val Ala Val Leu Lys

Glu Ser
25
Cys Thr

40

Val Arg

Thr Ala

Thr Ile

Leu Thr

105

10

Gly

Gln

Thr

Ser

90

15

Gly Asp Leu Val Lys
30

Ser Gly Phe Ser Leu

45

Ala Pro Gly Lys Gly
60

Gly Thr Ile His Tyr
75

Lys Thr Ser Ser Thr

95
Ala Asp Thr Ala Thr
110

Met Asp Leu Trp Gly Pro Gly Thr

120

Pro Lys

Pro Ser

Glu Pro

Ser

Val

170

125
Pro Ser Val Phe Pro
140
Thr Val Thr Leu Gly
155
Thr Val Thr Trp Asn

175

-212 -

Pro

Ser

Leu

80

Thr

Tyr

Leu

Leu

Cys

160

Ser
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Gly

Ser

Asp

225

Pro

Lys

Val

Asn

Phe

305

Asp

Leu

Leu

Ser

Asp

385

Lys

Ser

Thr Leu

Gly Leu

195

Pro Val

210

Lys Thr

Glu Leu

Asp Thr

Asp Val

275

Asn Glu

290

Asn Ser

Trp Leu

Pro Ala

Glu Pro

355

Arg Ser

370

Ile Ser

Thr Thr

Lys Leu

Thr Asn Gly Val

180

Tyr

Thr

Val

Pro

Leu

260

Ser

Thr

Arg

Pro

340

Lys

Val

Val

Pro

Ser

Ser

Cys

245

Met

Val

Val

Ser

Thr
405

Val

Leu Ser

Asn Val
215
Pro Ser

230

Gly Pro

Ile Ser

Asp Asp

Arg Thr

295

Arg Val
310

Lys Glu

Glu Lys

Tyr Thr

Leu Thr

375
Trp Glu
390

Val Leu

Pro Thr

Arg Thr Phe Pro Ser Val Arg

Ser

200

Thr

Ser

Arg

Pro

280

Val

Phe

Thr

Met

360

Cys

Lys

Asp

Ser

185

Val

His

Cys

Val

Thr

265

Arg

Ser

Lys

Met

Asn

Ser

Val

Pro

Ser

Phe

250

Pro

Val

Pro

Thr

Cys

330

Ser

Pro

Asp

410

190
Ser Val Thr Ser
205
Ala Thr Asn Thr
220
Lys Pro Met Cys

235

Ile Phe Pro Pro

Glu Val Thr Cys

270

GIn Phe Thr Trp
285

Pro Leu Arg Glu

300

Leu Pro Ile Ala
315

Lys Val His Asn

Lys Ala Arg Gly
350
Pro Arg Glu Glu

365

Asn Gly Phe Tyr
380

Lys Ala Glu Asp

395

Gly Ser Tyr Phe

Glu Trp Gln Arg Gly Asp

- 213 -

Gln Ser

Ser Ser

Lys Val

Pro Pro

240

Lys Pro
255

Val Val

Tyr Ile

His Gln

Lys Ala
335

Gln Pro

Leu Ser

Pro Ser

Asn Tyr

400
Leu Tyr
415

Val Phe
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420 425 430

Thr Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys
435 440 445
Ser Ile Ser Arg Ser Pro Gly Lys
450 455
<210> 176
<211> 239
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 176
Met Asp Thr Arg Ala Pro Thr Gln Leu Leu Gly Leu Leu Leu Leu Trp

1 5 10 15

Leu Pro Gly Ala Arg Cys Ala Asp Ile Val Met Thr Gln Thr Pro Ala
20 25 30
Ser Val Glu Ala Ala Val Gly Gly Thr Val Thr Ile Lys Cys Gln Ala
35 40 45
Ser Gln Ser Ile Ser Ser Tyr Leu Ala Trp Tyr Gln Gln Lys Pro Gly
50 55 60
Gln Pro Pro Lys Leu Leu Ile Tyr Arg Thr Ser Thr Leu Ala Ser Gly

65 70 75 80

Val Pro Ser Arg Phe Lys Gly Ser Gly Ser Gly Thr Glu Tyr Thr Leu
85 90 95
Thr Ile Ser Asp Leu Glu Cys Ala Asp Ala Ala Thr Tyr Tyr Cys Gln
100 105 110
Ser Tyr Ala Tyr Ser Ser Ser Ser Ser Tyr Gly Asn Ala Phe Gly Gly
115 120 125
Gly Thr Glu Val Val Val Lys Gly Asp Pro Val Ala Pro Thr Val Leu

130 135 140

- 214 -



Ile Phe Pro Pro Ala Ala Asp Gln Val Ala Thr Gly Thr Val Thr
145 150 155
Val Cys Val Ala Asn Lys Tyr Phe Pro Asp Val Thr Val Thr Trp
165 170 175
Val Asp Gly Thr Thr Gln Thr Thr Gly Ile Glu Asn Ser Lys Thr
180 185 190
GIn Asn Ser Ala Asp Cys Thr Tyr Asn Leu Ser Ser Thr Leu Thr

195 200 205

Thr Ser Thr Gln Tyr Asn Ser His Lys Glu Tyr Thr Cys Lys Val
210 215 220

GIn Gly Thr Thr Ser Val Val Gln Ser Phe Asn Arg Gly Asp Cys

225 230 235

<210> 177

<211> 454

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 177

Met Glu Thr Gly Leu Arg Trp Leu Leu Leu Val Ala Val Leu Lys

1 5 10 15

Val Gln Cys Gln Ser Leu Glu Glu Ser Gly Gly Asp Leu Val Lys
20 25 30
Gly Ala Ser Leu Thr Leu Thr Cys Thr Gly Ser Gly Ile Asp Phe
35 40 45
Ser Ser Tyr Trp Ile Cys Trp Val Arg Gln Ala Pro Gly Lys Gly
50 55 60
Glu Trp Ile Ala Cys Ile Asp Gly Ser Asp Gly Asn Thr Tyr Tyr

65 70 75

Ser Trp Ala Arg Gly Arg Phe Thr Ile Ser Lys Thr Ser Ser Thr

85 90 95

- 215 -

Pro

Leu

Thr

Pro

Ser

Leu

Ala

80

Thr
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Val

Phe

Val

Cys

145

Lys

Leu

Leu

Val

Thr

225

Leu

Thr

Val

Ser
305

Leu

Ala

Thr

Cys

Ser

130

Cys

Thr

Tyr

Thr

210

Val

Pro

Leu

Ser

290

Thr

Arg

Pro

Leu

Thr
115

Ser

Tyr

Asn

Ser

195

Cys

Met

275

Val

Gly

Ile

Gln Met
100

Arg Asp

Gly GIn

Asp Thr

Leu Pro

165

Gly Val

180

Leu Ser

Asn Val

Pro Ser

Gly Pro

245

Ile Ser

260

Asp Asp

Arg Thr

Arg Val

Lys Glu

325

Glu Lys

Leu

Pro

Pro

150

Arg

Ser

Thr
230

Ser

Arg

Pro

Val
310

Phe

Thr

Ser

Arg

Lys

135

Ser

Pro

Thr

Val

His

215

Cys

Val

Thr

Arg
295

Ser

Lys

Ile

Leu

Leu

120

Ala

Ser

Val

Phe

Val

200

Pro

Ser

Phe

Pro

Val

280

Pro

Thr

Cys

Ser

Thr Ala Ala Asp Thr

105

Trp

Pro

Thr

Thr

Pro

185

Ser

Lys

Pro

Leu

Lys

Lys

Gly Pro Gly Thr

Ser

Val

Val

170

Ser

Val

Thr

Pro

Phe

250

Val

Phe

Leu

Pro

Val
330

Ala

Val

Thr

155

Thr

Val

Thr

Asn

Met

235

Pro

Thr

Thr

Arg

315

His

125
Phe Pro

140

Leu Gly

Trp Asn

Arg Gln

Ser Ser

205

Thr Lys
220

Cys Pro

Pro Lys

Cys Val

Trp Tyr

285
Glu Gln
300

Ala His

Asn Lys

110

Leu

Leu

Cys

Ser

Ser

190

Ser

Val

Pro

Pro

Val

270

Ala

Arg Gly GIn Pro

- 216 -

Thr Tyr

Val Thr

Ala Pro

Leu Val

160
Gly Thr
175

Ser Gly

Gln Pro

Asp Lys

Pro Glu

240
Lys Asp
255

Val Asp

Asn Asn

Phe Asn

Asp Trp

320

Leu Pro

335

Leu Glu
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340 345 350
Pro Lys Val Tyr Thr Met Gly Pro Pro Arg Glu Glu Leu Ser Ser Arg
355 360 365
Ser Val Ser Leu Thr Cys Met Ile Asn Gly Phe Tyr Pro Ser Asp Ile
370 375 380
Ser Val Glu Trp Glu Lys Asn Gly Lys Ala Glu Asp Asn Tyr Lys Thr

385 390 395 400

Thr Pro Thr Val Leu Asp Ser Asp Gly Ser Tyr Phe Leu Tyr Ser Lys
405 410 415
Leu Ser Val Pro Thr Ser Glu Trp Gln Arg Gly Asp Val Phe Thr Cys
420 425 430
Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser Ile
435 440 445
Ser Arg Ser Pro Gly Lys
450

<210> 178

<211> 240

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 178

Met Asp Thr Arg Ala Pro Thr Gln Leu Leu Gly Leu Leu Leu Leu Trp

1 5 10 15

Leu Pro Gly Ala Arg Cys Ala Asp Ile Val Leu Thr GIn Thr Pro Ala

20 25 30
Ser Val Ser Ala Ala Val Gly Gly Thr Val Thr Ile Asn Cys Gln Ala

35 40 45

Ser GIn Asn Val Tyr Ser Asn Asn Ala Leu Ala Trp His Gln Gln Lys
50 55 60

Pro Gly Gln Arg Pro Asn Leu Leu Ile Tyr Lys Ala Ser Thr Leu Ala

- 217 -



65

Ser Gly Val Pro Ser
85

Thr Leu Thr Ile Ser

100

Cys Leu Gly Glu Phe
115
Gly Gly Thr Glu Val
130
Leu Ile Phe Pro Pro
145
Ile Val Cys Val Ala

165

Glu Val Asp Gly Thr
180
Pro Gln Asn Ser Ala
195
Leu Thr Ser Thr Gln
210
Thr Gln Gly Thr Thr

225

<210> 179
<211> 456

<212> PRT

70

Arg Phe Lys

Asp Val Gln

Ser Cys Ser
120
Val Val Lys

135

150

Asn Lys Tyr

Thr Gln Thr

Asp Cys Thr
200
Tyr Asn Ser
215
Ser Val Val
230

<213> Artificial Sequence

<220><221> source

75

80

Gly Ser Gly Ser Gly Thr Gln Phe

Cys

105

Ser

Gly

Gln

Phe

Thr
185

Tyr

His

90

Asp Asp

Gly Asp

Asp Pro

Val Ala

155

Pro Asp

170

Gly Ile

Asn Leu

Lys Glu

Ser Phe

235

95
Ala Ala Thr Tyr Tyr

110

Cys Phe Val Phe Gly
125
Val Ala Pro Thr Val
140
Thr Gly Thr Val Thr
160
Val Thr Val Thr Trp

175

Glu Asn Ser Lys Thr
190
Ser Ser Thr Leu Thr
205
Tyr Thr Cys Lys Val
220
Asn Arg Gly Asp Cys

240

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 179

Met Glu Thr Gly Leu Arg Trp Leu Leu Leu Val Ala Val Leu Lys Gly

1 5

10

15

Val Gln Cys Gln Ser Leu Glu Glu Ser Gly Gly Asp Leu Val Lys Pro

-218 -
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20 25 30
Gly Ala Ser Leu Thr Leu Thr Cys Met Ala Ser Gly Ile Asp

35 40 45

Ser Gly Tyr Gly Met Trp Trp Val Arg Gln Ala Pro Gly Lys
50 55 60
Glu Tyr Ile Gly Tyr Ile Asp Thr Gly Asp Asp Asn Thr Tyr
65 70 75
Asn Trp Ala Lys Gly Arg Phe Thr Ile Ser Lys Thr Ser Ser
85 90
Val Thr Leu Gln Met Thr Ser Leu Thr Val Ala Asp Thr Ala

100 105 110

Phe Cys Ala Lys Gly Gly Ala Ile Asp Leu Trp Gly Pro Gly
115 120 125
Val Thr Val Ser Ser Gly Gln Pro Lys Ala Pro Ser Val Phe
130 135 140
Ala Pro Cys Cys Gly Asp Thr Pro Ser Ser Thr Val Thr Leu
145 150 155
Leu Val Lys Gly Tyr Leu Pro Glu Pro Val Thr Val Thr Trp

165 170

Gly Thr Leu Thr Asn Gly Val Arg Thr Phe Pro Ser Val Arg
180 185 190
Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Ser Val Thr Ser
195 200 205
Gln Pro Val Thr Cys Asn Val Ala His Pro Ala Thr Asn Thr
210 215 220
Asp Lys Thr Val Ala Pro Ser Thr Cys Ser Lys Pro Met Cys

225 230 235

Pro Glu Leu Pro Gly Gly Pro Ser Val Phe Ile Phe Pro Pro
245 250
Lys Asp Thr Leu Met Ile Ser Arg Thr Pro Glu Val Thr Cys

260 265 270

-219 -

Phe

Tyr

Thr

95

Thr

Thr

Pro

Asn

175

Ser

Lys

Pro

Lys
255

Val

Ser

Leu

80

Thr

Tyr

Leu

Leu

Cys

160

Ser

Ser

Ser

Val

Pro

240

Pro

Val

ZIHSdl 10-2023-0121831



Val

Asn

Phe

305

Asp

Leu

Leu

Ser

Asp

385

Lys

Ser

Thr

Ser

Asp

Asn

290

Asn

Trp

Pro

Arg

370

Thr

Lys

Cys

Ile

450

Val Ser Gln
275

Glu Gln Val

Ser Thr Ile

Leu Arg Gly

325

Ala Pro Ile
340

Pro Lys Val

355

Ser Val Ser

Ser Val Glu

Thr Pro Thr

405

Leu Ser Val
420

Ser Val Met
435

Ser Arg Ser

<210> 180

<211> 239

<212> PRT

Asp Asp Pro Glu Val
280
Arg Thr Ala Arg Pro

295

Arg Val Val Ser Thr
310
Lys Glu Phe Lys Cys
330
Glu Lys Thr Ile Ser
345
Tyr Thr Met Gly Pro

360

Leu Thr Cys Met Ile
375
Trp Glu Lys Asn Gly
390
Val Leu Asp Ser Asp
410
Pro Thr Ser Glu Trp

425

His Glu Ala Leu His
440
Pro Gly Lys

455

<213> Artificial Sequence

<220><221> source

Gln Phe Thr Trp Tyr Ile
285
Pro Leu Arg Glu Gln Gln

300

Leu Pro Ile Ala His Gln
315 320
Lys Val His Asn Lys Ala
335
Lys Ala Arg Gly Gln Pro
350
Pro Arg Glu Glu Leu Ser

365

Asn Gly Phe Tyr Pro Ser
380
Lys Ala Glu Asp Asn Tyr
395 400
Gly Ser Tyr Phe Leu Tyr
415
Gln Arg Gly Asp Val Phe
430

Asn His Tyr Thr Gln Lys

445

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 180

- 220 -
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Met

Leu

Ser

Ser

65

Val

Thr

145

Val

Val

Thr

Asp

Pro

Val

50

Arg

Pro

Tyr

Thr

130

Phe

Cys

Asp

Asn

Ser

210

Thr

35

Ser

Pro

Ser

Ser

Tyr

115

Pro

Val

Ser

195

Thr

Gln Gly Thr

225

<210> 181

Arg Ala

5

Ala Arg
20

Ala Ala

Ile Ser

Lys Leu

Arg Phe

85
Asp Leu
100

Leu Ser

Val Val

Pro Ala

Ala Asn

165
Thr Thr
180

Ala Asp

Gln Tyr

Thr Ser

Pro

Cys

Val

Ser

Leu

70

Lys

Ser

Val

150

Lys

Cys

Asn

Thr

Ala

Gly

Tyr

55

Cys

Ser

Lys

135

Asp

Tyr

Thr

Thr

Ser

215

Gln Leu

Asp Ile

25
Gly Thr
40

Leu Ala

Tyr Arg

Ser Gly

Ala Asp

105
Ile Ser
120

Gly Asp

Phe Pro

Thr Gly
185
Tyr Asn

200

His Lys

Val Val Gln Ser

230

Leu Gly Leu Leu Leu Leu

10

Val

Val

Trp

Ser

90

Tyr

Pro

Asp

170

Leu

Phe

Met

Thr

Tyr

Ser

75

Val

Thr
155

Val

Ser

Tyr

Thr Gln

60

Thr Leu

Thr Glu

Thr Tyr

Asn Thr

125

Ala Pro

140

Gly Thr

Thr Val

Asn Ser

Ser Thr

205

Thr Cys
220

Thr

30

Cys

Lys

Lys

Tyr

Tyr

110

Phe

Thr

Val

Thr

Lys

190

Leu

Lys

15

Pro

Pro

Ser

Thr
95

Cys

Val

Thr

Trp

175

Thr

Thr

Val

Asn Arg Gly Asp Cys

235

- 221 -

Trp

80

Leu

Leu

Pro

Leu

Thr
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ZIHSdl 10-2023-0121831

<211> 471

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 181

Met Glu Thr Gly Leu Arg Trp Leu Leu Leu Val Ala Val Leu Lys Gly

1 5 10 15

Val Gln Cys Gln GIn Gln Leu Glu Glu Ser Gly Gly Gly Leu Val Lys
20 25 30
Pro Gly Gly Thr Leu Thr Leu Thr Cys Lys Ala Ser Gly Val Ala Leu
35 40 45
Asn Pro Tyr Tyr Tyr Met Cys Trp Val Arg Gln Ala Pro Gly Lys Gly
50 95 60
Leu Glu Trp Ile Ala Cys Val Asp Ala Asp Ser Ser Gly Ser Thr Tyr

65 70 75 80

Tyr Ala Ser Trp Ala Lys Gly Arg Phe Thr Ile Ser Lys Thr Ser Ser
85 90 95
Thr Thr Val Thr Leu Lys Met Thr Ser Leu Thr Ala Ala Asp Thr Ala
100 105 110
Thr Tyr Phe Cys Ala Arg Glu Ser Val Asp Tyr Ser Ser Val Gly Ile
115 120 125
Gly Tyr Val His Gly Thr Asp Gly Leu Trp Gly Pro Gly Thr Leu Val

130 135 140

Thr Val Ser Ser Gly Gln Pro Lys Ala Pro Ser Val Phe Pro Leu Ala
145 150 155 160
Pro Cys Cys Gly Asp Thr Pro Ser Ser Thr Val Thr Leu Gly Cys Leu
165 170 175
Val Lys Gly Tyr Leu Pro Glu Pro Val Thr Val Thr Trp Asn Ser Gly
180 185 190

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

- 222 -



Gly Leu

210
Pro Val
225

Lys Thr

Glu Leu

Asp Thr

Asp Val

290
Asn Glu
305

Asn Ser

Trp Leu

Pro Ala

Glu Pro

370

Arg Ser

385

Ile Ser

Thr Thr

Lys Leu

195

Tyr

Thr

Val

Pro

Leu
275

Ser

Thr

Arg

Pro

355

Lys

Val

Val

Pro

Ser

435

Ser

Cys

260

Met

Val

Val

Ser

Thr
420

Val

Leu

Asn

Pro

245

Asp

Arg

Arg

325

Lys

Tyr

Leu

Trp
405

Val

Ser

Val

230

Ser

Pro

Ser

Asp

Thr

310

Val

Lys

Thr

Thr
390

Glu

Leu

Ser

215

Thr

Ser

Arg

Pro

295

Val

Phe

Thr

Met

375

Cys

Lys

Asp

Pro Thr Ser

200

Val

His

Cys

Val

Thr

280

Arg

Ser

Lys

Met

Asn

Ser

Val Ser

Pro Ala

Ser Lys

250

Phe Ile

265

Pro Glu

Val Gln

Pro Pro

Thr Leu

330

Cys Lys
345

Ser Lys

Pro Pro

Ile Asn

Gly Lys
410
Asp Gly

425

Val

Thr

235

Pro

Phe

Val

Phe

Leu
315

Pro

Val

Arg

Ser

Thr

220

Asn

Met

Pro

Thr

Thr

300

Arg

His

Arg

380

Phe

Tyr

Glu Trp GIn Arg Gly

440

205

Ser

Thr

Cys

Pro

Cys
285

Trp

Asn

Tyr

Asp

Phe

Asp

445

Ser

Lys

Pro

Lys

270

Val

Tyr

His

Lys

350

Leu

Pro

Asn

Leu
430

Val

- 223 -

Ser

Val

Pro

255

Pro

Val

Pro

Ser

Ser

Tyr
415

Tyr

Phe

Asp
240

Pro

Lys

Val

Asn

Phe

320

Asp

Leu

Leu

Ser

Asp

400

Lys

Ser

Thr
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ZIHSdl 10-2023-0121831

Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser

450 455 460

Ile Ser Arg Ser Pro Gly Lys

465 470

<210> 182

<211> 239

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 182

Met Asp Thr Arg Ala Pro Thr Gln Leu Leu Gly Leu Leu Leu Leu Trp

1 5 10 15

Leu Pro Gly Ala Arg Cys Ala Asp Ile Val Val Thr GIn Thr Pro Ser

20 25 30

Ser Val Ser Ala Ala Val Gly Gly Thr Val Thr Ile Lys Cys Gln Ala

35 40 45
Ser Gln Ser Ile Ser Asn Tyr Phe Ser Trp Tyr Gln Gln Lys Pro Gly
50 55 60
Gln Pro Pro Lys Leu Leu Ile Tyr Arg Ala Ser Thr Leu Ala Ser Gly
65 70 75 80
Val Pro Ser Arg Phe Lys Gly Ser Gly Ser Gly Thr Glu Phe Thr Leu
85 90 95

Thr Ile Ser Asp Leu Glu Cys Ala Asp Ala Ala Thr Tyr Tyr Cys Gln

100 105 110
Cys Thr Tyr Gly Arg Ser Asn Ser Asn Phe Phe Tyr Gly Phe Gly Gly
115 120 125
Gly Thr Glu Val Val Val Lys Gly Asp Pro Val Ala Pro Thr Val Leu
130 135 140
Ile Phe Pro Pro Ala Ala Asp Gln Val Ala Thr Gly Thr Val Thr Ile

145 150 155 160

- 224 -
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Val Cys Val Ala Asn Lys Tyr Phe Pro Asp Val Thr Val Thr Trp Glu

165 170 175
Val Asp Gly Thr Thr Gln Thr Thr Gly Ile Glu Asn Ser Lys Thr Pro
180 185 190
Gln Asn Ser Ala Asp Cys Thr Tyr Asn Leu Ser Ser Thr Leu Thr Leu
195 200 205
Thr Ser Thr Gln Tyr Asn Ser His Lys Glu Tyr Thr Cys Lys Val Thr
210 215 220

GIn Gly Thr Thr Ser Val Val Gln Ser Phe Asn Arg Gly Asp Cys

225 230 235

<210> 183

<211> 464

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 183

Met Glu Thr Gly Leu Arg Trp Leu Leu Leu Val Ala Val Leu Lys Gly

1 5 10 15

Val Gln Cys Gln Ser Leu Glu Glu Ser Gly Gly Asp Leu Val Lys Pro

20 25 30

Gly Ala Ser Leu Thr Leu Thr Cys Thr Ala Ser Gly Ser Ser Phe Ser

35 40 45
Ser Thr Tyr Trp Asn Cys Trp Val Arg Gln Ala Pro Gly Lys Gly Leu
50 55 60
Glu Trp Ile Ala Cys Ile Asn Ala Gly Ser Gly Thr Thr Tyr Tyr Ala
65 70 75 80
Ser Trp Ala Lys Gly Arg Phe Thr Val Ser Lys Thr Ser Ser Thr Thr
85 90 95

Val Thr Leu GIn Met Thr Ser Leu Thr Ala Ala Asp Thr Ala Thr Tyr

- 225 -



Phe

Asn

Lys

145

Ser

Pro

Thr

Val

His

225

Cys

Val

Thr

Arg
305

Ser

Lys

Cys

Leu

130

Ser

Val

Phe

Val

210

Pro

Ser

Phe

Pro

Val

290

Pro

Thr

Cys

100
Thr Arg
115

Trp Gly

Pro Ser

Thr Val

Thr Val

180
Pro Ser
195

Ser Val

Ala Thr

Lys Pro

Ile Phe

260
Glu Val
275

Gln Phe

Pro Leu

Leu Pro

Lys Val

340

Asp

Pro

Val

Thr

165

Thr

Val

Thr

Asn

Met

245

Pro

Thr

Thr

Arg

325

His

Ser Asp

Gly Thr

135
Phe Pro
150

Leu Gly

Trp Asn

Arg Gln

Ser Ser

215

Thr Lys

230

Cys Pro

Pro Lys

Cys Val

Trp Tyr

295
Glu Gln
310

Ala His

Asn Lys

105
Gly Arg
120

Leu Val

Leu Ala

Cys Leu

Ser Gly

185
Ser Ser
200

Ser Gln

Val Asp

Pro Pro

Pro Lys

265
Val Val
280

Ile Asn

GIn Phe

Gln Asp

Ala Leu

345

Phe

Thr

Pro

Val

170

Thr

Pro

Lys

250

Asp

Asp

Asn

Asn

Trp
330

Pro

Ser

Val

Cys

155

Lys

Leu

Leu

Val

Thr

235

Leu

Thr

Val

Ser
315

Leu

Ala

Ser

Ser

140

Cys

Thr

Tyr

Thr

220

Val

Pro

Leu

Ser

300

Thr

Arg

Pro

110
Gly Tyr Tyr
125

Ser Gly Gln

Gly Asp Thr

Tyr Leu Pro

175
Asn Gly Val
190
Ser Leu Ser
205

Cys Asn Val

Ala Pro Ser

Gly Gly Pro
255
Met Ile Ser
270
GIn Asp Asp
285

Val Arg Thr

Ile Arg Val

Gly Lys Glu
335
Ile Glu Lys

350

- 226 -

Phe

Pro

Pro

160

Arg

Ser

Thr

240

Ser

Arg

Pro

Val
320

Phe

Thr
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[le Ser Lys Ala Arg Gly Gln Pro Leu Glu Pro Lys Val Tyr Thr

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

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

420 425 430
Glu Trp Gln Arg Gly Asp Val Phe Thr Cys Ser Val Met His Glu
435 440 445
Leu His Asn His Tyr Thr Gln Lys Ser Ile Ser Arg Ser Pro Gly
450 455 460
<210> 184
<211> 238
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 184

Met Asp Thr Arg Ala Pro Thr Gln Leu Leu Gly Leu Leu Leu Leu

1 5 10 15
Leu Pro Gly Ala Thr Phe Ala Gln Val Leu Thr Gln Thr Ala Ser
20 25 30
Val Ser Ala Ala Val Gly Gly Thr Val Thr Ile Asn Cys GIn Ser
35 40 45
GIn Ser Val Tyr Asp Asn Asn Trp Leu Ala Trp Tyr Gln Gln Lys
50 55 60

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

Cys

Lys

400

Asp

Ser

Lys

Trp

Pro

Ser

Pro

Ser
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65 70 75 80
Gly Val Ser Ser Arg Phe Lys Gly Ser Gly Ser Gly Thr Gln Phe Thr
85 90 95
Leu Thr Ile Ser Gly Val Gln Cys Asp Asp Ala Ala Thr Tyr Tyr Cys
100 105 110
Gln Gly Ala Tyr Tyr Ser Ser Gly Trp Tyr Trp Ala Phe Gly Gly Gly
115 120 125

Thr Glu Val Val Val Lys Gly Asp Pro Val Ala Pro Thr Val Leu Ile

130 135 140
Phe Pro Pro Ala Ala Asp Gln Val Ala Thr Gly Thr Val Thr Ile Val
145 150 155 160
Cys Val Ala Asn Lys Tyr Phe Pro Asp Val Thr Val Thr Trp Glu Val
165 170 175
Asp Gly Thr Thr Gln Thr Thr Gly Ile Glu Asn Ser Lys Thr Pro Gln
180 185 190

Asn Ser Ala Asp Cys Thr Tyr Asn Leu Ser Ser Thr Leu Thr Leu Thr

195 200 205
Ser Thr GIn Tyr Asn Ser His Lys Glu Tyr Thr Cys Lys Val Thr Gln
210 215 220
Gly Thr Thr Ser Val Val Gln Ser Phe Asn Arg Gly Asp Cys
225 230 235
<210> 185
<211> 467
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 185

Met Glu Thr Gly Leu Arg Trp Leu Leu Leu Val Ala Val Leu Lys Gly

1 5 10 15

Val Gln Cys Gln GIn Gln Leu Glu Glu Ser Gly Gly Gly Leu Val Lys

- 228 -



Pro Gly

Ser Ser

50

Leu Glu

65

Ala Ser

Asn Thr

Thr Tyr

Thr Arg

Leu Pro

Gly Val

Leu Ser

210
Asn Val
225

Pro Ser

Gly Pro

20
Gly Thr
35

Tyr Tyr

Leu Ile

Trp Val

Val Asp

100

Phe Cys

115

Leu Asp

Pro Lys

Pro Ser

Glu Pro

180

Arg Thr

195

Ser Val

Ala His

Thr Cys

Ser Val

260

Leu

Tyr

Val

Asn
85

Leu

Leu

Ser
165

Val

Phe

Val

Pro

Ser

245

Phe

Thr

Met

Cys

70

Lys

Arg

Trp

Pro

150

Thr

Thr

Pro

Ser

230

Lys

Ile

Leu

Cys

55

Arg

Met

135

Ser

Val

Val

Ser

Val

215

Thr

Pro

Phe

Thr
40

Trp

Tyr

Leu

Thr

Val

120

Val

Thr

Thr

Val

200

Thr

Asn

Met

Pro

25

Cys

Val

Thr

Thr

Ser

105

Tyr

Phe

Leu

Trp

185

Arg

Ser

Thr

Cys

Pro

265

Lys

Arg

Ser

90

Leu

Ser

Thr

Pro

170

Asn

Ser

Lys

Pro

250

Lys

Ser

75

Ser

Thr

Leu

Leu

155

Cys

Ser

Ser

Ser

Val

235

Pro

Pro

Ser Gly

45
Ala Pro
60

Gly Gly

Arg Ser

Ser Ser
125

Val Thr

140

Ala Pro

Leu Val

Gly Thr

Ser Gly

205
Gln Pro
220

Asp Lys

Pro Glu

Lys Asp

30

Ile Asp Phe

Gly

Thr

Thr

Asp

110

Asp

Val

Cys

Lys

Leu

190

Leu

Val

Thr

Leu

Thr

270

- 229 -

Lys

Trp

Ser

95

Thr

Tyr

Ser

Cys

175

Thr

Tyr

Thr

Val

Pro

255

Leu

Tyr

80

Leu

Pro

Leu

160

Tyr

Asn

Ser

Cys

Met
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Ile Ser

Asp Asp

290

Arg Thr

305

Arg Val

Lys Glu

Glu Lys

Tyr Thr

370

Leu Thr

385

Trp Glu

Val Leu

Pro Thr

His Glu

450
Pro Gly

465

Arg
275

Pro

Val

Phe

Thr

355

Met

Cys

Lys

Asp

Ser

435

Lys

<210> 186

<211> 236

<212> PRT

Thr Pro

Glu Val

Arg Pro

Ser Thr

325
Lys Cys
340

Ile Ser

Gly Pro

Met Ile

Asn Gly

405
Ser Asp
420

Glu Trp

Glu Val Thr Cys Val
280
Gln Phe Thr Trp Tyr
295
Pro Leu Arg Glu Gln
310

Leu Pro Ile Ala His

330
Lys Val His Asn Lys
345
Lys Ala Arg Gly Gln
360
Pro Arg Glu Glu Leu
375

Asn Gly Phe Tyr Pro

390
Lys Ala Glu Asp Asn
410
Gly Ser Tyr Phe Leu
425
Gln Arg Gly Asp Val
440

Val

Pro

Ser

Ser

395

Tyr

Tyr

Phe

Leu His Asn His Tyr Thr Gln Lys

455

<213> Artificial Sequence

<220><221> source

Val

Asn

300

Phe

Asp

Leu

Leu

Ser

380

Asp

Lys

Ser

Thr

Ser

460

Asp Val
285

Asn Glu

Asn Ser

Trp Leu

Pro Ala

350
Glu Pro
365

Arg Ser

Ile Ser

Thr Thr

Lys Leu

430
Cys Ser
445

Ile Ser

Ser

Thr

Arg

335

Pro

Lys

Val

Val

Pro

415

Ser

Val

Arg

<223> /note="Description of Artificial Sequence: Synthetic
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Val

Val

Ser

400

Thr

Val

Met

Ser
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ZIHSdl 10-2023-0121831

polypeptide"
<400> 186
Met Asp Thr Ser Thr Ser Thr Ala Leu Leu Gly Leu Leu Leu Leu Trp
1 5 10 15
Leu Thr Gly Ala Arg Cys Ala Ile Glu Met Thr Gln Ser Pro Pro Ser

20 25 30

Leu Ser Ala Ser Val Gly Glu Thr Val Arg Ile Arg Cys Leu Ala Ser
35 40 45
Glu Asp Ile Tyr Ser Gly Ile Ser Trp Tyr Gln Gln Lys Pro Glu Lys
50 55 60
Pro Pro Thr Leu Leu Ile Ser Gly Ala Ser Asn Leu Glu Ser Gly Val
65 70 75 80
Pro Pro Arg Phe Ser Gly Gly Gly Ser Gly Thr Asp Tyr Thr Leu Thr

85 90 95

Ile Gly Gly Val Gln Ala Glu Asp Val Ala Thr Tyr Tyr Cys Leu Gly
100 105 110
Gly Tyr Ser Phe Ser Ser Thr Gly Leu Thr Phe Gly Ala Gly Thr Lys
115 120 125
Val Glu Ile Lys Arg Asp Pro Val Ala Pro Ser Val Leu Leu Phe Pro
130 135 140
Pro Ser Lys Glu Glu Leu Thr Thr Gly Thr Ala Thr Ile Val Cys Val

145 150 155 160

Ala Asn Lys Tyr Phe Pro Asp Val Thr Val Thr Trp Glu Val Asp Gly
165 170 175
Thr Thr Gln Thr Thr Gly Ile Glu Asn Ser Lys Thr Pro Gln Asn Ser
180 185 190
Ala Asp Cys Thr Tyr Asn Leu Ser Ser Thr Leu Thr Leu Thr Ser Thr
195 200 205
GIn Tyr Asn Ser His Lys Glu Tyr Thr Cys Lys Val Thr Gln Gly Thr

210 215 220

Thr Ser Val Val Gln Ser Phe Asn Arg Gly Asp Cys

- 231 -



225

230

<210> 187

<211> 460

<212> PRT

<213> Artificial Sequence

<220><221> source

235

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 187

Met Glu Thr Gly Leu Arg Trp Leu Leu Leu Val

1

Val

Pro

Thr

Leu

65

Thr

Tyr

Pro

145

Thr

Thr

5
Gln Cys Gln Gln His

20

Gly Ala Ser Leu Thr
35
Thr Gly Tyr His Met
50
Glu Trp Ile Ala Cys
70
Ser Trp Ala Lys Gly

85

Val Thr Leu Gln Met
100
Phe Cys Ala Arg Ile
115
Gly Thr Leu Val Thr
130
Phe Pro Leu Ala Pro

150

Leu Gly Cys Leu Val
165

Trp Asn Ser Gly Thr

Leu Val Glu

25

Leu Thr Cys
40

Cys Trp Val

95

Phe Gly Val

Arg Phe Thr

Thr Ser Leu

Ser Ala Glu

Val Ser Ser

135

Cys Cys Gly

Lys Gly Tyr

Leu Thr Asn

10

Ser Gly

Thr Ala

Arg Gln

Tyr Thr

75

Ile Ser

90

Thr Val

Asp Gly

Asp Thr

155

Leu Pro
170

Gly Val

Ala Val Leu Lys
15
Gly Gly Leu Val

30

Ser Gly Phe Ser
45

Ala Pro Gly Lys

60

Ser Thr Thr Thr

Lys Thr Ser Ser

95

Ala Asp Thr Ala
110
Gly Asp Leu Trp
125
Pro Lys Ala Pro
140

Pro Ser Ser Thr

Glu Pro Val Thr
175

Arg Thr Phe Pro

- 232 -

Lys

Phe

Tyr
80

Thr

Thr

Ser

Val
160

Val

Ser
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Val

Thr

Asn
225

Met

Pro

Thr

Thr

Arg

305

His

Arg

Phe

385

Tyr

Arg Gln
195
Ser Ser

210

Thr Lys

Cys Pro

Pro Lys

Cys Val

275

Trp Tyr

290

Ala His

Asn Lys

Gly Gln

355
Glu Leu
370

Tyr Pro

Asp Asn

Phe Leu

180

Ser

Ser

Val

Pro

Pro

260

Val

340

Pro

Ser

Ser

Tyr

Tyr

420

Ser

Asp

Pro

245

Lys

Val

Asn

Phe

Asp

325

Leu

Leu

Ser

Asp

Lys

405

Ser

Gly Leu

Pro Val

215

Lys Thr
230

Glu Leu

Asp Thr

Asp Val

Asn Glu

295
Asn Ser
310

Trp Leu

Pro Ala

Glu Pro

Arg Ser

375
Ile Ser
390

Thr Thr

Lys Leu

Tyr
200

Thr

Val

Pro

Leu

Ser

280

Thr

Arg

Pro

Lys

360

Val

Val

Pro

Ser

185

Ser

Cys

Met

265

Val

345

Val

Ser

Thr

Val

425

Leu

Asn

Pro

Asp

Arg

Arg

Lys

330

Tyr

Leu

Trp

Val
410

Pro

Ser

Val

Ser

235

Pro

Ser

Asp

Thr

Val

315

Lys

Thr

Thr

395

Leu

Thr

Ser

220

Thr

Ser

Arg

Pro

300

Val

Phe

Thr

Met

Cys

380

Lys

Asp

Ser

Val

205

His

Cys

Val

Thr

285

Arg

Ser

Lys

365

Met

Asn

Ser

Glu

190

Val

Pro

Ser

Phe

Pro

270

Val

Pro

Thr

Cys

Ser

350

Pro

Asp

Trp

430

- 233 -

Ser Val

Ala Thr

Lys Pro
240

Ile Phe

Glu Val

Gln Phe

Pro Leu

Leu Pro

320
Lys Val
335

Lys Ala

Pro Arg

Asn Gly

Lys Ala

400

Gly Ser

415

Gln Arg
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ZIHSdl 10-2023-0121831

Gly Asp Val Phe Thr Cys Ser Val Met His Glu Ala Leu His Asn His
435 440 445
Tyr Thr Gln Lys Ser Ile Ser Arg Ser Pro Gly Lys
450 455 460
<210> 188
<211> 236
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 188

Met Asp Thr Arg Ala Pro Thr Gln Leu Leu Gly Leu Leu Leu Leu Trp
1 5 10 15

Leu Pro Gly Ala Arg Cys Asp Val Val Met Thr Gln Thr Pro Ala Ser

20 25 30
Val Glu Ala Ala Val Gly Gly Thr Val Thr Ile Thr Cys Gln Ala Ser
35 40 45
Gln Ser Ile Ser Asn Tyr Phe Ser Trp Tyr Gln Gln Lys Pro Gly Gln

50 95 60

Pro Pro Lys Leu Leu Ile Tyr Arg Ala Ser Thr Leu Ala Ser Gly Val
65 70 75 80
Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly Thr Gln Phe Thr Leu Thr
85 90 95
Ile Ser Asp Leu Glu Cys Ala Asp Ser Ala Thr Tyr Ala Cys Gln Cys
100 105 110
Thr Tyr Gly Ser Ser Ser Thr Gly Phe Gly Phe Gly Gly Gly Thr Glu

115 120 125

Val Val Val Lys Gly Asp Pro Val Ala Pro Thr Val Leu Ile Phe Pro
130 135 140
Pro Ala Ala Asp Gln Val Ala Thr Gly Thr Val Thr Ile Val Cys Val

145 150 155 160
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Ala Asn Lys

Thr Thr Gln

Ala Asp Cys
195

GIn Tyr Asn

210

Thr Ser Val

225

<210> 189

<211> 462

<212> PRT

Tyr Phe Pro Asp Val Thr Val Thr Trp Glu Val Asp Gly

165

170

175

Thr Thr Gly Ile Glu Asn Ser Lys Thr Pro Gln Asn Ser

180

185

190

Thr Tyr Asn Leu Ser Ser Thr Leu Thr Leu Thr Ser Thr

200

205

Ser His Lys Glu Tyr Thr Cys Lys Val Thr Gln Gly Thr

215

220

Val Gln Ser Phe Asn Arg Gly Asp Cys

230

<213> Artificial Sequence

<220><221> source

235

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 189
Met Glu Thr
1

Val Gln Cys

Gly Ala Ser
35
Ser Tyr Phe

50

Glu Trp Ser
65

Ala Ser Trp

Thr Val Thr

Gly Leu

Gln Ser
20

Leu Thr

Trp Ile

Ala Cys

Ala Lys
85
Leu Gln

100

Arg Trp Leu Leu Leu Val Ala Val Leu Lys Gly

10

Leu Glu Glu Ser Gly Gly Asp Leu Val

25

30

Leu Thr Cys Lys Ala Ser Gly Phe Ser

40

45

Cys Trp Val Arg Gln Ala Pro Gly Lys

55

60

Ile Tyr Gly Asp Ser Ser Gly Ser Ser

70

75

Gly Arg Phe Thr Ile Ser Lys Thr Ser

90

Met Thr Ser Leu Thr Ala Ala Asp Thr

105

110
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15

Lys Pro

Phe Ser

Tyr Tyr

80
Ser Thr
95

Ala Thr
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Tyr

Trp

Pro

145

Thr

Thr

Pro

Ser

225

Lys

Pro

305

Leu

Lys

Lys

Phe Cys Ala

130

Ser

Val

Val

Ser

Val

210

Thr

Pro

Phe

Val

Phe

290

Leu

Pro

Val

Ala

115

Pro

Val

Thr

Thr

Val

195

Thr

Asn

Met

Pro

Thr

275

Thr

Arg

His

Arg

Phe

Leu

Trp

180

Arg

Ser

Thr

Cys

Pro
260

Cys

Trp

Asn
340

Gly

Ser Tyr Gly Ser Ser

120

Thr Leu Val Thr Val
135
Pro Leu Ala Pro Cys
150
Gly Cys Leu Val Lys
165
Asn Ser Gly Thr Leu

185

Gln Ser Ser Gly Leu

Ser Ser Gln Pro Val
215
Lys Val Asp Lys Thr
230
Pro Pro Pro Glu Leu

245

Lys Pro Lys Asp Thr
265
Val Val Val Asp Val
280
Tyr Ile Asn Asn Glu
295
GIn GIn Phe Asn Ser

310

His Gln Asp Trp Leu

325

Lys Ala Leu Pro Ala
345

Gln Pro Leu Glu Pro

Ser

Ser

Cys

170

Thr

Tyr

Thr

Val

Pro

250

Leu

Ser

Thr

Arg
330

Pro

Lys

Tyr

Ser

155

Tyr

Asn

Ser

Cys

Met

Val

Ile

Val

Tyr Tyr

125

Asp Thr

Leu Pro

Gly Val

Leu Ser

205
Asn Val
220

Pro Ser

Ile Ser

Asp Asp

285

Arg Thr

300

Arg Val

Lys Glu

Glu Lys

Tyr Thr

Ser

Pro

Pro

Arg

190

Ser

Thr

Ser

Arg
270

Pro

Val

Phe

Thr
350

Met
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Asn

Lys

Ser

Pro

175

Thr

Val

His

Cys

Val

255

Thr

Arg

Ser

Lys
335

Ile

Gly

Leu

Ser
160

Val

Phe

Val

Pro

Ser

240

Phe

Pro

Val

Pro

Thr
320

Cys

Ser

Pro
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355
Pro Arg Glu Glu Leu Ser Ser

370 375

Asn Gly Phe Tyr Pro Ser Asp
385 390
Lys Ala Glu Asp Asn Tyr Lys
405
Gly Ser Tyr Phe Leu Tyr Ser
420
Gln Arg Gly Asp Val Phe Thr

435

Asn His Tyr Thr Gln Lys Ser
450 455

<210> 190

<211> 235

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of

polypeptide"

<400> 190

Met Asp Thr Arg Ala Pro Thr

1 5

Leu Pro Gly Ala Ile Cys Asp

20

Thr Ser Ala Ala Val Gly Gly
35
GIn Ser Val Tyr Asn Asn Asn
50 55
Gly Gln Pro Pro Lys Arg Leu
65 70

Gly Val Pro Ser Arg Phe Arg

360 365
Arg Ser Val Ser Leu Thr Cys Met Ile

380

[le Ser Val Glu Trp Glu Lys Asn Gly
395 400
Thr Thr Pro Thr Val Leu Asp Ser Asp
410 415
Lys Leu Ser Val Pro Thr Ser Glu Trp
425 430
Cys Ser Val Met His Glu Ala Leu His

440 445

[le Ser Arg Ser Pro Gly Lys

460

Artificial Sequence: Synthetic

Gln Leu Leu Gly Leu Leu Leu Leu Trp
10 15
Pro Val Met Thr Gln Thr Pro Ser Ser

25 30

Thr Val Thr Ile Ser Cys Gln Ser Ser
40 45
Tyr Leu Ala Trp Tyr Gln GIn Lys Pro
60
Ile Tyr Glu Ser Ser Lys Leu Ala Ser
75 80

Gly Ser Gly Ser Gly Ala Gln Phe Thr

- 237 -
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Leu Thr I

@

Leu Gly Ala

115

85

Tyr Tyr Thr Thr

Val Val Arg Gly Asp Pro Val

Ala Ala Asp

Asn Lys Tyr

Thr Gln Thr

Asp Cys Thr
195
Tyr Asn Ser

210

Ser Val Val
225

<210> 191
<211> 460

<212> PRT

135

Gln Val Ala Thr

150

Phe Pro Asp Val

165

Thr Gly Ile Glu

Tyr Asn Leu Ser

His Lys Glu Tyr

215

230

<213> Artificial Sequence

<220><221> source

90

Ser Asp Leu Glu Cys Asp Asp

105
Leu Asp Phe
120

Ala Pro Thr

Gly Thr Val

Thr Val Thr
170
Asn Ser Lys
185
Ser Thr Leu
200

Thr Cys Lys

GIn Ser Phe Asn Arg Gly Asp

95

Ala Ala Thr Tyr Tyr Cys

110

Gly Gly Gly Thr Glu Val

Val

Thr

155

Trp

Thr

Thr

Val

Cys

235

125

Leu Ile Phe Pro Pro

140

Ile Val Cys Val Ala

160

Glu Val Asp Gly Thr

175

Pro Gln Asn Ser Ala

190

Leu Thr Ser Thr Gln

205

Thr Gln Gly Thr Thr

220

<223> /note="Description of Artificial Sequence

polypeptide"

<400> 191

. Synthetic

Met Glu Thr Gly Leu Arg Trp Leu Leu Leu Val Ala Val Leu Lys Gly

1

5

10

15

Val Gln Cys GIn Glu Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln

25

30

- 238 -
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Pro Glu Gly Ser

Ser

65

Ser

Val

Phe

Pro

Val

145

Thr

Thr

Val

Thr

Asn

225

Met

Pro

Thr

Ser
50

Trp

Trp

Thr

Cys

130

Phe

Leu

Trp

Arg

Ser

210

Thr

Cys

Pro

Cys

35

Asn

Val

Leu

115

Thr

Pro

Asn

195

Ser

Lys

Pro

Lys

Val

Ala

Asn

100

Arg

Leu

Leu

Cys

Ser

180

Ser

Ser

Val

Pro

Pro

260

Val

Leu

Met

Cys

85

Met

Val

Leu

165

Ser

Asp

Pro

245

Lys

Val

Thr

Cys

70

Arg

Thr

Leu

Thr

Pro

150

Val

Thr

Pro

Lys

230

Leu

Trp

55

Tyr

Phe

Ser

Ser

Val

135

Cys

Lys

Leu

Leu

Val

215

Thr

Thr

40

Val

Asn

Thr

Leu

Asn

120

Ser

Cys

Thr

Tyr

200

Thr

Val

Glu Leu Pro

Asp Thr Leu

Cys

Arg

Gly

Thr
105

Trp

Ser

Tyr

Asn

185

Ser

Cys

Met

265

Lys

Gln

Asp

Ser

90

Asn

Asp

Leu

170

Leu

Asn

Pro

250

Ile

Asp Val Ser Gln Asp

75

Lys

Arg

Thr

155

Pro

Val

Ser

Val

Ser

235

Pro

Ser

Asp

Ser

Pro

60

Ser

Thr

Asp

Asp

Pro

140

Pro

Arg

Ser

220

Thr

Ser

Arg

Gly Phe Asp Phe

45

Gly

Thr

Ser

Thr

Asn

125

Lys

Ser

Pro

Thr

Val

205

His

Cys

Val

Thr

Lys

Tyr

Ser

110

Leu

Ser

Val

Phe

190

Val

Pro

Ser

Phe

Pro

270

Pro Glu Val
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Gly

Tyr

Thr

95

Thr

Trp

Pro

Thr

Thr
175

Pro

Ser

Lys

255

Glu

Gln

Leu

80

Thr

Tyr

Ser

Val

160

Val

Ser

Val

Thr

Pro

240

Phe

Val

Phe

ZIHSdl 10-2023-0121831



275

Thr Trp Tyr

290
Arg Glu Gln
305

Ile Ala His

His Asn Lys

Arg Gly Gln
355
Glu Glu Leu
370
Phe Tyr Pro
385

Glu Asp Asn

Tyr Phe Leu

Gly Asp Val
435
Tyr Thr Gln
450
<210> 192
<211> 239

<212> PRT

Ile Asn Asn Glu
295
GIn Phe Asn Ser
310
GIn Asp Trp Leu
325
Ala Leu Pro Ala

340

Pro Leu Glu Pro

Ser Ser Arg Ser

375

Ser Asp Ile Ser
390

Tyr Lys Thr Thr

405

Tyr Ser Lys Leu
420

Phe Thr Cys Ser

Lys Ser Ile Ser

455

<213> Artificial Sequence

<220><221> source

280

GIn Val Arg Thr

Thr Ile Arg Val

315

Arg Gly Lys Glu
330

Pro Ile Glu Lys

345

Lys Val Tyr Thr
360

Val Ser Leu Thr

Val Glu Trp Glu
395
Pro Thr Val Leu

410

Ser Val Pro Thr

425

285

Ala Arg Pro Pro
300

Val Ser Thr Leu

Phe Lys Cys Lys
335
Thr Ile Ser Lys

350

Met Gly Pro Pro
365

Cys Met Ile Asn

380

Lys Asn Gly Lys

Asp Ser Asp Gly

415

Ser Glu Trp Gln

430

Val Met His Glu Ala Leu His Asn

440

Arg Ser Pro Gly

445
Lys

460

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 192
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Leu

Pro

320

Val

Arg

400

Ser

Arg

His

ZIHSdl 10-2023-0121831



Met Asp

Leu Pro

Val Ser

Gln Ser

50

Gly Val

Leu Thr

Gly Thr

130
Ile Phe
145

Val Cys

Val Asp

GIn Asn

Thr Ser
210
Gln Gly

225

Thr Arg Ala Pro Thr

Gly Ala

20
Ala Ala
35

Leu Tyr

Pro Pro

Pro Ser

Ile Ser

100

Glu Phe

115

Glu Val

Pro Pro

Val Ala

Gly Thr
180

Ser Ala
195

Thr Gln

Thr Thr

<210> 193

<211> 461

5

Thr

Val

Ser

Lys

Arg

85

Ser

Val

Asn
165

Thr

Asp

Tyr

Ser

Phe Ala

Gly Gly

Pro Lys

55

Leu Leu
70

Phe Lys

Val Gln

Cys Thr

Val Lys

135
Ala Asp
150

Lys Tyr

Gln Thr

Cys Thr

Asn Ser

215

Gln Leu Leu

Gln

Thr

40

Asn

Cys

Thr

120

Phe

Thr

Tyr
200

His

Val

25

Leu

Tyr

Ser

Asp

105

Asp

Val

Pro

185

Asn

Lys

Val Val Gln Ser

230

10

Leu Thr

Thr Ile

Ala Trp

Ser Ala

Ala Cys

Pro Val

Ala Thr

155

Asp Val

170

Leu Ser

Glu Tyr

Asn

Tyr

60

Ser

Phe

Thr

Asn

Ser

Thr
220

Thr

Cys

45

Lys

Thr

125

Pro

Thr

Val

Ser

Thr
205

Cys

Pro

30

Leu

Tyr
110

Phe

Thr

Val

Thr

Lys

190

Leu

Lys

Gly Leu Leu Leu Leu

15

Ser

Thr

Phe
95

Tyr

Val

Thr

Trp

175

Thr

Thr

Val

Phe Asn Arg Gly Asp Cys

235
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Trp

Ser

Ser

Pro

Ser
80

Thr

Cys

Leu

Pro

Leu

Thr
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<212> PRT
<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 193

Met Glu Thr Gly Leu Arg Trp Leu Leu Leu Val Ala Val Leu Lys Gly
1 5 10 15

Val Gln Cys Gln Ser Leu Glu Glu Ser Gly Gly Gly Leu Val Gln Pro

20 25 30
Glu Gly Ser Leu Thr Leu Ala Cys Thr Ala Ser Gly Phe Ser Phe Ser
35 40 45
Ser Tyr Tyr Tyr Ile Cys Trp Val Arg Gln Ala Pro Gly Thr Gly Leu

50 95 60

Glu Trp Ile Gly Cys Ile Asn Thr Gly Ser Asp Asp Thr His Tyr Ala
65 70 75 80
Ser Trp Leu Lys Gly Arg Phe Thr Phe Ser Lys Ala Ser Ser Thr Thr
85 90 95
Leu Thr Leu Gln Met Thr Ser Leu Thr Ala Ala Asp Thr Ala Thr Tyr
100 105 110
Phe Cys Ala Arg Ser Ser Gly Ser Ser Asp Asp Ala Tyr Asp Leu Trp

115 120 125

Gly Pro Gly Thr Leu Val Thr Val Ser Ser Gly Gln Pro Lys Ala Pro
130 135 140
Ser Val Phe Pro Leu Ala Pro Cys Cys Gly Asp Thr Pro Ser Ser Thr
145 150 155 160
Val Thr Leu Gly Cys Leu Val Lys Gly Tyr Leu Pro Glu Pro Val Thr
165 170 175
Val Thr Trp Asn Ser Gly Thr Leu Thr Asn Gly Val Arg Thr Phe Pro

180 185 190

Ser Val Arg Gln Ser Ser Gly Leu Tyr Ser Leu Ser Ser Val Val Ser
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Val

Thr

225

Pro

Phe

Val

Phe

Leu

305

Pro

Val

Arg

Ser

Arg

Thr
210

Asn

Met

Pro

Thr

Thr

290

Arg

His

Arg

370

Phe

Tyr

Gly

195

Ser

Thr

Cys

Pro

Cys

275

Trp

Asn

Tyr

Asp

Phe

Asp

435

Ser

Lys

Pro

Lys
260

Val

Tyr

His

Lys

340

Leu

Pro

Asn

Leu

420

Val

Ser

Val

Pro

245

Pro

Val

Pro

Ser

Ser

Tyr

405

Tyr

Phe

GIn Pro

215
Asp Lys
230

Pro Glu

Lys Asp

Val Asp

Asn Asn

295

Phe Asn

310

Asp Trp

Leu Pro

Leu Glu

Ser Arg

375

Asp Ile

390

Lys Thr

Ser Lys

Thr Cys

200

Val

Thr

Leu

Thr

Val

280

Ser

Leu

Pro
360

Ser

Ser

Thr

Leu

Thr

Val

Pro

Leu
265

Ser

Thr

Arg

Pro

345

Lys

Val

Val

Pro

Ser

425

Cys

250

Met

Val

Val

Ser

Thr
410

Val

Ser Val Met

440

Asn

Pro

235

Asp

Arg

Arg

315

Lys

Tyr

Leu

Trp

395

Val

Pro

His

Val
220

Ser

Pro

Ser

Asp

Thr

300

Val

Lys

Thr

Thr
380

Leu

Thr

Glu

205

Thr

Ser

Arg

Pro

285

Val

Phe

Thr

Met

365

Cys

Lys

Asp

Ser

Ala

445

His

Cys

Val

Thr

270

Arg

Ser

Lys

Met

Asn

Ser

430

Leu

- 243 -

Pro Ala

Ser Lys
240
Phe Ile

255

Pro Glu

Val Gln

Pro Pro

Thr Leu

320

Cys Lys
335

Ser Lys

Pro Pro

Ile Asn

Gly Lys

400
Asp Gly
415

Trp Gln

His Asn
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His Tyr Thr Gln Lys Ser Ile Ser Arg Ser Pro Gly Lys
450 455 460
<210> 194
<211> 235
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 194
Met Asp Thr Arg Ala Pro Thr Gln Leu Leu Gly Leu Leu Leu Leu Trp
1 5 10 15
Leu Pro Gly Ala Arg Cys Asp Val Val Met Thr Gln Thr Pro Ala Ser

20 25 30

Val Ser Glu Pro Val Gly Gly Ala Val Thr Ile Lys Cys Gln Ala Ser
35 40 45
Gln Ser Ile Gly Ser Asn Leu Ala Trp Tyr Gln His Lys Pro Gly Gln
50 95 60
Pro Pro Lys Leu Leu Ile Tyr Phe Ala Ser Ser Leu Ala Ser Gly Val
65 70 75 80
Ser Ser Arg Phe Lys Gly Gly Arg Ser Gly Thr Gln Phe Thr Leu Thr
85 90 95

Ile Ser Asp Leu Glu Cys Ala Asp Ala Ala Thr Tyr Tyr Cys His Cys
100 105 110
Thr Tyr Tyr Pro Leu Ser Tyr Val Thr Phe Gly Gly Gly Thr Glu Val
115 120 125
Val Val Lys Gly Asp Pro Val Ala Pro Thr Val Leu Ile Phe Pro Pro
130 135 140
Ala Ala Asp GIn Val Ala Thr Gly Thr Val Thr Ile Val Cys Val Ala

145 150 155 160

Asn Lys Tyr Phe Pro Asp Val Thr Val Thr Trp Glu Val Asp Gly Thr

165 170 175

- 244 -



ZIHSdl 10-2023-0121831

Thr Gln Thr Thr Gly Ile Glu Asn Ser Lys Thr Pro Gln Asn Ser Ala
180 185 190
Asp Cys Thr Tyr Asn Leu Ser Ser Thr Leu Thr Leu Thr Ser Thr Gln
195 200 205
Tyr Asn Ser His Lys Glu Tyr Thr Cys Lys Val Thr GIn Gly Thr Thr

210 215 220

Ser Val Val Gln Ser Phe Asn Arg Gly Asp Cys

225 230 235

<210> 195

<211> 464

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 195

Met Glu Thr Gly Leu Arg Trp Leu Leu Leu Val Ala Val Leu Lys Gly

1 5 10 15

Val Gln Cys Gln Ser Leu Glu Glu Ser Gly Gly Asp Leu Val Lys Pro

20 25 30

Gly Thr Ser Leu Thr Leu Ser Cys Thr Ala Ser Gly Phe Ser Phe Gly
35 40 45
Ser Tyr Tyr Tyr Met Cys Trp Val Arg Gln Ala Pro Gly Lys Gly Leu
50 55 60
Glu Trp Ile Ala Cys Ile Asp Val Gly Ser Ser Gly Asp Thr Tyr Tyr
65 70 75 80
Ala Ser Trp Val Asn Gly Arg Phe Thr Ile Ser Lys Thr Ser Ser Thr

85 90 95

Thr Val Thr Leu Gln Met Thr Ser Leu Thr Ala Ala Asp Thr Ala Thr
100 105 110
Tyr Phe Cys Ala Arg Asp Asp Thr Ala Ala Gly Gly Phe Gly Asn Leu

115 120 125
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Glu

Lys

145

Ser

Pro

Thr

Val

His

225

Cys

Val

Thr

Arg
305

Ser

Lys

Ile

Gly

Leu

130

Ser

Val

Phe

Val

210

Pro

Ser

Phe

Pro

Val

290

Pro

Thr

Cys

Ser

Pro

Trp Gly Pro Gly Thr Leu Val Thr

Pro Ser

Thr Val

Thr Val

180

Pro Ser

195

Ser Val

Ala Thr

Lys Pro

Ile Phe

260

Glu Val

Gln Phe

Pro Leu

Leu Pro

Lys Val

340

Lys Ala

355

Val

Thr

165

Thr

Val

Thr

Asn

Met

245

Pro

Thr

Thr

Arg

325

His

Arg

135
Phe Pro

150

Leu Gly

Trp Asn

Arg Gln

Ser Ser

215

Thr Lys
230

Cys Pro

Pro Lys

Cys Val

Trp Tyr

295
Glu Gln
310

Ala His

Asn Lys

Gly Gln

Leu

Cys

Ser

Ser

200

Ser

Val

Pro

Pro

Val

280

Pro

360

Pro Arg Glu Glu Leu Ser

Ala Pro

Leu Val

170
Gly Thr
185

Ser Gly

Gln Pro

Asp Lys

Pro Glu

250
Lys Asp
265

Val Asp

Asn Asn

Phe Asn

Asp Trp

330

Leu Pro

345

Leu Glu

Ser Arg

Val

Cys

155

Lys

Leu

Leu

Val

Thr

235

Leu

Thr

Val

Ser
315

Leu

Pro

Ser

Ser
140

Cys

Thr

Tyr

Thr

220

Val

Pro

Leu

Ser

300

Thr

Arg

Pro

Lys

Val

Ser Gly Gln Pro

Gly Asp

Tyr Leu

Asn Gly

190
Ser Leu
205

Cys Asn

Ala Pro

Met Ile
270
Gln Asp

285

Val Arg

Ile Arg

Gly Lys

350

Val Tyr
365

Ser Leu
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Thr

Pro

175

Val

Ser

Val

Ser

Pro

255

Ser

Asp

Thr

Val

335

Lys

Thr

Thr

Pro

160

Arg

Ser

Thr

240

Ser

Arg

Pro

Val
320

Phe

Thr

Met

Cys
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370 375
Met Ile Asn Gly Phe Tyr Pro
385 390
Asn Gly Lys Ala Glu Asp Asn

405

Ser Asp Gly Ser Tyr Phe Leu
420
Glu Trp Gln Arg Gly Asp Val
435

Leu His Asn His Tyr Thr Gln
450 455

<210> 196

<211> 238

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of

polypeptide"
<400> 196
Met Asp Thr Arg Ala Pro Thr
1 5
Leu Pro Gly Ala Arg Cys Ala
20
Val Ser Glu Pro Val Gly Gly
35
GIn Ser Ile Tyr Ser Tyr Phe

50 55

Pro Pro Lys Arg Leu Ile Tyr

65 70

Pro Ser Arg Phe Lys Gly Ser
85

Ile Ser Asp Leu Glu Cys Ala

ZIHSdl 10-2023-0121831

380
Ser Asp Ile Ser Val Glu Trp Glu Lys
395 400
Tyr Lys Thr Thr Pro Thr Val Leu Asp

410 415

Tyr Ser Lys Leu Ser Val Pro Thr Ser
425 430

Phe Thr Cys Ser Val Met His Glu Ala

440 445

Lys Ser Ile Ser Arg Ser Pro Gly Lys

460

Artificial Sequence: Synthetic

Gln Leu Leu Gly Leu Leu Leu Leu Trp
10 15
Phe Glu Leu Thr Gln Thr Pro Ser Ser
25 30
Thr Val Thr Ile Lys Cys Gln Ala Ser
40 45
Ser Trp Tyr Gln Gln Lys Pro Gly Gln

60

GIn Ala Ser Thr Leu Ala Ser Gly Val

75 80

Gly Ser Gly Thr Asp Phe Thr Leu Thr
90 95

Asp Ala Ala Thr Tyr Tyr Cys Gln Asn
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100 105 110
Asn Tyr Gly Arg Gly Ser Gly Ser Tyr Phe Phe Gly Phe Gly Gly Gly

115 120 125

Thr Glu Val Val Val Lys Gly Asp Pro Val Ala Pro Thr Val Leu Ile
130 135 140
Phe Pro Pro Ala Ala Asp Gln Val Ala Thr Gly Thr Val Thr Ile Val
145 150 155 160
Cys Val Ala Asn Lys Tyr Phe Pro Asp Val Thr Val Thr Trp Glu Val
165 170 175
Asp Gly Thr Thr Gln Thr Thr Gly Ile Glu Asn Ser Lys Thr Pro Gln

180 185 190

Asn Ser Ala Asp Cys Thr Tyr Asn Leu Ser Ser Thr Leu Thr Leu Thr
195 200 205

Ser Thr GIn Tyr Asn Ser His Lys Glu Tyr Thr Cys Lys Val Thr Gln
210 215 220

Gly Thr Thr Ser Val Val Gln Ser Phe Asn Arg Gly Asp Cys

225 230 235

<210> 197

<211> 456

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 197

Met Glu Thr Gly Leu Arg Trp Leu Leu Leu Val Ala Val Leu Lys Gly
1 5 10 15

Val Gln Cys Gln Ser Leu Glu Glu Ser Gly Gly Asp Leu Val Lys Pro

20 25 30
Gly Ala Ser Leu Thr Leu Thr Cys Lys Ala Ser Gly Ile Asp Phe Ser
35 40 45

Ser Gly Tyr Gly Met Trp Trp Val Arg Gln Ala Pro Gly Lys Gly Leu
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65

Asn

Val

Phe

Val

145

Leu

Ser

Asp
225

Pro

Lys

Val

Asn

50

55

Tyr Ile Gly Tyr Ile Asp

Trp Ala

Thr Leu

Cys Ala

115

Thr Val
130

Pro Cys

Val Lys

Thr Leu

Gly Leu

195
Pro Val
210

Lys Thr

Glu Leu

Asp Thr

Asp Val

275

Lys

Gln

100

Lys

Ser

Cys

Thr

180

Tyr

Thr

Val

Pro

Leu
260

Ser

70

Gly Arg Phe

Met Thr Ser

Ser Gly Gln
135
Gly Asp Thr
150
Tyr Leu Pro
165

Asn Gly Val

Ser Leu Ser

Cys Asn Val

215

Ala Pro Ser
230

Gly Gly Pro

245

Met Ile Ser

GIn Asp Asp

Asn Glu GIn Val Arg Thr

290

295

Thr

Thr

Leu

120

Pro

Pro

Arg

Ser

200

Thr

Ser

Arg

Pro
280

Ala

Gly

Thr
105

Asp

Lys

Ser

Pro

Thr

185

Val

His

Cys

Val

Thr
265

Glu

Arg

Ser

Ser

90

Val

Leu

Ser

Val

170

Phe

Val

Pro

Ser

Phe

250

Pro

Val

Pro

Trp

Pro

Thr
155

Thr

Pro

Ser

Lys

235

Pro

60

Ser Thr

Thr Ser

Asp Thr

Gly Pro

125

Ser Val
140

Val Thr

Val Thr

Ser Val

Val Thr

205
Thr Asn
220

Pro Met

Phe Pro

Val Thr

Phe Thr
285
Leu Arg

300

Tyr

Ser

Phe

Leu

Trp

Arg

190

Ser

Thr

Cys

Pro

Cys
270

Trp

Glu

- 249 -

Tyr

Thr

95

Thr

Thr

Pro

Asn

175

Ser

Lys

Pro

Lys

255

Val

Tyr

Gln

80

Met

Tyr

Leu

Leu

Cys

160

Ser

Ser

Ser

Val

Pro

240

Pro

Val

Gln

ZIHSdl 10-2023-0121831



Phe

305

Asp

Leu

Leu

Ser

Asp

385

Lys

Ser

Thr

Ser

Asn Ser

Trp Leu

Pro Ala

Glu Pro

355

Arg Ser

370

Ile Ser

Thr Thr

Lys Leu

Cys Ser

435

Ile Ser

450

<210> 198

<211> 239

<212> PRT

Thr Ile

Arg Gly

325
Pro Ile
340

Lys Val

Val Ser

Val Glu

Pro Thr

405
Ser Val
420

Val Met

Arg Ser

Arg Val

310

Lys Glu

Glu Lys

Tyr Thr

Leu Thr

375

Trp Glu

390

Val Leu

Pro Thr

His Glu

Pro Gly

455

<213> Artificial Sequence

<220><221> source

Val

Phe

Thr

Met

360

Cys

Lys

Asp

Ser

440

Lys

Ser Thr Leu Pro Ile Ala His Gln

315 320

Lys Cys Lys Val His Asn Lys Ala
330 335
[le Ser Lys Ala Arg Gly Gln Pro
345 350
Gly Pro Pro Arg Glu Glu Leu Ser
365
Met Ile Asn Gly Phe Tyr Pro Ser

380

Asn Gly Lys Ala Glu Asp Asn Tyr
395 400
Ser Asp Gly Ser Tyr Phe Leu Tyr
410 415
Glu Trp Gln Arg Gly Asp Val Phe
425 430
Leu His Asn His Tyr Thr Gln Lys

445

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 198

Met Asp Thr Arg Ala Pro Thr Gln Leu Leu Gly Leu Leu Leu Leu Trp

1

5

10 15

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

Ser

65

Val

Thr

Thr

145

Val

Val

Thr

Val

50

Arg

Pro

Tyr

Thr

130

Phe

Cys

Asp

Asn

Ser

210

20

25

Glu Ala Ala Val Gly Gly Thr Val

35

Ser

Pro

Ser

Ser

Tyr
115

Glu

Ile

Lys

Arg

Asp
100

Leu

Val

Ser Ser Tyr

55

Leu Leu Ile
70

Phe Lys Gly

85

Leu Glu Cys

Ser Ser Ser

Val Val Lys

135

Pro Pro Ala Ala Asp

Val

Gly

Ser

195

Thr

Gln Gly Thr

225

<210> 199

<211> 465

<212> PRT

Ala

Thr

180

Ala

Gln

Thr

150

Asn Lys Tyr
165

Thr Gln Thr

Asp Cys Thr

Tyr Asn Ser

215

Ser Val Val
230

<213> Artificial Sequence

40

Leu Ala Trp

Tyr Arg Ala

Ser Gly Ser

90

Ala Asp Ala
105

Ile Ser Tyr

120

Gly Asp Pro

Phe Pro Asp
170
Thr Gly Ile
185
Tyr Asn Leu
200

His Lys Glu

Thr

Tyr

Ser

75

Val

Thr

155

Val

Glu

Ser

Tyr

60

Thr

Thr

Thr

Asn

Thr

Asn

Ser

Thr
220

Leu

Asp

Tyr

Thr
125

Pro

Thr

Val

Ser

Thr

205

Cys

30

Cys

Lys

Tyr

Tyr

110

Phe

Thr

Val

Thr

Lys

190

Leu

Lys

Gln

Pro

Ser

Thr

95

Cys

Val

Thr

Trp

175

Thr

Thr

Val

GIn Ser Phe Asn Arg Gly Asp Cys

235
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Ala

Gly

80

Leu

His

Leu

Pro

Leu

Thr
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ZIHSdl 10-2023-0121831

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 199

Met Glu Thr Gly Leu Arg Trp Leu Leu Leu Val Ala Val Leu Lys Gly

1 5 10 15

Val Gln Cys Gln Glu Gln Leu Glu Glu Ser Gly Gly Asp Leu Val Lys

20 25 30

Pro Glu Gly Ser Leu Thr Leu Thr Cys Lys Ala Ser Gly Phe Ser Phe
35 40 45
Ser Ser Ile Tyr Trp Ile Cys Trp Val Arg Gln Ala Pro Gly Lys Gly
50 55 60
Leu Glu Trp Ile Ala Cys Thr Thr Val Val Lys Ser Gly Arg Thr Tyr
65 70 75 80
Tyr Ala Asn Trp Ala Lys Gly Arg Phe Thr Ile Ser Lys Thr Ser Ser

85 90 95

Thr Thr Val Thr Leu Gln Met Thr Ser Leu Thr Ala Ala Asp Thr Ala
100 105 110
Thr Tyr Phe Cys Ala Arg Glu Phe Val Asp Gly Gly Gly Ser Ser Gly
115 120 125
Arg Asp Leu Trp Gly Pro Gly Thr Leu Val Thr Val Ser Ser Gly Gln
130 135 140
Pro Lys Ala Pro Ser Val Phe Pro Leu Ala Pro Cys Cys Gly Asp Thr

145 150 155 160

Pro Ser Ser Thr Val Thr Leu Gly Cys Leu Val Lys Gly Tyr Leu Pro
165 170 175
Glu Pro Val Thr Val Thr Trp Asn Ser Gly Thr Leu Thr Asn Gly Val
180 185 190
Arg Thr Phe Pro Ser Val Arg Gln Ser Ser Gly Leu Tyr Ser Leu Ser
195 200 205

Ser Val Val Ser Val Thr Ser Ser Ser Gln Pro Val Thr Cys Asn Val
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225

Thr

Ser

Arg

Pro

305

Val

Phe

Thr

Met

Cys

385

Lys

Asp

Ser

Ala

210

His

Cys

Val

Thr

290

Arg

Ser

Lys

370

Met

Asn

Ser

Leu

450

Pro

Ser

Phe

Pro

275

Val

Pro

Thr

Cys

Ser
355

Pro

Asp

Trp
435

His

215

Ala Thr Asn Thr
230
Lys Pro Met Cys
245

Ile Phe Pro Pro

Glu Val Thr Cys

Gln Phe Thr Trp
295
Pro Leu Arg Glu
310
Leu Pro Ile Ala
325
Lys Val His Asn

340

Lys Ala Arg Gly

Pro Arg Glu Glu

375

Asn Gly Phe Tyr
390

Lys Ala Glu Asp

405

Gly Ser Tyr Phe
420

Gln Arg Gly Asp

Asn His Tyr Thr

455

Lys Val

Pro Pro

Lys Pro
265
Val Val

280

Tyr Ile

His Gln

Lys Ala

345

Gln Pro
360

Leu Ser

Pro Ser

Asn Tyr

Leu Tyr

425
Val Phe
440

Gln Lys

Asp

Pro

250

Lys

Val

Asn

Phe

Asp

330

Leu

Leu

Ser

Asp

Lys

410

Ser

Thr

Ser

Lys

235

Asp

Asp

Asn

Asn

315

Trp

Pro

Arg

395

Thr

Lys

Cys

Ile

220

Thr Val

Leu Pro

Thr Leu

Val Ser

285

300

Ser Thr

Leu Arg

Ala Pro

Pro Lys

365
Ser Val
380

Ser Val

Thr Pro

Leu Ser

Ser Val
445
Ser Arg

460

Ala

Gly

Met

270

Val

350

Val

Ser

Thr

Val
430

Met

Ser
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Pro Ser

240
Gly Pro
255

Ile Ser

Asp Asp

Arg Thr

Arg Val

320

Lys Glu

335

Glu Lys

Tyr Thr

Leu Thr

Trp Glu

400

Val Leu

415

Pro Thr

His Glu

Pro Gly

ZIHSdl 10-2023-0121831



Lys

465

<210> 200

<211> 236

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence

polypeptide"

<400> 200

Met Asp Thr Arg Ala Pro Thr

1

5

Leu Pro Gly Ala Arg Cys Ala Tyr

Val

Pro
65

Pro

Val

Pro
145

Ala

Glu Ala
35
Ser Ile

50

Pro Lys

Ser Arg

Ser Asp

Tyr Ser

115

Val Val
130

Ala Ala

Asn Lys

20

Ala Val Gly Gly Thr
40

Ser Arg Asp Leu Ser

55

Arg Leu Ile Tyr Lys
70
Phe Lys Gly Ser Gly
85
Leu Glu Cys Ala Asp
100
Ser Ile Asp Val Asp

120

Lys Gly Asp Pro Val
135
Asp Gln Val Ala Thr
150
Tyr Phe Pro Asp Val

165

10
Asp Met
25

Val Thr

Trp Tyr

Ala Ser

Ser Gly

90
Ala Ala
105

Asn Asp

Ala Pro

Gly Thr

Thr Val
170

Gln Leu Leu Gly Leu

Thr Gln

Ile Lys

60

Thr Leu
75

Thr Asp

Thr Tyr

Phe Gly

Thr Val

140
Val Thr
155

Thr Trp

ZIHSdl 10-2023-0121831

. Synthetic

Leu Leu Leu Trp
15
Thr Pro Ala Ser
30
Cys Gln Ala Ser
45

Lys Pro Gly Gln

Ala Ser Gly Val
80
Phe Thr Leu Thr
95
Tyr Cys Gln Gln
110

Gly Gly Thr Glu

Leu Ile Phe Pro

@

Ile Val Cys Val
160
Glu Val Asp Gly

175
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ZIHSdl 10-2023-0121831

Thr Thr Gln Thr Thr Gly Ile Glu Asn Ser Lys Thr Pro Gln Asn Ser

180 185 190

Ala Asp Cys Thr Tyr Asn Leu Ser Ser Thr Leu Thr Leu Thr Ser Thr
195 200 205

GIn Tyr Asn Ser His Lys Glu Tyr Thr Cys Lys Val Thr Gln Gly Thr
210 215 220

Thr Ser Val Val Gln Ser Phe Asn Arg Gly Asp Cys

225 230 235

<210> 201

<211> 467

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 201

Met Glu Thr Gly Leu Arg Trp Leu Leu Leu Val Ala Val Leu Lys Gly
1 5 10 15

Val Gln Cys Gln Glu Gln Leu Glu Glu Ser Gly Gly Gly Leu Val Lys

20 25 30
Pro Glu Gly Ser Leu Thr Leu Thr Cys Lys Ala Ser Gly Phe Asp Leu
35 40 45
Ser Ser Gly Tyr Asp Met Cys Trp Val Arg GIn Ala Pro Gly Lys Gly

50 55 60

Leu Glu Trp Ile Ala Cys Ile Tyr Ala Asp Tyr Ser Gly Ser Thr Tyr
65 70 75 80
Tyr Ala Ser Trp Val Asn Gly Arg Phe Thr Ile Ser Ser Ser Thr Ser
85 90 95
Leu Asn Thr Val Asp Leu Lys Met Thr Ser Leu Thr Ala Ala Asp Thr
100 105 110

Ala Thr Tyr Phe Cys Ala Arg Gly Ala Thr Gly Asn Gly Gly Tyr Gly
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Tyr

145

Asp

Leu

Leu

Asn

225

Pro

Asp

Arg

305

Arg

Lys

Glu

Tyr

130

Thr

Pro

Val

Ser

210

Val

Ser

Pro

Ser

Asp

290

Thr

Val

Lys

115

Phe

Pro

Pro

Arg
195

Ser

Thr

Ser

Arg

275

Pro

Val

Phe

Thr

355

Asn

Lys

Ser

Pro

180

Thr

Val

His

Cys

Val
260

Thr

Arg

Ser

Lys
340

Ile

Leu

Ser
165

Val

Phe

Val

Pro

Ser

245

Phe

Pro

Val

Pro

Thr
325

Cys

Ser

Trp Gly

135
Pro Ser
150

Thr Val

Thr Val

Pro Ser

Ser Val

215
Ala Thr
230

Lys Pro

Ile Phe

Glu Val

Gln Phe

295

Pro Leu

310

Leu Pro

Lys Val

Lys Ala

120

Pro

Val

Thr

Thr

Val

200

Thr

Asn

Met

Pro

Thr

280

Thr

Arg

His

Arg

360

Gly

Phe

Leu

Trp

185

Arg

Ser

Thr

Cys

Pro
265

Cys

Trp

Asn
345

Gly

Thr Leu

Pro Leu

155
Gly Cys
170

Asn Ser

Gln Ser

Ser Ser

Lys Val

235

Pro Pro

250

Lys Pro

Val Val

Tyr Ile

His Gln
330

Lys Ala

Gln Pro

125

Val Thr Val
140

Ala Pro Cys

Leu Val Lys

Gly Thr Leu

190

Ser Gly Leu
205

GIn Pro Val

220

Asp Lys Thr

Pro Glu Leu

Lys Asp Thr
270
Val Asp Val
285
Asn Asn Glu
300

Phe Asn Ser

Asp Trp Leu

Leu Pro Ala
350
Leu Glu Pro

365

- 256 -

Ser

Cys

175

Thr

Tyr

Thr

Val

Pro

255

Leu

Ser

Thr

Arg
335

Pro

Lys

Ser

160

Tyr

Asn

Ser

Cys

Met

Val

Val

ZIHSdl 10-2023-0121831



Tyr Thr Met

370

Leu Thr Cys
385

Trp Glu Lys

Val Leu Asp

Pro Thr Ser

435

His Glu Ala
450

Pro Gly Lys

465

<210> 202

<211> 238

<212> PRT

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

375

Met Ile Asn Gly Phe Tyr

390

Asn Gly Lys Ala Glu Asp

405

Ser Asp Gly Ser Tyr Phe

420

Glu Trp Gln Arg Gly Asp

Leu His Asn His Tyr Thr

455

<213> Artificial Sequence

<220><221> source

380

Pro Ser Asp
395

Asn Tyr Lys

410

Leu Tyr Ser

Val Phe Thr

Gln Lys Ser

460

<223> /note="Description of Artificial Sequence

polypeptide"

<400> 202

Ile Ser Val

Thr Thr Pro

415

Lys Leu Ser
430

Cys Ser Val

445

Ile Ser Arg

. Synthetic

Ser

Glu

400

Thr

Val

Met

Ser

Met Asp Thr Arg Ala Pro Thr Gln Leu Leu Gly Leu Leu Leu Leu Trp

1

5

10

15

Leu Pro Gly Ala Arg Cys Ala Asp Ile Val Met Thr Gln Thr Pro Ala

20

30

Ser Val Ser Glu Pro Val Gly Gly Thr Val Thr Ile Lys Cys Gln Ala

35

45

Ser GIn Asn Ile Asn Ser Gly Leu Ala Trp Tyr Gln GIn Lys Pro Gly

50

55

60

Gln Pro Pro Lys Leu Leu Ile Tyr Lys Ala Ser Thr Leu Ala Ser Gly

65

70

75

- 257 -

80
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Val

Thr

Thr

Thr

Phe

145

Cys

Asp

Asn

Ser

Gly

225

Ser Ser

Ile Ser

Tyr Tyr

115

130

Pro Pro

Val Ala

Gly Thr

Ser Ala

Thr Gln

210

Thr Thr

<210> 203

<211> 462

<212> PRT

Arg Phe Lys

85

Asp Leu Glu

100

Tyr

Val

Asn

Thr

180

Asp

Tyr

Ser

Ser

Val

Lys

165

Cys

Asn

Val

Ser

Lys

Asp

150

Tyr

Thr

Thr

Ser

Val
230

Gly

Cys

Ser

Gly

135

Phe

Thr

Tyr

His

215

<213> Artificial Sequence

<220><221> source

Ser

Ser
120

Asp

Val

Pro

Asn
200

Lys

Ser

Asp
105

Ser

Pro

Asp

185

Leu

Phe

Ser Gly Thr Glu Phe

90

Asp Asn

Val Ala

Thr

Tyr Tyr

110

Thr Leu

95

Cys Gln

Ala Phe Gly Gly Gly

Pro

140

125

Thr Val

Thr Gly Thr Val Thr

155
Val Thr
170

Glu Asn

Ser Ser

Tyr Thr

Val

Ser

Thr

Cys

220

Thr Trp

Lys Thr

190
Leu Thr
205

Lys Val

Asn Arg Gly Asp Cys

235

Leu Ile

Ile Val

160
Glu Val
175

Pro Gln

Leu Thr

Thr Gln

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 203

Met Glu Thr Gly Leu Arg Trp Leu Leu Leu Val Ala Val Leu Lys Gly

1

5

10

15

Val Gln Cys Gln Ser Leu Glu Glu Ser Gly Gly Asp Leu Val Lys Pro
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Gly

Ser

Thr

Tyr

Trp

Pro

145

Thr

Thr

Pro

Ser

225

Lys

Ile

Ala

Ser

50

Trp

Ser

Val

Phe

130

Ser

Val

Val

Ser

Val

210

Thr

Pro

Phe

Ser
35

Tyr

Trp

Thr

Cys

115

Pro

Val

Thr

Thr

Val

195

Thr

Asn

Met

Pro

20

Leu

Trp

Leu

100

Phe

Leu

Trp

180

Arg

Ser

Thr

Cys

Pro

260

Thr

Cys

Lys

85

Arg

Thr

Pro

165

Asn

Ser

Lys

Pro
245

Lys

Leu

Cys

Met

Asp

Leu

Leu

150

Cys

Ser

Ser

Ser

Val
230

Pro

Pro

Thr

Trp

55

Tyr

Arg

Thr

Val

135

Leu

Ser

215

Asp

Pro

Lys

Cys
40

Val

Phe

Ser

Pro

120

Thr

Pro

Val

Thr

200

Pro

Lys

Asp

25

Thr

Arg

Thr

Leu

105

Ser

Val

Cys

Lys

Leu

185

Leu

Val

Thr

Leu

Thr

265

Ser

90

Thr

Asp

Ser

Cys

170

Thr

Tyr

Thr

Val

Pro
250

Leu

Ser

Ser
75

Ser

Ser

155

Tyr

Asn

Ser

Cys

Met

Gly Phe

45
Pro Gly
60

Gly Asn

Lys Thr

Ala Asp

Phe Thr

125
Gly Gln
140

Asp Thr

Leu Pro

Gly Val

Leu Ser

205

Asn Val

220

Pro Ser

Gly Pro

Ile Ser

30

Ser

Lys

Ser

Thr

110

Leu

Pro

Pro

Arg
190

Ser

Thr

Ser

Arg

270

- 259 -

Phe

Ser

95

Asp

Lys

Ser

Pro

175

Thr

Val

His

Cys

Val
255

Thr

Ser

Leu

Tyr

80

Thr

Thr

Leu

Ser

160

Val

Phe

Val

Pro

Ser
240

Phe

Pro
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Glu Val Thr

275

GIn Phe Thr
290

Pro Leu Arg
305

Leu Pro

Lys Val His

Lys Ala Arg
355
Pro Arg Glu
370
Asn Gly Phe
385

Lys Ala Glu

Gly Ser Tyr

Gln Arg Gly

435

Cys Val

Trp Tyr

Glu Gln

Ala His

325

Asn Lys

340

Gly Gln

Glu Leu

Tyr Pro

Asp Asn

405
Phe Leu
420

Asp Val

Val

Pro

Ser

Ser

390

Tyr

Tyr

Phe

Asn His Tyr Thr Gln Lys

450
<210> 204
<211> 239

<212> PRT

Val

Asn

295

Phe

Asp

Leu

Leu

Ser

375

Asp

Lys

Ser

Thr

Ser

455

<213> Artificial Sequence

<220><221> source

Asp Val

280

Asn Glu

Asn Ser

Trp Leu

Pro Ala

345
Glu Pro
360

Arg Ser

Ile Ser

Thr Thr

Lys Leu

425
Cys Ser
440

Ile Ser

Ser

Thr

Arg

330

Pro

Lys

Val

Val

Pro

410

Ser

Val

Arg

GIn Asp Asp Pro Glu Val

Val

Val

Ser

395

Thr

Val

Met

Ser

285
Arg Thr Ala
300
Arg Val Val
Lys Glu Phe

Glu Lys Thr

350

Tyr Thr Met

365

Leu Thr Cys
380

Trp Glu Lys

Val Leu Asp

Pro Thr Ser

430

His Glu Ala
445

Pro Gly Lys

460

Arg Pro

Ser Thr

320
Lys Cys
335

Ile Ser

Gly Pro

Met Ile

Asn Gly

400

Ser Asp

415

Glu Trp

Leu His

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"
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<400> 204

Met Asp Thr Arg Ala Pro Thr Gln Leu

1

Leu Pro Gly Ala
20

Val Ser Ala Ala

35

Gln Ser Val Tyr

Gly Gln Pro Pro

Gly Val Pro Ser

Leu Thr Ile Ser

100

Gln Gly Glu Phe
115
Gly Thr Glu Val
130
Ile Phe Pro Pro
145

Val Cys Val Ala

Val Asp Gly Thr
180
GIn Asn Ser Ala
195
Thr Ser Thr Gln
210
GIn Gly Thr Thr

225

5

Thr

Val

Lys

Lys

Arg

85

Ser

Val

Asn

165

Thr

Asp

Tyr

Ser

Phe Ala GIn Val
25
Gly Ser Thr Val

40

Asp Asn Asn Leu
55

Leu Leu Ile Tyr

70

Phe Lys Gly Ser

Val Gln Cys Glu

Cys Gly Ser Ala
120
Val Lys Gly Asp
135
Ala Asp Gln Val
150

Lys Tyr Phe Pro

Gln Thr Thr Gly
185

Cys Thr Tyr Asn

200
Asn Ser His Lys
215
Val Val Gln Ser
230

Leu Gly Leu Leu Leu Leu

10

Leu Thr

Thr Ile

Ala Trp

Lys Ala

90

Asp Ala

Asp Cys

Pro Val

Ala Thr

155

Asp Val

170

Leu Ser

Glu Tyr

Asn

Tyr
60

Ser

Thr

Asn

Ser

Thr
220

Thr

Cys

45

Thr

Thr

Thr

125

Pro

Thr

Val

Ser

Thr
205

Cys

15

Pro Ser

Gln Lys

Leu Ala

Gln Phe

95

Tyr Tyr

110

Phe Gly

Thr Val

Val Thr

Thr Trp

175

Lys Thr
190

Leu Thr

Lys Val

Phe Asn Arg Gly Asp Cys

235
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Trp

Ser

Ser

Pro

Ser

80

Thr

Cys

Leu

Pro

Leu

Thr
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<210> 205

<211> 456

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 205

Met Glu Thr Gly Leu Arg Trp Leu Leu Leu Val Ala Val Leu Lys Gly

1 5 10 15

Val Gln Cys Gln Ser Leu Glu Glu Ser Gly Gly Asp Leu Val Lys Pro

20 25 30
Gly Ala Ser Leu Thr Leu Thr Cys Lys Gly Ser Gly Ile Asp Phe Ser

35 40 45

Ser Gly Tyr Gly Met Trp Trp Val Arg Gln Ala Pro Gly Lys Gly Leu
50 95 60
Glu Tyr Ile Gly Tyr Ile Asp Thr Gly Tyr Gly Ser Thr Tyr Tyr Ala
65 70 75 80
Ser Trp Ala Lys Gly Arg Phe Thr Ile Ser Lys Thr Ser Ser Thr Thr
85 90 95
Val Thr Leu Gln Met Thr Ser Leu Thr Val Ala Asp Thr Ala Thr Tyr

100 105 110

Phe Cys Ala Lys Gly Gly Ala Ile Asp Leu Trp Gly Pro Gly Thr Leu
115 120 125
Val Thr Val Ser Ser Gly Gln Pro Lys Ala Pro Ser Val Phe Pro Leu
130 135 140
Ala Pro Cys Cys Gly Asp Thr Pro Ser Ser Thr Val Thr Leu Gly Cys
145 150 155 160
Leu Val Lys Gly Tyr Leu Pro Glu Pro Val Thr Val Thr Trp Asn Ser

165 170 175

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

180 185 190
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Ser

Asp

225

Pro

Lys

Val

Asn

Phe

305

Asp

Leu

Leu

Ser

Asp

385

Lys

Ser

Thr

Gly

Pro

210

Lys

Asp

Asp

Asn

290

Asn

Trp

Pro

Arg

370

Thr

Lys

Cys

Leu
195

Val

Thr

Leu

Thr

Val

275

Ser

Leu

Pro

355

Ser

Ser

Thr

Leu

Ser

Tyr

Thr

Val

Pro

Leu

260

Ser

Thr

Arg

Pro

340

Lys

Val

Val

Pro

Ser

420

Val

Ser

Cys

245

Met

Val

Val

Ser

Thr
405

Val

Met

Leu Ser

Asn Val

215

Pro Ser

230

Gly Pro

Ile Ser

Asp Asp

Arg Thr

295

Arg Val
310

Lys Glu

Glu Lys

Tyr Thr

Leu Thr

375
Trp Glu
390

Val Leu

Pro Thr

His Glu

Ser

200

Thr

Ser

Arg

Pro

280

Val

Phe

Thr

Met

360

Cys

Lys

Asp

Ser

Ala

Val

His

Cys

Val

Thr

265

Arg

Ser

Lys

Met

Asn

Ser

Glu

425

Leu

Val

Pro

Ser

Phe

250

Pro

Val

Pro

Thr

Cys

330

Ser

Pro

Asp
410

Trp

His

Ser

Lys

235

Pro

Leu

315

Lys

Lys

Pro

Asn

Lys

395

Gly

Gln

Asn

Val Thr Ser
205

Thr Asn Thr

220

Pro Met Cys

Phe Pro Pro

Val Thr Cys

270

Phe Thr Trp
285

Leu Arg Glu

300

Pro Ile Ala

Val His Asn

Ala Arg Gly

Arg Glu Glu

365

Gly Phe Tyr
380

Ala Glu Asp

Ser Tyr Phe

Arg Gly Asp

430

His Tyr Thr

- 263 -

Ser

Lys

Pro

Lys
255

Val

Tyr

His

Lys

335

Leu

Pro

Asn

Leu

415

Val

Gln

Ser

Val

Pro

240

Pro

Val

Pro

Ser

Ser

Tyr

400

Tyr

Phe

Lys
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435

440 445

Ser Ile Ser Arg Ser Pro Gly Lys

450

<210> 206

<211> 238

<212> PRT

455

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence

polypeptide"

<400> 206

Met Asp Thr Arg

1

Leu Pro Gly Ala

Thr Ser

Gln Ser

50

Gly Gln

65

Gly Val

Leu Thr

Gln Gly

Thr Glu
130

Phe Pro
145

Cys Val

Ala
35

Val

Pro

Pro

Ser
115

Val

Pro

Ala

20

Ala

Tyr

Pro

Ser

Ser

100

Tyr

Val

Ala

Asn

Ala

5

Thr

Val

Arg

Lys

Arg

85

Tyr

Ala

Lys

Pro Thr Gln Leu Leu Gly Leu Leu

10

Phe Ala Ala Val Leu Thr Gln Thr
25
Gly Gly Thr Val Thr Ile Asn Cys
40 45
Ser Asn Trp Leu Ala Trp Tyr Gln
55 60
Leu Leu Ile Tyr Asp Val Phe Asn

70 75

Phe Lys Gly Ser Gly Ser Gly Thr
90
Val Gln Cys Ala Asp Ala Ala Thr
105
Ser Gly Asn Trp Tyr Ser Ala Phe
120 125
Lys Gly Asp Pro Val Ala Pro Thr

135 140

Asp Gln Val Ala Thr Gly Thr Val
150 155

Tyr Phe Pro Asp Val Thr Val Thr

. Synthetic

Leu Leu Trp

15

Pro Ala Ser
30

Gln Ser Ser

Gln Lys Pro

Leu Ala Ser

80

GIn Phe Thr
95

Tyr Tyr Cys

110

Gly Gly Gly

Val Leu Ile

Thr Ile Val
160

Trp Glu Val
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165 170 175
Asp Gly Thr Thr Gln Thr Thr Gly Ile Glu Asn Ser Lys Thr Pro Gln
180 185 190
Asn Ser Ala Asp Cys Thr Tyr Asn Leu Ser Ser Thr Leu Thr Leu Thr

195 200 205

Ser Thr GIn Tyr Asn Ser His Lys Glu Tyr Thr Cys Lys Val Thr Gln
210 215 220

Gly Thr Thr Ser Val Val Gln Ser Phe Asn Arg Gly Asp Cys

225 230 235

<210> 207

<211> 13

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

peptide"
<400> 207
Ala Ala Trp Asp Asp Ser Leu Asn Gly Leu Asn Trp Val

1 5 10

<210> 208
<211> 25
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
peptide"
<400> 208
Gln Val GIn Leu Val Glu Ser Gly Gly Gly Val Val Gln Pro Gly Arg
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser
20 25
<210> 209

<211> 8
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<212> PRT
<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence

peptide"
<400> 209
Gly Phe Thr Phe Ser Asn Tyr Gly
1 5
<210> 210
<211> 17
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence
peptide"

<400> 210

Met Asn Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val Ser

1 5 10

Tyr

<210> 211

<211> 8

<212> PRT

<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence

peptide"
<400> 211
Ile Ser Ser Ser Gly Ser Thr Val
1 5
<210> 212
<211> 40

<212> PRT

. Synthetic

. Synthetic

15

. Synthetic

- 266 -
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<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 212

Tyr Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn

1 5 10 15

Ala Lys Asn Ser Leu Tyr Leu Gln Met Asn Ser Leu Arg Asp Glu Asp

20 25 30

Thr Ala Val Tyr Tyr Cys Ala Ser
35 40

<210> 213

<211> 11

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 213

Gly Gln Leu Asp Thr Ser Asp Ala Phe Asp Ile

1 5 10

<210> 214

<211> 11

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 214

Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser

1 5 10
<210> 215

<211> 26
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<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
peptide"
<400> 215
Asp Ile Glu Met Thr Gln Ser Pro Ser Ser Pro Ser Ala Ser Val Gly
1 5 10 15
Asp Arg Val Thr Ile Thr Cys Arg Ala Ser
20 25
<210> 216
<211> 6
<212> PRT
<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 216

Gln Ser Ile Ser Ser Tyr

1 5

<210> 217

<211> 17

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 217

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

1 5 10 15

Tyr

<210> 218

<211> 3
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<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 218

Ala Ala Ser

1

<210> 219

<211> 36

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 219

Ser Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly

1 5 10 15

Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro Glu Asp Phe Ala

20 25 30

Thr Tyr Tyr Cys

35
<210> 220
<211> 9
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

peptide"

<400> 220
Gln Gln Ser Tyr Ser Thr Pro Leu Thr
1 5

<210> 221
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<211> 10

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence

peptide"

<400> 221

Phe Gly Gly Gly Thr Lys Val Glu Ile Lys

1 5 10

<210> 222

<211> 25

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 222

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

1 5 10
Ser Leu Arg Val Ser Cys Ala Ala Ser

20 25
<210> 223
<211> 8

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 223

Gly Phe Ser Phe Ser Ser Tyr Gly

1 5

<210> 224

<211> 17

. Synthetic

. Synthetic

15

. Synthetic

- 270 -
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S Edl

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 224

Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val Ser

1 5 10 15

Tyr

<210> 225

<211> 8

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 225

[le Ser Ser Ser Gly Ser Thr Ile

1 5

<210> 226

<211> 40

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 226

Tyr Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn

1 5 10 15

Ala Glu Asn Ser Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp
20 25 30

Thr Ala Val Tyr Tyr Cys Ala Arg
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35 40
<210> 227
<211> 26
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence
peptide"
<400> 227
Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser
1 5 10

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser

20 25

<210> 228

<211> 6

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 228

Gln Gly Ile Ser Asn Tyr

1 5

<210> 229

<211> 17

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 229

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

1 5 10

. Synthetic

Ala Ser Val Gly

15

. Synthetic

. Synthetic

Lys Leu Leu Ile

15
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Tyr

<210> 230
<211> 36
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 230
Thr Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly
1 5 10 15
Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro Glu Asp Phe Ala
20 25 30
Thr Tyr Tyr Cys
35
<210> 231

<211> 10

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 231

Phe Gly Gly Gly Thr Lys Val Glu Val Lys

1 5 10

<210> 232

<211> 25

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 232
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Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Val Val Gln Pro Gly Arg

1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Ala Ser
20 25

<210> 233

<211> 8

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 233

Ile Ser Ser Ser Ser Ser Thr Ile

1 5

<210> 234

<211> 11

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<220><221> MOD_RES

<222> (3)..(3)

<223> Any amino acid

<220><221> MOD_RES

<222> (5)..(5)

<223> Any amino acid

<400> 234

Gly Gln Xaa Asp Xaa Ser Asp Ala Phe Asp Ile
1 5 10
<210> 235

<211> 17

<212> PRT
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<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<220><221> MOD_RES

<222> (3)..(3)

<223> Any amino acid

<220><221> MOD_RES

<222> (16)..(16)

<223> Any amino acid

<400> 235

Leu Asn Xaa Tyr Gln Gln Lys Pro Gly Lys Ala Pro

Tyr

<210> 236

<211> 3

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<220><221> MOD_RES

<222> (1)..(1)

<223> Any amino acid

<400> 236

Xaa Ala Ser

1

<210> 237

<211> 36

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence

. Synthetic

Lys Leu Leu Xaa

15

. Synthetic

. Synthetic
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polypeptide"
<220><
221> MOD_RES
<222> (31)..(31)
<223> Any amino acid

<400> 237

Ser Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly

1 5 10

Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro Glu Asp Xaa Ala

20 25

Thr Tyr Tyr Cys

35
<210> 238
<211> 10
<212> PRT
<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence

peptide"
<220><221> MOD_RES
<222> (5)..(5)
<223> Any amino acid
<220><221> MOD_RES
<222> (7)..(7)
<223> Any amino acid
<400> 238
Phe Gly Gly Gly Xaa Lys Xaa Glu Ile Lys
1 5 10
<210> 239
<211> 40
<212> PRT
<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence

15

30

. Synthetic

. Synthetic

- 276 -

SIHS31 10-2023-0121831



=T

polypeptide"
<400> 239
Tyr Tyr Ala Asp Ser Val Lys Gly Arg Phe Ala Ile Ser Arg Asp Asn

1 5 10 15

Ala Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp
20 25 30
Thr Ala Leu Tyr Tyr Cys Ala Lys
35 40
<210> 240
<211> 19
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
peptide"
<400> 240
Ala Thr Arg Tyr Asp Ile Leu Thr Gly Tyr Ser Asp Gly Val Asp Tyr
1 5 10 15

Phe Asp Tyr

<210> 241

<211> 9

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 241

His Gln Ser Tyr Ser Thr Pro Tyr Thr

1 5

<210> 242

<211> 10

<212> PRT
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<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 242

Phe Gly Gln Gly Thr Lys Leu Glu Ile Lys

1 5 10

<210> 243

<211> 25

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 243

GIn Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly

1 5 10
Ser Leu Arg Leu Ser Cys Ala Ala Ser
20 25
<210> 244
<211> 17
<212> PRT
<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence

peptide"

<400> 244

Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val Ala

1 5 10

Asn

<210> 245

<211> 8

. Synthetic

. Synthetic

15

. Synthetic

15
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<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 245

Ile Lys Gln Asp Gly Ser Glu Lys

1 5

<210> 246

<211> 40

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"
<400> 246
Tyr Tyr Val Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn
1 5 10 15
Ala Lys Asn Ser Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp

20 25 30
Thr Ala Val Tyr Tyr Cys Ala Arg
35 40

<210> 247
<211> 9
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

peptide"

<400> 247
Val Thr Ser Pro His Ala Phe Asp Ile
1 5

<210> 248
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<211> 11

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 248

Trp Gly Arg Gly Thr Leu Val Thr Val Ser Ser

1 5 10

<210> 249

<211> 26

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

peptide"

<400> 249
Asp Ile Gln Met Thr Gln Ser Pro Ser Ala Met Ser Ala Ser Val Gly
1 5 10 15
Asp Arg Val Thr Ile Thr Cys Arg Ala Ser
20 25
<210> 250
<211> 17
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
peptide"
<400> 250
Leu Ala Trp Phe GIn Gln Lys Pro Gly Lys Val Pro Lys Arg Leu Ile

1 5 10 15

Tyr
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<210> 251
<211> 25
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
peptide"
<400> 251
GIn Val Gln Leu Val Glu Ser Gly Gly Gly Val Val Arg Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser
20 25
<210> 252
<211> 17
<212> PRT
<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

peptide"
<400> 252
Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val Ser
1 5 10 15

Gly

<210> 253

<211> 8

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 253

Ile Asn Trp Asn Gly Gly Ser Thr

1 5
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<210> 254

<211> 40

<212> PRT

<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence

polypeptide"
<400> 254
Gly Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile
1 5 10
Ser Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu

20 25
Thr Ala Val Tyr Tyr Cys Val Thr
35 40

<210> 255
<211> 7
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence

peptide"

<400> 255

GIn Gly Ser Ala Phe Asp Ile

1 5

<210> 256

<211> 25

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 256

Ser Tyr Glu Leu Thr Gln Pro Pro Ser Leu Ser Val

. Synthetic

Ser Arg Asp Asn
15
Arg Gly Glu Asp

30

. Synthetic

. Synthetic

Ser Pro Gly Gln
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1 5 10 15
Thr Ala Arg Ile Thr Cys Ser Gly Asp
20 25
<210> 257
<211> 6
<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 257

Ala Leu Ala Lys Gln Tyr

1 5

<210> 258

<211> 17

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 258

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

1 5 10 15

Tyr

<210> 259
<211> 3

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 259
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Lys Asp Thr

1

<210> 260

<211> 36

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 260

Glu Arg Pro Ser Gly Ile Pro Glu Arg Phe Ser Gly Ser Ser Ser Gly

1 5 10 15

Thr Thr Val Thr Leu Thr Ile Ser Gly Val Gln Ala Glu Asp Glu Val

20 25 30

Asp Tyr Tyr Cys

35
<210> 261
<211> 11
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

peptide"

<400> 261
GIn Ser Thr Asp Ser Ser Gly Thr Tyr Gln Val
1 5 10
<210> 262
<211> 10
<212> PRT
<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

peptide"
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<400> 262

Phe Gly Gly Gly Thr Lys Leu Thr Val Leu

1 5 10

<210> 263

<211> 25

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 263

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

1 5 10 15

Ser Val Lys Val Ser Cys Lys Ala Ser

20 25

<210> 264

<211

> 17

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 264

Ile Ser Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Met Gly

1 5 10 15

Trp

<210> 265

<211> 8

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

peptide"

- 285 -

10-2023-0121831



SIHS31 10-2023-0121831

<400> 265
[le Ser Ala Tyr Asn Gly Asn Thr

1 5

<210> 266

<211> 40

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 266

Asn Tyr Ala Gln Lys Leu Gln Gly Arg Val Thr Met Thr Thr Asp Thr

1 5 10 15

Ser Thr Ser Thr Ala Tyr Met Glu Leu Arg Ser Leu Arg Ser Asp Asp

20 25 30
Thr Ala Ala Tyr Tyr Cys Ala Arg

35 40
<

210> 267

<211> 11

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 267

Val Thr Gly Ile Thr Gly Thr Thr Ile Asp Pro

1 5 10

<210> 268

<211> 11

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

- 286 -



peptide"
<400> 268
Trp Gly Gln Gly Thr Met Val Thr Val Ser Ser

1 5 10

<210> 269

<211> 3

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 269

Asp Ala Ser

1

<210> 270

<211> 36

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
polypeptide"

<400> 270

Ser Leu Glu Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly

1 5 10

Thr Glu Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro Asp Asp Phe Ala

20 25
Val Tyr Tyr Cys
35
<210> 271
<211> 9
<212> PRT
<213> Artificial Sequence

<220><221> source

. Synthetic

. Synthetic

15

30
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<223> /note="Description of Artificial Sequence
peptide"

<400> 271

GIn Gln Tyr Asn Asn Trp Pro Gln Thr

1 5

<210> 272

<211> 10

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence

peptide"

<400> 272

Phe Gly Gln Gly Thr Lys Val Glu Ile Lys

1 5 10

<210> 273

<211> 25

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 273

GIn Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly

1 5 10
Ser Leu Arg Leu Ser Cys Ala Ala Ser

20 25
<210> 274
<211> 17

<212> PRT

<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence

. Synthetic

. Synthetic

. Synthetic

15

. Synthetic
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peptide"
<400> 274
Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val Ser
1 5 10 15

Ala

<210> 275

<211> 8

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 275

[le Ser Gly Ser Gly Gly Ser Thr

1 5

<210> 276

<211> 40

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 276

Tyr Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn

1 5 10 15

Ser Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp

20 25 30
Thr Ala Val Tyr Tyr Cys Ala Arg

35 40
<

210> 277
<211> 12

<212> PRT
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<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 277

Asp Tyr Gly Gly Tyr Asp Gly Val Tyr Phe Asp Tyr

1 5 10

<210> 278

<211> 25

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 278

. Synthetic

. Synthetic

Ser Tyr Glu Leu Thr Gln Asp Pro Ala Val Ser Val Ala Leu Gly Gln

1 5 10

Thr Val Arg Ile Thr Cys Gln Gly Asp
20 25

<210> 279

<211> 6

<212> PRT

<213> Artificial Sequence

<220><221> source

15

<223> /note="Description of Artificial Sequence: Synthetic

peptide"
<400> 279
Ser Leu Arg Ser Tyr Tyr
1 5
<210> 280
<211> 17
<212> PRT
<213> Artificial Sequence

<220><221> source
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<223> /note="Description of Artificial Sequence: Synthetic
peptide"
<400> 280

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

Tyr

<210> 281

<211> 3

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 281

Gly Lys Asn

1

<210> 282

<211> 36

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 282

Asn Arg Pro Ser Gly Ile Pro Asp Arg Phe Ser Gly Ser Ser Ser Gly

1 5 10 15
Asn Thr Ala Ser Leu Thr Ile Thr Gly Ala Gln Ala Glu Asp Glu Ala
20 25 30
Asp Tyr Tyr Cys
35
<210> 283

<211> 11

- 291 -

10-2023-0121831



<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 283

Asn Ser Arg Asp Ser Ser Gly Asn His Val Val

1 5 10

<210> 284

<211> 10

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 284

Phe Gly Gly Gly Thr Lys Val Thr Val Leu

1 5 10

<210> 285

<211> 25

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 285

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

1 5 10

Ser Leu Arg Leu Ser Cys Ala Ala Ser
20 25

<210> 286

<211> 17

<212> PRT

. Synthetic

. Synthetic

. Synthetic

15
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<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 286

Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val Ala

1 5 10 15

Val

<210> 287

<211> 8

<212> PRT

<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

peptide"

<400> 287

Ile Ser Tyr Asp Gly Ser Asn Lys

1 5

<210> 288

<211> 40

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 288

Tyr Tyr Ala Asp Ser Val Lys Gly Arg Phe Ala Ile Ser Arg Asp Asn

1 5 10 15

Ser Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp

20 25 30

Thr Ala Val Tyr Tyr Cys Ala Arg

35 40
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<210> 289

<211> 15

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 289

Asp Arg Asp Val Gly Pro Thr Tyr Tyr Tyr Tyr Gly Met Asp Val

1 5 10 15

<210> 290

<211> 25

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

peptide"

<400> 290
Ser Tyr Glu Leu Thr Gln Pro Pro Ser Leu Ser Val Ser Pro Gly Gln
1 5 10 15
Thr Ala Arg Ile Thr Cys Ser Gly His
20 25
<210> 291
<211> 6
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
peptide"
<400> 291
Ala Leu Pro Lys Gln Tyr
1 5
<210> 292

<211> 36
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<212> PRT
<213> Artificial Sequence
<220
><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 292
Glu Arg Pro Ser Gly Ile Pro Glu Arg Phe Ser Gly Ser Ser Ser Gly
1 5 10 15
Thr Thr Val Thr Leu Thr Ile Ser Gly Val Gln Ala Glu Asp Glu Ala
20 25 30
Asp Tyr Tyr Cys
35
<210> 293
<211> 11
<212> PRT
<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

peptide"

<400> 293

GIn Ser Ala Asp Ser Ser Gly Pro Tyr Gln Val

1 5 10

<210> 294

<211> 10

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 294

Phe Gly Gly Gly Thr Gln Leu Thr Val Leu

1 5 10

<210> 295
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<211> 40

<212> PRT

<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence

polypeptide"
<400> 295
Tyr Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile
1 5 10
Ser Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu

20 25
Thr Ala Val Tyr Tyr Cys Ala Lys
35 40

<210> 296
<211> 11
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence

peptide"

<400> 296

Asp Arg Glu Tyr Ile Ala Val Ala Ala Asp Tyr

1 5 10

<210> 297

<211> 11

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 297

Trp Gly GIn Gly Thr Thr Val Thr Val Ser Ser

1 5 10

. Synthetic

Ser Arg Asp Asn
15
Arg Ala Glu Asp

30

. Synthetic

. Synthetic

- 296 -

SIHS31 10-2023-0121831



<210> 298

<211> 26

<212> PRT

<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

peptide"
<400> 298
Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly
1 5 10 15
Asp Thr Ile Ser Ile Thr Cys Arg Ala Ser
20 25
<210> 299
<211> 36
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 299
Ser Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Gly Ser Arg

1 5 10 15

Thr Asp Phe Thr Leu Thr Ile Ser Ser Val Gln Pro Glu Asp Phe Ala
20 25 30
Thr Tyr Tyr Cys
35
<210> 300
<211> 9
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

peptide"
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<400> 300

Gln Gln Ser Tyr Ser Thr Pro Phe Thr
1 5

<210> 301

<211> 10

<212> PRT

<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence

peptide"
<400> 301
Phe Gly Pro Gly Thr Lys Val Glu Ile Lys
1 5 10
<210> 302
<211> 25
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence
peptide"

<400> 302

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

1 5 10
Ser Val Lys Val Ser Cys Lys Ala Ser
20 25

<210> 303

<211

> 17

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 303

. Synthetic

. Synthetic

15

. Synthetic
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Met His Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Met Gly
1 5 10 15

Ile

<210> 304

<211> 8

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 304

Ile Asn Pro Ser Gly Gly Ser Thr

1 5

<210> 305
<211> 40
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 305
Ile Tyr Ala Gln Lys Phe Gln Gly Arg Val Thr Met Thr Arg Asp Thr
1 5 10 15
Ser Thr Ser Thr Val Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp
20 25 30
Thr Ala Val Tyr Tyr Cys Ala Arg
35 40
<
210> 306
<211> 14
<212> PRT
<213> Artificial Sequence

<220><221> source
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<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 306

Ser Leu Arg Asp Gly Tyr Asn Tyr Ile Gly Ser Leu Gly Tyr

1 5 10

<210> 307

<211> 25

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 307

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

1 5 10 15
Arg Val Thr Ile Ser Cys Ser Gly Ser
20 25
<210> 308
<211> 8
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
peptide"
<400> 308
Ser Ser Asn Ile Gly Ser Asn Tyr
1 5
<210> 309
<211> 17
<212> PRT
<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
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peptide"
<400> 309
Val Tyr Trp Tyr Gln Gln Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile
1 5 10 15

Tyr

<210> 310

<211> 3

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 310

Arg Asn Asn

1

<210> 311

<211> 36

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"
<400> 311
GIn Arg Pro Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
1 5 10 15
Thr Ser Ala Ser Leu Ala Ile Arg Gly Leu Gln Ser Glu Asp Glu Ala
20 25 30

Gly Tyr Tyr Cys

35
<210> 312
<211> 8
<212> PRT

<213> Artificial Sequence
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<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 312

Gly Phe Thr Phe Asp Asp Tyr Ala

1 5

<210> 313

<211> 17

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 313

Met His Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val Ser

1 5 10 15

Gly

<210> 314

<211> 8

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

peptide"

<400> 314

Ile Ser Trp Asn Ser Gly Ser Thr
1 5

<210> 315

<211> 40

<212> PRT

<213> Artificial Sequence

<220><221> source
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<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 315

Tyr Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn

1 5 10 15

Ser Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp

20 25 30

Thr Ala Val Tyr Tyr Cys Ala Gly
35 40
<210> 316
<211> 17
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
peptide"
<400> 316
Gly Ser Arg Arg Tyr Asp Ser Ser Gly Tyr Tyr Tyr Glu Ser Phe Asp
1 5 10 15

Tyr

<210> 317

<211> 36

<212> PRT

<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"
<400> 317
Asn Leu Glu Thr Gly Val Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly
1 5 10 15
Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro Glu Asp Phe Ala

20 25 30
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Thr Tyr Tyr Cys
35
<210> 318
<211> 9
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence
peptide"
<400> 318

Gln Gln Ser Tyr His Thr Pro Tyr Thr

1 5

<210> 319

<211> 25

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 319

GIn Met Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Ser

1 5 10
Ser Val Lys Val Ser Cys Lys Ala Ser
20 25
<210> 320
<211> 8
<212> PRT
<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence

peptide"
<400> 320

Gly Gly Thr Phe Ser Ser Tyr Ala

. Synthetic

. Synthetic

15

. Synthetic
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1 5

<210> 321

<211> 17

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 321

Ile Ser Trp Val Arg Gln Ala Pro Gly Gln Gly Leu Glu Trp Met Gly

1 5 10 15

Arg

<210> 322

<211> 8

<212> PRT

<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

peptide"

<400> 322

[le Ile Pro Ile Leu Gly Ile Ala

1 5

<210> 323

<211> 40

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 323

Asn Tyr Ala GIn Lys Phe GIn Gly Arg Val Thr Ile Thr Ala Asp Lys

1 5 10 15

Ser Thr Ser Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp
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20 25

Thr Ala Val Tyr Tyr Cys Ala Arg
35 40
<210> 324
<211> 14
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence
peptide"
<400> 324
Asp Ile Asn Arg Tyr Asn Trp Asn Phe Arg Ala Phe
1 5 10
<210> 325
<211> 12
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence

peptide"

<400> 325

GIn Ser Val Leu Tyr Ser Ser Asn Asn Lys Asn Tyr

1 5 10

<210> 326

<211> 17

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 326

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

1 5 10

30

. Synthetic

Asp Ile

. Synthetic

. Synthetic

Lys Leu Leu Ile

15
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Tyr

<210> 327

<211> 3

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 327

Trp Ala Ser

1

<210> 328

<211> 36

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 328

Thr Arg Glu Ser Gly Val Pro Asp Arg Phe Ser Gly Asn Gly Ser Gly

1 5 10 15

Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Ala Glu Asp Val Ala

20 25 30

Ala Tyr Tyr Cys
35
<210> 329
<211> 9
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

peptide"
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<400> 329

Gln Gln His Tyr Ser Thr Pro Leu Thr

1 5

<210> 330

<211> 25

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 330

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

1 5 10 15
Ser Val Lys Val Ser Cys Lys Ala Ser
20 25
<210> 331
<211> 40
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 331
Asn Tyr Ala Gln Lys Leu Gln Gly Arg Val Thr Met Thr Thr Asn Thr
1 5 10 15

Ser Thr Ser Thr Ala Tyr Met Glu Leu Arg Ser Leu Arg Ser Asp Asp

20 25 30
Thr Ala Val Tyr Tyr Cys Ala Arg
35 40
<210> 332
<211> 17
<212> PRT

<213> Artificial Sequence
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<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 332

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

1 5 10 15

Tyr

<210> 333
<211> 36
<212> PRT

<213> Artificial Sequence

<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 333
Ser Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly
1 5 10 15
Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro Glu Asp Ala Ala
20 25 30
Thr Tyr Tyr Cys
35
<210> 334
<211> 9
<212> PRT
<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

peptide"
<400> 334
GIn Gln Tyr Asp Ser Gln Ser Gly Thr
1 5

<210> 335
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<211> 25
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
peptide"
<400> 335
Glu Val Gln Leu Val Glu Ser Gly Gly Gly Val Val Gln Pro Gly Arg
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser
20 25
<210> 336

<211> 8
<212

> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 336

Ile Ser Tyr Asp Gly Val Lys Lys

1 5

<210> 337

<211> 40

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 337

Tyr Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn

1 5 10 15

Ser Lys Ser Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Val Asp Asp

20 25 30
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Thr Ala Val Tyr Tyr Cys Ala Lys
35 40

<210> 338

<211> 8

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence

peptide"

<400> 338

Asp Leu Gly Trp GIn Asn Asp Tyr

1 5

<210> 339

<211> 33

<212> PRT

<213> Artificial Sequence
<220><221

> source
<223> /note="Description of Artificial Sequence
polypeptide"

<400> 339

Gln Ser Val Leu Thr Gln Pro Ala Ser Val Ser Gly
1 5 10

Ser Ile Thr Ile Ser Cys Thr Gly Thr Asp Leu Gly

20 25

Tyr

<210> 340

<211> 9

<212> PRT

<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence

peptide"

. Synthetic

. Synthetic

Ser Pro Gly Gln
15
Trp Gln Asn Asp

30

. Synthetic
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<400> 340

Ser Ser Asp Val Gly Gly His Asn Tyr

1 5

<210> 341

<211> 17

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 341

Val Ser Trp Tyr Gln Gln His Pro Gly Lys Ala Pro Lys Leu Met Ile

1 5 10 15

Tyr

<210> 342

<211> 3

<212> PRT

<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

peptide"

<400> 342

Asp Val Ser

1

<210> 343

<211> 36

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 343

Asn Arg Pro Ser Gly Val Ser Asn Arg Phe Ser Gly Ser Lys Ser Gly
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1 5 10 15
Asn Thr Ala Ser Leu Thr Ile Ser Gly Leu Gln Ala Glu Asp Glu Ala
20 25 30

Asp Tyr Tyr Cys

35
<210> 344
<211> 10
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
peptide"
<400> 344
Ser Ser Tyr Thr Ser Ser Ser Pro Trp Val
1 5 10
<210> 345
<211> 11
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
peptide"
<400> 345
Phe Gly Gly Gly Thr Lys Leu Thr Val Leu Gly

1 5 10

<210> 346

<211> 25

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 346
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Glu Val Gln Leu Val Glu Ser Gly Gly Gly Leu Val Gln Pro Gly Gly
1 5 10 15
Ser Leu Arg Leu Ser Cys Ala Ala Ser
20 25
<210> 347
<211> 40
<212> PRT
<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"
<400> 347
Tyr Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn
1 5 10 15
Ser Lys Asn Ala Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp

20 25 30
Thr Ala Val Tyr Tyr Cys Arg Gly
35 40

<210> 348
<211> 16
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

peptide"

<400> 348

Tyr Cys Ser Ser Thr Ser Cys Tyr Gly Arg Arg Gly Ala Phe Asp Ile
1 5 10 15
<210> 349

<211> 11

<212> PRT

<213> Artificial Sequence

<220><221> source
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<223> /note="Description of Artificial Sequence
peptide"

<400> 349

Ser Gly Gln Gly Thr Leu Val Thr Val Ser Ser

1 5 10

<210> 350

<211> 25

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence

peptide"

<400> 350

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

1 5 10
Arg Val Thr Ile Ser Cys Ser Gly Arg
20 25
<210> 351
<211> 8
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence
peptide"
<400> 351
Asn Ser Asn Ile Gly Ser Asn Asn
1 5
<210> 352
<211> 17

<212> PRT

<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence

. Synthetic

. Synthetic

15

. Synthetic

. Synthetic
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peptide"
<400> 352
Val Asn Trp Tyr Gln His Leu Pro Gly Thr Ala Pro Lys Leu Leu Ile
1 5 10 15

Tyr

<210> 353
<211> 3
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
peptide"
<400> 353
Ser Asn Asn
1
<210> 354
<211> 36
<212>
PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 354
GIn Arg Pro Ser Gly Val Pro Asp Arg Phe Ser Ala Ser Lys Ser Gly
1 5 10 15
Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu Gln Ser Glu Asp Glu Ala
20 25 30
Asp Tyr Tyr Cys
35
<210> 355
<211> 11

<212> PRT
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<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 355

Ala Ala Trp Asp Asp Arg Met Asn Gly Pro Val

1 5 10

<210> 356

<211> 11

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 356

Ile Gly Gly Gly Thr Lys Val Thr Val Leu Gly

1 5 10

<210> 357

<211> 17

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 357

Met His Trp Val Arg Gln Ala Pro Ala Lys Gly Leu Val Trp Val Ser

1 5 10 15

Arg

<210> 358
<211> 8
<212> PRT

<213> Artificial Sequence
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<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 358

Ile Asn Ser Asp Gly Ser Ser Thr

1 5

<210> 359

<211

> 40

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
polypeptide"

<400> 359

Ser Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn

1 5 10

Ser Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Leu Arg Ala Glu Asp

20 25
Thr Ala Val Tyr Tyr Cys Ala Arg
35 40
<210> 360
<211>
14
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence
peptide"
<400> 360
Asp Phe Trp Ser Gly Arg Pro Tyr Tyr Tyr Tyr Met
1 5 10
<210> 361
<211> 6

<212> PRT

. Synthetic

. Synthetic

15

30

. Synthetic

Asp Val

-318 -

SIHS31 10-2023-0121831



<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 361

Gln Asp Ile Gly Asp Asp

1 5

<210> 362

<211

> 17

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 362

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

1 5 10

Tyr

<210> 363

<211> 36

<212> PRT

<213> Artificial Sequence

<220><221> source

. Synthetic

. Synthetic

15

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 363

Thr Leu Gln Gly Gly Val Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly

1 5 10

Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro Glu Asp Phe Ala

20 25
Thr Tyr Tyr Cys

35

30
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<210> 364

<211> 9

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 364

Gln Gln Ser Tyr Ser Thr Pro Arg Thr

1 5

<210> 365

<211> 40

<212

> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
polypeptide"

<400> 365

Tyr Tyr Ala Asp Ser Val Lys Gly Arg Phe Thr Ile Ser Arg Asp Asn

1 5 10

Ser Lys Asn Thr Leu Tyr Leu Gln Met Asn Ser Arg Arg Ala Glu Asp

20 25
Thr Ala Val Tyr Tyr Cys Ala Arg
35 40
<210> 366
<211> 16
<212>
PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence
peptide"

<400> 366

Trp Gly Ile Val Ala Ala Arg Pro Asn Tyr Tyr Tyr Gly Met Asp Val

. Synthetic

. Synthetic

15

30

. Synthetic
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1 5 10 15

<210> 367

<211> 25

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 367

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

1 5 10 15
Ser Val Thr Ile Ser Cys Thr Gly Thr
20 25
<210> 368
<211> 9
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
peptide"
<400> 368
Ser Ser Asp Val Gly Gly Tyr Asn Tyr
1 5
<210> 369
<211> 10
<212> PRT
<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

peptide"
<400> 369
Ser Ser Tyr Ala Asn Asn Ser Pro Trp Val

1 5 10
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<210> 370

<211> 11

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 370

Phe Gly Gly Gly Thr Lys Val Thr Val Leu Gly

1 5 10

<210> 371

<211> 25

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

peptide"
<400> 371
Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Arg Lys Pro Gly Ala
1 5 10 15
Ser Val Lys Val Ser Cys Lys Ala Ser
20 25
<210> 372
<211> 40
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 372
Asn Tyr Ala Gln Lys Leu Gln Gly Arg Val Thr Met Thr Thr Asp Thr

1 5 10 15

Ser Thr Ser Thr Ala Tyr Met Glu Leu Arg Ser Leu Arg Ser Asp Asp
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20 25
Thr Ala Val Tyr Tyr Cys Ala Arg
35 40
<210> 373
<211> 26
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence
peptide"
<400> 373
Asp Ile Gln Met Thr Gln Ser Pro Ser Ser Leu Ser
1 5 10

Asp Arg Val Thr Ile Thr Cys Gln Ala Ser

20 25

<210> 374

<211> 6

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 374

Gln Asp Ile Ser Asn Tyr

1 5

<210> 375

<211> 36

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
polypeptide"

<400> 375

Asn Leu Glu Thr Gly Val Pro Ser Arg Phe Ser Gly

30

. Synthetic

Ala Ser Val Gly

15

. Synthetic

. Synthetic

Ser Gly Ser Gly
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Thr Asp Phe Thr Phe Thr Ile Ser Ser Leu Gln Pro Glu Asp Ile Ala
20 25 30
Thr Tyr Tyr Cys
35
<210> 376
<211> 9
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
peptide"
<400> 376
GIn Gln Tyr Ala Asn Leu Pro Leu Thr
1 5
<210> 377
<211> 8
<212> PRT
<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

peptide"
<400> 377
Gly Phe Thr Val Ser Ser Asn Tyr
1 5
<210> 378
<211> 17
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 378
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Met Ser Trp Val Arg Gln Ala Pro Gly Lys Gly Leu
1 5 10

Val

<210> 379

211> 7

<212> PRT

<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence

peptide"

<400> 379

Ile Tyr Ser Gly Gly Ser Thr

1 5

<210> 380

<211> 11

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 380

Gly Gly Leu Thr Gly Asp Asp Ala Phe Asp Ile

1 5 10

<210> 381

<211> 6

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence

peptide"

<400> 381

GIn Ser Ile Ser Ser Phe

Glu Trp Val Ser

15

. Synthetic

. Synthetic

. Synthetic
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1 5

<210> 382

<211> 17

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 382

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

1 5 10 15

Tyr

<210> 383

<211> 3

<212> PRT

<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

peptide"

<400> 383

Thr Thr Ser

1

<210> 384

<211> 9

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 384

Gln Gln Gly Asn Ser Leu Pro Leu Thr

1 5

<210> 385
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<211> 6

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 385

Asp Lys Glu Leu Ser Tyr

1 5

<210> 386

<211> 25

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 386

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

1 5 10
Ser Ile Thr Ile Ser Cys Thr Gly Thr
20 25
<210> 387
<211> 3
<212> PRT
<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence

peptide"
<400> 387
Glu Val Ser
1
<210> 388

<211> 36

. Synthetic

. Synthetic

15

. Synthetic
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<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 388

Asn Arg Pro Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly

1 5 10 15

Asn Thr Ala Ser Leu Thr Ile Ser Gly Leu Gln Ala Glu Asp Glu Ala

20 25 30

Asp Tyr Tyr Cys

35
<210> 389
<211> 3
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
peptide"
<400> 389
Lys Thr Ser
1
<210> 390
<211> 36
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 390
Asn Leu Gln Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Gly Ser Gly

1 5 10 15

Thr Asp Phe Thr Leu Thr Ile Ser Ser Leu Gln Pro Glu Asp Phe Ala
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20 25 30

Thr Tyr Tyr Cys

35
<210> 391
<211> 17
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

peptide"

<400> 391
Met Ser Trp Val Arg Gln Ala Pro Ala Lys Gly Leu Glu Trp Val Ser
1 5 10 15

Ala

<210> 392

<211> 14
<

212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 392

Asp Arg Pro Tyr Ser Tyr Gly Lys Asn Asp Ala Phe Asp Ile

1 5 10

<210> 393

<211> 6

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 393

GIn Asp Val Ser Asn Tyr
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1 5
<210> 394

<211> 10

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 394

Phe Gly Gly Gly Thr Lys Leu Glu Ile Lys

1 5 10

<210> 395

<211> 25

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 395

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

1 5 10

Ser Val Lys Val Ser Cys Lys Ala Ser
20 25

<210> 396

<211> 8

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence

peptide"
<400> 396
Gly Tyr Thr Phe Thr Ser Tyr Tyr

1 5

. Synthetic

. Synthetic

Lys Pro Gly Ala

15

. Synthetic
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<210> 397

<211> 40

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
polypeptide"

<400> 397

Ser Tyr Ala Gln Lys Phe Gln Gly Arg Val Thr Met

1 5 10
Ser Thr Ser Thr Val Tyr Met Glu Leu Ser Ser Leu
20 25
Thr Ala Val Tyr Tyr Cys Ala Arg
35 40
<210> 398
<211> 11
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence
peptide"
<400> 398
Ala Gly Gly Tyr Tyr Tyr Tyr Tyr Met Asp Val

1 5 10

<210> 399

<211> 25

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 399

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

. Synthetic

Thr Arg Asp Thr

15
Arg Ser Glu Asp

30

. Synthetic

. Synthetic

Thr Pro Gly Gln
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1 5 10
Arg Val Thr Ile Ser Cys Ser Gly Ser

20 25
<210> 400
<211> 8
<212> PRT
<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence:

peptide"
<400> 400
Gly Pro Asn Ile Gly Asn Asn Tyr
1 5
<210> 401
<211> 17
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence
peptide"

<400> 401

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

1 5 10

Tyr

<210> 402

<211> 15

<212> PRT

<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence

peptide"

<400> 402

15

Synthetic

. Synthetic

15

. Synthetic
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Ser Pro Trp Leu Ile Thr Phe Gly Gly Val Ile Ala Met Gly Tyr

1 5 10 15

<210> 403

<211> 25

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 403

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

1 5 10 15

Arg Val Thr Ile Ser Cys Ser Gly Ser

20 25

<210> 404
<211> 36
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 404
Gln Arg Pro Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
1 5 10 15
Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu Arg Ser Glu Asp Glu Ala
20 25 30
Asp Tyr Tyr Cys
35
<210> 405
<211> 11

<212> PRT

<213> Artificial Sequence

<220><221> source
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<223> /note="Description of Artificial Sequence
peptide"

<400> 405

Ala Ala Trp Asp Asp Ser Leu Ser Gly Val Val

1 5 10

<210> 406

<211> 11

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 406

Phe Gly Gly Gly Thr Gln Leu Thr Val Leu Gly

1 5 10

<210> 407

<211

> 26

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 407

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

1 5 10

Asp Arg Val Thr Ile Thr Cys Arg Ala Ser
20 25

<210> 408

<211> 9

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence

. Synthetic

. Synthetic

. Synthetic

15

. Synthetic
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peptide"
<400> 408
GIn Gln Phe Asn Asn Tyr Pro Leu Thr
1 5
<210> 409
<211> 25
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
peptide"
<400> 409
GIn Val Gln Leu Val Glu Ser Gly Ala Glu Val Lys Lys Pro Gly Ala
1 5 10 15
Ser Val Lys Val Ser Cys Lys Ala Ser
20 25
<210> 410
<211> 36

<

212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 410
GIn Arg Pro Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly
1 5 10 15
Thr Ser Ala Ser Leu Ala Ile Ser Gly Leu Gln Ser Glu Asp Glu Ala
20 25 30
Asp Tyr Tyr Cys
35
<210> 411
<211> 11

<212> PRT

- 335 -



<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 411

Ala Ala Trp Asp Asp Ser Leu Asn Gly Tyr Val

1 5 10

<210> 412

<211> 11

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
peptide"

<400> 412

Phe Gly Thr Gly Thr Lys Leu Thr Val Leu Gly

1 5 10

<210> 413

<211> 120

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 413

GIn Ile Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys Pro Gly Glu

1 5 10 15

Ser Leu Lys Ile Ser Cys Lys Ala Ser Gly Tyr Thr Phe Thr Asp Tyr

20 25 30
Ala Ile Gly Trp Val Arg Gln Met Pro Gly Lys Gly Leu Glu Trp Met

35 40 45

Gly Ile Ile Asn Thr Gln Thr Gly Lys Pro Lys Tyr Ser Pro Ser Phe
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50 55 60
GIn Gly Gln Phe Ile Phe Ser Leu Asp Thr Ser Ile Asn Thr Thr Tyr
65 70 75 80
Leu Gln Trp Ser Ser Leu Lys Ala Ser Asp Thr Ala Ile Tyr Phe Cys
85 90 95
Thr Arg Leu Gly Thr Gly Asn Thr Lys Gly Phe Ala Tyr Trp Gly Gln

100 105 110

Gly Thr Thr Val Thr Val Ser Ser
115 120
<210> 414
<211> 114
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 414
Asp Ile Gln Ile Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Leu Gly
1 5 10 15
Asp Lys Val Thr Ile Thr Cys Arg Ser Ser Gln Ser Leu Leu Tyr Ser
20 25 30

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

35 40 45
Ala Pro Lys Leu Leu Ile Tyr Gly Ala Ser Asn Leu Gln Ser Gly Val
50 55 60
Pro Ser Arg Phe Ser Gly Arg Gly Ser Gly Thr Asp Phe Thr Leu Thr
65 70 75 80
Ile Ser Ser Leu Gln Pro Glu Asp Phe Ala Thr Tyr Tyr Cys Glu Gln
85 90 95

Thr Tyr Arg Tyr Pro Phe Thr Phe Gly Pro Gly Thr Lys Val Asp Ile

100 105 110

Lys Arg
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<210> 415

<211> 471

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 415

Met Gly Trp Ser Cys Ile Ile Leu Phe Leu Val Ala Thr Ala Thr Gly

1 5 10 15

Val His Ser Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys

20 25 30

Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe
35 40 45
Pro Asp Tyr Asn Met Asp Trp Val Arg Gln Ala Pro Gly Gln Arg Leu
50 95 60
Glu Trp Met Gly Tyr Ile Asn Pro Asp Asn Gly Gly Thr Ile Tyr Asn
65 70 75 80
GIn Lys Phe Lys Gly Arg Val Thr Leu Thr Val Asp Thr Ser Ala Ser

85 90 95

Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val
100 105 110
Tyr Tyr Cys Ala Arg Leu Asp Ser Ser Gly Tyr Gly Tyr Tyr Ala Met
115 120 125
Asp Tyr Trp Gly Gln Gly Thr Ser Val Thr Val Ser Ser Ala Ser Thr
130 135 140
Lys Gly Pro Ser Val Phe Pro Leu Ala Pro Ser Ser Lys Ser Thr Ser

145 150 155 160

Gly Gly Thr Ala Ala Leu Gly Cys Leu Val Lys Asp Tyr Phe Pro Glu
165 170 175

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

Val Val

210

Asn Val
225

Pro Lys

Glu Leu

Asp Thr

Asp Val

290
Gly Val
305

Ala Ser

Trp Leu

Pro Ala

Glu Pro
370
Asn Gln

385

Thr Thr

180
Pro Ala
195

Thr Val

Asn His

Ser Cys

Leu Gly

260

Leu Met

275

Ser His

Thr Tyr

Asn Gly

Pro Ile

355

Gln Val

Val Ser

Val Glu

Pro Pro

420

Val

Pro

Lys

Asp

245

His

Arg

325

Lys

Tyr

Leu

Trp

405

Val

Leu

Ser

Pro

230

Lys

Pro

Ser

Asp

Asn

310

Val

Lys

Thr

Thr

390

Glu

Leu

Gln

Ser

215

Ser

Thr

Ser

Arg

Pro

295

Val

Tyr

Thr

Leu

375

Cys

Ser

Asp

Ser
200

Ser

Asn

His

Val

Thr

280

Lys

Ser

Lys

360

Pro

Leu

Asn

Ser

185

Ser

Leu

Thr

Thr

Phe

265

Pro

Val

Thr

Val

Cys

345

Ser

Pro

Val

Gly

Gly

Lys

Cys

250

Leu

Lys

Lys

Leu

330

Lys

Lys

Ser

Lys

Gln
410

Leu

Thr

Val

235

Pro

Phe

Val

Phe

Pro

315

Thr

Val

Arg

395

Pro

Asp Gly Ser

425

190

Tyr Ser Leu
205

Gln Thr Tyr

220

Asp Lys Lys

Pro Cys Pro

Pro Pro Lys
270
Thr Cys Val

285

Asn Trp Tyr
300

Arg Glu Glu

Val Leu His

Ser Asn Lys

350

Lys Gly Gln

Asp Glu Leu
380

Phe Tyr Pro

Glu Asn Asn

Phe Phe Leu

430

- 339 -

Ser

Val

255

Pro

Val

Val

Pro

Thr

Ser

Tyr

415

Tyr

Ser

Cys

240

Pro

Lys

Val

Asp

Tyr

320

Asp

Leu

Arg

Lys

Asp

400

Lys

Ser
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Lys Leu Thr Val Asp Lys Ser
435

Cys Ser Val Met His Glu Ala
450 455

Leu Ser Leu Ser Pro Gly Lys

465 470

<210> 416

<211> 471

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of
polypeptide"

<400> 416

Met Gly Trp Ser Cys Ile Ile

1 5

Val His Ser Gln Val Gln Leu

20
Pro Gly Ala Ser Val Lys Val

35

Pro Asp Tyr Asn Met Asp Trp
50 55
Glu Trp Ile Gly Tyr Ile Asn
65 70
Gln Lys Phe Lys Gly Arg Val
85
Thr Ala Tyr Met Glu Leu Ser

100

Tyr Tyr Cys Ala Arg Leu Asp
115
Asp Tyr Trp Gly Gln Gly Thr

130 135

Arg Trp Gln Gln Gly Asn Val Phe Ser
440 445
Leu His Asn His Tyr Thr Gln Lys Ser

460

Artificial Sequence: Synthetic

Leu Phe Leu Val Ala Thr Ala Thr Gly
10 15
Val Gln Ser Gly Ala Glu Val Lys Lys
25 30
Ser Cys Lys Ala Ser Gly Tyr Thr Phe

40 45

Val Arg Gln Ala Pro Gly Gln Arg Leu
60
Pro Asp Asn Gly Gly Thr Ile Tyr Asn
75 80
Thr Leu Thr Val Asp Thr Ser Ala Ser
90 95
Ser Leu Arg Ser Glu Asp Thr Ala Val

105 110

Ser Ser Gly Tyr Gly Tyr Tyr Ala Met

120 125

Ser Val Thr Val Ser Ser Ala Ser Thr
140
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Lys Gly
145

Gly Gly

Pro Val

Thr Phe

Val Val

210

Asn Val

225

Pro Lys

Glu Leu

Asp Thr

Asp Val
290

Gly Val
305

Ala Ser

Trp Leu

Pro Ala

Glu Pro
370

Asn Gln

Pro

Thr

Thr

Pro

195

Thr

Asn

Ser

Leu

Leu

275

Ser

Thr

Asn

Pro

355

Gln

Val

Ser

Val

180

Val

His

Cys

260

Met

His

Val

Tyr

Val

Ser

Val

165

Ser

Val

Pro

Lys

Asp

245

His

Arg

325

Lys

Tyr

Leu

Phe Pro Leu Ala Pro

150

Leu

Trp

Leu

Ser

Pro

230

Lys

Pro

Ser

Asp

Asn
310

Val

Lys

Thr

Thr

Gly

Asn

Ser
215

Ser

Thr

Ser

Arg

Pro

295

Val

Tyr

Thr

Leu
375

Cys

Cys

Ser

Ser

200

Ser

Asn

His

Val

Thr

280

Lys

Ser

Lys

360

Pro

Leu

Leu

185

Ser

Leu

Thr

Thr

Phe

265

Pro

Val

Thr

Val

Cys

345

Ser

Pro

Val

Val

170

Lys

Cys
250

Leu

Lys

Lys

Leu

330

Lys

Lys

Ser

Lys

Ser
155

Lys

Leu

Leu

Thr

Val

235

Pro

Phe

Val

Phe

Pro
315

Thr

Val

Arg

Ser

Asp

Thr

Tyr

220

Asp

Pro

Pro

Thr

Asn

300

Arg

Val

Ser

Lys

Asp

380

Lys

Tyr

Ser

Ser

205

Thr

Lys

Cys

Pro

Cys

285

Trp

Leu

Asn

365

Glu

Gly Phe Tyr

Ser

Phe

190

Leu

Tyr

Lys

Pro

Lys

270

Val

Tyr

His

Lys

350

Gln

Leu

Pro

- 341 -

Thr

Pro

175

Val

Ser

Val

255

Pro

Val

Val

Pro

Thr

Ser

Ser

160

His

Ser

Cys

240

Pro

Lys

Val

Asp

Tyr

320

Asp

Leu

Arg

Lys

Asp
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385 390 395 400

Ile Ala Val Glu Trp Glu Ser Asn Gly Gln Pro Glu Asn Asn Tyr Lys
405 410 415

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

420 425 430

Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser
435 440 445
Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser
450 455 460

Leu Ser Leu Ser Pro Gly Lys

465 470

<210> 417

<211> 471

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 417

Met Gly Trp Ser Cys Ile Ile Leu Phe Leu Val Ala Thr Ala Thr Gly

1 5 10 15
Val His Ser Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys
20 25 30
Pro Gly Ala Ser Val Lys Val Ser Cys Lys Ala Ser Gly Tyr Thr Phe
35 40 45
Pro Asp Tyr Asn Met Asp Trp Val Arg Gln Ala Pro Gly GIn Arg Leu
50 55 60

Glu Trp Met Gly Tyr Ile Asn Pro Asp Asn Gly Gly Thr Ile Tyr Asn

65 70 75 80
Gln Lys Phe Lys Gly Arg Ala Thr Leu Thr Val Asp Thr Ser Ala Ser
85 90 95

Thr Ala Tyr Met Glu Leu Ser Ser Leu Arg Ser Glu Asp Thr Ala Val

- 342 -
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Tyr

Asp

Lys

145

Pro

Thr

Val

Asn

225

Pro

Asp

Asp

Trp

Tyr

Tyr

130

Val

Phe

Val

210

Val

Lys

Leu

Thr

Val

290

Val

Ser

100

Cys Ala Arg Leu Asp

115

Trp Gly Gln Gly Thr

Pro Ser

Thr Ala

Thr Val

180

Pro Ala

195

Thr Val

Asn His

Ser Cys

Leu Gly

260
Leu Met
275

Ser His

Glu Val

Thr Tyr

Val

165

Ser

Val

Pro

Lys

Asp

245

His

Arg

325

135
Phe Pro
150

Leu Gly

Trp Asn

Leu Gln

Ser Ser

215
Pro Ser
230

Lys Thr

Pro Ser

Ser Arg

Asp Pro

295
Asn Ala
310

Val Val

Leu Asn Gly Lys Glu Tyr

340

Ser
120

Ser

Leu

Cys

Ser

Ser

200

Ser

Asn

His

Val

Thr
280

Lys

Ser

Lys

105

Ser

Val

Leu

185

Ser

Leu

Thr

Thr

Phe

265

Pro

Val

Thr

Val

Cys

345

Gly

Thr

Pro

Val

170

Lys

Cys

250

Leu

Lys

Lys

Leu

330

Lys

Tyr

Val

Ser

155

Lys

Leu

Leu

Thr

Val

235

Pro

Phe

Val

Phe

Pro

315

Thr

Val

Gly Tyr
125

Ser Ser

140

Ser Lys

Asp Tyr

Thr Ser

Tyr Ser

205
Gln Thr
220

Asp Lys

Pro Cys

Pro Pro

Thr Cys

285
Asn Trp
300

Arg Glu

Val Leu

Ser Asn

110

Tyr

Ser

Phe

190

Leu

Tyr

Lys

Pro

Lys

270

Val

Tyr

Lys

350
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Ala

Ser

Thr

Pro

175

Val

Ser

Val

255

Pro

Val

Val

335

Ala

Met

Thr

Ser

160

His

Ser

Cys

240

Pro

Lys

Val

Asp

Tyr

320

Asp

Leu
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Pro Ala Pro

355

Glu Pro Gln
370

Asn Gln Val

385

Ile Ala Val

Thr Thr Pro

Lys Leu Thr
435

Cys Ser Val

450
Leu Ser Leu
465
<210> 418
<211> 471

<212> PRT

Ile Glu Lys Thr

Val Tyr Thr Leu
375

Ser Leu Thr Cys

390
Glu Trp Glu Ser
405
Pro Val Leu Asp
420

Val Asp Lys Ser

Met His Glu Ala

455
Ser Pro Gly Lys

470

<213> Artificial Sequence

<220><221> source

<223> /note=

"Description of

polypeptide"

<400> 418

[le Ser Lys Ala Lys Gly

360 365

Pro Pro Ser Arg Asp Glu
380

Leu Val Lys Gly Phe Tyr

395
Asn Gly Gln Pro Glu Asn
410
Ser Asp Gly Ser Phe Phe
425
Arg Trp Gln Gln Gly Asn
440 445

Leu His Asn His Tyr Thr

460

Gln Pro Arg

Leu Thr Lys

Pro Ser Asp

400
Asn Tyr Lys
415
Leu Tyr Ser
430

Val Phe Ser

Gln Lys Ser

Artificial Sequence: Synthetic

Met Gly Trp Ser Cys Ile Ile Leu Phe Leu Val Ala Thr Ala Thr Gly

1

5

10

15

Val His Ser Gln Val Gln Leu Val Gln Ser Gly Ala Glu Val Lys Lys

Pro Gly Ala

35

20

Ser Val Lys Val

25

Ser Cys Lys Ala Ser Gly

40 45

30

Tyr Thr Phe

Pro Asp Tyr Asn Met Asp Trp Val Arg Gln Ala Pro Gly GIn Ser Leu

50

55

60

- 344 -
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Thr

Tyr

Asp

Lys

145

Pro

Thr

Val

Asn
225

Pro

Asp

Asp

Trp

Lys

Tyr

Tyr

130

Val

Phe

Val
210

Val

Lys

Leu

Thr

Val
290

Ile Gly Tyr

Phe

Tyr

Cys

115

Trp

Pro

Thr

Thr

Pro

195

Thr

Asn

Ser

Leu

Leu

275

Ser

Lys

Met

100

Ser

Val

180

Val

His

Cys

260

Met

His

Gly Val Glu Val

Arg

Val

165

Ser

Val

Pro

Lys

Asp

245

Glu

His

Ile Asn Pro Asp

70

Arg

Leu

Leu

Phe

150

Leu

Trp

Leu

Ser

Pro

230

Lys

Pro

Ser

Asp

Asn

Ala

Ser

Asp

Thr

135

Pro

Asn

Ser

215

Ser

Thr

Ser

Arg

Pro
295

Ala

Thr

Ser

Ser

120

Ser

Leu

Cys

Ser

Ser

200

Ser

Asn

His

Val

Thr
280

Glu

Lys

Leu

Leu
105

Ser

Val

Leu

185

Ser

Leu

Thr

Thr

Phe

265

Pro

Val

Thr

Asn Gly Gly Thr

Thr

90

Arg

Thr

Pro

Val

170

Lys

Cys

250

Leu

Lys

Lys

75

Val

Ser

Tyr

Val

Ser

155

Lys

Leu

Leu

Thr

Val

235

Pro

Phe

Val

Phe

Pro

Asp

Glu

Gly

Ser

140

Ser

Asp

Thr

Tyr

220

Asp

Pro

Pro

Thr

Thr

Asp

Tyr

125

Ser

Lys

Tyr

Ser

Ser

205

Thr

Lys

Cys

Pro

Cys

285

Ser

Thr
110

Tyr

Ser

Phe

190

Leu

Tyr

Lys

Pro

Lys

270

Val

Asn Trp Tyr

300

Arg Glu Glu
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Tyr

Ser

Thr

Pro
175

Val

Ser

Val

255

Pro

Val

Val

Gln

Asn
80

Ser

Val

Met

Thr

Ser

160

His

Ser

Cys

240

Pro

Lys

Val

Asp

Tyr
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305 310 315 320

Ala Ser Thr Tyr Arg Val Val Ser Val Leu Thr Val Leu His Gln Asp
325 330 335

Trp Leu Asn Gly Lys Glu Tyr Lys Cys Lys Val Ser Asn Lys Ala Leu

340 345 350

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

405 410 415

Thr Thr Pro Pro Val Leu Asp Ser Asp Gly Ser Phe Phe Leu Tyr Ser
420 425 430
Lys Leu Thr Val Asp Lys Ser Arg Trp Gln Gln Gly Asn Val Phe Ser
435 440 445
Cys Ser Val Met His Glu Ala Leu His Asn His Tyr Thr Gln Lys Ser
450 455 460
Leu Ser Leu Ser Pro Gly Lys
465 470
<210> 419
<211> 237
<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 419

Met Gly Trp Ser Cys Ile Ile Leu Phe Leu Val Ala Thr Ala Thr Gly

1 5 10 15

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

Asp

65

Val

Thr

Asp
145

Asn

Leu

Asp

Tyr

Ser

225

20

Leu Gly Glu Arg Ala Thr Ile

35

Asn Tyr Gly
50

Pro Pro Lys

Pro Asp Arg

Ile Ser Ser

100

Ser Tyr Lys
115

Lys Arg Thr

130

Glu Gln Leu

Phe Tyr Pro

Gln Ser Gly
180
Ser Thr Tyr
195
Glu Lys His
210

Ser Pro Val

<210>

420

<211> 237

<212> PRT

Ile

Leu

Phe

85

Leu

Asp

Val

Lys

Arg

165

Asn

Ser

Lys

Thr

40

Ser Phe Met
55

Leu Ile Tyr

70

Ser Gly Ser

Pro Arg Thr
120
Ala Ala Pro
135
Ser Gly Thr
150

Glu Ala Lys

Ser Gln Glu

Leu Ser Ser

200

Val Tyr Ala
215

Lys Ser Phe

230

<213> Artificial Sequence

25

Asn

His

Arg

Asp

105

Phe

Ser

Val

Ser

185

Thr

Cys

Asn

Cys

Trp

Ser
90

Val

Val

Ser

170

Val

Leu

Arg

Arg

Tyr

Ser

75

Phe

Val

155

Trp

Thr

Thr

Val

Gly

235

30
Ala Ser Glu Ser Val

45

Gln Gln Lys Pro Gly
60

Asn Leu Asp Ser Gly

Thr Asp Phe Thr Leu
95
Thr Tyr Tyr 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 Leu
220

Glu Cys
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<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 420
Met Gly Trp
1

Val His Ser

Ser Pro Gly

35

Asp Asn Tyr
50

GIn Pro Pro

65

Val Pro Ala

Thr Ile Asn

Gln Ser Tyr

115

Ile Lys Arg
130

Asp Glu Gln

145

Asn Phe Tyr

Leu Gln Ser
Asp Ser Thr
195
Tyr Glu Lys

210

Ser Cys

5
Asp Ile
20

Gln Arg

Gly Ile

Lys Leu

Arg Phe
85
Pro Val

100

Lys Asp

Thr Val

Leu Lys

Pro Arg

165

Gly Asn
180
Tyr Ser

His Lys

Ile Ile Leu Phe Leu Val

Val Leu Thr
Ala Thr Ile

40

Ser Phe Met
55

Leu Ile Tyr
70
Ser Gly Ser

Glu Ala Asn

Pro Arg Thr

120

Ala Ala Pro
135

Ser Gly Thr

150

Glu Ala Lys

Ser GIn Glu
Leu Ser Ser

200
Val Tyr Ala

215

25

Thr

His

Arg

Asp

105

Phe

Ser

Val

Ser
185

Thr

Cys

10

Ser

Cys

Trp

Ser
90

Thr

Val

Ser

170

Val

Leu

Glu

Pro

Arg

Tyr

Ser

75

Arg

Phe

Val

155

Trp

Thr

Thr

Val

Ala Thr

Ala Ser

Ala Ser

45

Gln Gln Lys

Asn Leu Asp

Thr Asp Phe

Thr Tyr Tyr

110

Gly Thr Lys
125

Ile Phe Pro

140

Val

Cys Leu

Lys Val Asp

Glu Gln Asp

190

Leu Ser Lys
205

Thr His Gln

220
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Thr

15

Ser

Pro

Ser

Thr

95

Cys

Leu

Pro

Leu

Asn

175

Ser

Ala

Gly

Val

Val

Ser

Asn

160

Lys

Asp

Leu
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=T

Ser Ser Pro Val Thr Lys Ser Phe Asn Arg Gly Glu Cys

225 230 235

<210>

421

<211> 124

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"

<400> 421

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

1 5 10 15

Leu Thr Leu Thr Cys Arg Val Ser Gly Phe Ser Phe Ser Ser Ser Tyr

20 25 30

Tyr Met Cys Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Ile

35 40 45

Ala Cys Ile Gly Thr Thr Arg Gly Ser Thr Tyr Tyr Ala Thr Trp Ala

50 95 60

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

65 70 75 80

GIn Met Thr Leu Thr Asp Ala Asp Thr A

Ser a Thr Tyr Phe Cys

85 90 95

Arg Asp Ala Thr Gly Tyr Arg Ile Asn Thr Ile Gly Leu Tyr Phe Asn

100 105 110

Leu Trp Gly Pro Gly Thr Leu Val Thr Val Ser Ser
115 120

<210> 422

<211> 124

<212> PRT

<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic
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polypeptide"
<400> 422
Gln Ser Leu Leu Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly Ser
1 5 10 15
Leu Arg Leu Ser Cys Ala Val Ser Gly Phe Ser Phe Ser Ser Ser Tyr

20 25 30

Tyr Met Cys Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45
Ser Cys Ile Gly Thr Thr Arg Gly Ser Thr Tyr Tyr Ala Asp Ser Ala
50 55 60
Lys Gly Arg Phe Thr Ile Ser Lys Ile Ser Lys Asn Thr Val Tyr Leu
65 70 75 80
GIn Met Thr Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Phe Cys Ala

85 90 95

Arg Asp Ala Thr Gly Tyr Arg Ile Asn Thr Ile Gly Leu Tyr Phe Asn
100 105 110
Leu Trp Gly Pro Gly Thr Leu Val Thr Val Ser Ser
115 120
<210> 423
<211> 126
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 423
Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly

1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Val Ser Gly Phe Ser Phe Ser Ser Ser
20 25 30
Tyr Tyr Met Cys Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp

35 40 45

- 350 -

10-2023-0121831



Val Ser Cys Ile Gly Thr Thr Arg Gly Ser Thr Tyr
50 55 60
Ala Lys Gly Arg Phe Thr Ile Ser Lys Asp Asn Ser

65 70 75

Tyr Leu Gln Met Thr Ser Leu Arg Ala Glu Asp Thr
85 90

Cys Ala Arg Asp Ala Thr Gly Tyr Arg Ile Asn Thr

100 105
Phe Asn Leu Trp Gly Gln Gly Thr Leu Val Thr Val
115 120
<210> 424
<211> 124
<212> PRT

<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence

polypeptide"

<400> 424

Tyr Ala Asp Ser

Lys Asn Thr Val

80

Ala Val Tyr Phe

95

Ile Gly Leu Tyr

110
Ser Ser

125

. Synthetic

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

1 5 10

Leu Arg Leu Ser Cys Ala Val Ser Gly Phe Ser Phe Ser Ser Ser

20 25

Tyr Met Cys Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp

35 40

Ser Cys Ile Gly Thr Thr Arg Gly Ser Thr Tyr Tyr Ala Asp Ser

50 55 60

Lys Gly Arg Phe Thr Ile Ser Lys Glu Ser Lys Asn Thr Val Tyr

65 70 75

GIn Met Ser Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Phe Cys

85 90

Arg Asp Ala Thr Gly Tyr Arg Ile Asn Thr Ile Gly Leu Tyr Phe

100 105

30

45

110
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15

95

Tyr

Val

Leu
80

Ala

Asn
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Leu Trp Gly Pro Gly Thr
115
<210> 425

<

211> 126

<212> PRT

Leu Val Thr Val Ser Ser

120

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 425

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

1 5

Ser Leu Arg Leu Ser Cys
20

Tyr Tyr Met Cys Trp Val

35

Val Ser Cys Ile Gly Thr
50
Ala Lys Gly Arg Phe Thr
65 70
Tyr Leu Gln Met Ser Ser
85
Cys Ala Arg Asp Ala Thr
100

10
Ala Val Ser Gly Phe Ser
25
Arg Gln Ala Pro Gly Lys

40

Thr Arg Gly Ser Thr Tyr
55 60
Ile Ser Lys Asp Asn Ser
75
Leu Arg Ala Glu Asp Thr
90
Gly Tyr Arg Ile Asn Thr

105

Phe Asn Leu Trp Gly Gln Gly Thr Leu Val Thr Val

115
<210> 426
<211> 124

<212> PRT

120

<213> Artificial Sequence

<220><221> source

15
Phe Ser Ser Ser
30
Gly Leu Glu Trp

45

Tyr Ala Asp Ser

Lys Asn Thr Val
80
Ala Val Tyr Phe
95
Ile Gly Leu Tyr
110

Ser Ser

125

<223> /note="Description of Artificial Sequence: Synthetic
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SHEd

polypeptide"
<400> 426
Gln Ser Leu Leu Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly Ser
1 5 10 15
Leu Arg Leu Ser Cys Ala Val Ser Gly Phe Ser Phe Ser Ser Ser Tyr

20 25 30

Tyr Met Cys Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp Val
35 40 45
Ser Cys Ile Gly Thr Thr Arg Gly Ser Thr Tyr Tyr Ala Asp Ser Ala
50 55 60
Lys Gly Arg Phe Thr Ile Ser Lys Glu Ser Lys Asn Thr Val Tyr Leu
65 70 75 80
GIn Met Ser Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Phe Cys Ala

85 90 95

Arg Asp Ala Thr Gly Tyr Arg Ile Gln Thr Ile Gly Leu Tyr Phe Asn
100 105 110
Leu Trp Gly Pro Gly Thr Leu Val Thr Val Ser Ser
115 120
<210> 427
<211> 126
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
polypeptide"
<400> 427
Glu Val Gln Leu Leu Glu Ser Gly Gly Gly Leu Val Lys Pro Gly Gly

1 5 10 15

Ser Leu Arg Leu Ser Cys Ala Val Ser Gly Phe Ser Phe Ser Ser Ser
20 25 30
Tyr Tyr Met Cys Trp Val Arg Gln Ala Pro Gly Lys Gly Leu Glu Trp

35 40 45
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Val Ser Cys Ile Gly Thr Thr Arg Gly Ser Thr Tyr Tyr Ala Asp Ser
50 55 60
Ala Lys Gly Arg Phe Thr Ile Ser Lys Asp Asn Ser Lys Asn Thr Val

65 70 75 80

Tyr Leu Gln Met Ser Ser Leu Arg Ala Glu Asp Thr Ala Val Tyr Phe
85 90 95
Cys Ala Arg Asp Ala Thr Gly Tyr Arg Ile Gln Thr Ile Gly Leu Tyr
100 105 110
Phe Asn Leu Trp Gly Gln Gly Thr Leu Val Thr Val Ser Ser
115 120 125
<210> 428
<211> 109
<212> PRT
<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 428

Glu Leu Thr Gln Thr Pro Ser Ser Val Glu Ala Ala Val Gly Gly Thr
1 5 10 15

Pro Thr Ile Lys Cys Gln Ala Ser GIn Thr Ile Tyr Ser Tyr Leu Ser

20 25 30
Trp Tyr Gln Gln Lys Pro Gly Gln Pro Pro Lys Leu Leu Ile Tyr Glu
35 40 45
Ala Ser Lys Leu Ala Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Gly

50 55 60

Ser Gly Thr Asp Tyr Thr Leu Thr Ile Ser Asp Leu Glu Cys Ala Asp

65 70 75 80

Ala Ala Thr Tyr Tyr Cys Gln Ser Tyr His Gly Thr Ala Ser Thr Glu
85 90 95

Tyr Asn Thr Phe Gly Gly Gly Thr Glu Val Val Val Lys

100 105
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<210> 429

<211> 109

<212> PRT

<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 429

Gln Leu Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly Asp Arg
1 5 10 15

Val Thr Ile Thr Cys Gln Ala Ser Gln Thr Ile Tyr Ser Tyr Leu Ser

20 25 30
Trp Tyr Gln Gln Lys Pro Gly Lys Pro Pro Lys Leu Leu Ile Tyr Glu
35 40 45
Ala Ser Lys Leu Ala Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Gly

50 95 60

Ser Gly Thr Asp Tyr Thr Leu Thr Ile Ser Ser Leu Gln Pro Glu Asp
65 70 75 80
Phe Ala Thr Tyr Tyr Cys Gln Ser Tyr His Gly Thr Ala Ser Thr Glu
85 90 95
Tyr Asn Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105
<210> 430
<211> 111
<212> PRT
<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"
<400> 430
Asp Ile GIn Leu Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly

1 5 10 15
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Asp Arg Val Thr Ile Thr Cys Gln Ala Ser Gln Thr Ile Tyr Ser Tyr
20 25 30
Leu Ser Trp Tyr Gln Gln Lys Pro Gly Lys Pro Pro Lys Leu Leu Ile
35 40 45
Tyr Glu Ala Ser Lys Leu Ala Ser Gly Val Pro Ser Arg Phe Ser Gly

50 55 60

Ser Gly Ser Gly Thr Asp Tyr Thr Leu Thr Ile Ser Ser Leu Gln Pro
65 70 75 80
Glu Asp Phe Ala Thr Tyr Tyr Cys Gln Ser Tyr His Gly Thr Ala Ser
85 90 95
Thr Glu Tyr Asn Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105 110
<210> 431
<211> 109
<212> PRT
<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 431

Gln Leu Thr Gln Ser Pro Ser Ser Leu Ser Ala Ser Val Gly Asp Arg
1 5 10 15

Val Thr Ile Thr Cys Gln Ala Ser GIn Thr Ile Tyr Ser Tyr Leu Ser

20 25 30
Trp Tyr Gln Gln Lys Pro Gly Lys Pro Pro Lys Leu Leu Ile Tyr Glu
35 40 45
Ala Ser Lys Leu Ala Ser Gly Val Pro Ser Arg Phe Ser Gly Ser Gly

50 55 60

Ser Gly Thr Asp Tyr Thr Leu Thr Ile Ser Ser Leu Gln Pro Glu Asp
65 70 75 80
Thr Ala Thr Tyr Tyr Cys Gln Ser Tyr His Gly Thr Ala Ser Thr Glu

85 90 95
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Tyr Asn Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys

100
<210> 432
<211> 111

<212> PRT

105

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"
<400> 432
Asp Ile Gln Leu Thr
1 5
Asp Arg Val Thr Ile
20
Leu Ser Trp Tyr Gln
35
Tyr Glu Ala Ser Lys

50

Ser Gly Ser Gly Thr

65

Glu Asp Thr Ala Thr
85

Thr Glu Tyr Asn Thr

100
<210> 433
<211> 109

<212> PRT

GIn Ser Pro Ser Ser
10
Thr Cys Gln Ala Ser
25
Gln Lys Pro Gly Lys
40
Leu Ala Ser Gly Val

55

Asp Tyr Thr Leu Thr

70

Tyr Tyr Cys Gln Ser
90

Phe Gly Gly Gly Thr

105

<213> Artificial Sequence

<220><221> source

Leu Ser Ala Ser Val
15
Gln Thr Ile Tyr Ser
30
Pro Pro Lys Leu Leu
45
Pro Ser Arg Phe Ser

60

Ile Ser Ser Leu Gln
75
Tyr His Gly Thr Ala
95
Lys Val Glu Ile Lys
110

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 433
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Gln Leu Thr Gln

Val Thr Ile Thr
20
Trp Tyr Gln Gln

35

Ser Pro Ser Ser Leu Ser

5

10

Cys Gln Ala Ser Gln Thr

25

Lys Pro Gly Lys Pro Pro

40

Ala Ser Lys Leu Ala Ser Gly Val Pro Ser

50

Ser Gly Thr Asp
65

Thr Ala Thr Tyr

55

Tyr Thr Leu Thr Ile Ser

70

Tyr Cys Gln Ser Tyr His

85

90

Tyr Gln Thr Phe Gly Gly Gly Thr Lys Val

100
<210> 434
<211> 111

<212> PRT

<213> Artificial Sequence

<220><221> source

105

ZIHSdl 10-2023-0121831

Ala Ser Val Gly Asp Arg
15
Ile Tyr Ser Tyr Leu Ser
30
Lys Leu Leu Ile Tyr Glu
45
Arg Phe Ser Gly Ser Gly

60

Ser Leu Gln Pro Glu Asp

75 80

Gly Thr Ala Ser Thr Glu
95

Glu Ile Lys

<223> /note="Description of Artificial Sequence: Synthetic

polypeptide"

<400> 434

Asp Ile Gln Leu

1

Asp Arg Val Thr

20

Leu Ser Trp Tyr
35

Tyr Glu Ala Ser

50

Ser Gly Ser Gly

65

Thr Gln Ser Pro Ser Ser

5

10

Ile Thr Cys Gln Ala Ser

25

GIn Gln Lys Pro Gly Lys

40

Lys Leu Ala Ser Gly Val

55

Thr Asp Tyr Thr Leu Thr

70

Leu Ser Ala Ser Val Gly
15
GIn Thr Ile Tyr Ser Tyr
30
Pro Pro Lys Leu Leu Ile
45
Pro Ser Arg Phe Ser Gly

60

Ile Ser Ser Leu Gln Pro

75 80
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Glu Asp Thr Ala Thr Tyr Tyr Cys Gln Ser Tyr His Gly Thr Ala Ser
85 90 95
Thr Glu Tyr Gln Thr Phe Gly Gly Gly Thr Lys Val Glu Ile Lys
100 105 110
<210> 435
<211> 26
<212> PRT
<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence: Synthetic

peptide"
<400> 435
Asp Ile Val Met Thr Gln Ser Pro Asp Ser Leu Ala Val Ser Leu Gly
1 5 10 15
Glu Arg Ala Thr Ile Asn Cys Lys Ser Ser
20 25
<210> 436
<211> 8
<212> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic
peptide"
<400> 436
Gly Phe Thr Phe Ser Thr Tyr Gly
1 5
<210> 437
<211> 8
<212
> PRT
<213> Artificial Sequence
<220><221> source
<223> /note="Description of Artificial Sequence: Synthetic

peptide"
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<400> 437

Gly Phe Thr Phe Ser Ser Tyr Trp

1 5

<210> 438

<211> 8

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 438

Gly Phe Thr Phe Asp Asp Tyr Gly

1 5

<210> 439

<211> 8

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 439

Gly Tyr Thr Phe Thr Ser Tyr Gly

1 5

<210> 440

<211> 8

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 440

Gly Phe Thr Phe Ser Ser Tyr Ala

1 5

<210> 441

. Synthetic

. Synthetic

. Synthetic
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<211> 8

<212> PRT

<213> Artificial Sequence
<220><221> source

<223> /note="Description of Artificial Sequence

peptide"

<400> 441

Gly Tyr Thr Phe Thr Arg Tyr Tyr

1 5

<210> 442

<211> 14

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence
peptide"

<400> 442

Asp Leu Gly His Phe Asp Ser Gly Ser Ser Tyr Phe

1 5 10

<210> 443

<211> 36

<212> PRT

<213> Artificial Sequence

<220><221> source

<223> /note="Description of Artificial Sequence

polypeptide"

<400> 443

Lys Arg Pro Ser Gly Val Pro Asp Arg Phe Ser Gly Ser Lys Ser Gly

1 5 10

Asn Thr Ala Ser Leu Thr Ile Ser Gly Leu Gln Ala Glu Asp Glu Ala

20 25
Asp Tyr His Cys

35

. Synthetic

. Synthetic

Asp Tyr

. Synthetic

15

30

- 361 -
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